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VMAP systems

� GCA_000349325.1; Streptomyces davawensis JCM 4913; counts= 6; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*->
• AB_hydrolase->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-CASPASE+EAD2
• CASPASE+VMAP-M0+VMAP-C->vWA+HTH*->
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2||FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
• Trypco1->Trypsin+VMAP-M7+VMAP-C->MoxR->vWA+EAD2+VMAP-M0+VMAP-C*->

� GCA_000014265.1; Trichodesmium erythraeum IMS101; counts= 5; multicellularity status: TRUE

• CASPASE+VMAP-C->MoxR->?->vWA(partial)->vWA+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+FGS-fold_domain*->
• EAD1+Trypsin->?->EAD1+VMAP-M0+VMAP-C->MoxR->?->||<-?||vWA+FGS-fold_domain*->
• EAD6+VMAP-M12+VMAP-C->MoxR->vWA+FGS-fold_domain+FGS-fold_domain*->
• EAD7+VMAP-M1+VMAP-C->MoxR->?->?->vWA+FGS-fold_domain*->FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->four_helix_bundle_protein->PSE->FGS-fold_domain->

� GCA_001685355.1; Streptomyces lincolnensis; counts= 5; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+Trypsin+TIR+CASPASE+EAD2*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Z1*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-CASPASE+EAD2
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->?->?->?->||<-?||Radical_SAM->Antibiotic_NAT->TIR+FxsC_Cter->

� GCA_000092385.1; Streptomyces bingchenggensis BCW-1; counts= 4; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-?<-?<-Na_H_Exchanger
• PNP_UDP_1+EAD2->?->vWA->?->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• PNP_UDP_1+EAD2->?->vWA*->?->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCA_000761215.1; Streptomyces glaucescens; counts= 4; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*->
• DRHyd+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+wHTH+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001485105.1; Streptomyces acidiscabies; counts= 4; multicellularity status: TRUE
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->
• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001298565.1; Actinobacteria bacterium OK006; counts= 4; multicellularity status: NA

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+BetaPropeller*->
• ADP_ribosyl_GH->NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• EAD2+TIR->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-Trypco2||FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001514305.1; Streptomyces sp. RV15; counts= 4; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->
• TIR+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*->||<-DUF397
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_002019855.1; Streptomyces antibioticus; counts= 4; multicellularity status: TRUE

• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA*->MoxR->vWA+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
• Trypsin+EAD2+VMAP-C->vWA+APATPase+wHTH+TPRs*->KAP_NTPase->
• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2||METALLOPROTEASE+TPRs->

� GCA_900091315.1; Streptomyces sp. DI166; counts= 4; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA_protein*->Trypsin+CASPASE+S1COLD->
• CASPASE+VMAP-M0+VMAP-C->vWA+HTH*->
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_900129855.1; Streptomyces sp. 3124.6; counts= 4; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Z1*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_000346485.2; Scytonema hofmannii; counts= 4; multicellularity status: TRUE

• EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->four_helix_bundle_protein->RVT_1->
• low-complexity+VMAP-M26+VMAP-C->MoxR->vWA+CASPASE+APATPase*->
• TCAD3+EAD1+EAD9->EAD9+EAD1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->RVT_1->
• vWA_protein*->

� GCF_001189025.1; Streptomyces europaeiscabiei; counts= 4; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
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• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001426425.1; Streptomyces sp. Root1310; counts= 4; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2||Trypco2->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCF_001650215.1; Streptomyces sp. RTd22; counts= 4; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->||<-Trypco1
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCF_001941325.1; Streptomyces acidiscabies; counts= 4; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->
• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• vWA+TIR+FxsC_Cter(partial)*->

� GCA_001027285.1; Archangium gephyra; counts= 3; multicellularity status: TRUE

• EAD1+VMAP-M1+VMAP-C->MoxR->vWA+CASPASE+SLOG+TPRs*->
• EAD1+VMAP-M1+VMAP-C->MoxR->vWA+SLOG+SLOG+TPRs*->EAD1+Trypsin->
• EAD1+VMAP-M1+VMAP-C->vWA+SLOG*->

� GCA_001264245.1; Microcystis panniformis FACHB-1757; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->||<-?||FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->||<-?<-?||FGS-fold_domain->

� GCA_001302585.1; Kibdelosporangium phytohabitans; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SWACOS*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001735805.1; Streptomyces puniciscabiei; counts= 3; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->
• Trypsin+EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->

� GCA_000010605.1; Streptomyces griseus subsp. griseus NBRC 13350; counts= 3; multicellularity status: TRUE

3



• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TPRs+TIR+FxsC_Cter(partial)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->||<-?<-?<-PSE||?->||<-?<-PSE<-?<-Trypco1

� GCA_000328705.1; Saccharothrix espanaensis DSM 44229; counts= 3; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-?<-?<-TCAD15
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_cyclase+EAD2

� GCA_000312185.1; Microcystis aeruginosa PCC 9443; counts= 3; multicellularity status: TRUE

• CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->?->FGS-fold_domain->
• Trypsin+VMAP-M1+VMAP-C->MoxR->vWA*->

� GCA_000826545.1; Kibdelosporangium sp. MJ126-NF4; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+EAD2+VMAP-M0+VMAP-C*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||?->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->
• vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||?->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000177675.1; Frankia sp. EUN1f; counts= 3; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• TIR+VMAP-M2+VMAP-C->MoxR->vWA+DO-GTPase2*->
• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000158935.1; Streptomyces lividans TK24; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA->vWA+Pkinase+HTH+TPRs+cNMP_cyclase*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA*->vWA+Pkinase+HTH+TPRs+cNMP_cyclase->

� GCA_000158955.1; Streptomyces viridochromogenes DSM 40736; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA*->TIR+APATPase+TPRs->?->CASPASE+EAD2->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA*->

� GCA_000316115.1; Leptolyngbya sp. PCC 7375; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD9->EAD9+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->RVT_1->FGS-fold_domain->
• FGS-fold_domain->||<-?||PNP_UDP_1+VMAP-M1+VMAP-C->MoxR->vWA+Cas_csx3*->
• FGS-fold_domain->EAD1+Trypsin->?->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+BetaPropeller+FGS-fold_domain*->FGS-fold_domain->||<-RVT_1<-four_helix_bundle_protein

� GCA_000412595.1; Microcystis aeruginosa SPC777; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA(partial)->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• MoxR->vWA(partial)->vWA+FGS-fold_domain*->
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� GCA_000414115.1; Streptomyces aurantiacus JA 4570; counts= 3; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->?->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->||<-?||vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->
• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-CASPASE+EAD2

� GCA_000415505.1; Streptomyces afghaniensis 772; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+EAD2+CASPASE+EAD2*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->?->vWA+cNMP_cyclase+Band7*->

� GCA_000590515.1; Streptomyces sp. PRh5; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD13*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000829715.2; Streptomyces sp. NBRC 110027; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-?||?->||<-AB_hydrolase

� GCA_001270025.1; Streptomyces azureus; counts= 3; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001949645.1; Streptomyces acidiscabies; counts= 3; multicellularity status: TRUE

• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• vWA+TIR+FxsC_Cter(partial)*->
• vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000725125.1; Streptomyces toyocaensis; counts= 3; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_000966965.1; Streptomyces sp. NRRL S-104; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->
• VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001279445.1; Streptomyces sp. WM6349; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
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• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279685.1; Streptomyces sp. WM6373; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279905.1; Streptomyces sp. XY66; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279485.1; Streptomyces sp. XY511; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279765.1; Streptomyces sp. XY413; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279495.1; Streptomyces sp. H021; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001298545.1; Actinobacteria bacterium OV320; counts= 3; multicellularity status: NA

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• DUF397->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_001428885.1; Streptomyces sp. Root264; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• DUF397->MoxR->vWA+APATPase+wHTH+TPRs*->||<-vWA<-EAD2+VMAP-M0+VMAP-C
• EAD2+VMAP-M0+VMAP-C->vWA*->||<-vWA+APATPase+wHTH+TPRs<-MoxR<-DUF397

� GCA_001456025.1; Mastigocoleus testarum BC008; counts= 3; multicellularity status: TRUE

• CASPASE+AB_hydrolase->CASPASE+VMAP-M28+VMAP-C->MoxR->vWA+CASPASE+FGS-fold_domain*->
• EAD1+VMAP-M1+VMAP-C->MoxR->MoxR->vWA_protein*->vWA(partial)->FGS-fold_domain->FGS-fold_domain->
• EAD1+VMAP-M1+VMAP-C->MoxR->vWA+Ntox3+MACRODOMAIN+FGS-fold_domain*->

� GCA_001509775.1; Streptomyces violaceusniger; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
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• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• SIR2->||<-?<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCA_001514205.1; Streptomyces griseoruber; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+cNMP_cyclase+CASPASE*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
• Trypsin+EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->KAP_NTPase->

� GCA_001514235.1; Streptomyces caeruleatus; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TIR+FxsC_Cter(partial)*->
• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001751305.1; Streptomyces nanshensis; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA->vWA*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA*->vWA->
• CASPASE+VMAP-M2+VMAP-C->MoxR->PSE->PSE->vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase*->

� GCA_001905005.1; Streptomyces sp. CB02923; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCA_000935135.2; Streptomyces sp. MNU77; counts= 3; multicellularity status: TRUE

• <-PNP_UDP_1+EAD2||AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->
• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001969965.1; Streptomyces sparsogenes DSM 40356; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• vWA+Pkinase+Pkinase*->Porphobil_deam+Porphobil_deamC->

� GCA_001983105.1; Frankia sp. M16386; counts= 3; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->TIR+APATPase+TPRs->||<-METALLOPROTEASE+TPRs
• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900090075.1; Streptomyces sp. MnatMP-M77; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TPRs+TIR+FxsC_Cter(partial)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_900091955.1; Streptomyces sp. Ncost-T10-10d; counts= 3; multicellularity status: TRUE
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• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK)*->
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+SFI-helicase+DUF4729*->
• vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900090095.1; Streptomyces sp. SceaMP-e96; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+APATPase+wHTH+TPRs*->?->?->||<-AB_hydrolase

� GCA_900105695.1; Streptomyces melanosporofaciens; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• SIR2->||<-?<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCA_900107925.1; Amycolatopsis pretoriensis; counts= 3; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-
like

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-
like

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900107965.1; Streptomyces yanglinensis; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_900112965.1; Streptomyces mirabilis; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->VMAP-C(partial)->MoxR->vWA+SFII-helicase+Z1*->
• ADP_ribosyl_GH->NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->SIR2->
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-Trypco2||METALLOPROTEASE+TPRs->

� GCA_900177255.1; Streptomyces sp. Amel2xC10; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+cNMP_cyclase+CASPASE*->
• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA*->MoxR->vWA+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_000307995.2; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->PSE->||<-PSE||PSE->FGS-fold_domain->

� GCA_000312165.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2->EAD2+VMAP-M11+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
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• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->?->?->PSE->FGS-fold_domain->

� GCA_000312225.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCA_000312265.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• CASPASE+EAD2->EAD2+VMAP-M11+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->?->FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_000242715.1; Streptomyces acidiscabies; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TIR+FxsC_Cter(partial)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_000240165.1; Streptomyces cattleya; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_000312705.1; Anabaena sp. 90; counts= 3; multicellularity status: TRUE

• <-CASPASE<-?||?->?->EAD10+VMAP-M1+VMAP-C->MoxR->vWA+TPRs*->
• vWA*->
• vWA+FGS-fold_domain*->

� GCF_000377965.1; Streptomyces sp. CNB091; counts= 3; multicellularity status: TRUE

• CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+HTH+HTH+ParA-Soj-PloopNTPase(SIMIBI)*->PSE->PSE->||<-?||?->||<-?||?->DUF397->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000331305.1; Calothrix sp. PCC 7103; counts= 3; multicellularity status: TRUE

• EAD1+VMAP-M23+VMAP-C->MoxR->vWA+Glyco_trans_4_4+Glycos_transf_1*->
• EAD9+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->EAD1+APATPase+TPRs->
• VMAP-M1+VMAP-C->MoxR->vWA+MNS+CASPASE+MNS*->

� GCF_000599945.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• MoxR->vWA+FGS-fold_domain*->
• vWA+FGS-fold_domain*->

� GCA_003947255.1; Amycolatopsis balhimycina; counts= 3; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs||cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->TIR+APATPase+TPRs->||<-METALLOPROTEASE+TPRs
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• vWA+APATPase+wHTH*->
• vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs||cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000383635.1; Streptomyces sp. 303MFCol5.2; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• DUF397->||<-?||Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCF_000717815.1; Streptomyces rimosus; counts= 3; multicellularity status: TRUE

• <-FXSXX-COOH-like||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000718675.1; Streptomyces rimosus; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000721445.1; Streptomyces sp. NRRL F-5053; counts= 3; multicellularity status: TRUE

• TCAD15->?->?->PSE->?->MoxR->vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C->PSE->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• TCAD15->?->?->PSE->?->MoxR->vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C*->PSE->MoxR->vWA+TPRs->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->PSE->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000720675.1; Streptomyces sp. NRRL WC-3795; counts= 3; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_000716755.1; Saccharothrix syringae; counts= 3; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||?->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-TCAD15
• vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||?->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000404005.1; Streptomyces sp. FXJ7.023; counts= 3; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->
• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->||<-?||vWA+TPRs*->||<-DUF397
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_000938975.1; Streptomyces iranensis; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• SIR2->||<-?<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCF_001189015.1; Streptomyces acidiscabies; counts= 3; multicellularity status: TRUE

10



• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCF_000717185.1; Kitasatospora phosalacinea; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Coiled-coil+TIR+FxsC_Cter(partial)*->
• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*->

� GCF_000720325.1; Streptomyces sp. NRRL B-1347; counts= 3; multicellularity status: TRUE

• DUF397->||<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_001418335.1; Streptomyces aurantiacus; counts= 3; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->AB_hydrolase->CASPASE+EAD2->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs||Trypco1->

� GCF_001434355.1; Streptomyces anulatus; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001578075.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->?->FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_001552135.1; Actinomadura chibensis; counts= 3; multicellularity status: TRUE

• AB_hydrolase->BTLCP+VMAP-M0+VMAP-C->MoxR->vWA+Integrin_beta(vWA)*->
• Radical_SAM->METALLOPROTEASE+TPRs->||<-TIR+APATPase+TPRs||FXSXX-COOH->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->cNMP_cyclase+EAD2->
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH*->?->||<-?<-?<-?||?->?->DUF397->

� GCF_001895325.1; Microcystis aeruginosa; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_001905525.1; Streptomyces sp. TSRI0395; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
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� GCF_002019855.1; Streptomyces antibioticus; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+cNMP_cyclase+CASPASE*->
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-PSE||METALLOPROTEASE+TPRs->
• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA->MoxR->vWA+APATPase+TPRs*->

� GCA_002021875.1; Streptomyces hygroscopicus; counts= 3; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• SIR2->||<-?<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCA_000018105.1; Acaryochloris marina MBIC11017; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->||<-?||PNP_UDP_1+VMAP-M1+VMAP-C->MoxR->vWA+VMAP-C+FGS-fold_domain*->FGS-fold_domain->||<-PSE||FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->FGS-fold_domain->

� GCA_000092985.1; Nocardiopsis dassonvillei subsp. dassonvillei DSM 43111; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_000316665.1; Rivularia sp. PCC 7116; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->
• EAD1+VMAP-M1+VMAP-C->MoxR->?->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCA_000317435.1; Calothrix sp. PCC 6303; counts= 2; multicellularity status: TRUE

• <-MoxR<-EAD10+VMAP-M1+VMAP-C<-CASPASE<-?||EAD10+VMAP-M1+VMAP-C->MoxR->vWA+MNS+CASPASE+MNS*->
• <-vWA+MNS+CASPASE+MNS<-MoxR<-EAD10+VMAP-M1+VMAP-C||?->CASPASE->EAD10+VMAP-M1+VMAP-C->MoxR->vWA+AP-GTPase+COR*->

� GCA_000400635.2; Amycolatopsis orientalis HCCB10007; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+GCV_H+HTH+cNMP_cyclase+cNMP_cyclase+TIR+CASPASE*->
• VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_000739105.1; Streptomyces lividans TK24; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCA_000772045.1; Streptomyces sp. CCM_MD2014; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• EAD2+VMAP-M0+VMAP-C->vWA*->

� GCA_001040905.1; Streptomyces sp. PBH53; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_001278075.1; Streptomyces pristinaespiralis; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M7+VMAP-C->MoxR->vWA+Tubulin*->
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• VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001447075.1; Streptomyces hygroscopicus subsp. limoneus; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_001484565.1; Streptomyces sp. CdTB01; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_001611795.1; Streptomyces sp. S10(2016); counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001877055.1; Nocardiopsis dassonvillei; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_001941845.1; Streptomyces sp. TN58; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001983975.1; Streptomyces autolyticus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_002007685.1; Streptomyces sp. fd1-xmd; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_002082195.1; Streptomyces gilvosporeus; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCA_002090335.1; Streptomyces sp. MOE7; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->PSE->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->vWA(partial)->vWA*->

� GCA_002355495.1; Streptomyces laurentii; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_000091305.1; Streptomyces scabiei 87.22; counts= 2; multicellularity status: TRUE

• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA->MoxR->vWA+APATPase+TPRs*->
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• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA*->MoxR->vWA+APATPase+TPRs->

� GCA_001013905.1; Streptomyces leeuwenhoekii; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• VMAP-M2+VMAP-C->MoxR->vWA+Pkinase+NUDIX*->

� GCA_001406115.1; Streptomyces venezuelae; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001511815.1; Streptomyces reticuli; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_000169095.1; Lyngbya sp. PCC 8106; counts= 2; multicellularity status: TRUE

• EAD4+VMAP-M3+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->
• vWA+CASPASE*->

� GCA_000158915.1; Streptomyces himastatinicus ATCC 53653; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• SIR2->||<-?<-?<-?<-PSE||Trypco1->PSE->MoxR->vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->

� GCA_000177175.2; Streptomyces sp. ACT-1; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TPRs+TIR+FxsC_Cter(partial)*->

� GCA_000239075.2; Streptomyces sp. W007; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->METALLOPROTEASE+TPRs->

� GCA_000297155.2; Streptomyces tsukubensis NRRL18488; counts= 2; multicellularity status: TRUE

• vWA+Pkinase*->
• vWA+TPRs*->

� GCA_000331185.1; Streptomyces rimosus subsp. rimosus ATCC 10970; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->
• vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCA_000403665.1; Streptomyces lividans 1326; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->?->?->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase*->

� GCA_000411315.1; Streptomyces sp. HGB0020; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_000497425.1; Streptomyces niveus NCIMB 11891; counts= 2; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCA_000497445.1; Streptomyces roseochromogenus subsp. oscitans DS 12.976; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->PSE->PSE->TIR+APATPase+TPRs->

� GCA_000612545.1; Streptomyces sp. PCS3-D2; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->

� GCA_000955965.1; Streptomyces variegatus; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001047335.1; Streptomyces regensis; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_000972705.2; Limnoraphis robusta CS-951; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->||<-?<-?||EAD4+VMAP-M3+VMAP-C->MoxR->vWA_protein*->
• FGS-fold_domain->||<-?<-?||EAD4+VMAP-M3+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->FGS-fold_domain->

� GCA_001189015.1; Streptomyces acidiscabies; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->?->vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_001270515.1; Streptomyces viridochromogenes; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA_protein*->

� GCA_001270565.1; Streptomyces virginiae; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001270635.1; Streptomyces antibioticus; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_001279065.1; Streptomyces rimosus subsp. rimosus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCA_001279365.1; Streptomyces sp. NRRL F-5755; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCA_001279345.1; Streptomyces rimosus subsp. pseudoverticillatus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCA_001279625.1; Streptomyces sp. WM6368; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001279775.1; Streptomyces sp. MMG1533; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*->||<-DUF397

� GCA_001279935.1; Streptomyces sp. IGB124; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_001279855.1; Streptomyces sp. XY58; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001280045.1; Streptomyces sp. NRRL WC-3723; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_001279555.1; Micromonospora sp. NRRL B-16802; counts= 2; multicellularity status: TRUE

• CASPASE+TPRs->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH-like
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_001298555.1; Actinobacteria bacterium OV450; counts= 2; multicellularity status: NA

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->METALLOPROTEASE+TPRs->

� GCA_001314865.1; Phormidesmis priestleyi Ana; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin->?->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->FGS-fold_domain->
• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->||<-RVT_1<-four_helix_bundle_protein

� GCA_001514035.1; Streptomyces yokosukanensis; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001514065.1; Streptomyces antibioticus; counts= 2; multicellularity status: TRUE

• DRHyd+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+wHTH+TPRs*->
• Trypco1->PSE->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001514125.1; Streptomyces longwoodensis; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001595515.1; Streptomyces sp. CC71; counts= 2; multicellularity status: TRUE

• Trypco1->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->
• vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger

� GCA_001854645.1; Frankia sp. EUN1h; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs

� GCA_000980885.2; Streptomyces malaysiense; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->
• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-PSE<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_001905065.1; Saccharothrix sp. CB00851; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-cNMP_cyclase+EAD2

� GCA_001905025.1; Streptomyces sp. CB03578; counts= 2; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001905855.1; Streptomyces sp. CB01883; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_001905725.1; Streptomyces sp. CB02400; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->

� GCA_001953885.1; Streptomyces sp. IMTB 2501; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->

� GCA_001953875.1; Streptomyces amritsarensis; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

17



• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_002128465.1; Streptomyces pharetrae CZA14; counts= 2; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_900091975.1; Streptomyces sp. LamerLS-31b; counts= 2; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-HTH_31
• VMAP-C(partial)->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_900090105.1; Micromonospora humi; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C*->?->||<-?<-?||?->DUF397->

� GCA_900103455.1; Streptomyces wuyuanensis; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• ADP_ribosyl_GH->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+FtsK+TPRs*->NUDIX->SIR2->

� GCA_900103585.1; Streptomyces sp. cf386; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-Trypco2||FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_900104935.1; Streptomyces sp. 2114.2; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCA_900107045.1; Amycolatopsis xylanica; counts= 2; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+Pkinase*->

� GCA_900105465.1; Streptomyces sp. PAN_FS17; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA_protein*->vWA+TIR+FxsC_Cter->
• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_900105515.1; Streptomyces sp. 2131.1; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+NACHT+PIN*->

� GCA_900105945.1; Amycolatopsis tolypomycina; counts= 2; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• HTH+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH*->

� GCA_900105245.1; Streptomyces sp. 1222.5; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
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• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_900105605.1; Streptomyces sp. 2231.1; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_900105275.1; Streptomyces sp. KS_5; counts= 2; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
• vWA+APATPase+wHTH+TPRs*->?->||<-?<-?<-S1COLD

� GCA_900104815.1; Streptomyces misionensis; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->
• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_900105525.1; Streptomyces sp. 2314.4; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_900108175.1; Actinomadura echinospora; counts= 2; multicellularity status: TRUE

• Radical_SAM->METALLOPROTEASE+TPRs->||<-TIR+APATPase+TPRs||FXSXX-COOH-like->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+BetaPropeller+SWACOS+STAND_NTPase*->

� GCA_900110755.1; Streptomyces sp. yr375; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_900115095.1; Actinomadura madurae; counts= 2; multicellularity status: TRUE

• Radical_SAM->||<-TIR+APATPase+TPRs||?->SWACOS->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Radical_SAM<-?||cNMP_cyclase+EAD2->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+FtsK*->

� GCA_900114955.1; Streptomyces sp. cf124; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+GGDEF+EAD2+VMAP-M0->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+GGDEF+EAD2+VMAP-M0*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->

� GCA_900115955.1; Lentzea waywayandensis; counts= 2; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• AB_hydrolase->BTLCP+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+NACHT+TPRs*->

� GCA_900079405.3; Streptomyces sp. F-1; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->
• Trypco2->tRNA->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_000330925.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->||<-?||?->?->PSE->FGS-fold_domain->
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• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_000312725.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• vWA+FGS-fold_domain*->

� GCA_000312245.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• AB_hydrolase->PSE->MoxR->vWA+FGS-fold_domain*->
• Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_000163875.1; Streptomyces clavuligerus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->?->vWA+TPRs*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCA_000332625.1; Streptomyces viridochromogenes; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_000312285.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->PSE->FGS-fold_domain->

� GCA_000280865.1; Streptomyces auratus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->?->PSE->vWA+TPRs*->||<-AB_hydrolase

� GCA_000211815.1; Moorea producens; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->FGS-fold_domain->four_helix_bundle_protein->
• EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+TPRs+CASPASE*->

� GCF_000332095.2; Leptolyngbya sp. PCC 6406; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin->?->EAD1+VMAP-C->MoxR->vWA+FGS-fold_domain*->four_helix_bundle_protein->PSE->?->RVT_1->FGS-fold_domain->
• FGS-fold_domain->||<-?||?->?->PNP_UDP_1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->||<-PSE||?->||<-?||?->FGS-fold_domain->FGS-fold_domain->

� GCA_900236475.1; Streptomyces chartreusis; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCF_000203835.1; Streptomyces coelicolor; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCA_000010625.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• HTH+VMAP-M9+VMAP-C->VMAP-C(partial)->MoxR->vWA+FGS-fold_domain*->?->?->?->FGS-fold_domain->
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• Trypco1->||<-?||Trypsin+VMAP-M1+VMAP-C->PSE->?->vWA+FGS-fold_domain*->

� GCA_000024025.1; Catenulispora acidiphila; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+TPRs+CASPASE*->
• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->?->Radical_SAM->

� GCA_000177195.2; Streptomyces; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Z1*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_000147815.3; Streptomyces violaceusniger; counts= 2; multicellularity status: TRUE

• ADP_ribosyl_GH->SIR2->||<-?<-?||Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->Porphobil_deam+Porphobil_deamC->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000245355.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_001886595.1; Streptomyces venezuelae; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCF_000340945.1; Nocardiopsis synnemataformans; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341065.1; Nocardiopsis halotolerans; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341105.1; Nocardiopsis potens; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341145.1; Nocardiopsis xinjiangensis; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA*->Trypco1->
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341025.1; Nocardiopsis salina; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA*->Trypco1->
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_001445835.1; Streptomyces vitaminophilus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-CASPASE+EAD2
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000373565.1; Streptomyces sp. HmicA12; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+EAD2+Band7+HAD*->

� GCF_000373625.1; Streptomyces sp. LaPpAH-108; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->

� GCF_000377165.1; Streptomyces sp. CNY243; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000381685.1; Nocardiopsis sp. CNS-639; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000468475.2; Actinomadura madurae; counts= 2; multicellularity status: TRUE

• Radical_SAM->||<-TIR+APATPase+TPRs||SWACOS->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Radical_SAM<-?||cNMP_cyclase+EAD2->||<-?<-?||cNMP_binding+HTH_Crp_2->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+FtsK*->

� GCF_000376565.1; Streptomyces hokutonensis; counts= 2; multicellularity status: TRUE

• TIR+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000377125.1; Streptomyces sp. CNS335; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000425065.1; Actinomadura rifamycini; counts= 2; multicellularity status: TRUE

• Radical_SAM->METALLOPROTEASE+TPRs->||<-TIR+APATPase+TPRs||?->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-FXSXX-COOH-like||cNMP_cyclase+EAD2->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+cNMP_cyclase+FtsK*->

� GCF_000424805.1; Streptomyces sp. CNQ865; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_000707945.1; Streptomyces; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000717995.1; Streptomyces violaceorubidus; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000718785.1; Streptomyces sp. NRRL WC-3626; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_000717925.1; Streptomyces sp. NRRL S-241; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->?->Radical_SAM->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000718025.1; Streptomyces purpeofuscus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->?->||<-?||MoxR->vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*->
• Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCA_001270585.1; Streptomyces; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000716455.1; Streptomyces; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->

� GCF_000720595.1; Streptomyces rimosus; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000720725.1; Streptomyces rimosus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->?->NUDIX->

� GCF_000718935.1; Streptomyces sp. NRRL S-237; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000720115.1; Streptomyces sp. NRRL F-2580; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000719345.1; Streptomyces sp. NRRL F-2664; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000720795.1; Streptomyces; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000721535.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000720215.1; Streptomyces sp. NRRL S-475; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCF_000719855.1; Streptomyces sp. NRRL F-4474; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000717845.1; Streptomyces violaceoruber; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_000720455.1; Streptomyces virginiae; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000720805.1; Streptomyces violaceoruber; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats+HAD*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_000720765.1; Streptomyces sp. NRRL S-646; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*->
• vWA+APATPase+wHTH+TPRs*->KAP_NTPase->

� GCF_000719605.1; Streptomyces sp. NRRL S-1813; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+SFI-helicase*->

� GCF_000721365.1; Streptomyces sp. NRRL F-5650; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000725555.1; Streptomyces erythrochromogenes; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->?->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000725725.1; Streptomyces xanthophaeus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000716515.1; Streptomyces rimosus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_001984445.1; Streptomyces lydicus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->vWA*->

� GCF_000725495.1; Streptomyces aureus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M18+VMAP-C->MoxR->vWA+DO-GTPase2*->

� GCF_000718315.1; Streptomyces griseofuscus; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->
• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-HTH_31

� GCF_000720255.1; Streptomyces griseus; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->
• Trypco2->?->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2

� GCF_000745675.1; Streptomyces atratus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000725805.1; Streptomyces xanthophaeus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000158915.1; Streptomyces himastatinicus; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||?->?->||<-Trypco1

� GCA_000707965.1; Streptomyces rimosus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->PSE->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000710405.2; Kitasatospora sp. MBT66; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*->
• Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->||<-?||vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCF_000981225.1; Allosalinactinospora lopnorensis; counts= 2; multicellularity status: TRUE

• <-Trypco1||Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397
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• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_000974985.2; Streptomyces mangrovisoli; counts= 2; multicellularity status: TRUE

• <-vWA+CASPASE+NACHT+PIN<-MoxR<-Trypsin+HDxxH+VMAP-M0+VMAP-C<-Trypco1||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• <-vWA+TPRs<-MoxR<-Trypsin+HDxxH+VMAP-M0+VMAP-C<-Trypco1||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+NACHT+PIN*->

� GCF_001005295.1; Streptomyces yangpuensis; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->PSE->PSE->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_001047325.1; Streptomyces viridochromogenes; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCF_000302615.1; Streptomyces sp. SS; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->AB_hydrolase->

� GCF_000424945.1; Streptomyces sp. 142MFCol3.1; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->?->?->?->Radical_SAM->Antibiotic_NAT->TIR+FxsC_Cter->

� GCF_000717915.1; Streptomyces sp. NRRL S-244; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->PSE->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000716595.1; Saccharothrix sp. NRRL B-16314; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->?->||<-METALLOPROTEASE+TPRs
• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-cNMP_cyclase+EAD2

� GCF_001417675.1; Streptomyces; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000720135.1; Streptomyces sp. NRRL S-1022; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+PNP_UDP_1+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs*->

� GCF_000716675.1; Streptomyces; counts= 2; multicellularity status: TRUE

• ADP_ribosyl_GH->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->PSE->PSE->vWA+Pkinase+FtsK+TPRs*->NUDIX->
• MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->

� GCF_000717595.1; Streptomyces flavochromogenes; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000717745.1; Streptomyces violens; counts= 2; multicellularity status: TRUE

• <-TCAD15<-?||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+SWACOS+wHTH*->

� GCF_000725475.1; Streptomyces durhamensis; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TIR+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_000785985.1; Actinoplanes utahensis; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2->VMAP-M0+VMAP-C->MoxR->vWA+CASPASE(partial)*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+HTH+HTH+TPRs*->

� GCF_000716335.1; Streptomyces sp. NRRL S-118; counts= 2; multicellularity status: TRUE

• Trypco1->MoxR->vWA+NACHT+CASPASE+BetaPropeller*->
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000830005.1; Streptomyces vietnamensis; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+REase+SWACOS+TPRs+cNMP_cyclase*->

� GCF_000956015.1; Streptomyces sp. NRRL F-4428; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCA_000952035.2; Streptomyces lydicus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_000962825.1; Actinoplanes rectilineatus; counts= 2; multicellularity status: TRUE

• TIR+EAD2->METALLOPROTEASE+TPRs->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+SWACOS+TPRs*->

� GCF_000718305.1; Streptomyces niger; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+SWACOS+wHTH*->

� GCA_001267885.1; Streptomyces ambofaciens; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->PSE->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->?->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->

� GCF_001279805.1; Streptomyces sp. XY431; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-C->MoxR->vWA+TPRs*->
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• vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCF_001279615.1; Streptomyces sp. NRRL F-7442; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->PSE->?->CASPASE->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001280095.1; Streptomyces sp. NRRL F-6491; counts= 2; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-coil+CASPASE*->

� GCA_001279885.1; Streptomyces sp. XY593; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->
• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+TCAD12*->

� GCA_001279525.1; Nocardia sp. NRRL S-836; counts= 2; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• AB_hydrolase->BTLCP+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+APATPase+TPRs*->

� GCA_002005225.1; Streptomyces pactum; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001417775.1; Streptomyces sp. TP-A0356; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->
• Trypsin+VMAP-M6+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH-like<-Trypco1

� GCF_001417735.1; Streptomyces sp. NBRC 110028; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_001418135.1; Streptomyces aureus; counts= 2; multicellularity status: TRUE

• vWA+Pkinase+TPRs*->
• vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->

� GCF_001418655.1; Streptomyces phaeochromogenes; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->
• vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCA_001443625.1; Streptomyces venezuelae; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001419685.1; Streptomyces puniciscabiei; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+DNA-primase-like_ZnR+S1+KH+KH*->
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• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2

� GCA_001426325.1; Streptomyces; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001424875.1; Kitasatospora sp. Root107; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+BetaPropeller+Pkinase+wHTH+TPRs+wHTH+TPRs+FtsK*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+TIR+FxsC_Cter(partial)*->

� GCA_001484705.1; Streptomyces sp. 4F; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA*->
• EAD2+VMAP-M0+VMAP-C->vWA*->

� GCA_001514055.1; Streptomyces corchorusii; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCA_001541145.1; Streptomyces albus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCF_001553455.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• vWA+TPRs*->

� GCF_001553435.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000772045.1; Streptomyces sp. CCM_MD2014; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001184025.1; Streptomyces sp. NBRC 110468; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
• DUF397->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001632865.1; Streptomyces ambofaciens; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->

� GCF_001640565.1; Streptomyces sp. RTd22; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+BetaPropeller+CASPASE+APATPase+wHTH+TPRs+AB_hydrolase*->
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• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->PSE->||<-Trypco1

� GCF_001652895.1; Streptomyces sp. NBRC 109436; counts= 2; multicellularity status: TRUE

• CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_001701025.1; Lentzea guizhouensis; counts= 2; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• AB_hydrolase->BTLCP+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE+NACHT+TPRs*->

� GCF_001704635.1; Streptomyces sparsogenes; counts= 2; multicellularity status: TRUE

• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+Pkinase*->Porphobil_deam+Porphobil_deamC->

� GCF_001705785.1; Streptomyces sporocinereus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->||<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_001590865.1; Streptomyces sp. NBRC 110611; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->?->vWA+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCA_001513965.1; Streptomyces cellostaticus; counts= 2; multicellularity status: TRUE

• DUF397->?->?->?->Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2

� GCA_001636945.1; Streptomyces sp. FXJ1.172; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001553475.1; Streptomyces endus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_001653515.1; Streptomyces sp. ERV7; counts= 2; multicellularity status: TRUE

• NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->

� GCA_002335465.1; Streptomyces olivochromogenes; counts= 2; multicellularity status: TRUE

• ADP_ribosyl_GH->NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->
• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+TIR+NUDIX*->

� GCF_001552215.1; Actinomadura macra; counts= 2; multicellularity status: TRUE

• Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+FtsK*->
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• Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+Pkinase+DO-GTPase2*->

� GCF_001552195.1; Actinomadura latina; counts= 2; multicellularity status: TRUE

• Radical_SAM->||<-TIR+APATPase+TPRs||SWACOS->PSE->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Radical_SAM<-?||cNMP_cyclase+EAD2->
• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+CASPASE+FtsK*->

� GCF_001723065.1; Streptomyces rubidus; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-Trypco2
• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-Trypco2

� GCA_001729485.1; Streptomyces lydicus; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->
• EAD2+VMAP-M0+VMAP-C->vWA*->

� GCF_001723075.1; Streptomyces niveus; counts= 2; multicellularity status: TRUE

• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase*->
• vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->

� GCF_001723055.1; Streptomyces niveus; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK)*->
• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCF_001748165.1; Streptomyces sp. SPMA113; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001767375.1; Streptomyces pactum; counts= 2; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->PSE->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001854205.1; Moorea producens; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->
• EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_001866675.1; Streptomyces sp. MUSC 14; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_001866665.1; Streptomyces sp. MUSC 1; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_cyclase+Band7+HAD*->

� GCA_002368235.1; Scytonema sp. HK-05; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD9->EAD9+EAD1+VMAP-C->MoxR->vWA+FGS-fold_domain*->||<-?||FGS-fold_domain->
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• Trypco2->TCAD3+TCAD4+CASPASE+EAD1->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCA_001905125.1; Streptomyces sp. TSRI0281; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001905125.1; Streptomyces sp. TSRI0281; counts= 2; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+NaeI*->

� GCA_001905385.1; Streptomyces sp. CB02414; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->PSE->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_001905885.1; Streptomyces sp. CB03234; counts= 2; multicellularity status: TRUE

• AB_hydrolase->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-CASPASE+EAD2
• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCF_001905575.1; Streptomyces sp. CB00072; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001905845.1; Streptomyces sp. TSRI0107; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_001941265.1; Streptomyces acidiscabies; counts= 2; multicellularity status: TRUE

• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• vWA+TIR+FxsC_Cter(partial)*->

� GCF_001941285.1; Streptomyces acidiscabies; counts= 2; multicellularity status: TRUE

• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->
• vWA+TIR+FxsC_Cter(partial)*->

� GCA_001942465.1; Actinomadura sp. CNU-125; counts= 2; multicellularity status: TRUE

• AB_hydrolase->BTLCP+VMAP-M2+VMAP-C->MoxR->vWA_protein*->
• Radical_SAM->PSE->||<-PSE||FXSXX-COOH-like->?->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-FXSXX-COOH-like||cNMP_cyclase+EAD2->

� GCA_001942495.1; Moorea bouillonii; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->
• EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_001942255.1; Nocardiopsis sp. CNR-923; counts= 2; multicellularity status: TRUE

• Trypsin+EAD2->VMAP-C->MoxR->?->vWA_protein*->TIR+APATPase+TPRs->||<-DUF397||Trypco1->||<-PSE<-?<-PSE<-PSE<-DUF397
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• Trypsin+VMAP-M8->VMAP-C->MoxR->vWA+APATPase+wHTH*->

� GCA_001953865.1; Amycolatopsis coloradensis; counts= 2; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TPRs*->
• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_001970135.1; Streptomyces sp. M1013; counts= 2; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypsin+VMAP-M6+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-Trypco1

� GCA_001984155.1; Actinosynnema sp. ALI-1.44; counts= 2; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like
• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_002025445.1; Microcystis aeruginosa; counts= 2; multicellularity status: TRUE

• AB_hydrolase->PSE->||<-PSE||EAD2+VMAP-M11+VMAP-C->MoxR->vWA+FGS-fold_domain*->
• Trypco1->||<-?||Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_002028385.1; Streptomyces sp. 3211; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_900129855.1; Streptomyces sp. 3124.6; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_002080455.1; Streptomyces sp. Sge12; counts= 2; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCA_000012405.1; Thermobifida fusca YX; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->Trypco1->

� GCA_000018005.1; Frankia sp. EAN1pec; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000020025.1; Nostoc punctiforme PCC 73102; counts= 1; multicellularity status: TRUE

• VMAP-M1+VMAP-C->MoxR->vWA+Calcineurin-like+SAVED*->

� GCA_000022045.1; Cyanothece sp. PCC 7425; counts= 1; multicellularity status: TRUE

• <-FGS-fold_domain<-?<-?<-?||VMAP-M1+VMAP-C->MoxR->vWA*->||<-zf-IS66+DDE_Tnp_IS66<-TIR+EAD9<-?<-Trypsin<-Trypco1

� GCA_000024385.1; Thermomonospora curvata DSM 43183; counts= 1; multicellularity status: TRUE

• Radical_SAM->METALLOPROTEASE+TPRs->||<-TIR+APATPase+TPRs||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->
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� GCA_000237145.1; Actinoplanes sp. SE50/110; counts= 1; multicellularity status: TRUE

• EAD1+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_000359525.1; Streptomyces albus J1074; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000418455.1; Streptomyces rapamycinicus NRRL 5491; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000444875.1; Streptomyces collinus Tu 365; counts= 1; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000525635.1; Kutzneria albida DSM 43870; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->?->vWA+TIR+BetaPropeller*->?->?->||<-cNMP_cyclase+EAD2||cNMP_binding+HTH_Crp_2->?->SIR2->

� GCA_000340565.3; Nodularia spumigena CCY9414; counts= 1; multicellularity status: TRUE

• TIR+EAD6->EAD6+VMAP-M5->VMAP-C->MoxR->vWA+beta-rich-region+HTH+FGS-fold_domain*->four_helix_bundle_protein->RVT_1->

� GCA_000732925.1; Amycolatopsis japonica; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_000749465.2; Amycolatopsis lurida NRRL 2430; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-?||?->||<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_000931445.1; Streptomyces cyaneogriseus subsp. noncyanogenus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001027185.1; Streptomyces incarnatus; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-FXSXX-COOH-like<-Trypsin+EAD2||?->?->?->?->DUF397->

� GCA_001277295.1; Anabaena sp. WA102; counts= 1; multicellularity status: TRUE

• EAD6+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCA_001278095.1; Streptomyces sp. CFMR 7; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+REase+SWACOS+TPRs+cNMP_cyclase*->

� GCA_001431765.1; Streptomyces sp. FR-008; counts= 1; multicellularity status: TRUE

• low-complexity+HDxxH+VMAP-M0->VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->?->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001577385.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001610855.1; Gemmata sp. SH-PL17; counts= 1; multicellularity status: FALSE

• <-EAD1+HD<-EAD1+Trypsin||VMAP-M21+VMAP-C->MoxR->EAD1+HD+vWA+NEFF1*->
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� GCA_001660045.1; Streptomyces parvulus; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_001664405.1; Rhizobium phaseoli; counts= 1; multicellularity status: TRUE

• EAD5+Trypsin->EAD5+VMAP-M4+VMAP-C->MoxR->vWA+REC+SLOG+CASPASE*->

� GCA_000943515.2; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_001542625.2; Streptomyces griseochromogenes; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2||?->Trypco2->

� GCA_001750785.1; Streptomyces rubrolavendulae; counts= 1; multicellularity status: TRUE

• Trypco1->?->?->AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_002128305.1; Streptomyces sp. SCSIO 03032; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_002142475.1; Leptolyngbya boryana IAM M-101; counts= 1; multicellularity status: TRUE

• TIR+EAD9->EAD9+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_002368175.1; Calothrix sp. NIES-2098; counts= 1; multicellularity status: TRUE

• EAD8+VMAP-M1+VMAP-C->MoxR->?->vWA+MNS*->

� GCA_002368455.1; Calothrix sp. NIES-4071; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+GUN4+FGS-fold_domain*->

� GCA_003994795.1; Cylindrospermum sp. NIES-4074; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M1+VMAP-C->MoxR->vWA+Glyco_trans_4_4+Glycos_transf_1*->FGS-fold_domain->

� GCA_001160225.1; Mycobacterium tuberculosis; counts= 1; multicellularity status: FALSE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+CASPASE+FtsK*->

� GCA_001536285.1; Frankia sp. G2; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000154885.1; Streptomyces sp. Mg1; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2<-?<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA*->

� GCA_000156455.1; Streptomyces roseosporus NRRL 15998; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_000154945.1; Streptomyces pristinaespiralis ATCC 25486; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->||<-DUF397
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� GCA_000158895.1; Streptomyces sp. C; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000152145.1; Oscillochloris trichoides DG-6; counts= 1; multicellularity status: TRUE

• <-CASPASE+TCAD1+TCAD2||CASPASE+TCAD1+DUF4404->VMAP-M13+VMAP-C->MoxR->vWA+TPRs*->

� GCA_000244995.1; Burkholderiales bacterium JOSHI_001; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M15+VMAP-C->MoxR->vWA+HTH*->

� GCA_000243495.3; Opitutaceae bacterium TAV1; counts= 1; multicellularity status: FALSE

• TCAD5+AB_hydrolase+TCAD7+macroglobulin-like+CASPASE->CASPASE+VMAP-C->MoxR->vWA+REC+HTH+SLOG*->

� GCA_000262465.1; Frankia sp. QA3; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-?<-EAD5+TIR

� GCA_000342005.1; Amycolatopsis decaplanina DSM 44594; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_000342125.1; Streptomyces mobaraensis NBRC 13819 = DSM 40847; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000495635.1; Streptomyces sp. GBA 94-10; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000495755.1; Streptomyces sp. PVA 94-07; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000495615.1; uncultured Thiohalocapsa sp. PB-PSB1; counts= 1; multicellularity status: NA

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA_protein*->

� GCA_000568255.1; Kutzneria sp. 744; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+TIR+BetaPropeller*->?->?->cNMP_binding+HTH_Crp_2->

� GCA_001485125.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-coil+CASPASE*->||<-?<-?<-TIR+APATPase+TPRs

� GCA_001653115.1; Streptomyces sp. F-3; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs||?->Trypco1->

� GCA_000175415.3; Arthrospira platensis str. Paraca; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA*->

� GCA_000817745.1; Aphanocapsa montana BDHKU210001; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->
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� GCA_000818195.1; Streptomyces sp. 150FB; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000826685.1; Streptomonospora alba; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Radical_SAM<-FXSXX-COOH-like

� GCA_000876225.1; Micromonospora carbonacea; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->?->TIR+APATPase+TPRs->

� GCA_000955955.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000966975.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• vWA*->

� GCA_000966985.1; Streptomyces sp. NRRL S-444; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->

� GCA_001044425.1; Streptomyces roseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001047325.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_001047315.1; Streptomyces leeuwenhoekii; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001189025.1; Streptomyces europaeiscabiei; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001279025.1; Streptomyces sp. NRRL WC-3701; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->||<-AB_hydrolase

� GCA_001279015.1; Streptomyces rimosus subsp. rimosus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->

� GCA_001279355.1; Streptomyces sp. NRRL F-4711; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_001279725.1; Streptomyces sp. WM4235; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->vWA+TPRs*->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001279805.1; Streptomyces sp. XY431; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-C->MoxR->vWA+TPRs*->
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� GCA_001279985.1; Streptomyces sp. AS58; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-Trypco2||METALLOPROTEASE+TPRs->

� GCA_001280005.1; Streptomyces sp. NRRL WC-3618; counts= 1; multicellularity status: TRUE

• MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->Radical_SAM->?->STAND_NTPase->TIR+APATPase+TPRs->||<-DUF397

� GCA_001279605.1; Streptomyces sp. NRRL F-4707; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->?->?->CASPASE->

� GCA_001279615.1; Streptomyces sp. NRRL F-7442; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->?->CASPASE->TIR+APATPase+TPRs->

� GCA_001294335.1; Streptomyces chattanoogensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_001294395.1; Streptomyces sp. NRRL WC-3753; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001294325.1; Streptomyces sp. NRRL F-6602; counts= 1; multicellularity status: TRUE

• TCAD15->?->?->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001298575.1; Actinobacteria bacterium OK074; counts= 1; multicellularity status: NA

• NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->SIR2->

� GCA_001414035.1; Frankia sp. ACN1ag; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-FXSXX-COOH-like

� GCA_001421075.1; Frankia sp. CpI1-P; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001482415.1; Streptomyces silvensis; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_001484625.1; Streptomyces kanasensis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA_protein*->vWA(partial)+APATPase+wHTH+cNMP_cyclase+NaeI->

� GCA_001507455.1; Streptomyces albus subsp. albus; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-PSE<-FXSXX-COOH-like

� GCA_001509495.1; Actinoplanes awajinensis subsp. mycoplanecinus; counts= 1; multicellularity status: TRUE

• FXSXX-COOH-like->METALLOPROTEASE+TPRs->PNP_UDP_1+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->

� GCA_001514115.1; Streptomyces olivochromogenes; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-Trypco2||METALLOPROTEASE+TPRs->
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� GCA_001514135.1; Streptomyces avermitilis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_001672255.1; Anabaena sp. AL09; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_001672225.1; Anabaena sp. LE011-02; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_001672085.1; Anabaena sp. AL93; counts= 1; multicellularity status: TRUE

• vWA+FGS-fold_domain*->

� GCA_001672075.1; Anabaena sp. CRKS33; counts= 1; multicellularity status: TRUE

• Trypco1->VMAP-M1+EAD6+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_001672195.1; Anabaena sp. MDT14b; counts= 1; multicellularity status: TRUE

• Trypco1->MoxR->vWA+FGS-fold_domain*->

� GCA_001672105.1; Aphanizomenon flos-aquae WA102; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+EAD1->EAD1+VMAP-M24+VMAP-C->MoxR->vWA+beta-rich-region+HTH+FGS-fold_domain*->?->||<-RVT_1<-four_helix_bundle_protein<-FGS-fold_domain

� GCA_001751255.1; Streptomyces nanshensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->

� GCA_001751265.1; Streptomyces nanshensis; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA*->?->TIR+APATPase+TPRs->

� GCA_001866645.1; Streptomyces sp. MUSC 93; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+DUF3427*->

� GCA_001904725.1; Phormidium ambiguum IAM M-71; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCA_001905575.1; Streptomyces sp. CB00072; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->METALLOPROTEASE+TPRs->

� GCA_001905425.1; Streptomyces sp. MJM1172; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->METALLOPROTEASE+TPRs->

� GCA_001905405.1; Streptomyces sp. TSRI0445; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001905525.1; Streptomyces sp. TSRI0395; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
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� GCA_001905795.1; Streptomyces sp. CB01580; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001905645.1; Streptomyces sp. CB02115; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001905845.1; Streptomyces sp. TSRI0107; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001905885.1; Streptomyces sp. CB03234; counts= 1; multicellularity status: TRUE

• AB_hydrolase->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001905445.1; Streptomyces sp. CB00455; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001918255.1; Ktedonobacter sp. 13_1_40CM_4_52_4; counts= 1; multicellularity status: TRUE

• MoxR->vWA+Glyco_transf_20*->

� GCA_001995215.1; Amycolatopsis azurea DSM 43854; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_002085445.1; Beggiatoa sp. 4572_84; counts= 1; multicellularity status: TRUE

• VMAP-C(partial)->VMAP-C(partial)->?->?->?->MoxR->vWA_protein*->

� GCA_002104855.1; Streptomyces sp. 4F; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2->VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_002104865.1; Streptomyces sp. BF-3; counts= 1; multicellularity status: TRUE

• vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase*->

� GCA_002148405.1; Alkalinema sp. CACIAM 70d; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M1+VMAP-C->MoxR->vWA_protein*->FGS-fold_domain->FGS-fold_domain->

� GCA_002300485.1; Streptomyces sp. Ag82_O1-15; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_binding+HTH_Crp_2+TerD*->

� GCA_002532535.1; Chloroflexi bacterium Kir15-3F; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+REC+TCAD9+APHkinase*->

� GCA_002803145.1; Kitasatospora sp. CB02891; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+BetaPropeller+Pkinase+TIR*->

� GCA_900090065.1; Streptomyces sp. OspMP-M45; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

40



� GCA_900090085.1; Streptomyces sp. Ncost-T6T-1; counts= 1; multicellularity status: TRUE

• DUF397->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+STAND_NTPase+SFI-helicase*->

� GCA_900091765.1; Streptomyces sp. PalvLS-984; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_900091835.1; Streptomyces sp. PpalLS-921; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_900091875.1; Streptomyces sp. BpilaLS-43; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->?->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->

� GCA_900091865.1; Streptomyces sp. DvalAA-19; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+REase+SWACOS+TPRs+cNMP_cyclase*->

� GCA_900091755.1; Streptomyces sp. TverLS-915; counts= 1; multicellularity status: TRUE

• VMAP-C->MoxR->vWA_protein*->

� GCA_900091785.1; Streptomyces sp. BvitLS-983; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCA_900091885.1; Streptomyces sp. ScaeMP-6W; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->

� GCA_900091845.1; Streptomyces sp. SolWspMP-5a-2; counts= 1; multicellularity status: TRUE

• vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->

� GCA_900091855.1; Streptomyces sp. DvalAA-14; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->

� GCA_900091905.1; Streptomyces sp. OspMP-M43; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TPRs*->

� GCA_900091725.1; Streptomyces sp. DvalAA-43; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_900091595.1; Micromonospora haikouensis; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->?->Radical_SAM->TIR+APATPase+TPRs->||<-Voltage_CLC

� GCA_900091525.1; Micromonospora matsumotoense; counts= 1; multicellularity status: TRUE

• CASPASE(partial)+VMAP-M2+VMAP-C->MoxR->vWA_protein*->

� GCA_900091485.1; Streptomyces sp. LcepLS; counts= 1; multicellularity status: TRUE

• VMAP-C->MoxR->?->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->
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� GCA_900091995.1; Streptomyces sp. MnatMP-M17; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->

� GCA_900092005.1; Streptomyces sp. Cmuel-A718b; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+REase+SWACOS+TPRs+cNMP_cyclase*->

� GCA_900091985.1; Streptomyces sp. DconLS; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+cNMP_cyclase+Band7*->

� GCA_900091445.1; Micromonospora echinofusca; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+SWACOS+TPRs*->

� GCA_900090145.1; Streptomyces sp. WMMB 322; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900090165.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCA_900091415.1; Micromonospora inyonensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+Calcineurin-like+NACHT*->

� GCA_900091585.1; Micromonospora nigra; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900095575.1; Streptomyces sp. DpondAA-F4; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->

� GCA_900101975.1; Streptomyces sp. 136MFCol5.1; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900103675.1; Janthinobacterium sp. 551a; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+Calcineurin-like+APATPase+SFII-helicase*->

� GCA_900101585.1; Streptomyces emeiensis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+SFII-helicase+Trypsin+cNMP_cyclase*->

� GCA_900100955.1; Lechevalieria fradiae; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900102095.1; Streptomyces jietaisiensis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*->

� GCA_900100315.1; Streptomyces indicus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->
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� GCA_900100275.1; Lentzea violacea; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||?->?->TIR+TPRs->

� GCA_900103985.1; Streptomyces guanduensis; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900102245.1; Streptomyces sp. KS_16; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_900105395.1; Streptomyces sp. TLI_053; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCA_900105855.1; Amycolatopsis keratiniphila; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_900106925.1; Thiocapsa roseopersicina; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain*->

� GCA_900105915.1; Streptomyces sp. 2224.1; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_900105415.1; Streptomyces sp. TLI_105; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900105705.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->

� GCA_900105775.1; Streptomyces sp. 2112.3; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_900108335.1; Nonomuraea solani; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900110255.1; Streptomyces rubidus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-Trypco2

� GCA_900110955.1; Lechevalieria xinjiangensis; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900111005.1; Lentzea albida; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900111175.1; Actinokineospora terrae; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+Trypsin+TCAD11+TPRs*->
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� GCA_900110985.1; Lentzea flaviverrucosa; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900113015.1; Actinoplanes philippinensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900112845.1; Streptomyces alni; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900114705.1; Rugamonas rubra; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+METALLOPROTEASE+TCAD8*->

� GCA_900116325.1; Streptomyces sp. ok210; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900116135.1; Saccharopolyspora flava; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA_protein*->TIR+APATPase+TPRs->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-TIR+EAD2

� GCA_900116145.1; Streptomyces harbinensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900116675.1; Bradyrhizobium arachidis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+CASPASE+TPRs*->

� GCA_900119165.1; Amycolatopsis australiensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900119365.1; Streptomyces atratus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_900142575.1; Streptomyces paucisporeus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900176515.1; Kibdelosporangium aridum; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_900230275.1; Streptomyces sp. OV198; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+cNMP_binding+HTH_Crp_2+TerD*->

� GCA_000332585.1; Microcystis aeruginosa; counts= 1; multicellularity status: TRUE

• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_000312205.1; Microcystis aeruginosa; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->
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� GCA_000388135.1; Amycolatopsis vancoresmycina; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000340415.1; Amycolatopsis azurea; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_000155555.1; Coleofasciculus chthonoplastes; counts= 1; multicellularity status: TRUE

• EAD9+EAD1+VMAP-C->?->MoxR->||<-?||?->?->vWA+FGS-fold_domain*->FGS-fold_domain->||<-?<-?||FGS-fold_domain->FGS-fold_domain->?->FGS-fold_domain->

� GCA_000307915.1; Arthrospira platensis; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA+TPRs*->

� GCA_000173555.1; Arthrospira maxima; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA+TPRs+CASPASE*->

� GCA_000241835.2; Streptomyces coelicoflavus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger

� GCF_000235425.2; Frankia sp. CN3; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000213055.1; Streptomyces sp. Tu6071; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_000176895.2; Arthrospira sp. PCC 8005; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA+TPRs+CASPASE*->

� GCA_000297435.1; Microcystis sp. T1-4; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M14+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCA_900091815.1; Streptomyces sp. SA3_actG; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_002846475.1; Saccharopolyspora spinosa; counts= 1; multicellularity status: TRUE

• S1COLD->PSE->?->PSE->||<-?||?->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->FXSXX-COOH-like->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000258595.1; Streptomyces somaliensis; counts= 1; multicellularity status: TRUE

• Trypco1->AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_000009765.2; Streptomyces avermitilis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_000058485.1; Frankia alni; counts= 1; multicellularity status: TRUE

• EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs
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� GCA_000196835.1; Amycolatopsis mediterranei; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000166135.1; Frankia inefficax; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->EAD2+EAD1->

� GCA_000269985.1; Kitasatospora setae; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*->

� GCA_000210375.1; Arthrospira platensis; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA+TPRs+CASPASE*->

� GCA_000316605.1; Leptolyngbya sp. PCC 7376; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->||<-RVT_1<-four_helix_bundle_protein||FGS-fold_domain->PSE->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+GAF+FGS-fold_domain*->

� GCA_000389965.1; Actinoplanes sp. N902-109; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+TCAD13+NaeI+TPRs*->

� GCA_000401915.1; Thermobifida fusca; counts= 1; multicellularity status: TRUE

• vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_000411495.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TCAD15->?->?->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000262345.1; Streptomyces xiaopingdaonensis; counts= 1; multicellularity status: TRUE

• <-Trypco1||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000308175.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M16+VMAP-C->MoxR->vWA+BetaPropeller+TCAD10+REC*->

� GCF_000340965.1; Nocardiopsis kunsanensis; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341085.1; Nocardiopsis ganjiahuensis; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397

� GCF_000341125.1; Nocardiopsis lucentensis; counts= 1; multicellularity status: TRUE

• vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000341185.1; Nocardiopsis chromatogenes; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000375625.1; Streptomyces sp. FxanaC1; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+APATPase+wHTH+TPRs*->?->?->||<-AB_hydrolase
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� GCF_000375725.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_003688775.1; Streptomyces sp. LaPpAH-202; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000373665.1; Streptomyces sp. BoleA5; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCF_000377105.1; Streptomyces sp. CNQ766; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000377545.1; Streptomyces sp. CNY228; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_003984925.1; Streptomyces sp. TOR3209; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger

� GCF_000280905.1; Streptomyces sp. AA1529; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000297635.1; Streptomyces sp. AA0539; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_000381025.1; Streptomyces sulphureus; counts= 1; multicellularity status: TRUE

• <-TCAD15<-?||?->||<-Trypco1||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000384175.1; Streptomyces purpureus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000379525.1; Lamprocystis purpurea; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M27+VMAP-C->MoxR->vWA+FGS-fold_domain+FGS-fold_domain+PilP+FGS-fold_domain*->

� GCA_002234385.1; Amycolatopsis alba; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->PSE->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_000384295.1; Amycolatopsis balhimycina; counts= 1; multicellularity status: TRUE

• <-Trypco1<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_000478195.2; Lyngbya aestuarii; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->||<-?||FGS-fold_domain->

� GCA_000482245.1; Leptolyngbya sp. Heron Island J; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->||<-?||PNP_UDP_1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->
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� GCA_000478605.2; Streptomyces thermolilacinus; counts= 1; multicellularity status: TRUE

• Trypco1->?->?->AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*->

� GCA_000508205.1; Pseudomonas; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M16+VMAP-C->MoxR->vWA+BetaPropeller+TCAD10+REC*->

� GCF_000470535.1; Streptomyces sp. AW19M42; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_000518045.1; Streptomyces exfoliatus; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000239155.1; Actinoalloteichus spitiensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->

� GCF_000341205.1; Nocardiopsis baichengensis; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000379645.1; Actinoplanes globisporus; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+CASPASE*->

� GCF_000379825.1; Longispora albida; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs+CASPASE*->

� GCF_000372745.1; Streptomyces scabrisporus; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M19->VMAP-C->MoxR->vWA+BetaPropeller*->

� GCF_000373645.1; Streptomyces sp. ATexAB-D23; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_002895405.1; Actinoalloteichus cyanogriseus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000482865.1; Actinokineospora inagensis; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+Trypsin+TCAD11*->

� GCF_000428945.1; Hamadaea tsunoensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+Trypsin+APATPase+wHTH+TPRs*->

� GCF_000472685.1; Bradyrhizobium; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+CASPASE+TPRs*->

� GCF_000514995.1; Streptomyces sp. CNT371; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->
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� GCF_000514715.1; Streptomyces sp. CNH099; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000424765.1; Streptomyces sp. CNT318; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000426325.1; Streptomyces sp. CNS606; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_000482585.1; Streptomyces sp. CNQ329; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_900091745.1; Streptomyces sp. DpondAA-B6; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000383615.1; Streptomyces canus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_000429085.1; Streptomyces flavidovirens; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000715845.1; Streptomyces monomycini; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000716025.1; Streptomyces baarnensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->PSE->METALLOPROTEASE+TPRs->

� GCF_000718945.1; Streptomyces sp. NRRL S-813; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001270665.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000719335.1; Streptomyces sp. NRRL S-87; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+TPRs*->

� GCF_000717875.1; Streptomyces sp. NRRL S-455; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001509565.1; Streptomyces; counts= 1; multicellularity status: TRUE

• MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000718515.1; Micromonospora parva; counts= 1; multicellularity status: TRUE

• CASPASE+TPRs->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH-like
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� GCA_003073355.1; Streptomyces scopuliridis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000721345.1; Kitasatospora sp. NRRL B-11411; counts= 1; multicellularity status: TRUE

• MoxR->vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*->

� GCF_000719205.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||TIR+APATPase+TPRs->||<-DUF397

� GCF_000725545.1; Streptomyces exfoliatus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000720915.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->PSE->METALLOPROTEASE+TPRs->

� GCF_000720535.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000716535.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCF_000718705.1; Streptomyces; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_000721105.1; Streptomyces cellulosae; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->?->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->

� GCF_000719495.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->||<-?||Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000717795.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA_protein*->TIR+FxsC_Cter->

� GCF_000719355.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000719775.1; Streptomyces sp. NRRL F-5135; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->?->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000719435.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000719895.1; Streptomyces sp. NRRL F-2799; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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� GCA_001279005.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->

� GCF_000721605.1; Streptomyces sp. NRRL S-37; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger<-?||METALLOPROTEASE+TPRs->

� GCF_000722015.1; Streptomyces sp. NRRL S-474; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000721265.1; Streptomyces sp. NRRL F-5126; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000717895.1; Streptomyces sp. NRRL WC-3744; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCF_000719475.1; Streptomyces sp. NRRL F-5630; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_000720295.1; Streptomyces sp. NRRL WC-3725; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCF_000721935.1; Streptomyces sp. NRRL WC-3549; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->PSE->PSE->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000722185.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000725635.1; Streptomyces sp. NRRL B-3253; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_004328625.1; Streptomyces seoulensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000725645.1; Streptomyces sp. NRRL F-5635; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_000156695.2; Streptomyces filamentosus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->PSE->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000373305.1; Streptomyces sp. CcalMP-8W; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000156455.1; Streptomyces filamentosus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->PSE->PSE->CASPASE+EAD2->FXSXX-COOH-like->
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� GCF_000717375.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000717345.1; Streptomyces lydicus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000717025.1; Streptomyces atroolivaceus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000717055.1; Streptomyces iakyrus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_000797385.1; Streptomyces sp. CNQ431; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000504285.1; Actinospica robiniae; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs||METALLOPROTEASE+TPRs->||<-PNP_UDP_1+EAD2<-EAD2+VMAP-M0+APATPase+TPRs

� GCF_000744785.1; Kitasatospora azatica; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+BetaPropeller+cNMP_cyclase+NaeI*->

� GCA_000696185.1; Kitasatospora cheerisanensis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA_protein*->

� GCA_900176525.1; Lentzea albidocapillata; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||TIR+TPRs->

� GCA_004768505.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• TCAD15->?->?->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000415505.1; Streptomyces afghaniensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->PSE->vWA+APATPase+wHTH+TPRs*->

� GCA_000738695.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• vWA_protein*->

� GCA_000738715.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• TCAD9+Pkinase+NACHT+HEAT_repeats->EAD2+VMAP-M0+VMAP-C->vWA*->MoxR->vWA+APATPase+TPRs->

� GCF_000746395.1; Streptomyces mirabilis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000701285.1; Streptomyces sp. CNQ-525; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

52



� GCA_000696115.1; Streptomyces olindensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000495635.1; Streptomyces sp. GBA 94-10; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000412265.2; Streptomyces sp. Mg1; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000719665.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_000721335.1; Streptomyces sp. NRRL S-1831; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_000720175.1; Streptomyces sp. NRRL S-337; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000721455.1; Streptomyces sp. NRRL F-6628; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000698495.1; Streptomyces sp. NTK 937; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000495755.1; Streptomyces sp. PVA 94-07; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000802245.2; Streptomyces; counts= 1; multicellularity status: TRUE

• TCAD15->?->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_004212215.1; Lyngbya confervoides; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->FGS-fold_domain->

� GCF_000308675.1; Nocardia paucivorans; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->METALLOPROTEASE->TIR+APATPase+wHTH+TPRs->

� GCF_000308495.1; Nocardia brevicatena; counts= 1; multicellularity status: TRUE

• Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->METALLOPROTEASE->TIR+APATPase+wHTH+TPRs->

� GCA_003182435.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000818175.1; Streptomyces sp. AcH 505; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->
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� GCA_900109465.1; Streptacidiphilus jiangxiensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000719915.1; Streptomyces sp. NRRL F-2890; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000805335.1; Streptomyces sp. CT34; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_000819545.1; Streptomyces nodosus; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Radical_SAM<-FXSXX-COOH||Voltage_CLC->||<-Trypco1

� GCF_000716435.1; Streptomyces xylophagus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_000695625.1; Amycolatopsis rifamycinica; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCF_000312185.1; Microcystis aeruginosa; counts= 1; multicellularity status: TRUE

• HTH+VMAP-M9+VMAP-C->MoxR->?->vWA+FGS-fold_domain*->?->PSE->FGS-fold_domain->

� GCA_000935125.1; Streptomyces natalensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCA_003147545.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_000952105.1; Chromobacterium violaceum; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+REC+TCAD8*->

� GCA_000955975.1; Saccharothrix sp. ST-888; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000969605.1; Aquincola tertiaricarbonis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+BetaPropeller+REC*->

� GCF_003060805.1; Arthrospira sp. TJSD091; counts= 1; multicellularity status: TRUE

• VMAP-C_protein->MoxR->vWA+TPRs+CASPASE*->

� GCF_000981895.1; Streptomyces sp. NRRL B-24891; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000993785.2; Streptomyces xiamenensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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� GCF_001005085.2; Streptomyces humi; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->KAP_NTPase->

� GCA_001011035.1; Streptomyces sp. CNQ-509; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_001014595.1; Streptomyces sp. KE1; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_000800535.1; Streptomyces sp. M10; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001027285.1; Archangium gephyra; counts= 1; multicellularity status: TRUE

• EAD1+VMAP-M1+VMAP-C->vWA+SLOG*->

� GCA_001039005.1; Burkholderia cepacia; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+APATPase+wHTH*->

� GCF_000718635.1; Streptomyces varsoviensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001083795.1; Streptomyces sp. SBT349; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->

� GCA_001187435.1; Streptomyces caatingaensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000022045.1; Cyanothece sp. PCC 7425; counts= 1; multicellularity status: TRUE

• <-FGS-fold_domain<-?<-?<-?||?->VMAP-M1+VMAP-C->MoxR->vWA*->||<-zf-IS66+DDE_Tnp_IS66<-TIR+EAD9<-PSE<-Trypsin<-Trypco1

� GCA_000698945.1; Streptomyces wadayamensis; counts= 1; multicellularity status: TRUE

• <-TCAD15<-?||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000739635.1; Verrucomicrobium sp. BvORR034; counts= 1; multicellularity status: FALSE

• VMAP-M22+VMAP-C->MoxR->vWA+AP-GTPase+COR+EAD1+Trypsin*->

� GCF_000716945.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCF_000259895.1; Streptomyces sp. TOR3209; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_000373465.1; Streptomyces sp. FxanaD5; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*->
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� GCF_000381885.1; Actinomadura atramentaria; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+cNMP_cyclase+cNMP_cyclase+FtsK+TPRs*->?->?->||<-DUF397<-DUF397

� GCF_000349325.1; Streptomyces davawensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2||METALLOPROTEASE+TPRs->

� GCF_000424825.1; Streptomyces sp. CNH287; counts= 1; multicellularity status: TRUE

• TCAD15->?->||<-?||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000497425.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+TPRs*->

� GCA_001756925.1; Streptomyces fradiae; counts= 1; multicellularity status: TRUE

• NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->SIR2->

� GCF_000696185.1; Kitasatospora cheerisanensis; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->PSE->vWA_protein*->BetaPropeller->

� GCF_000701325.1; Streptomyces sp. URHA0041; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000719555.1; Streptomyces sp. NRRL F-5727; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000718985.1; Streptomyces megasporus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_000707925.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000716805.1; Streptomyces yerevanensis; counts= 1; multicellularity status: TRUE

• Trypco1->PSE->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_000718475.1; Microbispora rosea; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+TIR+FxsC_Cter*->

� GCF_000716685.1; Streptomyces virginiae; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000719695.1; Streptomyces sp. NRRL F-6131; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCF_000716445.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
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� GCF_000717135.1; Catenuloplanes japonicus; counts= 1; multicellularity status: TRUE

• METALLOPROTEASE+TPRs->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->

� GCF_000718525.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000720145.1; Streptomyces sp. NRRL F-2747; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000721705.1; Actinoplanes subtropicus; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000725465.1; Streptomyces bicolor; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000717655.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000720635.1; Streptomyces sp. NRRL WC-3742; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->vWA+TIR+FxsC_Cter*->

� GCA_002803845.1; Streptomyces lavendulae; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000721515.1; Streptomyces sp. NRRL F-5193; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000721305.1; Streptomyces sp. NRRL S-1868; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000725125.1; Streptomyces toyocaensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000720485.1; Streptomyces ochraceiscleroticus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+SWACOS+wHTH*->

� GCF_000725785.1; Streptomyces; counts= 1; multicellularity status: TRUE

• SIR2->?->||<-?||AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+cNMP_cyclase+CASPASE*->

� GCF_000745715.1; Streptomyces mirabilis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+PNP_UDP_1+APATPase+wHTH+TPRs*->

� GCF_000612545.1; Streptomyces sp. PCS3-D2; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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� GCF_000772895.1; Streptomyces galbus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->?->?->||<-?||Radical_SAM->Antibiotic_NAT->TIR+FxsC_Cter->

� GCF_000686765.1; Streptomyces sp. UNC401CLCol; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*->

� GCF_000814065.1; Pseudomonas sp. C5pp; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M16+VMAP-C->MoxR->vWA+BetaPropeller+TCAD10+REC*->

� GCF_000158955.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_000525635.1; Kutzneria albida; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->?->vWA+TIR+BetaPropeller*->?->?->||<-cNMP_cyclase+EAD2||cNMP_binding+HTH_Crp_2->?->SIR2->

� GCF_000717715.1; Streptomyces sp. NRRL B-24484; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_000721495.1; Streptomyces sp. NRRL F-5123; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+BetaPropeller*->

� GCF_000721235.1; Streptomyces olivaceus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000718165.1; Streptomyces fulvoviolaceus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+STAND_NTPase+STAND_NTPase*->

� GCF_000829695.1; Streptomyces sp. NBRC 110035; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2<-Trypco2||METALLOPROTEASE+TPRs->

� GCA_000733295.1; Archangium violaceum; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+SLOG+EAD1+TIR*->

� GCF_000955975.1; Saccharothrix sp. ST-888; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+CASPASE+TIR+FxsC_Cter(partial)*->

� GCF_000966955.1; Streptomyces sp. NRRL S-495; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*->

� GCF_001305595.1; Azospirillum thiophilum; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_000720235.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->
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� GCF_000829715.2; Streptomyces sp. NBRC 110027; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000972435.1; Streptomyces sp. MBT28; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*->

� GCF_000982955.1; Micromonospora sp. HK10; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-CASPASE+EAD2

� GCF_001005405.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_000718775.1; Streptomyces sp. NRRL S-31; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->FXSXX-COOH->Radical_SAM->

� GCF_000720995.1; Streptomyces celluloflavus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_000980885.2; Streptomyces malaysiense; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCF_000412265.2; Streptomyces sp. Mg1; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001044425.1; Streptomyces roseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->PSE->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001270565.1; Streptomyces virginiae; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001270485.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCA_001279845.1; Streptomyces sp. XY533; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_001279445.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->

� GCF_001279485.1; Streptomyces sp. XY511; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_001279495.1; Streptomyces sp. H021; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

59



� GCF_001279855.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_001279455.1; Streptomyces sp. XY152; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_001279605.1; Streptomyces sp. NRRL F-4707; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_001280125.1; Streptomyces sp. NRRL F-6492; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001279555.1; Micromonospora sp. NRRL B-16802; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_001280015.1; Streptomyces sp. MMG1121; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001280015.1; Streptomyces sp. MMG1121; counts= 1; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001279905.1; Streptomyces sp. XY66; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_001279935.1; Streptomyces sp. IGB124; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->

� GCF_001279365.1; Streptomyces sp. NRRL F-5755; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->TIR+APATPase+TPRs->

� GCF_001279625.1; Streptomyces sp. WM6368; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->

� GCF_001279685.1; Streptomyces sp. WM6373; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->

� GCF_001279765.1; Streptomyces sp. XY413; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->

� GCF_001280005.1; Streptomyces sp. NRRL WC-3618; counts= 1; multicellularity status: TRUE

• MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->Radical_SAM->?->STAND_NTPase->vWA->TIR+APATPase+TPRs->

� GCF_001279985.1; Streptomyces sp. AS58; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2<-Trypco2||METALLOPROTEASE+TPRs->
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� GCF_001280885.1; Streptomyces sp. XY332; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001279345.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_001294335.1; Streptomyces chattanoogensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCA_001294345.1; Streptomyces sp. NRRL S-4; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001298575.1; Actinobacteria bacterium OK074; counts= 1; multicellularity status: NA

• NUDIX->Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->SIR2->

� GCF_001298565.1; Actinobacteria bacterium OK006; counts= 1; multicellularity status: NA

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+BetaPropeller*->

� GCF_001298545.1; Actinobacteria bacterium OV320; counts= 1; multicellularity status: NA

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001306465.1; Frankia sp. R43; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_001418505.1; Streptomyces flocculus; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001418465.1; Streptomyces kanamyceticus; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+FtsK+TPRs*->

� GCF_001418325.1; Streptomyces atriruber; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*->

� GCF_001419765.1; Streptomyces torulosus; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->

� GCF_001420875.1; Frankia sp. AvcI1; counts= 1; multicellularity status: TRUE

• EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001426405.1; Streptomyces; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001426585.1; Streptomyces sp. Root431; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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� GCA_001426615.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001429805.1; Kitasatospora sp. Root187; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2->EAD2+VMAP-M10+VMAP-C->MoxR->vWA+APATPase+BetaPropeller+Pkinase+wHTH+TPRs+wHTH+TPRs+FtsK*->

� GCF_001428885.1; Streptomyces sp. Root264; counts= 1; multicellularity status: TRUE

• DUF397->MoxR->vWA+APATPase+wHTH+TPRs*->||<-vWA<-EAD2+VMAP-M0+VMAP-C

� GCA_001484605.1; Pseudarthrobacter sulfonivorans; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M17+VMAP-C->MoxR->vWA+BetaPropeller+CASPASE+STAND_NTPase*->

� GCF_001493375.1; Streptomyces specialis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->PSE->?->?->TIR+APATPase+TPRs->

� GCF_001485105.1; Streptomyces acidiscabies; counts= 1; multicellularity status: TRUE

• vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001507435.1; Streptomyces sp. NRRL F-5122; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001511815.1; Streptomyces reticuli; counts= 1; multicellularity status: TRUE

• TCAD15->Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000974445.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||TIR+APATPase+TPRs->||<-DUF397

� GCF_001531145.1; Streptomyces sp. IMTB 1903; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001550225.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_001550315.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_001550215.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• vWA*->

� GCF_001572115.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_001592045.1; Thermobifida fusca; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->
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� GCA_003719195.1; Herbaspirillum rubrisubalbicans; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M20+VMAP-C->MoxR->vWA+DRHyd+TCAD8*->

� GCA_001514215.1; Streptomyces bungoensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCA_001613935.1; Amycolatopsis regifaucium; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_001570645.1; Streptomyces sporocinereus; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_001513975.1; Streptomyces curacoi; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_001469455.2; Streptomyces sp. AVP053U2; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-Trypsin+EAD2

� GCF_000974485.1; Streptomyces sp. NBRC 109706; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->?->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001509475.1; Streptomyces regalis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Radical_SAM->TIR+APATPase+TPRs->||<-TCAD15

� GCF_001514235.1; Streptomyces caeruleatus; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_000158935.1; Streptomyces lividans; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->PSE->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCA_001270575.1; Streptomyces decoyicus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->TIR+APATPase+TPRs->

� GCF_001270495.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_000373365.1; Frankia discariae; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_001687325.1; Streptomyces sp. PTY087I2; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001693675.1; Streptomyces clavuligerus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->
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� GCF_001514035.1; Streptomyces yokosukanensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001514285.1; Streptomyces sp. DSM 15324; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+REase+cNMP_cyclase+CASPASE*->

� GCF_001653115.1; Streptomyces sp. F-3; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->

� GCF_001704195.1; Streptomyces sampsonii; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001552155.1; Actinomadura formosensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+FtsK*->

� GCF_001552175.1; Actinomadura kijaniata; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M8+VMAP-C->MoxR->vWA+FtsK+FtsK+FtsK+FtsK+FtsK+FtsK*->

� GCF_001552555.1; Nocardiopsis trehalosi; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397

� GCA_003350525.1; Nocardia mexicana; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->METALLOPROTEASE->TIR+APATPase+wHTH+TPRs->Radical_SAM->

� GCA_001517975.1; Thermobifida cellulosilytica; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_001637315.1; Phormidium willei; counts= 1; multicellularity status: TRUE

• VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCF_001715295.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001746315.1; Streptomyces sp. EN27; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001746305.1; Streptomyces sp. EN23; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001746295.1; Streptomyces sp. LUP47B; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like||Trypco1->

� GCF_001748305.1; Streptomyces luteocolor; counts= 1; multicellularity status: TRUE

• ADP_ribosyl_GH->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+FtsK+TPRs*->NUDIX->
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� GCA_001746425.1; Streptomyces subrutilus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001746465.1; Streptomyces agglomeratus; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001746415.1; Streptomyces agglomeratus; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001751375.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001746485.1; Streptomyces agglomeratus; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001767235.1; Moorea producens; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->||<-?||PSE->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_001865315.1; Streptomyces sampsonii; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001865795.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001953855.1; Amycolatopsis keratiniphila; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_001578075.1; Microcystis aeruginosa; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2->EAD2+VMAP-M11+VMAP-C->MoxR->vWA+FGS-fold_domain*->

� GCF_001895105.1; Streptomyces sp. NBRC 110465; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_900141985.1; Nocardiopsis flavescens; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_001905145.1; Nocardiopsis sp. TSRI0078; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCA_001905365.1; Streptomyces sp. CB02488; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_001905645.1; Streptomyces sp. CB02115; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
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� GCF_001905905.1; Streptomyces sp. CB02366; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*->

� GCF_001905405.1; Streptomyces sp. TSRI0445; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001905795.1; Streptomyces sp. CB01580; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+cNMP_cyclase+TCAD13*->

� GCF_001905345.1; Streptomyces uncialis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_001905485.1; Streptomyces sp. TSRI0261; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCA_001905485.1; Streptomyces sp. TSRI0261; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCA_001905755.1; Amycolatopsis sp. CB00013; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_001905735.1; Streptomyces sp. CB01249; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->Trypco1->

� GCF_001905735.1; Streptomyces sp. CB01249; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->

� GCF_001905825.1; Streptomyces sp. CB02009; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001905705.1; Streptomyces sp. CB02460; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_900111245.1; Streptomyces qinglanensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH-like->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001921205.1; Actinophytocola xanthii; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_001921215.1; Actinophytocola xinjiangensis; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCA_001939115.1; Oscillatoriales cyanobacterium ‘hensonii’; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->?->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->four_helix_bundle_protein->RVT_1->FGS-fold_domain->
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� GCF_001941275.1; Streptomyces acidiscabies; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*->

� GCA_001983215.1; Frankia sp. CcI49; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCA_001977425.1; Burkholderia pseudomallei; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+REC*->

� GCA_001984175.1; Saccharothrix sp. ALI-22-I; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-cNMP_cyclase+EAD2

� GCF_001984575.1; Streptomyces sp. MP131-18; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_001984575.1; Streptomyces sp. MP131-18; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001989395.1; Nocardia donostiensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->Voltage_CLC->METALLOPROTEASE->TIR+APATPase+wHTH+TPRs->

� GCA_001998325.1; Nocardiopsis sinuspersici; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_002005565.1; Streptomyces sp. JHA26; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCA_001642995.1; Streptomyces jeddahensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||PSE->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_002007685.1; Streptomyces sp. fd1-xmd; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_000239075.1; Streptomyces sp. W007; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_000497445.1; Streptomyces roseochromogenus; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900167435.1; Marinactinospora thermotolerans; counts= 1; multicellularity status: TRUE

• Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-DUF397||Trypco1->

� GCF_000721685.1; Streptomyces mediolani; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->
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� GCF_001279545.1; Streptomyces sp. NRRL B-3648; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs*->

� GCF_001270575.1; Streptomyces decoyicus; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs+SFI-helicase*->

� GCF_000931445.1; Streptomyces cyaneogriseus; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_002024165.1; Streptomyces scabrisporus; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M19+VMAP-C->MoxR->vWA+BetaPropeller*->

� GCF_001047315.1; Streptomyces leeuwenhoekii; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001418645.1; Streptomyces neyagawaensis; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*->

� GCF_001509775.1; Streptomyces violaceusniger; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TIR+cNMP_cyclase+S1COLD+EAD2*->

� GCF_001514065.1; Streptomyces antibioticus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_001514305.1; Streptomyces sp. RV15; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*->

� GCF_001700515.1; Streptomyces lushanensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001595515.1; Streptomyces sp. CC71; counts= 1; multicellularity status: TRUE

• Trypco1->PSE->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*->

� GCF_001746285.1; Streptomyces sp. EN16; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->

� GCF_001542625.1; Streptomyces griseochromogenes; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*->

� GCF_001660045.1; Streptomyces parvulus; counts= 1; multicellularity status: TRUE

• Trypco2->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-Trypsin+EAD2

� GCF_001013905.1; Streptomyces leeuwenhoekii; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->
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� GCF_001866675.1; Streptomyces sp. MUSC 14; counts= 1; multicellularity status: TRUE

• Trypco2->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+Pkinase+NaeI*->

� GCF_001905855.1; Streptomyces sp. CB01883; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-Na_H_Exchanger||AB_hydrolase->CASPASE+EAD2->FXSXX-COOH-like->METALLOPROTEASE+TPRs->

� GCF_001905725.1; Streptomyces sp. CB02400; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M2+VMAP-C->MoxR->||<-?||vWA+SWACOS+Trypsin+TIR+HTH*->

� GCF_001953885.1; Streptomyces sp. IMTB 2501; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCF_001953875.1; Streptomyces amritsarensis; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001941845.1; Streptomyces sp. TN58; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_002027195.1; Streptomyces sp. GKU 895; counts= 1; multicellularity status: TRUE

• MoxR->vWA_protein*->

� GCF_002028425.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->?->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCA_003814735.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• AB_hydrolase->||<-?||MoxR->vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*->

� GCF_001570465.1; Mycobacterium fortuitum; counts= 1; multicellularity status: FALSE

• AB_hydrolase->CASPASE+VMAP-M2+VMAP-C->MoxR->vWA+HD+RelA+TGS*->

� GCA_002078175.1; Streptomyces sp. M41(2017); counts= 1; multicellularity status: TRUE

• <-TCAD15||Trypco1->Trypsin+HDxxH+VMAP-M0+VMAP-C->MoxR->vWA+TPRs*->FXSXX-COOH->Radical_SAM->METALLOPROTEASE+TPRs->TIR+APATPase+TPRs->

� GCF_001983105.1; Frankia sp. M16386; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->TIR+APATPase+TPRs->||<-METALLOPROTEASE+TPRs

� GCF_000447295.1; Fischerella sp. PCC 9431; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD9->EAD9+EAD1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->four_helix_bundle_protein->RVT_1->

� GCF_000464825.1; Planktothrix agardhii; counts= 1; multicellularity status: TRUE

• CASPASE+VMAP-M1+VMAP-C->MoxR->vWA+MNS+MNS*->

� GCF_000478275.1; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2
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� GCA_000754115.1; Amycolatopsis sp. MJM2582; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_000955955.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• <-cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_000948395.1; Frankia sp. CpI1-S; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCF_000972705.2; Limnoraphis robusta; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->||<-?<-?||EAD4+VMAP-M3+VMAP-C->MoxR->vWA+FGS-fold_domain*->?->FGS-fold_domain->

� GCA_900113515.1; Amycolatopsis regifaucium; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_000943515.2; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_001854645.1; Frankia sp. EUN1h; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_000826545.1; Kibdelosporangium sp. MJ126-NF4; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-?||EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->||<-METALLOPROTEASE+TPRs

� GCF_001414035.1; Frankia sp. ACN1ag; counts= 1; multicellularity status: TRUE

• EAD2+EAD1->EAD2+VMAP-M0+VMAP-C->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like

� GCA_900010725.1; Planktothrix serta; counts= 1; multicellularity status: TRUE

• vWA+MACRODOMAIN+GUN4+DO-GTPase2*->

� GCF_001905755.1; Amycolatopsis sp. CB00013; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_000620785.1; Pseudonocardia acaciae; counts= 1; multicellularity status: TRUE

• cNMP_binding+HTH_Crp_2->?->cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs

� GCF_001904725.1; Phormidium ambiguum; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain*->FGS-fold_domain->

� GCF_001953865.1; Amycolatopsis coloradensis; counts= 1; multicellularity status: TRUE

• cNMP_cyclase+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-FXSXX-COOH-like<-cNMP_binding+HTH_Crp_2

� GCF_000582685.1; [Scytonema hofmanni] UTEX B 1581; counts= 1; multicellularity status: TRUE

• EAD10+VMAP-M1+VMAP-C->MoxR->vWA+MNS+GUN4+EAD10+BetaPropeller*->
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� GCA_002099185.1; Streptomyces sp. CB03238; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*->

� GCA_002095975.1; Microcystis aeruginosa; counts= 1; multicellularity status: TRUE

• HTH+VMAP-M9+VMAP-C->MoxR->vWA+FGS-fold_domain*->||<-?<-?<-?<-PSE||?->FGS-fold_domain->

� GCA_002114065.1; Streptomyces griseofuscus; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+cNMP_cyclase+Band7+HAD*->

� GCF_000328705.1; Saccharothrix espanaensis; counts= 1; multicellularity status: TRUE

• EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs*->||<-METALLOPROTEASE+TPRs<-cNMP_cyclase+EAD2

� GCF_002150735.1; Streptomyces africanus; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+GGDEF+EAD2+VMAP-M0+VMAP-C*->

� GCF_002154275.1; Streptomyces castelarensis; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+TIR+cNMP_cyclase+S1COLD+EAD2*->

� GCF_002140155.1; Micromonospora sp. NBS 11-29; counts= 1; multicellularity status: TRUE

• Trypco1+Trypsin+VMAP-M0+VMAP-C->MoxR->vWA+Trypsin+Coiled-coil*->Glyco_hydro_16+Ricin_B_lectin->||<-?||?->DUF397->

� GCA_004296455.1; Calothrix sp. NIES-4101; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->?->EAD1+VMAP-M1+VMAP-C->||<-?||VMAP-C(partial)->MoxR->vWA+REC+CASPASE+FGS-fold_domain*->

� GCF_002551305.1; Streptomyces sp. or20; counts= 1; multicellularity status: TRUE

• Trypsin+EAD2+VMAP-M0+VMAP-C->MoxR->vWA+Pkinase+APATPase+TPRs*->

� GCA_002573955.1; Streptomyces sp. Ru87; counts= 1; multicellularity status: TRUE

• vWA+Pkinase+Pkinase+TPRs*->

� GCA_002776695.1; Bradyrhizobium sp. TSA1; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+VMAP-M4+VMAP-C->MoxR->vWA+REC+REC+GAF+GAF+GAF+Acylphosphatase+CASPASE*->
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iSTAND systems

� GCA_001292585.1; Candidatus Magnetomorum sp. HK-1; counts= 9; multicellularity status: TRUE

• DRHyd+iSTAND*->
• iSTAND*->MoxR->??+FGE-sulfatase->
• iSTAND*->MoxR->||<-tRNA_anti-codon+tRNA-synt_2||REC+PAS+NtrC-AAA+FIS-HTH->REC+cNMP_cyclase->HAM->
• Nucleoside_deoxyribosyltransferas?->iSTAND(fragment)*->
• TIR+iSTAND*->MoxR->TM+TM+vWA+TM+PEGA+PEGA+FGS-fold_domain->
• TIR+iSTAND*->STAND_NTPase->
• TM+TM+iSTAND*->
• TM+TM+iSTAND*->MoxR->
• ZnR+ZnR+TIR+iSTAND*->MoxR->TM+TM+vWA+TM+FGS-fold_domain->

� GCA_000516475.1; Candidatus Magnetoglobus multicellularis str. Araruama; counts= 5; multicellularity status: TRUE

• DRHyd+iSTAND*->??->GspA-ATPase(fragment)->
• DRHyd+iSTAND*->MoxR->
• iSTAND(fragment)*->??->??->
• STNAD_NTPase+REase7->ZnR+ZnR+TIR+iSTAND*->MoxR->
• TIR+iSTAND*->

� GCA_000346485.2; Scytonema hofmannii PCC 7110; counts= 4; multicellularity status: TRUE

• BetaPropeller+iSTAND*->
• Coiled-coil+iSTAND*->
• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->??+CHASE+TM+TM->
• PNP_UDP_1+EAD9->iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain->

� GCA_001698425.1; Oscillatoriales cyanobacterium USR001; counts= 4; multicellularity status: TRUE

• ??->??+HTH+iSTAND*->MoxR->
• CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->Ntox45->HEPN->??->
• EAD1+CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+EAD1-unk5+CASPASE->
• HTH+iSTAND*->MoxR->

� GCA_003242955.1; Candidatus Methyloumidiphilus alinensis; counts= 3; multicellularity status: FALSE

• ??->iSTAND*->MoxR->TM+TM+vWA+TM+FGE-sulfatase->
• DrHyd+EAD9->EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->
• TIR+iSTAND*->MoxR->

� GCA_003646175.1; Gammaproteobacteria bacterium; counts= 3; multicellularity status: NA
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• ??->Trypco1->||<-??||Trypsin+iSTAND*->MoxR->HTH->
• EAD-unk2->CASPASE+iSTAND*->HTH->MoxR->??->??+DUF4351->
• TM+TM+iSTAND*->

� GCA_000212735.1; Haliscomenobacter hydrossis DSM 1100; counts= 2; multicellularity status: TRUE

• CASPASE+iSTAND*->MoxR->vWA+??+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain->
• TM+TM+TM+TM+STAND_NTPase+TM+TM+TM+TM->||<-STAND_NTPase+REase<-TM||HTH->PIN+DUF3368->EADiS+iSTAND*->MoxR->||<-vWA<-??+beta-sandwich(Ig-like?)

� GCA_002368175.1; Calothrix sp. NIES-2098; counts= 2; multicellularity status: TRUE

• Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+TM+Calx-beta?+TM+vWA->vWA+FGS-fold_domain->
• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->Cation_ATPase->Calcineurin->

� GCA_000300115.1; Tolypothrix sp. PCC 7601; counts= 2; multicellularity status: TRUE

• HTH+iSTAND+HTH+IG-like+CASPASE+IG-like*->CASPASE->Pkinase+STAND_NTPase+macroglobulin-like+CASPASE->CASPASE->Coiled-coil->
• TM+DUF218->||<-??<-??||Coiled-coil+iSTAND*->MoxR->

� GCA_000473895.1; Rubidibacter lacunae KORDI 51-2; counts= 2; multicellularity status: TRUE

• ??->iSTAND*->MoxR->TM+TM+vWA+TM->
• <-Trypco1||CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->BetaPropeller+TPRs+FGE-sulfatase->FGS-fold_domain->

� GCA_001314905.1; Phormidium sp. OSCR; counts= 2; multicellularity status: TRUE

• <-Trypco1||CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->
• Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_001698435.1; Nostoc sp. MBR 210; counts= 2; multicellularity status: TRUE

• ??+bDLD1+Trypsin->??->bDLD1+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->
• HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->??+CASPASE->

� GCA_003695465.1; Bacteroidetes bacterium; counts= 2; multicellularity status: FALSE

• Coiled-coil+iSTAND(fragment)*->
• iSTAND(fragment)*->MoxR->TM+beta-sandwich(Ig-like?)->

� GCA_003696835.1; Bacteroidetes bacterium; counts= 2; multicellularity status: FALSE

• <-??||CASPASE+iSTAND*->TM+TM+vWA+??+BetaPropeller->
• REC+Alkaline_phosphatase-like->CASPASE+iSTAND*->??->Radical_SAM->

� GCA_900099115.2; Thiotrichales bacterium HS_08; counts= 2; multicellularity status: TRUE

• <-PseudoU_synth||??->??+CASPASE+iSTAND*->
• Trypsin+iSTAND*->

� GCF_000380225.1; filamentous cyanobacterium ESFC-1; counts= 2; multicellularity status: TRUE

• <-NfeD||??->??+iSTAND*->MoxR->
• HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCF_000373105.1; Lewinella persica; counts= 2; multicellularity status: TRUE
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• Coiled-coil+iSTAND*->MoxR->TM+TM+??TM+??+CASPASE->
• EADiS+iSTAND*->MoxR->

� GCF_900185595.1; Calothrix rhizosoleniae; counts= 2; multicellularity status: TRUE

• EAD4+iSTAND*->MoxR->
• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->

� GCA_000014265.1; Trichodesmium erythraeum IMS101; counts= 1; multicellularity status: TRUE

• iSTAND*->MoxR->TM+TM+vWA+TM+TM+TM+TM+TM+TM->

� GCA_000020025.1; Nostoc punctiforme PCC 73102; counts= 1; multicellularity status: TRUE

• CASPASE+EAD9->EAD9+iSTAND*->STAND_NTPase->MoxR(fragment)->helical_region(leucine-richLWxKmotif)+vWA->??+REC->GUN4->

� GCA_000021825.1; Gloeothece citriformis PCC 7424; counts= 1; multicellularity status: TRUE

• <-TM||HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_000219585.1; Nitrosomonas sp. Is79A3; counts= 1; multicellularity status: FALSE

• TIR+iSTAND*->MoxR->TM+TM+vWA+TM+FGS-fold_domain->

� GCA_000316665.1; Rivularia sp. PCC 7116; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->

� GCA_000317435.1; Calothrix sp. PCC 6303; counts= 1; multicellularity status: TRUE

• CASPASE+iSTAND*->STAND_NTPase(fragment)->

� GCA_000317535.1; Cylindrospermum stagnale PCC 7417; counts= 1; multicellularity status: TRUE

• CASPASE+EAD9->Coiled-coil+iSTAND*->

� GCA_001854205.1; Moorea producens JHB; counts= 1; multicellularity status: TRUE

• Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+TM+Calx-beta?+TM+vWA->

� GCA_002796605.1; Sphingomonas sp. Cra20; counts= 1; multicellularity status: FALSE

• rve_3->Trypsin+iSTAND*->MoxR->

� GCA_002813575.1; Nostoc flagelliforme CCNUN1; counts= 1; multicellularity status: TRUE

• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->??+TM->CASPASE(fragment)->

� GCA_000210375.1; Arthrospira platensis NIES-39; counts= 1; multicellularity status: TRUE

• SLH+OprB->||<-TM||RadC-like_JAB+sGTPase->Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->TA_antitoxin(DUF1902)->Ntox45->HEPN->

� GCA_002368215.1; Nostoc sp. NIES-2111; counts= 1; multicellularity status: TRUE

• Pentapeptide_repeats+TM+TM+TM+TM+TM+TM+TM+Pentapeptide_repeats->Pentapeptide_repeats->STNAD_NTPase+TM+TM+TM+TM+TM+TM+TM+TM->iSTAND*->MoxR->TM+TM+vWA->||<-DDE_endonuclease<-PAIREDC-HTH||beta-rich_jelly-roll?->

� GCA_002368235.1; Scytonema sp. HK-05; counts= 1; multicellularity status: TRUE

• iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->TM+Pentapeptide_repeats+TM+TM+TM+TM+TM+TM+TM+Pentapeptide_repeats->||<-TM+TM+TM+TM+TM
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� GCA_002368435.1; Scytonema sp. NIES-4073; counts= 1; multicellularity status: TRUE

• EAD8+Trypsin->EAD8+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->REase->vWA+GTPase-AIG->

� GCA_002368335.1; Nostoc sp. NIES-4103; counts= 1; multicellularity status: TRUE

• HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_003609755.1; Planktothrix agardhii NIES-204; counts= 1; multicellularity status: TRUE

• ??+HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_000026145.1; Bradyrhizobium sp. ORS 278; counts= 1; multicellularity status: TRUE

• Trypco2->Trypsin+iSTAND*->MoxR->2TM+vWA+22TM->??+TM->??->

� GCA_000283655.1; Azospirillum lipoferum 4B; counts= 1; multicellularity status: FALSE

• Trypco2->Trypsin+iSTAND*->MoxR->2TM+vWA+22TM->

� GCA_900009265.1; Planktothrix paucivesiculata PCC 9631; counts= 1; multicellularity status: TRUE

• Death-like.bact-prob+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+TPRs+CASPASE->??->

� GCA_900009145.1; Planktothrix tepida PCC 9214; counts= 1; multicellularity status: TRUE

• HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_001458735.1; Candidatus Nitrospira nitrosa; counts= 1; multicellularity status: NA

• DUF805(3TM_protein)->??->DUF805(3TM_protein)->TM+TM+TM->TIR+iSTAND*->MoxR->TM+TM+vWA+TM+TM->

� GCA_000169335.1; Crocosphaera chwakensis CCY0110; counts= 1; multicellularity status: TRUE

• AB_hydrolase->CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->

� GCA_000170715.1; Beggiatoa sp. PS; counts= 1; multicellularity status: TRUE

• PNP_UDP_1->PNP_UDP_1(fragment)->iSTAND*->HTH->MoxR->

� GCA_000155555.1; Coleofasciculus chthonoplastes PCC 7420; counts= 1; multicellularity status: TRUE

• <-TM||HTH+iSTAND*->MoxR->

� GCA_000307915.1; Arthrospira platensis C1; counts= 1; multicellularity status: TRUE

• SLH+OprB->RadC-like_JAB+sGTPase->Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->TA_antitoxin(DUF1902)->HicA_toxin->Ntox45->

� GCA_000585055.1; Candidatus Accumulibacter sp. BA-92; counts= 1; multicellularity status: FALSE

• TIR+iSTAND*->MoxR->TM+TM->vWA+TIR->TM+FGS-fold_domain->

� GCA_000739535.1; Candidatus Vecturithrix granuli; counts= 1; multicellularity status: TRUE

• TIR+iSTAND*->GspA-ATPase(fragment)->Ploop_inactive->

� GCA_003864295.1; Aphanothece sacrum FPU1; counts= 1; multicellularity status: TRUE

• HTH+iSTAND*->MoxR->

4



� GCA_000710505.1; Planktothrix agardhii NIVA-CYA 126/8; counts= 1; multicellularity status: TRUE

• ??+HTH+iSTAND*->MoxR->vWA+FGE-sulfatase->

� GCA_000584955.2; Candidatus Accumulibacter sp. SK-01; counts= 1; multicellularity status: FALSE

• iSTAND*->MoxR->

� GCA_000817745.1; Aphanocapsa montana BDHKU210001; counts= 1; multicellularity status: TRUE

• iSTAND*->MoxR->??->

� GCA_000817785.1; Hassallia byssoidea VB512170; counts= 1; multicellularity status: TRUE

• EAD9+iSTAND*->MoxR->??->

� GCA_000817775.1; Lyngbya confervoides BDU141951; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+TM->EAD9+iSTAND*->

� GCA_000828075.2; Tolypothrix campylonemoides VB511288; counts= 1; multicellularity status: TRUE

• cyclic_phosphodiesterase->OppC_N+TM+BPD_transp_1->DRHyd+iSTAND*->

� GCA_001399705.1; Kouleothrix aurantiaca; counts= 1; multicellularity status: TRUE

• STAND_NTPase->Coiled-coil+iSTAND*->STAND_NTPase->

� GCA_001428505.1; Terrabacter sp. Root181; counts= 1; multicellularity status: TRUE

• CASPASE->EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->CASPASE+Pkinase->

� GCA_001456025.1; Mastigocoleus testarum BC008; counts= 1; multicellularity status: TRUE

• <-??+Coiled-coil+TM+TM<-??||CASPASE+APATPase+wTHT+TPR->CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_001580545.1; Paraburkholderia monticola; counts= 1; multicellularity status: FALSE

• DUF805(3TM_protein)->TM+TM+TM->TIR+iSTAND*->MoxR->TM+TM+vWA+TM+TM->??->??->||<-??

� GCA_001712795.1; Nostoc sp. KVJ20; counts= 1; multicellularity status: TRUE

• EAD1+VMAP-M1+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->TM+sGTPase->

� GCA_000817735.2; Scytonema millei VB511283; counts= 1; multicellularity status: TRUE

• HTH+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->

� GCA_001746915.1; Desertifilum sp. IPPAS B-1220; counts= 1; multicellularity status: TRUE

• iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain->Four-helical-protein->RVT->

� GCA_001899605.1; Sphingobacteriales bacterium 40-81; counts= 1; multicellularity status: NA

• <-??||DRHyd+iSTAND*->MoxR->TM+TM+beta-sandwich(Ig-like?)+vWA+TM+??+LRRs?->TM+ATP-synt_A->TM+TM->ATP-synt_B->

� GCA_001904675.1; Scytonema sp. HK-05; counts= 1; multicellularity status: TRUE

• pJV1-spdB3?->cNMP_cyclase->??+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->vWA+FGS-fold_domain->
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� GCA_001942495.1; Moorea bouillonii PNG; counts= 1; multicellularity status: TRUE

• Trypsin+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCA_002077945.1; Niastella vici; counts= 1; multicellularity status: TRUE

• DrHyd+iSTAND*->MoxR->TM+beta-sandwich(Ig-like?)+TM+vWA+TM+??->

� GCA_002083395.1; Proteobacteria bacterium SG_bin4; counts= 1; multicellularity status: NA

• TIR+iSTAND*->MoxR->TM->TM+vWA+TM+FGS-fold_domain->

� GCA_002084355.1; Bacteroidetes bacterium 4572_128; counts= 1; multicellularity status: FALSE

• TIR->iSTAND*->MoxR->Coiled-coil+??->??+DrHyd+APATPase+wHTH+TPR->TPRs->

� GCA_002212985.1; Sphingobacteriales bacterium TSM_CSS; counts= 1; multicellularity status: NA

• TIR+iSTAND*->MoxR->TM+beta-sandwich(Ig-like?)+TM+vWA+TM+TM+TPRs+BetaPropeller->ZnR->||<-TM||MazG+MazG->

� GCA_002289455.1; Calothrix elsteri CCALA 953; counts= 1; multicellularity status: TRUE

• CASPASE+EAD9->EAD9+iSTAND*->MoxR(fragment)->

� GCA_002591745.1; Lewinellaceae bacterium SD302; counts= 1; multicellularity status: NA

• EADiS+iSTAND*->MoxR->beta-sandwich(Ig-like?)+TM+vWA+TM+OmpA->

� GCA_002842325.1; Betaproteobacteria bacterium HGW-Betaproteobacteria-13; counts= 1; multicellularity status: FALSE

• DRHyd+iSTAND*->MoxR->vWA->??+TIR+CASPASE->

� GCA_002893205.1; Cylindrospermopsis raciborskii S07; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+iSTAND*->MoxR->

� GCA_003003725.1; filamentous cyanobacterium Phorm 6; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE+iSTAND*->MoxR->

� GCA_002212765.2; Haliangium sp. UPWRP_2; counts= 1; multicellularity status: TRUE

• Coiled-coil??+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->??->EAD7+EAD7+EAD7+EAD7+VWA->||<-??

� GCA_003017785.1; filamentous cyanobacterium CCP5; counts= 1; multicellularity status: TRUE

• iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->Coiled-coil->

� GCA_003023605.1; Bacteroidetes bacterium; counts= 1; multicellularity status: FALSE

• EADiS+iSTAND*->MoxR->TM+beta-rich_region+TM+vWA->

� GCA_003261315.1; Hapalosiphonaceae cyanobacterium JJU2; counts= 1; multicellularity status: TRUE

• HTH+iSTAND*->MoxR->

� GCA_003577195.1; Candidatus Brocadia sp.; counts= 1; multicellularity status: NA

• Trypco1->Trypsin+iSTAND*->

6



� GCA_003645185.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

• iSTAND*->

� GCA_003645315.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

• iSTAND*->DUF4065->BECR->MoxR->helical_bundle+TM+LysM+TM+vWA+iSvmX1+TM_region

� GCA_003696485.1; Bacteroidetes bacterium; counts= 1; multicellularity status: FALSE

• EADiS+iSTAND*->STAND(fragment)->

� GCA_001544535.2; Caballeronia choica; counts= 1; multicellularity status: FALSE

• Trypco2->Trypsin+iSTAND*->MoxR->TM+LRRs->

� GCA_900107745.1; Variovorax sp. YR216; counts= 1; multicellularity status: FALSE

• TIR+iSTAND*->MoxR->TM+TM+vWA+BetaPropeller+PASTA->

� GCF_000314005.1; Spirulina subsalsa; counts= 1; multicellularity status: TRUE

• ??+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->TM->||<-Y1_Tnp

� GCF_000315565.1; Mastigocladopsis repens; counts= 1; multicellularity status: TRUE

• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCF_000332355.1; Geitlerinema sp. PCC 7105; counts= 1; multicellularity status: TRUE

• NTP_transferase->BetaPropeller+AB_hydrolase->||<-Trypco1||CASPASE+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->||<-HicB_lk_antitox||vWA+FGS-fold_domain->FGS-fold_domain->

� GCF_000331305.1; Calothrix sp. PCC 7103; counts= 1; multicellularity status: TRUE

• Coiled-coil+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain->

� GCF_000379765.1; Flexithrix dorotheae; counts= 1; multicellularity status: TRUE

• TIR+iSTAND*->MoxR->

� GCF_000379805.1; Lewinella cohaerens; counts= 1; multicellularity status: TRUE

• EADiS+iSTAND*->MoxR->??+beta-sandwich(Ig-like?)+TM+vWA+TM+FGE-sulfatase->||<-TPRs

� GCF_000447295.1; Fischerella sp. PCC 9431; counts= 1; multicellularity status: TRUE

• TIR->iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCF_000426905.1; Dolichospermum circinale; counts= 1; multicellularity status: TRUE

• EAD9+iSTAND*->MoxR->TM+TM+??+Amidase->RVT->

� GCF_000472745.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

• TIR+iSTAND*->MoxR->TM+TM+vWA+TM+Sel1->??->

� GCF_000423565.1; Runella zeae; counts= 1; multicellularity status: TRUE

• CASPASE+iSTAND*->MoxR->vWA->CASPASE+LRRs->SUI->??->

7



� GCF_000582685.1; [Scytonema hofmanni] UTEX B 1581; counts= 1; multicellularity status: TRUE

• EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCF_000828085.2; Scytonema tolypothrichoides; counts= 1; multicellularity status: TRUE

• TIR+iSTAND*->MoxR->

� GCF_001597745.1; Anabaena sp. 4-3; counts= 1; multicellularity status: TRUE

• ??+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->

� GCF_001858025.1; Trichormus sp. NMC-1; counts= 1; multicellularity status: TRUE

• Trypco1->Trypsin+EAD9->EAD9+iSTAND*->MoxR->helical_region(leucine-richLWxKmotif)+vWA->7TMR-HDED+Beta-rich+HTH+FGS-fold_domain->

� GCF_000526455.1; Desulfovibrio magneticus; counts= 1; multicellularity status: FALSE

• DRHyd+iSTAND*->MoxR->vWA->??+TIR+APATPase+TPRs+Pentapeptide_repeats->

� GCF_000744415.1; Ghiorsea bivora; counts= 1; multicellularity status: FALSE

• iSTAND+McrB*->REase->||<-SLOG||??->TM->DUF262+??+DUF1524(HNH?)->

� GCF_000759025.1; Phaeodactylibacter xiamenensis; counts= 1; multicellularity status: TRUE

• CASPASE+AB_hydrolase+iSTAND*->MoxR->vWA->??+SGNH_hydrolase+CASPASE->

� GCF_002198735.1; Ideonella sp. A 288; counts= 1; multicellularity status: FALSE

• TIR+iSTAND*->MoxR->BetaPropeller+FGS-fold_domain->

� GCF_900469875.1; Rhizobiales bacterium; counts= 1; multicellularity status: FALSE

• iSTAND*->MoxR->TM+TM+vWA+TM+Sel1->

� GCF_003838225.1; Okeania hirsuta; counts= 1; multicellularity status: TRUE

• ??+iSTAND*->MoxR->
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FtsH systems

� GCA_002720785.1; Deltaproteobacteria bacterium; counts= 2; multicellularity status: NA

• inactive_FtsH+FtsH*->X3_analog->
• Radical_SAM->?->X5->inactive_FtsH+FtsH*->X3_analog->?->MoxR<-?||helical_unk+vWA->

� GCF_000331735.1; Myxococcus stipitatus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->?->helical_unk+ivWA->

� GCA_002402105.1; Candidatus Cloacimonetes bacterium; counts= 1; multicellularity status: NA

• Radical_SAM->?->X5->inactive_FtsH+FtsH*->X3_analog->??+NEFF1->PSE->PSE->helical_unk+ivWA->

� GCF_000186345.1; Isosphaera pallida; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->X3_analog->??+TPRs+NEFF1->MoxR->helical_unk+ivWA->

� GCA_002747355.1; Proteobacteria bacterium; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_900101905.1; Myxococcus virescens; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_002305895.1; Myxococcus macrosporus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_006401215.1; Myxococcus xanthus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_006400955.1; Myxococcus xanthus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_006401635.1; Myxococcus xanthus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_006518195.1; Myxococcus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_006547365.1; Myxococcus sp. AB025A; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->
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� GCF_006547355.1; Myxococcus sp. AB024B; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_000988565.1; Myxococcus fulvus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->||<-?||helical_unk+ivWA->

� GCA_003327425.1; Candidatus Ozemobacter sibiricus; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->?->?->MoxR->helical_unk+ivWA->Radical_SAM->RadSAM_pep->

� GCA_002839435.1; Candidatus Riflebacteria bacterium HGW-Riflebacteria-2; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->?->MoxR->helical_unk+ivWA->Radical_SAM->RadSAM_pep->?->X5->

� GCA_002343915.1; Nannocystis exedens; counts= 1; multicellularity status: TRUE

• Radical_SAM->?->X5->inactive_FtsH+FtsH*->X3_analog->?->MoxR->helical_unk+ivWA->

� GCF_900112715.1; Nannocystis exedens; counts= 1; multicellularity status: TRUE

• Radical_SAM->?->X5->inactive_FtsH+FtsH*->X3_analog->?->MoxR->helical_unk+ivWA->

� GCF_000012685.1; Myxococcus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->?->helical_unk+ivWA->

� GCF_000280925.3; Myxococcus hansupus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->

� GCF_002305875.1; Cystobacter fuscus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->?->?->||<-Radical_SAM

� GCF_000335475.2; Cystobacter fuscus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->?->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->?->?->||<-Radical_SAM

� GCF_000219105.1; Myxococcus macrosporus; counts= 1; multicellularity status: TRUE

• X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->?->?->||<-Radical_SAM

� GCF_001887355.1; Cystobacter ferrugineus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->helical_unk+ivWA->?->?->||<-Radical_SAM

� GCA_002839445.1; Candidatus Riflebacteria bacterium HGW-Riflebacteria-1; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->?->MoxR->helical_unk+ivWA->Radical_SAM->RadSAM_pep->?->X5->

� GCF_900111765.1; Myxococcus fulvus; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->||<-?||helical_unk+vWA->

� GCA_002722755.1; Proteobacteria bacterium; counts= 1; multicellularity status: TRUE

• Radical_SAM->?->X5->inactive_FtsH+FtsH*->X3_analog->?->MoxR->??+ivWA->||<-?||STAND_NTPase->
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� GCF_004138135.1; Oscillochloris sp. Chuk17; counts= 1; multicellularity status: TRUE

• TPRs->?->?->??+vWA+FGS-fold_domain->inactive_FtsH+FtsH*->REase->MoxR

� GCF_000152145.1; Oscillochloris trichoides; counts= 1; multicellularity status: TRUE

• TPRs->?->?->??+vWA+FGS-fold_domain->inactive_FtsH+FtsH*->MoxR->?->?->STAND_NTPase->

� GCF_006518215.1; Myxococcus sp. AB022; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->||<-?||helical_unk+ivWA->

� GCF_000255705.1; Zavarzinella formosa; counts= 1; multicellularity status: TRUE

• Radical_SAM->?->Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->?->a/b_unk+NEFF+TPR_region->

� GCF_001610855.1; Gemmata sp. SH-PL17; counts= 1; multicellularity status: FALSE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->a/b_unk+NEFF1+TPR_region->

� GCF_000720255.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB-N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat<-BetaPropeller+vWA<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_000317435.1; Calothrix parietina; counts= 1; multicellularity status: TRUE

• E1+UFD->EAD8+Trypsin->TPRs+FGS-fold_domain->EAD8+EAD1->EAD1+Ubl-Nterm+Ubl+E2->JAB-N+JAB->X1->inactive_FtsH+FtsH*->TPRs+C-type_lectin->MoxR->?->X3->TPRs+C-type_lectin->TPRs+C-type_lectin->?->Clp_N_repeats+vWA<-RADICAL_SAM.Ammemo

� GCF_002027195.1; Streptomyces sp. GKU 895; counts= 1; multicellularity status: TRUE

• E1+UFD->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->PSE->?->beta_propeller(frag?)

� GCF_000716715.1; Dactylosporangium aurantiacum; counts= 1; multicellularity status: TRUE

• E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_900100605.1; Sinosporangium album; counts= 1; multicellularity status: TRUE

• E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep

� GCF_000972385.1; Streptomyces sp. WM6386; counts= 1; multicellularity status: TRUE

• <-DO-GTPase2<-Pkinase+TM||EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB*->X1->inactive_FtsH+FtsH->MoxR->??->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase<-RadSAM.X1

� GCF_000746395.1; Streptomyces mirabilis; counts= 1; multicellularity status: TRUE

• <-TM+??<-TM+coiled-coil<-GAP1-N2+GAP1-M+??<-DO-GTPase2<-Pkinase+TM||EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase

� GCF_001514035.1; Streptomyces yokosukanensis; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->?->BetaPropeller+vWA<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase

� GCA_004345645.1; Actinocrispum wychmicini; counts= 1; multicellularity status: TRUE

• <-TM+??<-TM+coiled-coil<-GAP1-N2+GAP1-M+??<-DO-GTPase2<-Pkinase+TM||EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_000384295.1; Amycolatopsis balhimycina; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-TM+TM
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� GCF_002234595.1; Amycolatopsis sp. H5; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-TM+TM

� GCF_003955715.1; Streptomyces sp. GGCR-6; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_004345645.1; Actinocrispum wychmicini; counts= 1; multicellularity status: TRUE

• <-TM+??<-TM+coiled-coil<-GAP1-N2+GAP1-M+??<-DO-GTPase2<-Pkinase+TM||EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_004343295.1; Streptomyces sp. BK042; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_900104725.1; Actinoplanes derwentensis; counts= 1; multicellularity status: TRUE

• Trypsin+EAD1->BetaPropeller+vWA->RADICAL_SAM.Ammemo->RadSAM_pep->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->CASPASE+Ploop_NTPase->BetaPropeller->ABhydrolase+TIR->EAD1+TIR->BetaPropeller+vWA->

� GCF_000725475.1; Streptomyces durhamensis; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase<-RadSAM.X1

� GCF_001280015.1; Streptomyces sp. MMG1121; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase<-RadSAM.X1

� GCF_001866665.1; Streptomyces sp. MUSC 1; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase<-RadSAM.X1

� GCF_001735805.1; Streptomyces puniciscabiei; counts= 1; multicellularity status: TRUE

• <-TM+??<-TM+coiled-coil<-GAP1-N2+GAP1-M+??<-DO-GTPase2<-Pkinase+TM||EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->||<-BetaPropeller+vWA<-RadSAM_pep<-RADICAL_SAM.Ammemo<-MPTase

� GCF_000379645.1; Actinoplanes globisporus; counts= 1; multicellularity status: TRUE

• Clp_N_repeats+vWA->Clp_N_repeats+vWA->Clp_N_repeats+vWA->Clp_N_repeats+vWA->Clp_N_repeats+vWA->Clp_N_repeats+vWA->??->??+4TM->EAD1+CASPASE->RADICAL_SAM.Ammemo->RadSAM_pep->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->?->TPRs->low_complexity+a/b_unk+TPRs->

� GCF_004364215.1; Streptomyces sp. BK161; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPRs->||<-BetaPropeller+vWA<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCA_006912135.1; Cryptosporangium sp. A-T 5661; counts= 1; multicellularity status: TRUE

• BetaPropeller+vWA->BetaPropeller+vWA->BetaPropeller+vWA->||<-TIR+EAD1||BetaPropeller+vWA->RADICAL_SAM.Ammemo->RadSAM_pep->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPRs->

� GCF_005144585.1; Polyangium fumosum; counts= 1; multicellularity status: TRUE

• <-RadSAM_pep<-Radical_SAM<-BetaPropeller+vWA||Prok_Ring(degenerate)+Prok_Ring->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB-N+JAB->X1->inactive_FtsH+FtsH*->MoxR->?->TPRs->low_complexity+a/b_unk+TPRs->

� GCF_004217135.1; Micromonospora violae; counts= 1; multicellularity status: TRUE

• Clp_N_repeats+vWA->??->??+4TM->EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->TPRs->low_complexity+a/b_unk+TPR_repeat->

� GCA_001292585.1; Candidatus Magnetomorum sp. HK-1; counts= 1; multicellularity status: TRUE

• TIR+??->||<-?||Ubl+E2->JAB-N+JAB->inactive_FtsH+FtsH*->E1+UFD->TPRs+FGS-fold_domain->
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� GCF_002154695.1; Nostoc sp. T09; counts= 1; multicellularity status: TRUE

• RadSAM_pep->RING(inactive)+RING->E1+UFD->Trypco2->TCAD4+CASPASE+EAD1->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->TPRs+FGS-fold_domain->MoxR->?->?->FGS-fold_domain->||<-?||?->||<-BetaPropeller+vWA||RADICAL_SAM.Ammemo->

� GCF_003143935.1; Streptomyces sp. Act143; counts= 1; multicellularity status: TRUE

• EAD1+CASPASE->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->||<-BetaPropeller+vWA<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCA_000516475.1; Candidatus Magnetoglobus multicellularis str. Araruama; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->inactive_FtsH+FtsH->Prok_Ring+Prok_Ring->E1+UFD->TIR+??->Ubl+E2->JAB_N2->JAB->

� GCA_900104725.1; Actinoplanes derwentensis; counts= 1; multicellularity status: TRUE

• Trypsin+EAD1->BetaPropeller+vWA->RADICAL_SAM.Ammemo->RadSAM_pep->RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->TPRs->low_complexity+a/b_unk+TPR_repeat->CASPASE+Ploop_NTPase->beta_propeller->ABhydrolase+TIR->EAD1+TIR->BetaPropeller+vWA->

� GCA_003695705.1; Planctomycetes bacterium; counts= 1; multicellularity status: NA

• MPTase->||<-Prok-RING+TM<-?<-Prok-RING+TM+TM<-Band7<-Band7||inactive_FtsH+FtsH*->X3_analog->

� GCF_001767235.1; Moorea producens; counts= 1; multicellularity status: TRUE

• RadSAM_pep->Prok_Ring(degenerate)+Prok_Ring->X1->TPRs->inactive_FtsH+FtsH*->MoxR->?->?->TPRs+FGS-fold_domain->->||<-?||?->?->||<-RADICAL_SAM.Ammemo

� GCF_000262465.1; Frankia sp. QA3; counts= 1; multicellularity status: TRUE

• E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->JAB_N+JAB->X1->X1->inactive_FtsH+FtsH*->MoxR->Clathrin+DnaJ_CXXCXGXG+DnaJ_C->low_complexity+a/b_unk+TPR_repeat->||<-?<-TIR

� GCF_900206255.1; Streptomyces sp. TLI_55; counts= 1; multicellularity status: TRUE

• RING(inactive)+RING->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->||<-PSE->X1->inactive_FtsH+FtsH*->MoxR->?->?->TPRs->low_complexity+a/b_unk+TPR_repeat->BetaPropeller+vWA->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_001469165.1; Thiohalocapsa sp. ML1; counts= 1; multicellularity status: TRUE

• RING(inactive)+RING->E1+UFD->helical_X+TIR->EAD1+Ubl-Nterm+Ubl+E2->||<-PSE||?->inactive_FtsH+FtsH*->MoxR->BetaPropeller+vWA->X2->X3?->TPRs->low_complexity+a/b_unk+TPR_repeat->||<-?||BetaPropeller+vWA->HTH->RADICAL_SAM.Ammemo->RadSAM_pep->

� GCF_900634715.1; Frankia symbiont of Datisca glomerata; counts= 1; multicellularity status: TRUE

• RadSAM_pep->RING(inactive)+RING->E1+?->TIR->||<-?<-?<-?||X1->inactive_FtsH+FtsH*->MoxR->

� GCF_000024805.1; Haliangium ochraceum; counts= 1; multicellularity status: TRUE

• beta_propeller+vWA->X1->inactive_FtsH+FtsH*->MoxR->X2->X3->?->Radical_SAM->RadSAM_pep->

� GCF_001017755.1; Frankia coriariae; counts= 1; multicellularity status: TRUE

• X1->inactive_FtsH+FtsH*->MoxR->X2->

� GCA_001787855.1; Candidatus Riflebacteria bacterium GWC2_50_8; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->?->MoxR->

� GCF_900635405.1; Frankia symbiont of Datisca glomerata; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->MoxR->

� GCA_003645185.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->?->
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� GCA_001873925.1; Deltaproteobacteria bacterium CG2_30_63_29; counts= 1; multicellularity status: NA

• X5->inactive_FtsH+FtsH*->

� GCA_002789955.1; Deltaproteobacteria bacterium CG_4_9_14_3_um_filter_63_12; counts= 1; multicellularity status: NA

• X5->inactive_FtsH+FtsH*->

� GCA_000821145.1; uncultured bacterium; counts= 1; multicellularity status: NA

• X6->X5->inactive_FtsH+FtsH*->

� GCF_006636215.1; Myxococcus sp. AM401; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->MoxR->

� GCF_001854205.1; Moorea producens; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->MoxR->?->||<-?<-?||X2->

� GCF_000171775.1; Gemmata obscuriglobus; counts= 1; multicellularity status: FALSE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->X3_analog->a/b_unk+NEFF1+TPR_region->a/b_unk+NEFF1+TPR_region->

� GCA_003669555.1; Planctomycetes bacterium; counts= 1; multicellularity status: NA

• X5->inactive_FtsH+FtsH*->X3_analog->?+NEFF+?->MoxR->

� GCA_002716585.1; Myxococcales bacterium; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->X3_analog->

� GCA_006226375.1; Deltaproteobacteria bacterium; counts= 1; multicellularity status: NA

• inactive_FtsH+FtsH*->X3_analog->

� GCF_002197845.1; Fimbriiglobus ruber; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->X3_analog->

� GCA_004376375.1; Planctomycetes bacterium; counts= 1; multicellularity status: NA

• X5->inactive_FtsH+FtsH*->?->?->X3_analog->

� GCA_003243425.1; Archangium gephyra; counts= 1; multicellularity status: TRUE

• X5->inactive_FtsH+FtsH*->X3_analog->

� GCF_000170895.1; Plesiocystis pacifica; counts= 1; multicellularity status: TRUE

• X5->inactive_FtsH+FtsH*->X3_analog->?->a/b_unk+NEFF+TPRs

� GCA_003508275.1; Planctomycetales bacterium; counts= 1; multicellularity status: NA

• X6->X5->inactive_FtsH+FtsH*->

� GCF_002994615.1; Enhygromyxa salina; counts= 1; multicellularity status: TRUE

• Radical_SAM->X6->X5->inactive_FtsH+FtsH*->
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� GCF_900635385.1; Frankia symbiont of Coriaria nepalensis; counts= 1; multicellularity status: TRUE

• inactive_FtsH+FtsH*->MoxR->X2->||<-?||TPRs->

� GCF_000177615.2; Frankia; counts= 1; multicellularity status: TRUE

• X1->inactive_FtsH+FtsH*->MoxR->X2->||<-?||TPRs->

� GCF_001983005.1; Frankia sp. BMG5.30; counts= 1; multicellularity status: TRUE

• X1->inactive_FtsH+FtsH*->MoxR->X2->?->TPRs->
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β-propeller systems

� GCA_900104725.1; Actinoplanes derwentensis; counts= 2; multicellularity status: TRUE

• ??->Trypsin+EAD1->beta_propeller+helical_linker+vWA*->RADICAL_SAM.Ammemo->RadSAM_pep->?->E1+UFD->EAD1+Ubl-Nterm+Ubl+E2->
• low_complexity+a/b_unk+TPR_repeat->CASPASE+Ploop_NTPase->BetaPropeller->a/b_hydrolase->EAD1+TIR->beta_propeller+helical_linker+vWA*->

� GCA_000516475.1; Candidatus Magnetoglobus multicellularis str. Araruama; counts= 2; multicellularity status: TRUE

• vWA*->
• vWA*->

� GCA_001769385.1; Bacteroidetes bacterium RIFCSPLOWO2_12_FULL_35_15; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*->bpX3->

� GCA_000265505.1; Bernardetia litoralis DSM 6794; counts= 1; multicellularity status: NA

• bpX4->?->MoxR->?->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*->

� GCA_002916795.1; Flavobacterium columnare; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*->abpX3+2TM+TPR_region->

� GCA_002217335.1; Flavobacterium hydatis; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*->

� GCA_900110335.1; Flavobacterium sp. fv08; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*->abpX3+2TM+TPR_region->

� GCA_001281695.1; bacterium 336/3; counts= 1; multicellularity status: NA

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCF_004014855.1; Apibacter sp. HY041; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+4TM->2TM+TPR_region->

� GCA_003148625.1; Arcicella aurantiaca; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCF_000724545.1; Aureispira sp. CCB-QB1; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_003014755.1; Chitinophaga niastensis; counts= 1; multicellularity status: TRUE

• MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->
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� GCA_003308995.1; Chitinophaga sp. GDMCC 1.1325; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_003412465.1; Chitinophaga sp. K20C18050901; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->HTH+TetR_C->

� GCA_003182155.1; Chitinophaga sp. S165; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->HTH+TetR_C->

� GCA_900110995.1; Chitinophaga sp. YR573; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->HTH+TetR_C->

� GCA_900114995.1; Chitinophaga sp. YR627; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_900100115.1; Chryseobacterium soldanellicola; counts= 1; multicellularity status: FALSE

• MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+4TM->2TM+TPR_region->

� GCA_000014145.1; Cytophaga hutchinsonii ATCC 33406; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCF_900343125.1; Dysgonomonas sp. Marseille-P4361; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_002355595.1; Filimonas lacunae; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1->bpX3+TPR_region->

� GCA_003097095.1; Filimonas sp. YR581; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_000814475.1; Flavihumibacter solisilvae; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_001601815.1; Flavihumibacter sp. CACIAM 22H1; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_001644645.1; Flavisolibacter tropicus; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3->

� GCA_003096035.1; Flavobacterium album; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->abpX3+2TM+TPR_region->

� GCF_000967805.1; Flavobacterium sp. 316; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+4TM->2TM+TPR_region->
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� GCA_000212735.1; Haliscomenobacter hydrossis DSM 1100; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_002797555.1; Hymenobacter chitinivorans DSM 11115; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+2TM+TPR_region+beta_propeller->

� GCA_003970915.1; Hymenobacter gummosus; counts= 1; multicellularity status: FALSE

• MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_900188255.1; Hymenobacter mucosus; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCF_000420705.1; Hymenobacter norwichensis; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_003944705.1; Hymenobacter sp. 9PBR-2; counts= 1; multicellularity status: FALSE

• MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_000154725.1; Kordia algicida OT-1; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+4TM->2TM+TPR_region->

� GCA_003633615.1; Mucilaginibacter gracilis; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_000166195.3; Mucilaginibacter paludis DSM 18603; counts= 1; multicellularity status: FALSE

• extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_004005815.1; Mucilaginibacter sp. YBJ-36; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+2TM+TPR_region+beta_propeller->

� GCA_000246855.1; Niastella koreensis GR20-10; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_001442625.1; Pedobacter ginsenosidimutans; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+2TM+TPR_region+beta_propeller->

� GCA_003852495.1; Taibaiella sp. KBW10; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+4TM->2TM+TPR_region->

� GCA_002967765.1; Blastopirellula marina; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_002197845.1; Fimbriiglobus ruber; counts= 1; multicellularity status: TRUE

• bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->
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� GCA_001610855.1; Gemmata sp. SH-PL17; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_003977685.1; Isosphaeraceae bacterium GM2012; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_900113665.1; Planctomicrobium piriforme; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_001610835.1; Planctomyces sp. SH-PL14; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_003576915.1; Planctomycetes bacterium; counts= 1; multicellularity status: NA

• MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCA_003669275.1; Planctomycetes bacterium; counts= 1; multicellularity status: NA

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+2TM+TPR_region+??->

� GCA_002251265.1; Rhodopirellula sp. MGV; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCF_001642915.1; Roseimaritima ulvae; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCF_000255655.1; Schlesneria paludicola; counts= 1; multicellularity status: TRUE

• extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_900129635.1; Singulisphaera sp. GP187; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCF_000255705.1; Zavarzinella formosa; counts= 1; multicellularity status: TRUE

• extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCF_003856375.1; Glaciecola sp. THG-3.7; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region->

� GCA_000173075.1; Chthoniobacter flavus Ellin428; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCA_000172555.1; Pedosphaera parvula Ellin514; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->?->bpX3+TPR_region+beta_propeller->

� GCA_003315205.1; Roseimicrobium gellanilyticum; counts= 1; multicellularity status: TRUE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->
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� GCA_003054695.1; Verrucomicrobia bacterium LW23; counts= 1; multicellularity status: FALSE

• extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->

� GCF_000172155.1; Verrucomicrobium spinosum; counts= 1; multicellularity status: FALSE

• bpX4->MoxR->bpX2->extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*->bpX3+TPR_region+beta_propeller->

� GCF_000719695.1; Streptomyces sp. NRRL F-6131; counts= 1; multicellularity status: TRUE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_002797915.1; Yoonia maricola; counts= 1; multicellularity status: FALSE

• MoxR->?->vWA+beta_propeller*->

� GCA_001707535.1; Achromobacter xylosoxidans; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_001294205.1; Amantichitinum ursilacus; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_900176275.1; Andreprevotia lacus DSM 23236; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_000007705.1; Chromobacterium violaceum ATCC 12472; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->

� GCA_003416915.1; Duganella sp. BJB489; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_001427305.1; Duganella sp. Root1480D1; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCF_000333495.1; Herbaspirillum sp. B39; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->?->bpX6+TPRs+Betapropeller->

� GCA_900129765.1; Massilia sp. CF038; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_002752675.1; Massilia violaceinigra; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller->vWA+beta_propeller->bpX6+TPRs+Betapropeller->

� GCA_003269145.1; Microvirgula sp. AG722; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->||<-?<-BetaPropeller<-BetaPropeller

� GCA_001653795.1; Mitsuaria sp. 7; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->
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� GCA_000427195.1; Ralstonia solanacearum CMR15; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_002116905.1; Rhizobacter gummiphilus; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_001425785.1; Rhizobacter sp. Root1221; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_003852895.1; Rhizobacter sp. S-16; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_900106655.1; Variovorax sp. YR634; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_000733295.1; Archangium violaceum Cb vi76; counts= 1; multicellularity status: TRUE

• bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_003600865.1; Corallococcus sp. H22C18031201; counts= 1; multicellularity status: TRUE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_000988565.1; Myxococcus fulvus 124B02; counts= 1; multicellularity status: TRUE

• bpX5->vWA+beta_propeller*->

� GCA_002305895.1; Myxococcus macrosporus DSM 14697; counts= 1; multicellularity status: TRUE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_000012685.1; Myxococcus xanthus DK 1622; counts= 1; multicellularity status: TRUE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_002141575.1; Gilliamella apicola; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_000012985.1; Hahella chejuensis KCTC 2396; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCF_000419525.1; Leucothrix mucor; counts= 1; multicellularity status: TRUE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCF_000336385.2; Lysobacter antibioticus; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->

� GCA_002355975.1; Lysobacter enzymogenes; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->
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� GCA_001427505.1; Lysobacter sp. Root604; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_001427785.1; Lysobacter sp. Root690; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_002206145.2; Proteus mirabilis; counts= 1; multicellularity status: FALSE

• RADICAL_SAM.Ammemo->?->MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_000314895.2; Providencia sneebia DSM 19967; counts= 1; multicellularity status: FALSE

• bpX5->vWA+beta_propeller*->

� GCA_000820515.1; Pseudomonas batumici; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCF_003415775.1; Pseudomonas cichorii; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCF_000467005.1; Pseudomonas fuscovaginae; counts= 1; multicellularity status: FALSE

• MoxR->PSE->vWA+beta_propeller*->?->TPRs+Betapropeller->

� GCA_003700875.1; Pseudomonas marginalis pv. marginalis; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_003701285.1; Pseudomonas savastanoi pv. glycinea; counts= 1; multicellularity status: FALSE

• vWA+beta_propeller*->

� GCF_900582885.1; Pseudomonas sp. 286; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_000931385.1; Pseudomonas sp. FeS53a; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCF_000812405.1; Pseudomonas sp. PI1; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->

� GCA_001547915.1; Pseudomonas sp. St29; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TMs+TPRs+Betapropeller->

� GCA_900215525.1; Pseudomonas sp. URIL14HWK12:I9; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_001725155.1; Xanthomonadaceae bacterium SCN 69-320; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->
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� GCA_002940525.1; Xanthomonas arboricola; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCA_001043115.1; Xanthomonas sp. NCPPB 1128; counts= 1; multicellularity status: FALSE

• MoxR->bpX5->vWA+beta_propeller*->bpX6+TPRs+Betapropeller->

� GCF_000379645.1; Actinoplanes globisporus; counts= 1; multicellularity status: TRUE

• ClpN_repeats+vWA->ClpN_repeats+vWA->ClpN_repeats+vWA->ClpN_repeats+vWA->ClpN_repeats+vWA->ClpN_repeats+vWA->?->?->EAD1+CASPASE->

� GCA_002234595.1; Amycolatopsis sp. H5; counts= 1; multicellularity status: TRUE

• MoxR->?->X3->TPRs->low_complexity+TPRs->beta_propeller+helical_linker+vWA*->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCF_000716715.1; Dactylosporangium aurantiacum; counts= 1; multicellularity status: TRUE

• MoxR->?->X3->TPRs->low_complexity+TPRs->beta_propeller+helical_linker+vWA*->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCA_001017755.1; Frankia coriariae; counts= 1; multicellularity status: TRUE

• beta_propeller+helical_linker+vWA*->

� GCA_900100605.1; Sinosporangium album; counts= 1; multicellularity status: TRUE

• TPRs->low_complexity+TPRs->beta_propeller+helical_linker+vWA*->||<-RadSAM_pep

� GCA_003955715.1; Streptomyces sp. GGCR-6; counts= 1; multicellularity status: TRUE

• beta_propeller+helical_linker+vWA*->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCA_001280015.1; Streptomyces sp. MMG1121; counts= 1; multicellularity status: TRUE

• X3->TPRs->low_complexity+TPRs->beta_propeller+helical_linker+vWA*->||<-RadSAM_pep<-RADICAL_SAM.Ammemo

� GCA_002154695.1; Nostoc sp. T09; counts= 1; multicellularity status: TRUE

• X3->TPRs+C-type_lectin->||<-?||low_complexity+TPRs->beta_propeller+helical_linker+vWA*->||<-RADICAL_SAM.Ammemo

� GCF_000024805.1; Haliangium ochraceum; counts= 1; multicellularity status: TRUE

• beta_propeller+helical_linker+vWA*->TPRs->

� GCF_001469165.1; Thiohalocapsa sp. ML1; counts= 1; multicellularity status: TRUE

• X3->TPRs->low_complexity+TPRs->||<-?||beta_propeller+helical_linker+vWA*->

� GCA_003645185.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

• helical_linker+vWA*->

� GCF_000262465.1; Frankia sp. QA3; counts= 1; multicellularity status: TRUE

• vWA*->

� GCF_002156075.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• vWA*->
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DOGTPase systems

� GCA_000175595.1; Clostridium carboxidivorans P7; counts= 3; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->PSE->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->
• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->GAP1-N2+GAP1-M->
• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C->GAP1-N2+GAP1-M*->

� GCA_000647895.1; Clostridium tetanomorphum DSM 665; counts= 3; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->
• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->
• ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001276615.1; Achromatium sp. WMS3; counts= 3; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002737235.1; Opitutae bacterium; counts= 3; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->
• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->
• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002794505.1; Chloroflexi bacterium; counts= 3; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->Pkinase+helical_region+TM_region->
• GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_900129635.1; Singulisphaera sp. GP187; counts= 3; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->
• DO-GTPase2.1+TM->GAP1-N2+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000181475.1; Gimesia maris; counts= 3; multicellularity status: FALSE

• GAP1-N2+GAP1-M+TM+GAP1-C->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->
• GAP1-N2+GAP1-M+TM+GAP1-C*->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->
• GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+DZnR+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000242455.3; Singulisphaera acidiphila; counts= 3; multicellularity status: TRUE
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• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->
• GAP1-N2+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001270375.1; Clostridium sp. DMHC 10; counts= 3; multicellularity status: NA

• Fibronectin-like_repeats+??->PSE->GAP1-N2+GAP1-M+GAP1-C(frag)->GAP1-N2+GAP1-M*->?->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->PSE->?->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->
• Fibronectin-like_repeats+??->PSE->GAP1-N2+GAP1-M+GAP1-C(frag)*->GAP1-N2+GAP1-M->?->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->PSE->?->Tubulin+coiled_coil+HTH?+??->
• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001570525.1; Herbidospora sakaeratensis; counts= 3; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCA_000025185.1; Pirellula staleyi DSM 6068; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->

� GCA_000092385.1; Streptomyces bingchenggensis BCW-1; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000968375.1; Clostridium scatologenes; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->
• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001038625.1; Clostridium carboxidivorans P7; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->
• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->PSE->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001610835.1; Planctomyces sp. SH-PL14; counts= 2; multicellularity status: FALSE

• DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+Trypsin->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+Trypsin->Pkinase+low_complexity+TM->

� GCA_002189675.1; Streptomyces alboflavus; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats
• Pkinase->?->?->?->?->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002355675.1; Corynebacterium glutamicum; counts= 2; multicellularity status: FALSE

• GrpE->HSP70->??+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000239075.2; Streptomyces sp. W007; counts= 2; multicellularity status: TRUE

• ∗
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• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->?->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000295855.1; Mycolicibacterium fortuitum subsp. fortuitum DSM 46621 = ATCC 6841; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->PSE->PSE->HRDC-like?+Fibronectin-like_repeats->PSE->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_000497445.1; Streptomyces roseochromogenus subsp. oscitans DS 12.976; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich->||<-STAND_NTPase+TM+TM+TM+TM+TM+TM+TM
• Pkinase->?->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000524095.1; Mycobacterium kansasii 824; counts= 2; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->PSE->GAP_unknown1+TM+TM+GAP_unknown2->GAP_unknown1+TM+TM+GAP_unknown2->PSE->GAP1-N2+GAP1-M+GAP1-C*->GAP1-N2+GAP1-M+GAP1-C->?->beta-rich+vWA(canonical)->
• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C->GAP1-N2+GAP1-M+GAP1-C*->?->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000785145.2; Candidatus Thiomargarita nelsonii; counts= 2; multicellularity status: TRUE

• DO-GTPase1->?->GAP1-N2+GAP1-M+GAP1-C*->DO-GTPase2?->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001898385.1; Planctomycetales bacterium 71-10; counts= 2; multicellularity status: NA

• GAP1-N2+GAP1-M*->
• ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905595.1; Streptomyces sp. CB00316; counts= 2; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001874765.1; Acinetobacter baumannii; counts= 2; multicellularity status: FALSE

• GAP2->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->EAD1->
• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->EAD1->

� GCA_001983595.1; Streptomyces sp. IB2014 011-1; counts= 2; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->
• vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002003625.1; Mycobacterium kansasii; counts= 2; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->GAP1-M->GAP1-N2+GAP1-M+GAP1-C->beta-rich+vWA(canonical)->??+DO-GTPase2.2->
• Tubulin+alpha_helical+??+??->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C->GAP1-M*->GAP1-N2+GAP1-M+GAP1-C->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002167455.1; Rhodopirellula; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->

� GCA_002279765.1; Verrucomicrobia bacterium 12-59-8; counts= 2; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM*->
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• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002401775.1; Ectothiorhodospiraceae bacterium; counts= 2; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+CASPASE*->
• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+CASPASE*->

� GCA_002794585.1; Chloroflexi bacterium; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M*->
• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003002825.1; Spirosoma oryzae; counts= 2; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
• ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_900091795.1; Streptomyces sp. Termitarium-T10T-6; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C->GAP1-N2+GAP1-M+GAP1-C*->
• GAP1-N2+GAP1-M+GAP1-C*->GAP1-N2+GAP1-M+GAP1-C->

� GCA_900111115.1; Giesbergeria anulus; counts= 2; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->
• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000416365.2; Mycobacteriaceae; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_000062885.1; Saccharopolyspora erythraea; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->
• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->||<-?<-?<-HSP70<-unknown+CASPASE

� GCA_003149495.1; Gemmata obscuriglobus; counts= 2; multicellularity status: FALSE

• DO-GTPase2.1->?->GAP1-N2+GAP1-M+TM+low_complexity+TM*->
• GAP1-N2+GAP1-M+TM*->

� GCA_000010265.1; Clostridium kluyveri; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M->
• GAP1-N2+GAP1-M+GAP1-C->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_000024385.1; Thermomonospora curvata; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->
• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_000143685.1; Clostridium ljungdahlii; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->
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• Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_000484505.1; Clostridium autoethanogenum; counts= 2; multicellularity status: NA

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->
• Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCF_000619945.1; Clostridium lundense; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->
• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCF_000686125.1; Ruminococcus sp. NK3A76; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->HSP70+vWA(canonical)->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->
• HSP70->?->HSP70(frag)+vWA(canonical)->?->ZnR+ZnR+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->?->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000716675.1; Streptomyces; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->
• Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000721705.1; Actinoplanes subtropicus; counts= 2; multicellularity status: TRUE

• <-TPR_region+CASPASE||GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCF_000719065.1; Herbidospora cretacea; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCF_000974445.1; Lechevalieria aerocolonigenes; counts= 2; multicellularity status: TRUE

• TM+vWA(canonical)+TM->HSP70->??+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->||<-GrpE
• vWA(canonical)+beta-rich+low_complexity->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+SLATT+SLATT*->

� GCF_000718135.1; Streptomyces cyaneofuscatus; counts= 2; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000718165.1; Streptomyces fulvoviolaceus; counts= 2; multicellularity status: TRUE

• DO-GTPase1->GAP1-N2+GAP1-M+TM+GAP1-C*->?->TM+vWA(canonical)+TM+low_complexity->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001278095.1; Streptomyces sp. CFMR 7; counts= 2; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001278845.1; Actinomyces sp. oral taxon 414; counts= 2; multicellularity status: NA

• GrpE->HSP70->??+Fibronectin->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001279525.1; Nocardia sp. NRRL S-836; counts= 2; multicellularity status: TRUE

• TM+vWA(canonical)+TM->HSP70->??+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->||<-GrpE
• vWA(canonical)+beta-rich+low_complexity->?->?->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*->?->||<-?||Pkinase+TM+Septum_form->

� GCA_001307545.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001317355.1; Oxobacter pfennigii; counts= 2; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->
• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001368795.1; Paenibacillus ihuae; counts= 2; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->PSE->PSE->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->
• TM+vWA(canonical)+YtKA-like+TM+??->PSE->PSE->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich->

� GCA_002102345.1; Mycolicibacterium peregrinum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001570465.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCF_001570605.1; Herbidospora cretacea; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCF_001570565.1; Herbidospora yilanensis; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCF_001570585.1; Herbidospora daliensis; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCA_001636845.1; Clostridium ljungdahlii; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->PSE->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->
• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->?->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001636835.1; Clostridium coskatii; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->
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• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->?->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001665455.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001665415.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001665625.1; Mycolicibacterium peregrinum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001665315.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001665785.1; Mycolicibacterium peregrinum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• TM+[lc_insert+]vWA(canonical)+Fibronectin-like_repeats+TM+??+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001667205.1; Mycolicibacterium peregrinum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001673325.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001673265.1; Mycolicibacterium conceptionense; counts= 2; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->vWA(canonical)->
• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001672845.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001673275.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001675165.1; Clostridium ragsdalei; counts= 2; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->
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• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->?->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001673485.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->
• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCF_001570545.1; Herbidospora mongoliensis; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*->

� GCA_001666875.1; Mycobacterium sp. E802; counts= 2; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->vWA(canonical)->
• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCF_001552135.1; Actinomadura chibensis; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
• vWA(canonical)->DO-GTPase1->GAP1-N2+GAP1-M+GAP1-C+TM*->

� GCA_003001795.1; Actinomadura; counts= 2; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->unknown+CASPASE->HSP70->
• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_002300155.1; Rhodococcus; counts= 2; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->
• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001905575.1; Streptomyces sp. CB00072; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?||GAP1-N2+GAP1-M+GAP1-C->

� GCA_900129675.1; Bradyrhizobium erythrophlei; counts= 2; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->
• GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001610835.1; Planctomyces sp. SH-PL14; counts= 2; multicellularity status: FALSE

• DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+Trypsin->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+Trypsin->Pkinase+low_complexity+TM->

� GCA_001954035.1; Mycolicibacterium fortuitum; counts= 2; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->
• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001956985.1; Paludisphaera borealis; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M*->
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• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->??+TM+??+beta-rich??->

� GCA_002197845.1; Fimbriiglobus ruber; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+TM+GAP1-C*->
• GAP1-N2+GAP1-M+TM+low_complexity+TM*->

� GCA_002224125.1; Streptomyces sp. NBS 14/10; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->
• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900091865.1; Streptomyces sp. DvalAA-19; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C->||<-PSE||vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->PSE->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->||<-PSE||vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->PSE->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C->

� GCA_002251265.1; Rhodopirellula; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->

� GCA_002289565.1; Rhodopirellula sp. SM50; counts= 2; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->
• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->

� GCF_002551465.1; Streptomyces sp. b84; counts= 2; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->
• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?||GAP1-N2+GAP1-M+GAP1-C->

� GCA_000025345.1; Geodermatophilus obscurus DSM 43160; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_000190575.1; Bacteroides salanitronis DSM 18170; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000221965.1; Xanthomonas campestris pv. raphani 756C; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_000283295.1; Mycolicibacterium smegmatis MC2 155; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_002603685.1; Leptospira phage vb_LkmZ_Bejolso9-LE1; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_000739375.1; Comamonas testosteroni TK102; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000828015.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

9



• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000833575.1; Corynebacterium singulare; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_000959345.1; Burkholderia pseudomallei PB08298010; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001040905.1; Streptomyces sp. PBH53; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->Pkinase+ZnR+beta-rich->

� GCA_001447315.1; Paenibacillus sp. IHB B 3084; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001447865.2; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001518935.2; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001610875.1; Pirellula sp. SH-Sr6A; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->||<-EAD1+Trypsin

� GCA_001643015.1; Corynebacterium crudilactis; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->

� GCA_001865855.1; Nocardia seriolae; counts= 1; multicellularity status: TRUE

• Pkinase+TM->?->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001874405.2; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001874425.2; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->PSE->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001931635.1; Streptomyces sp. Tue 6075; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001936195.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002094995.1; Streptomyces sp. S8; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002220305.1; Burkholderia sp. AD24; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003431825.1; Blastomonas fulva; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002814075.1; Polaribacter sejongensis; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*->

� GCA_002943525.1; Kitasatospora sp. MMS16-BH015; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000011325.1; Corynebacterium glutamicum ATCC 13032; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000010225.1; Corynebacterium glutamicum R; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000010605.1; Streptomyces griseus subsp. griseus NBRC 13350; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000010805.1; Rhodococcus opacus B4; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002355155.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002355915.1; Actinomyces naeslundii; counts= 1; multicellularity status: TRUE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003966365.1; Acetobacter orientalis; counts= 1; multicellularity status: FALSE

• AB_hydrolase+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003609795.1; Sphingobium sp. YG1; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000196335.1; Corynebacterium glutamicum ATCC 13032; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001046875.1; Tetrasphaera jenkinsii Ben 74; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000431615.1; Firmicutes bacterium CAG:41; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_000433415.1; Clostridium sp. CAG:448; counts= 1; multicellularity status: NA
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• GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_000437175.1; Ruminococcus sp. CAG:330; counts= 1; multicellularity status: TRUE

• HSP70(frag)+vWA(canonical)->?->DO-GTPase2.1->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_000438015.1; Coraliomargarita sp. CAG:312; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_000982975.1; Halomonas sp. A3H3; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001160225.1; Mycobacterium tuberculosis; counts= 1; multicellularity status: FALSE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_001152565.1; Yersinia pekkanenii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001261935.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001319925.1; Yersinia intermedia; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001405915.1; Prevotella copri; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000016505.1; Clostridium kluyveri DSM 555; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_000173655.1; Corynebacterium amycolatum SK46; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000167995.1; Yersinia mollaretii ATCC 43969; counts= 1; multicellularity status: FALSE

• DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000156475.1; Streptomyces albus J1074; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000158855.1; Streptomyces sp. SPB78; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000158895.1; Streptomyces sp. C; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000158915.1; Streptomyces himastatinicus ATCC 53653; counts= 1; multicellularity status: TRUE
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• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000208635.2; Gluconacetobacter sp. SXCC-1; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000224315.2; Corynebacterium glutamicum S9114; counts= 1; multicellularity status: FALSE

• TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000245555.2; Paenibacillus dendritiformis C454; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000271305.1; Hydrocarboniphaga effusa AP103; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000278565.1; Pseudomonas sp. Ag1; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000243895.3; Leptospira interrogans str. FPW2026; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000244275.3; Leptospira interrogans str. UI 12621; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000244135.3; Leptospira interrogans serovar Grippotyphosa str. UI 08368; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000344825.1; Salmonella enterica subsp. enterica serovar Newport str. SH111077; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000364445.1; Methylobacterium mesophilicum SR1.6/6; counts= 1; multicellularity status: TRUE

• CASPASE+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000368445.1; Acinetobacter sp. CIP 56.2; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->EAD1->CASPASE+EAD1->

� GCA_000414115.1; Streptomyces aurantiacus JA 4570; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->

� GCA_001856845.1; Thermoplasmatales archaeon Gpl; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+TM+TM+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->??->TM_region+DO-GTPase1->

� GCA_000448385.1; Saccharopolyspora erythraea D; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000481145.1; Pseudomonas aeruginosa BWHPSA028; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000502855.1; Mesorhizobium sp. L2C067A000; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000508425.1; Actinomyces urogenitalis DORA_12; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C(frag)*->

� GCA_000516475.1; Candidatus Magnetoglobus multicellularis str. Araruama; counts= 1; multicellularity status: TRUE

• GrpE->?->?->GrpE->DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000517865.1; Paenibacillus sp. FSL R7-269; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000517905.1; Paenibacillus sp. FSL H7-689; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000517965.1; Paenibacillus sp. FSL R7-277; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000568155.1; Enterobacter sp. DC3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000349585.1; Dietzia sp. UCD-THP; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000739515.1; Candidatus Moduliflexus flocculans; counts= 1; multicellularity status: TRUE

• DO-GTPase2.1->GAP1-N2+GAP1-M+low_complexity+TM+TM*->

� GCA_000974725.1; Methylobacterium sp. ME121; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001570725.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001894745.1; Paenibacillus sp. NAIST15-1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002003445.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000698985.1; Bordetella bronchiseptica MBORD731; counts= 1; multicellularity status: FALSE

• DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000694595.1; Klebsiella variicola; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000698455.1; Rhodococcus qingshengii; counts= 1; multicellularity status: TRUE

• GrpE->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->?->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->vWA(canonical)->

� GCA_000705615.1; Rhizobium leguminosarum bv. phaseoli CCGM1; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000219495.2; Medicago truncatula; counts= 1; multicellularity status: FALSE

• DO-GTPase2+DO-GTPase1+GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000584955.2; Candidatus Accumulibacter sp. SK-01; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000741785.1; Bifidobacterium stellenboschense; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000758965.1; Corynebacterium freneyi DNF00450; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000812585.1; Chromobacterium piscinae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000817655.1; Streptomyces sp. RSD-27; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000818175.1; Streptomyces sp. AcH 505; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000819915.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000834545.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000878385.1; Methylobacterium radiotolerans; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000932205.1; Streptomyces sp. MBRL 601; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000961745.1; Rhodospirillaceae bacterium BRH_c57; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_000961795.1; Hyphomonas sp. BRH_c22; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000966975.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000966985.1; Streptomyces sp. NRRL S-444; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001038505.1; Puniceibacterium sp. IMCC21224; counts= 1; multicellularity status: FALSE

• DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001047325.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001047335.1; Streptomyces regensis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->Pkinase+ZnR+beta-rich->

� GCA_001187725.1; Brevibacillus reuszeri; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001270675.1; Streptomyces griseus subsp. rhodochrous; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001275645.1; Bacillus sp. FJAT-18019; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001277345.1; Paenibacillus solani; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001277855.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001279425.1; Streptomyces sp. NRRL F-2295; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001279735.1; Streptomyces sp. MMG1522; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001280045.1; Streptomyces sp. NRRL WC-3723; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->Pkinase+ZnR+beta-rich->

� GCA_001280595.1; Paenibacillus sp. A59; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001280885.1; Streptomyces sp. XY332; counts= 1; multicellularity status: TRUE
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• TPR_containing_alpha_helical+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001298555.1; Actinobacteria bacterium OV450; counts= 1; multicellularity status: NA

• Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001304075.1; candidate division BRC1 bacterium SM23_51; counts= 1; multicellularity status: NA

• ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001400775.1; Pseudomonas congelans; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001426045.1; Methylobacterium sp. Leaf94; counts= 1; multicellularity status: TRUE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001425705.1; Pelomonas sp. Root1217; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001514305.1; Streptomyces sp. RV15; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001526225.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->||<-?||DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001527385.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->||<-?||DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001528875.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001546485.1; Gardnerella vaginalis; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001560865.1; Pseudomonas aeruginosa; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001567085.1; Chloroflexi bacterium OLB15; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001589295.1; Sorangium cellulosum; counts= 1; multicellularity status: TRUE

• GAP1-N1+GAP1-M+GAP1-C*->||<-DO-GTPase1<-ZnR+DO-GTPase2.1<-GAP2

� GCA_001613855.1; Thalassospira xiamenensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001636565.1; Frankia sp. EI5c; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_001644415.1; Planctomycetaceae bacterium SCGC AG-212-F19; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+TM+low_complexity*->

� GCA_001705105.1; Bradyrhizobium sp. UASWS1016; counts= 1; multicellularity status: TRUE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001723765.1; Candidatus Scalindua rubra; counts= 1; multicellularity status: NA

• DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001807225.1; Corynebacterium sp. HMSC05E07; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001807025.1; Corynebacterium sp. HMSC11E11; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001767115.1; Acidobacteria bacterium RIFCSPLOWO2_12_FULL_59_11; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001772075.1; Burkholderiales bacterium RIFCSPHIGHO2_02_FULL_64_19; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001804865.1; Lentisphaerae bacterium GWF2_57_35; counts= 1; multicellularity status: FALSE

• FHA-like+??+ZnR+ZnR+DO-GTPase2.2+??->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001803235.1; Lentisphaerae bacterium RIFOXYA12_64_32; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M*->??+TM+??+beta-rich??->

� GCA_001828265.1; Planctomycetes bacterium RBG_13_63_9; counts= 1; multicellularity status: NA

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001828305.1; Planctomycetes bacterium RBG_16_64_10; counts= 1; multicellularity status: NA

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C(frag)*->

� GCA_001828335.1; Planctomycetes bacterium RBG_16_64_12; counts= 1; multicellularity status: NA

• ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001830395.1; Pseudomonadales bacterium RIFCSPLOWO2_12_59_9; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001831115.1; Verrucomicrobia bacterium GWF2_62_7; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001854655.1; Frankia sp. Cc1.17; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_001898335.1; Mucilaginibacter sp. 44-25; counts= 1; multicellularity status: FALSE

• TIR+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001897835.1; Bacteroidetes bacterium 46-16; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_001898665.1; Burkholderiales bacterium 68-20; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001905305.1; Mycobacterium sp. SWH-M5; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C(frag)*->

� GCA_001905065.1; Saccharothrix sp. CB00851; counts= 1; multicellularity status: TRUE

• HSP70->||<-?||GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001905525.1; Streptomyces sp. TSRI0395; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905905.1; Streptomyces sp. CB02366; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001912755.2; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001912725.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001917305.1; Verrucomicrobia bacterium CAG:312_58_20; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001921865.1; Pseudomonas chlororaphis; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001955985.1; Paenibacillus pabuli; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956035.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956835.1; Paenibacillus macerans; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001974825.1; Corchorus olitorius; counts= 1; multicellularity status: NA
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• TM+TM+TM+vWA+TM+TM+TM+ZnR+GTPase+GAP1-N2+GAP1-M+GAP1-C+ATP_grasp+ATP_grasp+Rossmann-like+thioredoxin_fold*->

� GCA_002083655.1; Proteobacteria bacterium ST_bin14; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002085445.1; Beggiatoa sp. 4572_84; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->||<-HSP70<-GrpE

� GCA_002086865.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002086855.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002086925.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002086935.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002104865.1; Streptomyces sp. BF-3; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001432265.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002159375.1; Alistipes sp. An54; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002170515.1; Verrucomicrobia bacterium TMED71; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+low_complexity+TM+TM*->

� GCA_002170435.1; Verrucomicrobiaceae bacterium TMED76; counts= 1; multicellularity status: NA

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+beta-rich+??*->??+TM+??->

� GCA_002200935.1; Rhizobium yanglingense; counts= 1; multicellularity status: TRUE

• GAPEAD1->GAP2->GAP1-N1+GAP1-M+GAP1-C*->?->Calcineurin->

� GCA_002204655.1; Cuniculiplasma sp. C_DKE; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+TM+TM+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->??->TM_region+DO-GTPase1->

� GCA_002242735.1; Streptomyces sp. 2R; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002254715.1; archaeon ex4484_74; counts= 1; multicellularity status: NA
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• GAP1-N2+GAP1-M*->

� GCA_002279215.1; Planctomycetia bacterium 21-64-5; counts= 1; multicellularity status: NA

• ??+GAP1-N2+GAP1-M+??+TM+TM*->

� GCA_002280395.1; Flavobacteriales bacterium 32-35-8; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->??+EAD1->EAD1+Trypsin->

� GCA_002281555.1; Hydrogenophilales bacterium 28-61-23; counts= 1; multicellularity status: FALSE

• Calcineurin+EAD1->||<-?||GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_002264305.1; Paenibacillus taichungensis; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002286935.1; Bifidobacterium criceti; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002304375.1; Opitutae bacterium Tous-C2FEB; counts= 1; multicellularity status: FALSE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002290585.1; Opitutae bacterium AMD-G3; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002290595.1; Opitutae bacterium AMD-G1; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002401295.1; SAR324 cluster bacterium; counts= 1; multicellularity status: NA

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*->

� GCA_002401655.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_002733575.1; Blastopirellula sp.; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002735695.1; Chitinimonas sp. BJB300; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002735705.1; Janthinobacterium sp. BJB426; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_002737185.1; Opitutae bacterium; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_002737585.1; Planctomycetaceae bacterium; counts= 1; multicellularity status: NA
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• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM*->

� GCA_002748445.1; candidate division KSB3 bacterium; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002754535.1; Streptomyces sp. 61; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->?->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_002750415.1; Paenibacillus sp. LK1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002760695.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760725.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760715.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760785.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760765.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760825.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002760895.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002775095.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->PSE->PSE->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C(frag)*->?->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002775105.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->PSE->PSE->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002794595.1; Chloroflexi bacterium; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002808645.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002813225.1; Streptomyces sp. Ag109_G2-1; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002836235.1; Psychrobacter sp. Choline-02u-13; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001896795.2; Thermomonospora sp. CIF 1; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_002840095.1; Gammaproteobacteria bacterium HGW-Gammaproteobacteria-1; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002841525.1; Firmicutes bacterium HGW-Firmicutes-17; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002842145.1; Betaproteobacteria bacterium HGW-Betaproteobacteria-6; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002842665.1; Bacteroidetes bacterium HGW-Bacteroidetes-11; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_002843035.1; Actinobacteria bacterium HGW-Actinobacteria-5; counts= 1; multicellularity status: NA

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+low_complexity*->

� GCA_002860365.1; Bifidobacterium parmae; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002863645.1; Psychrobacter sp. MES7-P7E; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002873265.1; Vibrio lentus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002878555.1; Vibrio splendidus; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_003002065.1; Pseudosporangium ferrugineum; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_003010405.1; Acidobacteria bacterium; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900084005.1; Klebsiella oxytoca; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900086575.1; Komagataeibacter rhaeticus; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900091315.1; Streptomyces sp. DI166; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091875.1; Streptomyces sp. BpilaLS-43; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091755.1; Streptomyces sp. TverLS-915; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091715.1; Streptomyces sp. DpondAA-F4a; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091895.1; Streptomyces sp. IgraMP-1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091965.1; Streptomyces sp. Ncost-T6T-2b; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090155.1; Streptomyces sp. ScaeMP-e48; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900101545.1; Variovorax sp. CF079; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900101225.1; Paenibacillus sp. CF095; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900101405.1; Bradyrhizobium sp. R5; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900103785.1; Geodermatophilus siccatus; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900104025.1; Geodermatophilus sp. DSM 45219; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900103225.1; Pseudomonas congelans; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900101695.1; Pseudomonas sp. UC 17F4; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900106525.1; Lysobacter enzymogenes; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900107105.1; Geodermatophilus africanus; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900107345.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900107605.1; Acidovorax soli; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900105705.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900104845.1; Paraburkholderia caballeronis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900105265.1; Streptomyces sp. 3213.3; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->?->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_900107975.1; Paenibacillus sp. UNC499MF; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_900108175.1; Actinomadura echinospora; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_900108335.1; Nonomuraea solani; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_900109515.1; Paenibacillus sp. OK003; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900110055.1; Paenibacillus sp. OK076; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900110775.1; Litorimicrobium taeanense; counts= 1; multicellularity status: NA

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900111175.1; Actinokineospora terrae; counts= 1; multicellularity status: TRUE

• CASPASE+TPR_region->?->GAP1-N2+GAP1-M*->

� GCA_900111455.1; Geodermatophilus poikilotrophus; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900111565.1; Paenibacillus sp. NFR01; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900112015.1; Azotobacter beijerinckii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->SLATT->

� GCA_900112815.1; Blastococcus sp. DSM 46838; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900114385.1; Geodermatophilus ruber; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900115095.1; Actinomadura madurae; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_900116845.1; Pseudomonas sp. OV546; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900130065.1; Sporobacter termitidis DSM 10068; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900143215.1; Geodermatophilus obscurus; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900134035.1; Mycobacteroides abscessus subsp. abscessus; counts= 1; multicellularity status: FALSE

• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900083515.1; Cuniculiplasma divulgatum; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+TM+TM+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->??->TM_region+DO-GTPase1->

� GCA_900143625.1; Nocardiopsis sp. JB363; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900156185.1; Pseudomonas putida; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900163685.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900132645.1; Mycobacteroides abscessus subsp. abscessus; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900174015.1; Klebsiella pneumoniae; counts= 1; multicellularity status: FALSE

• GAPEAD1->GAP2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900177425.1; Paenibacillus uliginis N3/975; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900188375.1; Geodermatophilus pulveris; counts= 1; multicellularity status: TRUE

• Pkinase+TM->TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->Pkinase+low_complexity->

� GCA_900221015.1; Ornithinimicrobium pekingense; counts= 1; multicellularity status: FALSE

• Pkinase+TM_region->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C+TM*->

� GCA_900215445.1; Serratia sp. JKS296; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000216135.3; Leptospira interrogans; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_000306495.2; Leptospira interrogans; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_000164015.3; Pseudomonas savastanoi; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE(frag)->PSE->CASPASE+EAD1->

� GCA_000153105.1; Blastopirellula marina; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000219535.3; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000237005.2; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000353565.1; Brevibacillus borstelensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000271785.1; Rhizobium leguminosarum; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002243555.1; Corynebacterium; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000177175.2; Streptomyces sp. ACT-1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000364245.1; Clostridium sp. ASF502; counts= 1; multicellularity status: NA

• HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TPR_region->

� GCA_000738065.1; Bacteroides; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000350485.1; [Clostridium] termitidis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000368665.1; Acinetobacter junii; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000342125.1; Streptomyces mobaraensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001896005.1; Acinetobacter; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_000241345.2; Gordonia amarae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000599545.1; Rhodococcus opacus; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000369745.1; Acinetobacter; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_000159595.1; Corynebacterium glucuronolyticum; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000164155.2; Rhodococcus hoagii; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000158635.1; Corynebacterium matruchotii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_000175375.1; Corynebacterium matruchotii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_000159135.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001404375.1; Bacteroides; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000175235.1; Acidovorax delafieldii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000328345.1; Brevibacillus agri; counts= 1; multicellularity status: FALSE
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• Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000178455.1; Brevibacterium mcbrellneri; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->?->||<-?<-?<-TM+TM+vWA(canonical)+TM<-TM+TM+vWA(canonical)+TM

� GCA_000239695.1; Actinomyces graevenitzii; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000156455.1; Streptomyces filamentosus; counts= 1; multicellularity status: TRUE

• ∗

� GCF_000243415.2; Mycolicibacterium tusciae; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->?->?->?->HSP70->vWA(canonical)->

� GCA_000315235.1; Paenibacillus popilliae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000297155.2; Streptomyces tsukubensis; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000177675.1; Frankia sp. EUN1f; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_000159035.1; Actinomyces urogenitalis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000236965.2; Rhodococcus pyridinivorans; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->PSE->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000190755.3; Methylobacter tundripaludum; counts= 1; multicellularity status: TRUE

• PNP_UDP_1+EAD1->GAP2->||<-?||GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_000350545.1; Desulfotignum phosphitoxidans; counts= 1; multicellularity status: FALSE

• ??+PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->?->EAD1->

� GCA_000307875.1; Bacillus bataviensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000164135.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C(frag)*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002966555.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000241305.2; Gordonia effusa; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000241265.2; Gordonia araii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000245715.1; Paenibacillus sp. Aloe-11; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000282075.1; Brevibacillus sp. BC25; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000282095.2; Rhizobium sp. CF080; counts= 1; multicellularity status: TRUE

• GAP2->PSE->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000222105.4; Mycobacterium colombiense; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->PSE->PSE->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->?->?->TM+DUF4190+TM+PknH_C->

� GCA_000282015.1; Brevibacillus sp. CF112; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000213055.1; Streptomyces sp. Tu6071; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000174195.1; Roseburia inulinivorans; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000155695.1; Verrucomicrobiae bacterium DG1235; counts= 1; multicellularity status: NA

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_000297435.1; Microcystis sp. T1-4; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+beta-sandwich+NTF-like->GrpE->

� GCA_000344135.1; Gordonia malaquae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000299175.2; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000333955.1; Rhodococcus sp. AW25M09; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000296275.1; Actinomyces massiliensis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000230835.1; Clostridium sp. DL-VIII; counts= 1; multicellularity status: NA
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• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000296815.2; Fibrisoma limi; counts= 1; multicellularity status: TRUE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_000280725.1; Rhodococcus sp. JVH1; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000314635.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000238095.2; Peptoanaerobacter stomatis; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->?->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000293035.1; Peptoanaerobacter stomatis; counts= 1; multicellularity status: FALSE

• HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000204455.2; Paenibacillus sp. HGF5; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000278725.1; Actinomyces sp. ICM47; counts= 1; multicellularity status: NA

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->?->?->?->HSP70->vWA(canonical)->

� GCA_000214295.2; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_000262465.1; Frankia sp. QA3; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->

� GCA_000220835.1; Actinomyces sp. oral taxon 448; counts= 1; multicellularity status: NA

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->PSE->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000022905.1; Corynebacterium aurimucosum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000177455.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000179195.1; Streptomyces sp. SA3_actG; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000236805.1; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000213315.1; Paenibacillus elgii; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCF_000255655.1; Schlesneria paludicola; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+ZnR+TM+TM+TM->

� GCA_002846475.1; Saccharopolyspora spinosa; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->vWA(canonical)->

� GCA_000364265.1; Parabacteroides; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000011325.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000007805.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

• DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000014165.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000014565.1; Rhodococcus jostii; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000014925.1; Paenarthrobacter aurescens; counts= 1; multicellularity status: FALSE

• PP2C->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM*->

� GCA_000016005.1; Mycobacteriaceae; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000012825.1; Bacteroides vulgatus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000017645.1; Xanthobacter autotrophicus; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000020045.1; Paraburkholderia phymatum; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000196495.1; Aliivibrio salmonicida; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->?->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000009225.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000024165.1; Candidatus Accumulibacter phosphatis; counts= 1; multicellularity status: FALSE
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• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000146875.2; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000164985.2; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000186345.1; Isosphaera pallida; counts= 1; multicellularity status: TRUE

• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->

� GCA_000176855.2; Acidovorax avenae; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000178835.2; Cellulosilyticum lentocellum; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+TM+polar_tail+beta-rich*->

� GCA_000218915.1; Paenibacillus mucilaginosus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_000179395.2; Corynebacterium variabile; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000177195.2; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000176115.2; Streptomyces pratensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000235585.1; Paenibacillus terrae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000250655.1; Paenibacillus mucilaginosus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->PSE->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_000252445.1; Deinococcus gobiensis; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000237145.1; Actinoplanes; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000294515.1; Nocardiopsis alba; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000299395.1; Nitrosopumilus; counts= 1; multicellularity status: FALSE
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• GAP1-N2+GAP1-M+TM+low_complexity*->

� GCA_000311765.1; Gluconobacter oxydans; counts= 1; multicellularity status: FALSE

• CASPASE+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000320385.2; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000359525.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000364805.1; Streptomyces sp. PAMC 26508; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000385945.1; Streptomyces fulvissimus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000344785.1; Corynebacterium callunae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000349325.1; Streptomyces davaonensis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000214355.1; Treponema azotonutricium; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000024685.1; Paenibacillus sp. Y412MC10; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->?->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000010165.1; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000401235.1; Bacillus nealsonii; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000258535.2; Paenibacillus mucilaginosus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_000411315.1; Streptomyces sp. HGB0020; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_001184755.1; Bacillales; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000597985.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE
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• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000263875.1; Rhodococcus sp. DK17; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000287135.2; Vibrio ordalii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCF_000269805.1; Actinomyces massiliensis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000296715.2; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000302595.1; Pedobacter arcticus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000307675.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000341225.1; Nocardiopsis alba; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000341265.1; Nocardiopsis prasina; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->

� GCF_000340945.1; Nocardiopsis synnemataformans; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000341065.1; Nocardiopsis halotolerans; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000340965.1; Nocardiopsis kunsanensis; counts= 1; multicellularity status: TRUE

• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000340985.1; Nocardiopsis valliformis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->vWA(canonical)->

� GCF_000341085.1; Nocardiopsis ganjiahuensis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000341005.1; Nocardiopsis alkaliphila; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000341145.1; Nocardiopsis xinjiangensis; counts= 1; multicellularity status: TRUE
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• HSP70->PSE->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000346635.1; Paenibacillus sp. A9; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000372385.1; Corynebacterium ciconiae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000372445.1; Corynebacterium ulceribovis; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->?->TM+TM+TM->

� GCF_000375725.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001445835.1; Streptomyces vitaminophilus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PSE->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_003688775.1; Streptomyces sp. LaPpAH-202; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000373645.1; Streptomyces sp. ATexAB-D23; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000374145.1; Neomegalonema perideroedes; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000374305.1; Actinomadura flavalba; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_002706795.1; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000374445.1; Actinokineospora enzanensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->vWA(canonical)->

� GCF_000374845.1; Paenibacillus terrigena; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000377505.1; Paenibacillus massiliensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000377545.1; Streptomyces sp. CNY228; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000378145.1; Saccharibacillus kuerlensis; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000367365.1; Streptomyces prunicolor; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich->||<-STAND_NTPase+TM+TM+TM+TM+TM+TM+TM

� GCF_000376565.1; Streptomyces hokutonensis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000283315.1; Paenibacillus sp. OSY-SE; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_000317305.3; Mycobacteriaceae; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->PSE->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_000473765.1; Rhodonellum; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*->

� GCF_000381685.1; Nocardiopsis sp. CNS-639; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000381885.1; Actinomadura atramentaria; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCF_000381905.1; Paenibacillus fonticola; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900454525.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000374185.1; Paenibacillus sp. HW567; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000383615.1; Streptomyces canus; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000767055.1; Corynebacterium doosanense; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+TM+TM->

� GCA_000418365.1; Corynebacterium terpenotabidum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000018005.1; Frankia sp. EAN1pec; counts= 1; multicellularity status: TRUE

• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000255705.1; Zavarzinella formosa; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000379525.1; Lamprocystis purpurea; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000379645.1; Actinoplanes globisporus; counts= 1; multicellularity status: TRUE

• HSP70->||<-?||GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000377165.1; Streptomyces sp. CNY243; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000378385.1; Paenibacillus daejeonensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002234385.1; Amycolatopsis alba; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->||<-?<-?<-HSP70

� GCF_000377105.1; Streptomyces sp. CNQ766; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000377125.1; Streptomyces sp. CNS335; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000442645.1; Corynebacterium maris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+TM+TM->

� GCA_000444875.1; Streptomyces collinus; counts= 1; multicellularity status: TRUE

• ∗

� GCA_000455705.1; Pseudomonas aeruginosa; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000465875.3; Alcaligenes sp. EGD-AK7; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001039615.1; Crocosphaera watsonii; counts= 1; multicellularity status: TRUE

• DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2(frag)->?->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+beta-sandwich+NTF-like->GrpE->HSP70->?->?->HSP70+vWA(canonical)->

� GCA_000472325.2; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000412185.1; Euryhalocaulis caribicus; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+DNA-glycosylase+EAD1*->CASPASE+EAD1->

� GCA_000157895.2; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE
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• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_000495755.1; Streptomyces sp. PVA 94-07; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000495635.1; Streptomyces sp. GBA 94-10; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000497425.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_000503775.1; Brevibacillus panacihumi; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000502415.1; Mesorhizobium sp. LNHC229A00; counts= 1; multicellularity status: TRUE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000502395.1; Mesorhizobium sp. LNHC220B00; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000502375.1; Mesorhizobium sp. L48C026A00; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000502895.1; Mesorhizobium sp. L2C085B000; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000507785.1; Ruminococcus lactaris; counts= 1; multicellularity status: TRUE

• ??->??+HTH?+GrpE->HSP70->DnaJ+DnaJ+ZnR+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000509425.1; Paenibacillus sp. JCM 10914; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000507205.2; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000508325.2; Bacillus vireti; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000344825.1; Salmonella enterica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000156695.2; Streptomyces filamentosus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000440555.1; Streptococcus suis; counts= 1; multicellularity status: FALSE
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• HSP70->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000470535.1; Streptomyces sp. AW19M42; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000499205.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_000452545.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000612185.1; Brevibacillus borstelensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002074835.1; Leptospira interrogans; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000612505.1; Paenibacillus sabinae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000582515.1; Yersinia similis; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_000490295.1; Vibrio parahaemolyticus; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCF_000520695.1; Paenibacillus massiliensis; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000520795.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_000520815.1; Paenibacillus sp. 1-49; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000520735.1; Paenibacillus forsythiae; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000520755.1; Paenibacillus sp. 1-18; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000520775.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000526555.1; Bacteroides sp. 14(A); counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000612125.1; Brevibacillus agri; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000612225.1; Paenibacillus ehimensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCF_000425065.1; Actinomadura rifamycini; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCF_000429225.1; Actinomyces dentalis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->??+Fibronectin->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000518265.1; Actinomadura oligospora; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000482865.1; Actinokineospora inagensis; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->?->?->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*->

� GCF_000470975.1; Bacillus sp. NSP2.1; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000686805.1; Bacillus sp. UNC41MFS5; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000515315.1; Asinibacterium sp. OR53; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCF_000428805.1; Corynebacterium freiburgense; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000427865.1; Corynebacterium sputi; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->||<-?||TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000428945.1; Hamadaea tsunoensis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900177315.1; Pseudomonas; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000514995.1; Streptomyces sp. CNT371; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000514715.1; Streptomyces sp. CNH099; counts= 1; multicellularity status: TRUE
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• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000424765.1; Streptomyces sp. CNT318; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000424805.1; Streptomyces sp. CNQ865; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000621585.1; [Eubacterium] cellulosolvens; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+IG-like+TM+??->Tubulin+coiled_coil+??->?->?->ZnR+insert+ZnR+DO-GTPase2.2+ZnR->GAP1-N2+GAP1-M+low_complexity+TM+TM*->

� GCA_004001485.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_000686945.1; Selenomonas sp. AE3005; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000807315.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000647875.1; Streptomyces sp. SolWspMP-sol2th; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091745.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000621765.1; Ruminococcaceae bacterium AB4001; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+IG-like+TM+??->Tubulin+coiled_coil+??->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->?->?->?->Tubulin+coiled_coil+??->

� GCA_900116035.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000425125.1; Paenibacillus taiwanensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000620645.1; Nocardioides sp. URHA0032; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCF_000423605.1; Saccharospirillum impatiens; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002591785.1; Budvicia aquatica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000426065.1; Mycobacterium sp. URHD0025; counts= 1; multicellularity status: FALSE
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• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCF_000455145.1; Mycobacterium sp. UM_WWY; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_003941845.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000716815.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718255.1; Spirillospora albida; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_003073355.1; Streptomyces scopuliridis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717925.1; Streptomyces sp. NRRL S-241; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->PSE->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000720535.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000720395.1; Streptomyces flavovirens; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721105.1; Streptomyces cellulosae; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich->||<-STAND_NTPase+TM+TM+TM+TM+TM+TM+TM

� GCF_000720325.1; Streptomyces sp. NRRL B-1347; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000719495.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003989035.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718935.1; Streptomyces sp. NRRL S-237; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000718955.1; Streptomyces sp. NRRL S-575; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->||<-PSE||vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000719435.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717945.1; Streptomyces sp. NRRL S-920; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_000721685.1; Streptomyces mediolani; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721305.1; Streptomyces sp. NRRL S-1868; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->PSE->?->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_000720405.1; Streptomyces sp. NRRL B-24051; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721445.1; Streptomyces sp. NRRL F-5053; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->PSE->?->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_000721265.1; Streptomyces sp. NRRL F-5126; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000720795.1; Streptomyces sp. NRRL S-515; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->||<-PSE||vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000721715.1; Streptomyces sp. NRRL B-24720; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719575.1; Streptomyces sp. NRRL S-1824; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719475.1; Streptomyces sp. NRRL F-5630; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721935.1; Streptomyces sp. NRRL WC-3549; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001294345.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000725635.1; Streptomyces sp. NRRL B-3253; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000725655.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000735775.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000725465.1; Streptomyces bicolor; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_001076885.1; Bacillus; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000738785.1; Brevibacillus borstelensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_003096175.1; Clostridium drakei; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCF_000760995.1; Rhodococcus fascians; counts= 1; multicellularity status: TRUE

• GAP2->?->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->PNP_UDP_1->

� GCF_000761035.1; Rhodococcus fascians; counts= 1; multicellularity status: TRUE

• GAP2->?->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->PNP_UDP_1->

� GCA_000261345.2; Streptomyces globisporus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000743295.1; Streptomyces sp. JS01; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000167995.1; Yersinia mollaretii; counts= 1; multicellularity status: FALSE

• DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000278565.1; Pseudomonas sp. Ag1; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000720725.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_002356035.1; Nocardia seriolae; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000702925.2; Methylomonas sp. LW13; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCF_000716685.1; Streptomyces virginiae; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000717375.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000716605.1; Streptomyces sp. NRRL F-525; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717025.1; Streptomyces atroolivaceus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000716805.1; Streptomyces yerevanensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_000716715.1; Dactylosporangium aurantiacum; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->||<-HSP70_domain_1

� GCF_000716595.1; Saccharothrix sp. NRRL B-16314; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000698985.1; Bordetella bronchiseptica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000797385.1; Streptomyces sp. CNQ431; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000758745.1; Actinomyces urogenitalis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000522425.1; Candidatus Entotheonella palauensis; counts= 1; multicellularity status: TRUE

• HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000702965.1; Butyrivibrio sp. AE2032; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+IG-like+TM+??->Tubulin+coiled_coil+??->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->?->?->?->Tubulin+coiled_coil+??->Tubulin+coiled_coil+??->

� GCF_000741785.1; Bifidobacterium stellenboschense; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000767255.1; Corynebacterium auriscanis; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->?->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->?->??+DO-GTPase2.2->

� GCA_000601455.1; Fervidicella metallireducens; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000576325.1; Bacillus sp. JCM 19045; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000576345.1; Bacillus sp. JCM 19046; counts= 1; multicellularity status: NA
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000737695.1; Flavobacterium hydatis; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->??+EAD1->EAD1+Trypsin->

� GCF_000744785.1; Kitasatospora azatica; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000761485.1; Modestobacter caceresii; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000723385.1; Mycolicibacterium farcinogenes; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000612825.1; Mycolicibacterium mageritense; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_000612885.1; Mycolicibacterium; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000583715.2; Nocardia seriolae; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000517945.1; Paenibacillus sp. FSL H8-457; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000517845.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000722545.1; Paenibacillus tyrfis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_000695255.1; Photobacterium galatheae; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_003150695.1; Rhizobium; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+??*->

� GCF_000585395.1; Saccharibacillus sacchari; counts= 1; multicellularity status: TRUE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_000716535.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000414115.1; Streptomyces aurantiacus; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->

� GCA_002803845.1; Streptomyces lavendulae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000745675.1; Streptomyces atratus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000745715.1; Streptomyces mirabilis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000746395.1; Streptomyces mirabilis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_004217635.1; Streptomyces sp. CNQ-525; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000721595.1; Streptomyces sp. NRRL S-325; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721455.1; Streptomyces sp. NRRL F-6628; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000698495.1; Streptomyces sp. NTK 937; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717895.1; Streptomyces sp. NRRL WC-3744; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_900091485.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000788395.1; Pseudoalteromonas piratica; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_000747525.1; Sphingobacterium sp. ML3W; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->??+EAD1->EAD1+Trypsin->

� GCA_000773415.1; Burkholderia pseudomallei; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000812465.1; Cupriavidus sp. IDO; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCF_000813415.1; Plesiomonas shigelloides; counts= 1; multicellularity status: FALSE
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• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_000714835.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000805375.1; Mycolicibacterium setense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000805385.1; Mycolicibacterium setense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000749915.1; Pectobacterium polaris; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000746665.1; Vibrio vulnificus; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_000817905.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000180155.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_000758625.1; Paenibacillus sp. FSL R7-0273; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->||<-?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000364445.1; Methylobacterium mesophilicum; counts= 1; multicellularity status: TRUE

• CASPASE+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002762195.1; Acetobacteraceae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000819665.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_000820765.1; Candidatus Soleaferrea massiliensis; counts= 1; multicellularity status: FALSE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C+TM*->

� GCF_900143195.1; Butyricicoccus pullicaecorum; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+TM+GAP1-C*->||<-Pkinase

� GCF_000173655.1; Corynebacterium amycolatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000305495.1; Bacillus psychrosaccharolyticus; counts= 1; multicellularity status: FALSE
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• TM+vWA(canonical)+YtKA-like+TM+??->PSE->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000271305.1; Hydrocarboniphaga effusa; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000308695.1; Nocardia takedensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->

� GCF_000308815.1; Nocardia concava; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000308655.1; Nocardia niigatensis; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000025345.1; Geodermatophilus obscurus; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->||<-?<-?||?->Pkinase+low_complexity->

� GCF_000190575.1; Bacteroides salanitronis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->?->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003028645.1; Paraburkholderia caribensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000818175.1; Streptomyces sp. AcH 505; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_004117095.1; Paenibacillus chitinolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCF_000710955.1; Nocardiopsis alba; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_000759795.1; Pseudescherichia vulneris; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000720295.1; Streptomyces sp. NRRL WC-3725; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_000721515.1; Streptomyces sp. NRRL F-5193; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->?->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000733295.1; Archangium violaceum; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000092385.1; Streptomyces bingchenggensis; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000785985.1; Actinoplanes utahensis; counts= 1; multicellularity status: TRUE

• DO-GTPase1->GAP1-N2+GAP1-M+TM+GAP1-C*->?->?->TM+vWA(canonical)+TM+low_complexity->CASPASE+low_complexity->TPR_region+CASPASE->

� GCF_000410615.1; Novosphingobium sp. B-7; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001643285.1; Aeromonas salmonicida; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000613125.1; Bacillus sp. EB01; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000935305.1; Pseudomonas oryzihabitans; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000661085.1; Mycobacterium colombiense; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCF_000455325.1; Mycolicibacterium septicum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_000943545.1; Paenibacillus terrae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000943535.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000955955.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+SLATT+SLATT*->

� GCF_000818335.1; Vibrio campbellii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000818715.1; Vibrio jasicida; counts= 1; multicellularity status: FALSE

• ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCF_000818475.1; Vibrio hyugaensis; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_000960765.1; Desulfosporosinus sp. I2; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000959835.1; Vibrio vulnificus; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000962825.1; Actinoplanes rectilineatus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000938735.2; Sphingobacterium sp. PM2-P1-29; counts= 1; multicellularity status: FALSE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->??+EAD1->EAD1+Trypsin->

� GCA_000967665.1; Marinomonas sp. S3726; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000968575.1; Pseudomonas kilonensis; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_000968555.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002871755.1; Corynebacterium kroppenstedtii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->?->?->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000971855.1; Corynebacterium kroppenstedtii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000971965.1; Paenibacillus wulumuqiensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000971985.1; Paenibacillus dauci; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000972385.1; Streptomyces sp. WM6386; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000980905.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000988105.2; Leptospira santarosai; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000988945.1; Streptomyces europaeiscabiei; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001981455.1; Leptospira santarosai; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001012795.1; Mycolicibacterium; counts= 1; multicellularity status: FALSE
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• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_006540185.1; Brevibacillus formosus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001013325.1; Vibrio vulnificus; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_001014595.1; Streptomyces sp. KE1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000800535.1; Streptomyces sp. M10; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000798835.1; Shewanella sp. ZOR0012; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001029205.1; Paenibacillus sp. VT-400; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001029525.1; Nocardiopsis sp. RV163; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001029855.1; Bacillus circulans; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001039275.2; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000978965.1; Methanosarcina mazei; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000979335.1; Methanosarcina mazei; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001043915.1; Methylobacterium aquaticum; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+TM+GAP1-C*->

� GCA_001045445.1; Chryseobacterium sp. BLS98; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->??+EAD1->EAD1+Trypsin->

� GCF_001047325.1; Streptomyces viridochromogenes; counts= 1; multicellularity status: TRUE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001054325.1; Corynebacterium vitaeruminis; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001059615.1; Corynebacterium aurimucosum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_001152565.1; Yersinia pekkanenii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001187435.1; Streptomyces caatingaensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_006540225.1; Brevibacillus reuszeri; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001187505.1; Mycolicibacterium goodii; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCF_000455265.1; Paenibacillus antibioticophila; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_000698945.1; Streptomyces wadayamensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000739635.1; Verrucomicrobium sp. BvORR034; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->||<-?||HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+PDZ+PDZ->

� GCA_001046895.1; Pseudarthrobacter siccitolerans; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->vWA(canonical)->

� GCF_001140765.1; Yersinia; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001136465.1; Yersinia pseudotuberculosis; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001189515.2; Olsenella sp. oral taxon 807; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+IG-like+TM+??->Tubulin+coiled_coil+??->?->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->??+Pkinase->?->Tubulin+coiled_coil+??->Tubulin+coiled_coil+??->

� GCA_001189025.1; Streptomyces europaeiscabiei; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001319605.1; Yersinia mollaretii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000452605.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE
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• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_000498935.1; Streptomyces sp. HCCB10043; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000502855.1; Mesorhizobium sp. L2C067A000; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001244405.1; Eubacterium sp. SB2; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000245555.1; Paenibacillus dendritiformis; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_000316035.1; Paenibacillus sp. PAMC 26794; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000423085.1; Granulicoccus phenolivorans; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->||<-?||Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000422445.1; Paenibacillus assamensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->?->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000422505.1; Paenibacillus pinihumi; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000426545.1; Paenibacillus panacisoli; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000497205.1; Saccharopolyspora rectivirgula; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000517665.1; Rhodococcus rhodochrous; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000517905.1; Paenibacillus sp. FSL H7-689; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001632305.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000517965.1; Paenibacillus sp. FSL R7-277; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000524095.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE
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• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->PSE->GAP_unknown1+TM+TM+GAP_unknown2->GAP_unknown1+TM+TM+GAP_unknown2->PSE->GAP1-N2+GAP1-M+GAP1-C->GAP1-N2+GAP1-M+GAP1-C*->?->beta-rich+vWA(canonical)->

� GCA_000517925.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000517865.1; Paenibacillus sp. FSL R7-269; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000686845.1; Paenibacillus sp. UNC451MF; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCF_000710755.1; Saccharopolyspora rectivirgula; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719555.1; Streptomyces sp. NRRL F-5727; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->?->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000949305.1; Rhodococcus; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000719505.1; Streptomyces sp. NRRL B-3229; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->||<-TPR_region+CASPASE

� GCA_000695625.1; Amycolatopsis rifamycinica; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->?->||<-HSP70<-unknown+CASPASE

� GCF_000716435.1; Streptomyces xylophagus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_000746875.1; Paenibacillus macerans; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000576305.1; Paenibacillus pini; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->PSE->GAP1-N2+GAP1-M*->

� GCF_000758775.1; Actinomyces sp. S4-C9; counts= 1; multicellularity status: NA

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->?->?->HSP70->vWA(canonical)->

� GCA_002259145.1; Rhodococcus; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000758965.1; Corynebacterium freneyi; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->||<-?||HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000760815.1; Rhodococcus fascians; counts= 1; multicellularity status: TRUE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000757885.1; Paenibacillus wynnii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758525.1; Paenibacillus sp. FSL H7-0357; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758725.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758685.1; Paenibacillus stellifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000787385.1; Paenibacillus sp. P1XP2; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->PSE->PSE->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001263755.1; Corynebacterium riegelii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->?->||<-?<-?<-HSP70

� GCF_000812585.1; Chromobacterium piscinae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900478045.1; Corynebacterium minutissimum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000455485.1; Gorillibacterium massiliense; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000612665.1; Bacillus dielmoensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000612625.1; Bacillus; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000723885.1; Paenibacillus camerounensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->||<-?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758545.1; Paenibacillus sp. FSL H7-0737; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000756615.1; Paenibacillus durus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758585.1; Paenibacillus sp. FSL R5-0345; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758705.1; Paenibacillus graminis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758605.1; Paenibacillus sp. FSL R5-0912; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758645.1; Paenibacillus sp. FSL R7-0331; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758565.1; Paenibacillus sp. FSL P4-0081; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000758665.1; Paenibacillus borealis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000787775.1; Streptacidiphilus carbonis; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+DO-GTPase2->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_000819445.1; Corynebacterium humireducens; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000818195.1; Streptomyces sp. 150FB; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000876225.1; Micromonospora carbonacea; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002221455.1; Methylobacterium radiotolerans; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001610855.1; Gemmata sp. SH-PL17; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+TM*->

� GCF_000193415.1; Paenibacillus vortex; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000949425.1; Paenibacillus sp. IHBB 10380; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900112925.1; Paenibacillus algorifonticola; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_000981585.1; Paenibacillus riograndensis; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000993825.1; Paenibacillus durus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000802655.2; Paenibacillus sp. IHB B 3415; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001263295.1; Agrobacterium sp. SUL3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001020985.1; Corynebacterium mustelae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+low_complexity+TM+TM*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_000702505.1; Thermogemmatispora carboxidivorans; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001015055.1; Aneurinibacillus tyrosinisolvens; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail(frag)->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000988225.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->PSE->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002803965.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_001059955.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_001058455.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001270565.1; Streptomyces virginiae; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->PSE->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001270635.1; Streptomyces antibioticus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_001270375.1; Clostridium sp. DMHC 10; counts= 1; multicellularity status: NA

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->PSE->?->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001272655.2; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001273715.1; Vibrio alginolyticus; counts= 1; multicellularity status: FALSE
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• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCF_001273905.1; Paenibacillus sp. FJAT-27812; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001275655.1; Bacillus sp. FJAT-21945; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001275735.1; Pseudomonas coronafaciens; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001275645.1; Bacillus sp. FJAT-18019; counts= 1; multicellularity status: NA

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_001278535.1; Caballeronia cordobensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001279585.1; Nocardiopsis sp. NRRL B-16309; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000347295.2; Gordonia sp. NB4-1Y; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C(frag)*->?->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001280595.1; Paenibacillus sp. A59; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_900099955.1; Halomonas; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001280845.1; Bacillus sp. FJAT-28004; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001292845.1; Rhodococcus jostii; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001302585.1; Kibdelosporangium phytohabitans; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M*->

� GCF_001277345.1; Paenibacillus solani; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001306465.1; Frankia sp. R43; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCF_001312305.1; Paenibacillus pinihumi; counts= 1; multicellularity status: TRUE
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• Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001310955.1; Marinifilum fragile; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+SH3->FGS-fold_domain->

� GCF_001310595.1; Bacillus sp. JCM 19035; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+GAP1-C(frag)*->

� GCA_001399685.1; Paenibacillus sp. A3; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCF_001403875.1; Paenibacillus ihumii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001373335.1; Ralstonia solanacearum; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001418465.1; Streptomyces kanamyceticus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_001419745.1; Streptomyces silaceus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001420695.1; Brevibacillus choshinensis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001422685.1; Paenibacillus sp. Leaf72; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_001426045.1; Methylobacterium sp. Leaf94; counts= 1; multicellularity status: TRUE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001422775.1; Methylobacterium sp. Leaf87; counts= 1; multicellularity status: TRUE

• GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001428625.1; Hydrogenophaga sp. Root209; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001423865.2; Brevibacillus sp. Leaf182; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001428245.1; Paenibacillus sp. Soil522; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->HRDC-like?+Fibronectin-like_repeats->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001420595.1; Bacillus solani; counts= 1; multicellularity status: FALSE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001421665.1; Sphingobium sp. Leaf26; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001426325.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001426865.1; Paenibacillus sp. Root52; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001428565.1; Nocardioides sp. Root190; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001426615.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001429505.1; Bosea sp. Root483D1; counts= 1; multicellularity status: NA

• EAD1-M1+GAP1-C*->

� GCF_001425705.1; Pelomonas sp. Root1217; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001401405.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001401265.1; Pseudomonas amygdali; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001431425.1; Stenotrophomonas nitritireducens; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001434355.1; Streptomyces anulatus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001439605.1; Bacillus praedii; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001444405.1; Pseudoalteromonas phenolica; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_001457595.1; Mycolicibacterium smegmatis; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001458375.1; Tropicibacter naphthalenivorans; counts= 1; multicellularity status: FALSE
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• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001457415.1; Gorillibacterium timonense; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001467145.1; Pseudomonas; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001467105.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001469165.1; Thiohalocapsa sp. ML1; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->HSP70+vWA(canonical)->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TIR->TM+ZnR+ZnR+DO-GTPase2.2+PEGA+PEGA->

� GCA_001476655.1; Microbacterium testaceum; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002872435.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_004219785.1; Salmonella enterica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001049835.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001493375.1; Streptomyces specialis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001485495.1; Gordonia desulfuricans; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001482305.1; Leucobacter sp. G161; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->?->HSP70->vWA(canonical)->

� GCA_001499965.1; Mycobacterium sp. GA-2829; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001500125.1; Mycobacterium sp. IS-1742; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001499995.1; Mycobacterium sp. IS-1496; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001509565.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001511815.1; Streptomyces reticuli; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001522865.1; Burkholderia sp. TSV86; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001522035.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001526205.1; Burkholderia cepacia; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001528175.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001528875.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001527825.1; Burkholderia stagnalis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001529865.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->||<-?||DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001533325.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001532865.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001535945.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001421015.2; Paenibacillus bovis; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->||<-?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->?->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M*->

� GCA_001012825.2; Paenibacillus etheri; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001465325.1; Rhodococcus pyridinivorans; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001541145.1; Streptomyces albus; counts= 1; multicellularity status: TRUE
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• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001544575.2; Caballeronia cordobensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001546065.1; Paenibacillus riograndensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001550375.1; Streptomyces europaeiscabiei; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001552955.1; Corynebacterium kroppenstedtii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001553935.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001555475.1; Rhodococcus sp. SC4; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001568445.1; Leptospira borgpetersenii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001569365.1; Leptospira weilii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001577385.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001583455.1; Rhodococcus sp. LB1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900445325.1; Bacillus circulans; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001593085.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001425445.1; Devosia sp. Leaf420; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->CASPASE+??->

� GCA_001579275.1; Corynebacterium; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001586215.1; Corynebacterium simulans; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001586235.1; Corynebacterium simulans; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001513975.1; Streptomyces curacoi; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_001514495.1; Paenibacillus pabuli; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001546055.1; Paenibacillus jilunlii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000971455.1; Lysinimicrobium rhizosphaerae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001509505.1; Streptomyces sp. NRRL S-1521; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_003634525.1; Williamsia muralis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001570425.1; Mycolicibacterium brisbanense; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCF_001570725.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_003326775.1; Thalassospira xiamenensis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_900075065.1; Enterobacteriaceae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001619725.1; Paenibacillus elgii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_001619755.1; Paenibacillus jamilae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001619605.1; Brevibacillus parabrevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001633025.1; Paenibacillus glucanolyticus; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001636635.1; Paenibacillus sp. O199; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001650215.1; Streptomyces sp. RTd22; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_001418335.1; Streptomyces aurantiacus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001639025.1; Corynebacterium afermentans; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->?->||<-?<-?<-HSP70<-GrpE

� GCA_001643175.1; Dietzia cinnamea; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->

� GCA_001645205.1; Brevibacillus sp. SKDU10; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900455725.1; Rhodococcus gordoniae; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002152295.1; Klebsiella; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001649505.1; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001546485.1; Gardnerella vaginalis; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001659845.1; Paenibacillus sp. AD87; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001663525.1; Enterobacter asburiae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001663585.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001665445.1; Mycolicibacterium setense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001665825.1; Mycobacterium sp. 852013-50142_SCH4511227; counts= 1; multicellularity status: FALSE
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• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001665335.1; Mycolicibacterium conceptionense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001666795.1; Mycolicibacterium fortuitum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001667465.1; Mycobacterium sp. 852002-10379_SCH5584320; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001666985.1; Mycolicibacterium fortuitum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001665685.1; Mycobacterium sp. 852013-50091_SCH5140682; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001662815.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001672365.1; Mesorhizobium loti; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001672855.1; Mycolicibacterium fortuitum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001672755.1; Mycobacterium colombiense; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCF_900079515.1; Shewanella sp. Alg231_23; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_001680695.1; Paenibacillus sp. KS1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->PSE->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001682715.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001682865.1; Bacillus sp. FJAT-26390; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001686835.1; Mycolicibacterium vulneris; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001686755.1; Mycolicibacterium vulneris; counts= 1; multicellularity status: FALSE
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• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001686675.1; Mycolicibacterium vulneris; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001698815.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001700505.1; Streptomyces mutomycini; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001701025.1; Lentzea guizhouensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->?->?->?->||<-PSE<-unknown+CASPASE

� GCF_001591665.1; Bacillus soli; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->||<-?||Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001591805.1; Bacillus novalis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900078705.1; Bordetella ansorpii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001685025.1; Bacillus sp. FJAT-27225; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001556295.1; Blastomonas sp. CCH5-A3; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001685485.1; Formosa haliotis; counts= 1; multicellularity status: FALSE

• GAP2->PSE->PSE->GAP1-N1+GAP1-M+GAP1-C*->EAD1->?->??+EAD1->EAD1+Trypsin->

� GCF_001571225.1; Hydrogenophaga palleronii; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001529295.1; Flavobacterium sp. TAB 87; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001510715.1; Bacillus sp. FJAT-29814; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001682855.1; Bacillus sp. FJAT-27264; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001661965.1; Croceicoccus mobilis; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001665575.1; Mycobacterium sp. 852013-51886_SCH5428379; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001672995.1; Mycobacterium sp. 1482292.6; counts= 1; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001673055.1; Mycobacterium sp. 1245801.1; counts= 1; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM->

� GCF_001700515.1; Streptomyces lushanensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001513965.1; Streptomyces cellostaticus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001673415.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->PSE->?->TM+DUF4190+TM+PknH_C->

� GCA_001636945.1; Streptomyces sp. FXJ1.172; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->||<-PSE||ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich->||<-STAND_NTPase+TM+TM+TM+TM+TM+TM+TM

� GCA_001665875.1; Mycobacterium sp. 852002-40037_SCH5390672; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCA_001667145.1; Mycobacterium sp. 852002-51971_SCH5477799-a; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>

� GCA_001669335.1; Mycobacterium sp. 1245852.3; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001673555.1; Mycobacterium sp. 1165178.9; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_004195765.1; Streptomyces sampsonii; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001552215.1; Actinomadura macra; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCF_001552635.1; Actinomadura hibisca; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->
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� GCF_001613405.1; Nocardia crassostreae; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001625085.1; Nocardia acidivorans; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001570765.1; Nocardiopsis listeri; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_001552195.1; Actinomadura latina; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCF_001612885.1; Nocardia harenae; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->

� GCF_001613145.1; Nocardia jejuensis; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001683795.1; Akkermansia glycaniphila; counts= 1; multicellularity status: FALSE

• FHA-like?+ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001552155.1; Actinomadura formosensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_001667505.1; Mycobacterium sp. ACS1612; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->?->TM+DUF4190+TM+PknH_C->

� GCF_001552175.1; Actinomadura kijaniata; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_001667835.1; Mycobacterium sp. E3078; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCA_001545135.1; Mycolicibacterium wolinskyi; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001667865.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCA_001666755.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->

� GCF_001642915.1; Roseimaritima ulvae; counts= 1; multicellularity status: TRUE
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• FGS-fold_domain->ZnR+DO-GTPase2.1->GAP1-N2+GAP1-M*->

� GCA_001667265.1; Mycobacterium sp. ACS4331; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001667995.1; Mycobacterium sp. E2660; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCA_001672685.1; Mycobacterium sp. E2462; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001610895.1; Planctomyces sp. SH-PL62; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M*->

� GCF_001705305.1; Paenibacillus kribbensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001637205.1; Paenibacillus glacialis; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001637165.1; Paenibacillus macquariensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001637215.1; Paenibacillus macquariensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900086655.1; Paenibacillus tuaregi; counts= 1; multicellularity status: TRUE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001637225.1; Paenibacillus antarcticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001857945.1; Paenibacillus crassostreae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001675045.1; Paenibacillus oryzae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001517085.1; Paenibacillus sp. DMB5; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900069005.1; Paenibacillus sp. GM2; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001696705.1; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001707685.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001709135.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001708695.1; Mesorhizobium sp. SEMIA 3007; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001715295.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001719045.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001721045.1; Paenibacillus sp. TI45-13ar; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001722515.1; Dietzia alimentaria; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70_domain_1->HSP70->vWA(canonical)->

� GCA_001727475.1; Vibrio parahaemolyticus; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_001729525.1; Brevibacterium linens; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001723055.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_001746285.1; Streptomyces sp. EN16; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001748185.1; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001748305.1; Streptomyces luteocolor; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_001751375.1; Streptomyces; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900079405.3; Streptomyces sp. F-1; counts= 1; multicellularity status: TRUE
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• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001756795.1; Mycolicibacterium sp. (ex Dasyatis americana); counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001758225.1; Humibacillus sp. DSM 29435; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001751305.1; Streptomyces nanshensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001807295.1; Corynebacterium sp. HMSC06C06; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001807315.1; Corynebacterium sp. HMSC06D04; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001807205.1; Corynebacterium sp. HMSC05D03; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001810285.1; Corynebacterium; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->PSE->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001806945.1; Corynebacterium sp. HMSC30G07; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->?->||<-?<-?<-HSP70

� GCA_001807365.1; Corynebacterium sp. HMSC06G04; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001807215.1; Corynebacterium sp. HMSC05D08; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001811545.1; Corynebacteriaceae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001811515.1; Turicella sp. HMSC076G08; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_001807025.1; Corynebacterium sp. HMSC11E11; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001811845.1; Corynebacteriaceae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001808885.1; Corynebacterium sp. HMSC074E01; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001811255.1; Corynebacteriaceae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001808895.1; Corynebacterium sp. HMSC070E08; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001810085.1; Corynebacterium sp. HMSC072A02; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001811565.1; Corynebacterium; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001812965.1; Actinomyces; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001812805.1; Corynebacterium sp. HMSC078H07; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001815175.1; Turicella sp. HMSC034H07; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001813425.1; Corynebacterium sp. HMSC056E09; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001814395.1; Turicella sp. HMSC059E07; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001814885.1; Corynebacterium sp. HMSC068G04; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001814945.1; Corynebacterium sp. HMSC066C02; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001813815.1; Corynebacterium sp. HMSC076D02; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->PSE->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001836165.1; Corynebacterium sp. HMSC036D02; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001836185.1; Corynebacterium sp. HMSC036D03; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001853525.1; Mycobacterium sp. 24999; counts= 1; multicellularity status: FALSE
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• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001854695.1; Frankia sp. NRRL B-16219; counts= 1; multicellularity status: TRUE

• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001860525.1; Paenibacillus sp. LC231; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001865165.1; Mycolicibacterium llatzerense; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->vWA(canonical)->

� GCF_001865795.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001866665.1; Streptomyces sp. MUSC 1; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001813755.1; Corynebacterium sp. HMSC074H12; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001877055.1; Nocardiopsis dassonvillei; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_001885705.1; Streptomyces cinnamoneus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900101595.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_900114875.1; Chryseobacterium limigenitum; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_900103235.1; Ruminococcus; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->ZnR+ZnR+DO-GTPase2.2->?->?->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900119365.1; Streptomyces atratus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_900128415.1; Anaerococcus mediterraneensis; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_001894745.1; Paenibacillus sp. NAIST15-1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900143165.1; Paenibacillus sp. ov031; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001895005.1; Rhodococcus yunnanensis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900101735.1; Rhodococcus tukisamuensis; counts= 1; multicellularity status: TRUE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900105905.1; Rhodococcus koreensis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900143025.1; Ruminococcus flavefaciens; counts= 1; multicellularity status: TRUE

• HSP70->HSP70+vWA(canonical)->?->?->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900141915.1; Tessaracoccus bendigoensis; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCF_001895105.1; Streptomyces sp. NBRC 110465; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900141985.1; Nocardiopsis flavescens; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001902295.1; Clostridium kluyveri; counts= 1; multicellularity status: FALSE

• Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->

� GCA_001905145.1; Nocardiopsis sp. TSRI0078; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001905125.1; Streptomyces sp. TSRI0281; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905365.1; Streptomyces sp. CB02488; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905645.1; Streptomyces sp. CB02115; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905505.1; Streptomyces sp. CB02058; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905005.1; Streptomyces sp. CB02923; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_001905405.1; Streptomyces sp. TSRI0445; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905795.1; Streptomyces sp. CB01580; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905785.1; Streptomyces sp. CB02130; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905755.1; Amycolatopsis sp. CB00013; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+TM*->

� GCA_001905735.1; Streptomyces sp. CB01249; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900015285.1; Corynebacterium variabile; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001905825.1; Streptomyces sp. CB02009; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PSE->Pkinase+ZnR+beta-rich->

� GCA_001907615.1; Mycobacterium sp. SWH-M3; counts= 1; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_001905705.1; Streptomyces sp. CB02460; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001909085.1; Paenibacillus sp. P32E; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001908275.1; Paenibacillus xylanexedens; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001909045.1; Paenibacillus sp. P3E; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001909055.1; Paenibacillus sp. P26E; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001909095.1; Paenibacillus sp. P46E; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900129635.1; Singulisphaera sp. GP187; counts= 1; multicellularity status: TRUE

• DO-GTPase2.1+TM->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000010225.1; Corynebacterium; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001912725.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001912755.2; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_000828015.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900102965.1; Paenibacillus jilunlii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002217275.1; Flavobacterium; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_900115275.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_900104815.1; Streptomyces misionensis; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900111245.1; Streptomyces qinglanensis; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001922145.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001929375.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCF_001936195.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001937485.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001937415.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001937725.1; Actinomyces oris; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001937425.1; Actinomyces oris; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->||<-?||GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001632895.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001632905.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->

� GCA_001632975.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001940785.1; Bacillus sp. MRMR6; counts= 1; multicellularity status: NA

• SP+vWA+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001941505.1; Corynebacterium sphenisci; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001941445.1; Corynebacterium aquilae; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_006539465.1; Corynebacterium flavescens; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001683055.1; Corynebacterium; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001942465.1; Actinomadura sp. CNU-125; counts= 1; multicellularity status: TRUE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001942625.1; Mycobacterium sp. 27335; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001942045.1; Mycolicibacterium porcinum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001952675.1; Leptospira santarosai; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001431765.1; Streptomyces sp. FR-008; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001955915.1; Paenibacillus sp. FSL R7-0333; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001953885.1; Streptomyces sp. IMTB 2501; counts= 1; multicellularity status: TRUE
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• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich->||<-STAND_NTPase+TM+TM+TM+TM+TM+TM+TM

� GCA_001954285.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954345.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954415.1; Paenibacillus borealis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954425.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954575.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_003255855.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955765.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955785.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955865.1; Paenibacillus glucanolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955925.1; Paenibacillus sp. FSL R7-0337; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001953865.1; Amycolatopsis coloradensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->?->HSP70->vWA(canonical)->||<-?<-?<-HSP70<-unknown+CASPASE

� GCA_001956115.1; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956185.1; Paenibacillus rhizosphaerae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954455.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954515.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954135.1; Mycobacterium sp. GA-1841; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001954145.1; Mycolicibacterium fortuitum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001954595.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955855.1; Paenibacillus sp. FSL R5-0765; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954205.1; Mycolicibacterium conceptionense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001954655.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955595.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955775.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956045.1; Paenibacillus sp. FSL H7-0331; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_001953975.1; Mycobacterium sp. NS-7484; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001956105.1; Paenibacillus sp. FSL H8-0259; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956175.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956225.1; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956295.1; Paenibacillus sp. FSL A5-0031; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954335.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954535.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954675.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955555.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955545.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_001955985.1; Paenibacillus pabuli; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001956155.1; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956235.1; Paenibacillus peoriae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954375.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954445.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954495.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954505.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954585.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001954665.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955495.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955835.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001955995.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_001955975.1; Paenibacillus lautus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->?->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956055.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001956095.1; Paenibacillus sp. FSL H8-0548; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900156185.1; Pseudomonas putida; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001981425.1; Leptospira santarosai; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_001975025.1; Streptomyces alfalfae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_900120345.1; Lachnoclostridium phocaeense; counts= 1; multicellularity status: FALSE

• PP2C->?->DO-GTPase2.1->GAP1-N2+GAP1-M+TM+TM*->

� GCA_001983105.1; Frankia asymbiotica; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_001983215.1; Frankia sp. CcI49; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_001984175.1; Saccharothrix sp. ALI-22-I; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->?->?->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*->

� GCA_001983935.1; Fuerstia marisgermanicae; counts= 1; multicellularity status: FALSE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM*->

� GCA_001984575.1; Streptomyces sp. MP131-18; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_900090055.1; Cuniculiplasma divulgatum; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+TM+TM+DO-GTPase2.1->GAP1-N2+GAP1-M+GAP1-C*->??->TM_region+DO-GTPase1->

� GCA_000742735.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001997295.1; Tessaracoccus flavus; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001998865.1; Tessaracoccus flavescens; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001997345.1; Tessaracoccus aquimaris; counts= 1; multicellularity status: TRUE

• ??+TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->?->?->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->

� GCA_001998325.1; Nocardiopsis sinuspersici; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002553535.1; Mycolicibacterium boenickei; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_002006205.1; Clostridium beijerinckii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002006875.1; Micromonospora sp. Rc5; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002007105.1; Hymenobacter sp. CRA2; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1+EAD1*->

� GCA_002009175.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_002009845.1; Leptospira alexanderi; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_002021565.1; Paenibacillus selenitireducens; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_000373405.1; Streptomyces sp. ScaeMP-e10; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002019645.1; Bacillus alkalitelluris; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->HSP70+vWA->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_000702365.1; Streptomyces sp. CNS654; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717015.1; Streptomyces; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717105.1; Streptomyces anulatus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717665.1; Streptomyces floridae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000716025.1; Streptomyces baarnensis; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000717215.1; Streptomyces vinaceus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000377965.1; Streptomyces sp. CNB091; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718915.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718455.1; Streptomyces globisporus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000716945.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002633395.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900167605.1; Caloramator quimbayensis; counts= 1; multicellularity status: TRUE

• PNPase->?->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002835505.1; Enterovibrio nigricans; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900167465.1; Geobacter thiogenes; counts= 1; multicellularity status: FALSE

• ??+PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCF_000720915.1; Streptomyces albus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719925.1; Streptomyces sp. NRRL F-2202; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718695.1; Streptomyces griseus group; counts= 1; multicellularity status: TRUE

86



• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000721415.1; Streptomyces sp. NRRL F-5702; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719585.1; Streptomyces sp. NRRL F-5681; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000720065.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000719655.1; Streptomyces sp. NRRL B-1381; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000725705.1; Streptomyces sp. NRRL S-623; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001279425.1; Streptomyces sp. NRRL F-2295; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_000718235.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003147545.1; Streptomyces griseus group; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001279735.1; Streptomyces sp. MMG1522; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001418625.1; Streptomyces luridiscabiei; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001746305.1; Streptomyces sp. EN23; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001687325.1; Streptomyces sp. PTY087I2; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001746315.1; Streptomyces sp. EN27; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001905595.1; Streptomyces sp. CB00316; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001931635.1; Streptomyces sp. Tue 6075; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001905525.1; Streptomyces sp. TSRI0395; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001905905.1; Streptomyces sp. CB02366; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003367645.1; Streptomyces sp. IB2014 011-1; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-?<-?<-?||GAP1-N2+GAP1-M+GAP1-C*->

� GCA_001905485.1; Streptomyces sp. TSRI0261; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002027255.1; Paenibacillus sp. VT-16-81; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->PSE->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002326205.1; Pseudomonas; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_003814735.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900168305.1; Paenibacillus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_002042965.1; Paenibacillus sp. 32352; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_004271805.1; Salmonella enterica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003606245.1; Burkholderia pseudomallei; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002071875.1; Burkholderia cenocepacia; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002071905.1; Burkholderia cenocepacia; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_001293665.1; Pseudomonas syringae; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001526225.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE
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• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_000221965.1; Xanthomonas campestris; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_900169525.1; Corynebacterium sp. Marseille-P2417; counts= 1; multicellularity status: FALSE

• TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_900170035.1; Desulfamplus magnetovallimortis; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->??->

� GCF_000834545.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_001518935.2; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001718955.1; Burkholderia stagnalis; counts= 1; multicellularity status: FALSE

• GAP2->||<-?||GAP1-N1+GAP1-M+GAP1-C+CASPASE*->

� GCA_003001535.1; Pseudomonas; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002079265.1; Rhodococcus sp. BH4; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_002003625.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C->GAP1-M*->GAP1-N2+GAP1-M+GAP1-C->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_001643015.1; Corynebacterium crudilactis; counts= 1; multicellularity status: FALSE

• TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->

� GCA_002086255.1; Mycolicibacterium insubricum; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->||<-PSE||PSE->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002086335.1; Mycobacterium mantenii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C-
>TM+DUF4190+TM+PknH_C->

� GCA_002086675.1; Mycobacterium persicum; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002086485.1; Mycobacterium aquaticum; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_002082175.1; Streptomyces violaceoruber; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_001854655.1; Frankia sp. Cc1.17; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_900176515.1; Kibdelosporangium aridum; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->vWA(canonical)->unknown+CASPASE->HSP70->

� GCF_001651875.1; Sinorhizobium saheli; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_002082585.1; Kitasatospora albolonga; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003013675.1; Rhodococcus hoagii; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002096055.1; Cnuibacter physcomitrellae; counts= 1; multicellularity status: FALSE

• ??->PP2C->Pkinase+helical_region+TM_region->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+low_complexity+TM+TM*->

� GCA_900177515.1; Azospirillum oryzae; counts= 1; multicellularity status: FALSE

• HSP70->HSP70+vWA(canonical)->?->DO-GTPase2.2(frag)->GAP1-N2+GAP1-M+GAP1-C*->?->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002101995.1; Mycolicibacterium fallax; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_001052995.1; Mycolicibacterium conceptionense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_002101965.1; Mycolicibacterium wolinskyi; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_002102105.1; Mycolicibacterium confluentis; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->ZnR+ZnR+DO-GTPase2.2->

� GCA_002102115.1; Mycolicibacterium doricum; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_900155475.1; Methylomagnum ishizawai; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->||<-?||GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_900177415.1; Rhizobium oryzae; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900177695.1; Rhodococcus rhodochrous; counts= 1; multicellularity status: TRUE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_004196125.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900177815.1; Paenibacillus aquistagni; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900177745.1; Corynebacterium pollutisoli; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002119405.1; Pseudoruegeria sp. SK021; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_000172695.2; Rhizobium sp. Kim5; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002128305.1; Streptomyces sp. SCSIO 03032; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->PSE->PP2C->Pkinase+ZnR+beta-rich->?->?->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_002143185.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCF_002150765.1; Lentzea kentuckyensis; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+SLATT+SLATT*->TIR+??->?->?->STAND_NTPase+TPR_region->

� GCF_002154385.1; Streptomyces albovinaceus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002154345.1; Streptomyces fimicarius; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_006539165.1; Streptomyces cacaoi; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->PSE->?->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCF_002155975.1; Amycolatopsis kentuckyensis; counts= 1; multicellularity status: TRUE

• vWA(canonical)+beta-rich+low_complexity->?->?->Tubulin+alpha_helical+??+??->??+TM+TM+TM+TM+??->Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*->

� GCF_002154605.1; Streptomyces milbemycinicus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002156805.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_900163685.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002157835.1; Mycobacterium dioxanotrophicus; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->PSE->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCF_900143625.1; Nocardiopsis sp. JB363; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_900155535.1; Corynebacterium urinapleomorphum; counts= 1; multicellularity status: FALSE

• Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002160935.1; Drancourtella sp. An12; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+IG-like+TM+??->Tubulin+coiled_coil+??->?->?->ZnR+insert+ZnR+DO-GTPase2.2+ZnR->GAP1-N2+GAP1-M+GAP1-C*->Pkinase->

� GCA_002160755.1; Lachnoclostridium sp. An14; counts= 1; multicellularity status: NA

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+??->?->??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM+TM*->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->

� GCA_002159835.1; Blautia sp. An249; counts= 1; multicellularity status: FALSE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+??->?->?->ZnR+insert+ZnR+DO-GTPase2.2+??->GAP1-N2+GAP1-M+GAP1-C*->?->?->Pkinase->

� GCA_002160435.1; Pseudoflavonifractor sp. An176; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002161835.1; Brevibacillus brevis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_002161865.1; Paenibacillus apiarius; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_004001005.1; Paenibacillus thiaminolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002165735.1; Rhodococcus sp. NCIMB 12038; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002188345.1; Streptomyces sp. CS057; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002188355.1; Streptomyces sp. CS227; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002189105.1; Saccharibacillus sp. O16; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->?->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002192415.1; Paenibacillus donghaensis; counts= 1; multicellularity status: TRUE

92



• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900177675.1; Bacillus sp. OV166; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900143175.1; Xanthomonas retroflexus; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_002198105.1; Mycolicibacterium peregrinum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->TM+DUF4190+TM+PknH_C->TM+DUF4190+TM+PknH_C->

� GCA_002205895.1; Saccharibacillus sp. O23; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->?->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900188525.1; Paenibacillus sp. St-s; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900187925.1; Streptomyces sp. PgraA7; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_900188505.1; Paenibacillus elgii; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_002215235.1; Rhodococcus sp. BUPNP1; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002215075.1; Brevibacillus formosus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002091955.1; Rhodococcus sp. 1168; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->

� GCA_900091445.1; Micromonospora echinofusca; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_002217715.1; Streptomyces sp. SS07; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900188005.1; Actinoplanes regularis; counts= 1; multicellularity status: TRUE

• HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->TPR_region+CASPASE->?->||<-CASPASE+low_complexity

� GCF_900188375.1; Geodermatophilus pulveris; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->Pkinase+low_complexity->

� GCA_900188105.1; Actinomadura mexicana; counts= 1; multicellularity status: TRUE
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• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_900188445.1; Actinomadura meyerae; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->

� GCA_002224835.1; Paenibacillus sp. SSG-1; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900107795.1; Chitinophaga terrae Kim and Jung 2007; counts= 1; multicellularity status: TRUE

• TIR+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900067065.1; Eubacteriaceae bacterium CHKCI005; counts= 1; multicellularity status: NA

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900109175.1; Pseudomonas linyingensis; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_900110825.1; Mycobacterium; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_001245615.1; Mycolicibacterium neworleansense; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_900100345.1; Paenibacillus tianmuensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->?->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_900099765.1; Paenibacillus typhae; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900103525.1; Bacillus sp. OK048; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900107875.1; Paenibacillus sp. 276b; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_900110315.1; Paenibacillus sophorae; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900109125.1; Paenibacillus sp. 181mfcol5.1; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_900110055.1; Paenibacillus sp. OK076; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_900109305.1; Paenibacillus sp. cl141a; counts= 1; multicellularity status: TRUE
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• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900102085.1; Paenibacillus polysaccharolyticus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900114615.1; Pelosinus propionicus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900101205.1; Paenibacillus sp. OK060; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900113065.1; Aureimonas phyllosphaerae; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_900109515.1; Paenibacillus sp. OK003; counts= 1; multicellularity status: TRUE

• TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_900095775.1; Paenibacillus amylolyticus; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCF_900101225.1; Paenibacillus sp. CF095; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_900114475.1; Paenibacillus sp. 1_12; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_900102215.1; Fontibacillus panacisegetis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_001536285.1; Frankia sp. G2; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*->

� GCA_900091595.1; Micromonospora haikouensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_900114385.1; Geodermatophilus ruber; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_900104025.1; Geodermatophilus sp. DSM 45219; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->||<-?<-?||?->Pkinase+low_complexity->

� GCA_900101685.1; Alloactinosynnema iranicum; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->||<-?<-?<-HSP70

� GCF_900111115.1; Giesbergeria anulus; counts= 1; multicellularity status: FALSE
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• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_900105385.1; Microlunatus soli; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->HSP70_domain_1->

� GCA_900116615.1; Algoriphagus locisalis; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->EAD1+Trypsin->?->??+EAD1->

� GCA_900103445.1; Methylobacterium phyllostachyos; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900113225.1; Mitsuaria sp. PDC51; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900113665.1; Planctomicrobium piriforme; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+TM+GAP1-C*->??+TM+??+beta-rich??->?->GYF+GYF+ZnR+TM+TM+TM->

� GCF_900101405.1; Bradyrhizobium sp. R5; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900114075.1; Brevibacillus sp. OK042; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900111995.1; Collimonas sp. OK607; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_900108985.1; Achromobacter sp. NFACC18-2; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900092135.1; Raineyella antarctica; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+low_complexity*->

� GCA_900114325.1; Rhodanobacter glycinis; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_900111175.1; Actinokineospora terrae; counts= 1; multicellularity status: TRUE

• CASPASE+TPR_region->?->GAP1-N2+GAP1-M*->

� GCA_900099715.1; Ruminococcaceae bacterium YRB3002; counts= 1; multicellularity status: NA

• HSP70->HSP70+??->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_900101545.1; Variovorax sp. CF079; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003635025.1; Saccharopolyspora antimicrobica; counts= 1; multicellularity status: TRUE
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• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->?->?->||<-?<-?<-HSP70<-unknown+CASPASE

� GCA_900106995.1; Saccharopolyspora shandongensis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->HSP70->vWA(canonical)->

� GCA_003053965.1; Saccharopolyspora; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->?->?->||<-?<-?<-HSP70<-unknown+CASPASE

� GCF_900101695.1; Pseudomonas sp. UC 17F4; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900115295.1; Sphingomonas sp. OK281; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900092005.1; Streptomyces sp. Cmuel-A718b; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002797835.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_900091765.1; Streptomyces; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091725.1; Streptomyces sp. DvalAA-43; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091905.1; Streptomyces sp. OspMP-M43; counts= 1; multicellularity status: TRUE

• HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091995.1; Streptomyces sp. MnatMP-M17; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090065.1; Streptomyces sp. OspMP-M45; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090075.1; Streptomyces sp. MnatMP-M77; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091775.1; Streptomyces sp. ScaeMP-e83; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900105515.1; Streptomyces sp. 2131.1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900101975.1; Streptomyces sp. 136MFCol5.1; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090085.1; Streptomyces sp. Ncost-T6T-1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091845.1; Streptomyces sp. SolWspMP-5a-2; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_900091885.1; Streptomyces sp. ScaeMP-6W; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900091955.1; Streptomyces sp. Ncost-T10-10d; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090135.1; Streptomyces sp. LaPpAH-199; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900103585.1; Streptomyces sp. cf386; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_900116325.1; Streptomyces sp. ok210; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002234615.1; Paenibacillus rigui; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*->

� GCA_002240055.1; Leptotrichia sp. oral taxon 498; counts= 1; multicellularity status: TRUE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002240415.1; Paenibacillus kribbensis; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_002242735.1; Streptomyces sp. 2R; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002245895.1; Rhodococcus sp. OK302; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002250525.1; Propionibacteriaceae bacterium NML 150272; counts= 1; multicellularity status: NA

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->?->?->?->?->HSP70->

� GCA_002250625.1; Propionibacteriaceae bacterium NML 130396; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002251155.1; Streptomyces sp. FBKL.4005; counts= 1; multicellularity status: TRUE
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• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PSE->||<-PSE||Pkinase+ZnR+beta-rich->

� GCA_002250475.1; Propionibacteriaceae bacterium NML 160184; counts= 1; multicellularity status: NA

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002250565.1; Propionibacteriaceae bacterium NML 150081; counts= 1; multicellularity status: NA

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002257645.1; Paenibacillus sp. XY044; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->?->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002259035.1; Rhodococcus; counts= 1; multicellularity status: TRUE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002259605.1; Pseudoscardovia radai; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002259645.1; Bifidobacterium tissieri; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002259955.1; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002260685.1; Nocardiopsis dassonvillei; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002264385.1; Paenibacillus sp. VTT E-133280; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002264395.1; Paenibacillus sp. VTT E-133291; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002264345.1; Paenibacillus odorifer; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002262935.1; Bacillus sp. SA5d-4; counts= 1; multicellularity status: NA

• PIN+WG_repeats+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_002264305.1; Paenibacillus taichungensis; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002271635.1; Bacillus circulans; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002272715.1; Paenibacillus sp. 7516; counts= 1; multicellularity status: TRUE
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• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_002271985.1; Bacillus circulans; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002276415.1; Paenibacillus sp. 7523-1; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_002277955.1; Thermogutta terrifontis; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->??+TM+??+beta-rich??->GYF+GYF+TM+TM+TM->

� GCF_002286935.1; Bifidobacterium criceti; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002286725.1; Pseudomonas indica; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002288075.1; Streptomyces sp. CLI2509; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002289305.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002292625.1; Mycobacterium chimaera; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C(frag)*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002303875.1; Rhodococcus erythropolis; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->??->HSP70->vWA(canonical)->

� GCA_002317035.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002317005.1; Streptomyces albidoflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002318995.1; Shewanella algae; counts= 1; multicellularity status: FALSE

• GAP1-N1+GAP1-M+GAP1-C+EAD1*->SLATT->

� GCA_002332445.1; Brevibacterium linens; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002332325.1; Brevibacterium; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_900221035.1; Streptomyces sp. 2323.1; counts= 1; multicellularity status: TRUE
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• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->PSE->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCA_002351405.1; Corynebacterium accolens; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002356095.1; Pseudomonas putida; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_002355155.1; Corynebacterium glutamicum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_002382885.1; Streptomyces sp. WZ.A104; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002407025.1; Paenibacillus lautus; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002412145.1; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900230175.1; Salinibacterium xinjiangense; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_900221045.1; Paenibacillus sp. RU26A; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_900215145.1; Geodermatophilus sabuli; counts= 1; multicellularity status: TRUE

• Pkinase+TM->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->?->||<-?<-?||?->Pkinase+low_complexity->

� GCA_003268965.1; Streptomyces microflavus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002531555.1; Sinorhizobium sp. BJ1; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002531955.1; Rhizobium sp. M10; counts= 1; multicellularity status: TRUE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002529455.1; Glycomyces fuscus; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_002551245.1; Streptomyces sp. rh34; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551335.1; Streptomyces sp. ms184; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551135.1; Streptomyces sp. st140; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551105.1; Streptomyces sp. st170; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551045.1; Streptomyces sp. wa1063; counts= 1; multicellularity status: TRUE

• TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_002551215.1; Streptomyces sp. rh207; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551345.1; Streptomyces sp. ms115; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551015.1; Streptomyces; counts= 1; multicellularity status: TRUE

• ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->

� GCF_002551305.1; Streptomyces sp. or20; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551375.1; Streptomyces sp. gb14; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551435.1; Streptomyces sp. f150; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551415.1; Streptomyces sp. f51; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551185.1; Streptomyces sp. sk226; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551235.1; Streptomyces sp. rh195; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551475.1; Streptomyces sp. b62; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551145.1; Streptomyces sp. st115; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002556545.1; Streptomyces formicae; counts= 1; multicellularity status: TRUE

102



• GAP1-N2+GAP1-M+GAP1-C*->vWA(canonical)->PP2C->Pkinase+ZnR+beta-rich->||<-TPR_containing_alpha_helical+Fibronectin-like_repeats

� GCA_002565135.1; Bacillus sp. AFS076308; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002573715.1; Paenibacillus sp. EZ-K15; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->?->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_002551295.1; Streptomyces sp. or3; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551065.1; Streptomyces sp. t99; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002551175.1; Streptomyces sp. st77; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002584635.1; Bacillus sp. AFS031507; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002585305.1; Bacillus sp. AFS037270; counts= 1; multicellularity status: NA

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_900090175.1; Streptomyces sp. LamerLS-316; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002727115.1; Streptomyces cinnamoneus; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002688625.1; Xanthomonas citri; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->GAP2->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_900090185.1; Streptomyces sp. AmelKG-D3; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002223215.2; Burkholderia sp. AU18528; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->DO-GTPase2.1(fragment)->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_002705925.1; Mycobacterium kansasii; counts= 1; multicellularity status: FALSE

• TM+DUF4190+TM->polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCF_900232885.1; Anaeromassilibacillus sp. Marseille-P4683; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCF_002735705.1; Janthinobacterium sp. BJB426; counts= 1; multicellularity status: FALSE
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• GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCF_002735695.1; Chitinimonas sp. BJB300; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002736145.1; Collinsella aerofaciens; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002741035.1; Paenibacillus sp. BIHB4019; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002754245.1; Chryseobacterium sp. 52; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->??+EAD1->EAD1+Trypsin->

� GCF_002750415.1; Paenibacillus polymyxa; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002775065.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002794355.1; Pseudorhodobacter sp. MZDSW-24AT; counts= 1; multicellularity status: FALSE

• AB_hydrolase+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002795805.1; Mariprofundus aestuarium; counts= 1; multicellularity status: TRUE

• GAP2->ZnR(fragment)+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_002797655.1; Streptomyces sp. CNZ306; counts= 1; multicellularity status: TRUE

• PP2C->Pkinase->?->?->?->HSP70_domain_2+low_complexity+domain_betaX->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002802945.1; Streptomyces sp. TSRI0384-2; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002798385.1; Mycolicibacterium goodii; counts= 1; multicellularity status: FALSE

• HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->??+DO-GTPase2.2->

� GCA_002803315.1; Paenibacillus sp. GM1FR; counts= 1; multicellularity status: TRUE

• Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C+polar_tail*->

� GCA_002803325.1; Paenibacillus sp. GM2FR; counts= 1; multicellularity status: TRUE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002256345.1; Bradyrhizobium sp. UASWS1016; counts= 1; multicellularity status: TRUE

• DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002803175.1; Streptomyces sp. CB02613; counts= 1; multicellularity status: TRUE
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• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002804085.1; Corynebacterium striatum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCF_002813225.1; Streptomyces sp. Ag109_G2-1; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002844215.1; Streptomyces sp. EAG2; counts= 1; multicellularity status: TRUE

• GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002846895.1; Bifidobacterium asteroides; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->?->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_003335365.1; Brevibacterium aurantiacum; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->

� GCA_900169375.1; Brevibacterium sp. Mu109; counts= 1; multicellularity status: FALSE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCF_002860365.1; Bifidobacterium parmae; counts= 1; multicellularity status: FALSE

• TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->GrpE->HSP70->HSP70+vWA(canonical)->DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002860255.1; Bacillus cucumis; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C*->

� GCA_002865525.1; Brevibacillus laterosporus; counts= 1; multicellularity status: FALSE

• TM+vWA(canonical)+YtKA-like+TM+??->Tubulin+coiled_coil+??->Tubulin+coiled_coil+HTH?+??->TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail->Fibronectin-like_repeats+??->ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR->GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCF_900199695.1; Clostridiales bacterium mt7; counts= 1; multicellularity status: FALSE

• GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*->

� GCA_002861325.1; Corynebacterium riegelii; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->?->||<-?<-?<-HSP70

� GCA_002861385.1; Corynebacterium aurimucosum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_001742065.1; Psychrobacter sp. Choline-02u-9; counts= 1; multicellularity status: FALSE

• PNP_UDP_1+EAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

� GCA_002871735.1; Corynebacterium aurimucosum; counts= 1; multicellularity status: FALSE

• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->beta-rich+vWA(canonical)->??+DO-GTPase2.2->polar_leader+TM+TM+TM->

� GCA_002871875.1; Brevibacterium paucivorans; counts= 1; multicellularity status: FALSE
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• polar_leader+TM+TM+TM->TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail->Tubulin+alpha_helical+??+??->GAP_unknown1+TM+TM+GAP_unknown2->HRDC-like?+Fibronectin-like_repeats->GAP1-N2+GAP1-M+GAP1-C*->?->??+DO-GTPase2.2->?->||<-?<-?<-TM+TM+vWA(canonical)+TM<-TM+TM+vWA(canonical)+TM

� GCA_002871975.1; Actinomyces graevenitzii; counts= 1; multicellularity status: TRUE

• GrpE->HSP70->TPR_containing_alpha_helical+Fibronectin-like_repeats->ZnR+ZnR+DO-GTPase2.2->GAP1-N2+GAP1-M+GAP1-C*->TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2->

� GCA_002890895.1; Pseudomonas stutzeri; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002892225.1; Phaeobacter inhibens; counts= 1; multicellularity status: FALSE

• AB_hydrolase+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002892085.1; Phaeobacter inhibens; counts= 1; multicellularity status: FALSE

• AB_hydrolase+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_002893865.1; Vibrio campbellii; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002904025.1; Pectobacterium carotovorum; counts= 1; multicellularity status: FALSE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002925765.1; Aeromonas jandaei; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_002943465.1; Rhodoferax sp. TS-BS-61-7; counts= 1; multicellularity status: FALSE

• GAP2->DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

� GCA_002981255.1; Burkholderia multivorans; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_003002825.1; Spirosoma oryzae; counts= 1; multicellularity status: TRUE

• GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

� GCA_003008595.1; Simplicispira sp. SC1-8; counts= 1; multicellularity status: NA

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_001008325.2; Leptospira santarosai; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->PSE->PSE->ZnR+DO-GTPase2.1->DO-GTPase1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003049865.1; Vibrio splendidus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCA_003063455.1; Limnohabitans parvus; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->PSE->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_003057255.1; Klebsiella aerogenes; counts= 1; multicellularity status: FALSE

• Calcineurin+GAPEAD1->GAP2->ZnR+DO-GTPase2.1->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C*->

� GCF_002168275.1; Herrania umbratica; counts= 1; multicellularity status: NA

• GAP1-N2+GAP1-M+GAP1-C(frag)*->
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NucA systems

� GCF_000503075.1; Mesorhizobium sp. LSHC422A00; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin+TM+NPLC_P60*->
• EAD1+Trypsin+TM+TM+disordered*->

� GCF_000503035.1; Mesorhizobium sp. LSHC412B00; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin+TM+NPLC_P60*->
• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000344805.1; Bradyrhizobium oligotrophicum; counts= 2; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->
• EAD1+Trypsin->EAD7+helical_domain->STAND+TM+TPRs->

� GCF_900113985.1; Phyllobacterium sp. CL33Tsu; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin*->||<-?<-?<-Ploop_NTPase+TM+??
• IG-like+EAD1*->

� GCF_000686005.1; Phyllobacterium sp. UNC302MFCol5.2; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin*->||<-?<-?<-Ploop_NTPase+TM+??
• IG-like+EAD1*->

� GCF_000970465.2; Devosia insulae; counts= 2; multicellularity status: FALSE

• EAD1+Trypsin*->
• Trypsin->EAD1+lysozyme->EAD1+Trypsin->EAD1+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->Trypsin+NucA->

� GCF_000502815.1; Mesorhizobium sp. LSJC269B00; counts= 2; multicellularity status: TRUE

• EAD1+Trypsin*->?->STAND+wHTH+TPRs->
• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_001043915.1; Methylobacterium aquaticum; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin+EAD1+STAND*->low_complexity+TM+NucA(inactive)+iSvmX2->||<-?<-CASPASE+??||Trypsin->

� GCA_000503035.1; Mesorhizobium sp. LSHC412B00; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin+TM+NPLC_P60*->

� GCF_900112185.1; Bosea sp. DSM 18164; counts= 1; multicellularity status: TRUE

• <-Trypsin_2+NucA+Calcineurin<-?<-?||EAD1+Trypsin*->?->??+TM+??+??+iSvmX2->
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� GCF_000022085.1; Methylobacterium nodulans; counts= 1; multicellularity status: TRUE

• lysozyme+peptidase_MD->||<-Trypsin+NucA||EAD1+Trypsin*->?->??+TM+SH3+iSvmX2->

� GCF_000015165.1; Bradyrhizobium sp. BTAi1; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin*->?->Ploop_NTPase+TM+??->

� GCF_001296055.1; Novosphingobium sp. AAP93; counts= 1; multicellularity status: FALSE

• EAD1+Trypsin*->?->AAA_ATPase(inactive)+TM+SH3+iSvmX2->||<-PSE||?->Trypsin+NucA->

� GCF_900117425.1; Novosphingobium sp. NDB2Meth1; counts= 1; multicellularity status: FALSE

• EAD1+Trypsin*->?->AAA_ATPase(inactive)+TM+SH3+iSvmX2->||<-PSE||?->Trypsin+NucA->

� GCF_000985995.1; Neorhizobium galegae; counts= 1; multicellularity status: FALSE

• <-Trypsin+NucA||lysozyme+PGBD->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->GDSL->

� GCF_001426195.1; Sphingomonas sp. Leaf339; counts= 1; multicellularity status: FALSE

• Trypsin+NucA->EAD1+Trypsin*->?->STAND+TM+iSvmX2->

� GCF_001676615.1; Labrys sp. WJW; counts= 1; multicellularity status: NA

• EAD1+Trypsin*->EADunk+helical_domain->??+TM+??->

� GCA_002858925.1; Caulobacter zeae; counts= 1; multicellularity status: FALSE

• EAD1+Trypsin*->?->||<-?<-?||Trypsin->

� GCF_001624695.1; Labrenzia sp. OB1; counts= 1; multicellularity status: FALSE

• Trypsin_2+NucA+Subtilisin->Trypsin->bDLD2+Trypsin+STAND->STAND+wHTH+TPRs->EAD1+Trypsin*->?->low_complexity+Pentapeptide_repeats+TPRs->

� GCF_000178815.2; Methylosinus; counts= 1; multicellularity status: TRUE

• subtilase->EAD1+Trypsin*->STAND+TM+TPRs->||<-PLD+PLD

� GCF_002407205.1; Rhodobacter sp. CZR27; counts= 1; multicellularity status: FALSE

• <-GDSL<-lysozyme+PGBD||??+Trypsin->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_002844445.1; Rhodobacter azotoformans; counts= 1; multicellularity status: FALSE

• <-GDSL<-lysozyme+PGBD||??+Trypsin->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000016405.1; Rhodobacter sphaeroides; counts= 1; multicellularity status: FALSE

• <-GDSL<-lysozyme+PGBD||??+Trypsin->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_900104165.1; Phyllobacterium sp. YR620; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin*->||<-?<-?<-Ploop_NTPase+TM+??

� GCF_000376105.1; Asticcacaulis benevestitus; counts= 1; multicellularity status: FALSE

• Trypsin+NucA->?->EAD1+Trypsin->EAD1+Trypsin->?->AAA_ATPase(inactive)+TM+SH3+iSvmX2->
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� GCA_900106665.1; Paracoccus sanguinis; counts= 1; multicellularity status: NA

• <-Trypsin+NucA||EAD1+Trypsin*->?->??+TM+SH3+iSvmX2->GDSL->

� GCF_001672445.1; Mesorhizobium sp. WSM3873; counts= 1; multicellularity status: TRUE

• <-Trypsin<-subtilase<-?<-?<-??+GDSL<-PSE||EAD1+Trypsin*->?->STAND+wHTH+TPRs->

� GCF_000763825.1; Paracoccus sanguinis; counts= 1; multicellularity status: NA

• <-Trypsin+NucA||EAD1+Trypsin*->

� GCF_002091475.1; Sphingomonas azotifigens; counts= 1; multicellularity status: FALSE

• Trypsin+NucA->?->?->AAA_ATPase(inactive)+TM+SH3+iSvmX2->?->EAD1+Trypsin*->

� GCA_000239775.2; Bradyrhizobium sp. ORS 375; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->EAD1+??+Ploop_NTPase+??->

� GCF_000261805.1; Bradyrhizobium yuanmingense; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin*->||<-EAD5+Trypsin<-STAND+wHTH+TPRs<-?<-PLD+PLD<-Trypsin

� GCF_000233995.1; Mesorhizobium amorphae; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->

� GCF_000502255.1; Mesorhizobium sp. L103C120A0; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502295.1; Mesorhizobium sp. L103C565B0; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->PSE->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502615.1; Mesorhizobium sp. LNJC405B00; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502755.1; Mesorhizobium sp. LSJC264A00; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502775.1; Mesorhizobium sp. LSJC265A00; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000427585.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

• GDSL+CASPASE->subtilase->?->EAD1+Trypsin*->

� GCF_000502475.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502555.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->
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� GCF_000502695.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502795.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502995.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000503155.1; unclassified Mesorhizobium; counts= 1; multicellularity status: NA

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000502235.1; Mesorhizobium sp. L103C119B0; counts= 1; multicellularity status: TRUE

• Trypsin+NucA->EAD1+Trypsin*->EADunk+helical_domain->low_complexity+TM+NucA(inactive)+iSvmX2->

� GCF_000284375.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->

� GCF_000472985.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->

� GCF_000773865.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->

� GCF_001693485.1; Bradyrhizobium sp. LMTR 3; counts= 1; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->

� GCF_001641335.1; Bradyrhizobium stylosanthis; counts= 1; multicellularity status: TRUE

• calcineurin(low_complexity_insert)->Trypsin+EAD1+coiled_coil*->wHTH+TM+PPRs+TPRs->

� GCA_000344805.1; Bradyrhizobium oligotrophicum S58; counts= 1; multicellularity status: TRUE

• EAD1+Trypsin->EAD7+Lysozyme*->STAND+TM+TPRs->

� GCF_000011365.1; Bradyrhizobium; counts= 1; multicellularity status: TRUE

• HNH+PNPase+EAD7*->

� GCA_002200945.1; Mesorhizobium amorphae CCBAU 01583; counts= 1; multicellularity status: TRUE

• Trypsin->Trypsin->NucA->EAD1*->Trypsin->EAD1->EADunk+helical_domain->??+TM+??->NucA->

� GCF_900188295.1; Paracoccus sediminis; counts= 1; multicellularity status: NA

• Trypsin->||<-?||EAD1+Trypsin->EAD1+STAND->STAND+wHTH+TPRs->
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EACC1 systems

� GCF_000373585.1; Streptomyces sp. MspMP-M5; counts= 5; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+??+TM+TM->
• EACC1*->CASPASE+TM+??->
• EACC1*->CASPASE+TM+Beta_rich->
• EACC1*->CASPASE+TM+BetaPropeller->

� GCF_000504285.1; Actinospica robiniae; counts= 5; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??->
• EACC1*->CASPASE+Pkinase+TM?+??->
• EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_001729485.1; Streptomyces lydicus; counts= 4; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+FGS_fold-domain->??->??->TM+TM+BaxI_1->?->NUDIX->
• Glyoxalase->EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_000698495.1; Streptomyces sp. NTK 937; counts= 4; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+PBPB->
• EACC1*->CASPASE+STAND+PBPB->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->

� GCA_002846295.1; Streptomyces sp. 59; counts= 4; multicellularity status: TRUE

• EACC1*->?->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->
• EACC1*->CASPASE+??+TM+TM+TM+TPRs->
• EACC1*->CASPASE+BetaPropeller->
• Pkinase+??->?->?->||<-?<-?||HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_900107045.1; Amycolatopsis xylanica; counts= 4; multicellularity status: TRUE

• ??+TM+TM+??+TM->PBPB->EACC1*->CASPASE+TPRs->PknG_rubred+Pkinase+PknG_TPR->ZnR+PP2C->vWA+alpha-helical->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
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• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCA_000349325.1; Streptomyces davaonensis; counts= 4; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM?+DUF3558+DUF3558->
• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->
• EAD2+VMAP-M0+CASPASE->EACC1*->

� GCF_000720135.1; Streptomyces sp. NRRL S-1022; counts= 4; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_001613485.1; Nocardia rhamnosiphila; counts= 4; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+TPRs->

� GCF_000746395.1; Streptomyces mirabilis; counts= 4; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TM+TM+PBPB+vWA->
• EACC1*->CASPASE+Cpn60_TCP1->
• EACC1*->CASPASE+STAND+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_001514065.1; Streptomyces antibioticus; counts= 4; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM->
• EACC1*->CASPASE+TPRs->

� GCF_002155975.1; Amycolatopsis kentuckyensis; counts= 4; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->

� GCA_003173275.1; Streptomyces; counts= 4; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+Beta_rich_repeat->
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• EACC1*->CASPASE+FGS_fold-domain->??->??->TM+TM+BaxI_1->?->NUDIX->

� GCA_002573955.1; Streptomyces sp. Ru87; counts= 4; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM?+Phytase-like->||<-DUF664
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_000494755.1; Actinoplanes friuliensis DSM 7358; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??->
• EACC1*->CASPASE+DUF179->SIR2+??->??->

� GCA_002591335.1; Streptomyces malaysiensis; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+HisKA+HATPase_c->
• EACC1*->CASPASE+TM+??->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_000938975.1; Streptomyces iranensis; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+TM+PBPB->
• EACC1*->CASPASE+TM+??->

� GCA_001511815.1; Streptomyces reticuli; counts= 3; multicellularity status: TRUE

• ??->??->EACC1*->CASPASE+??->
• AMP-binding+AMP-binding_C->AMP-binding+AMP-binding_C->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM?+DUF3558+DUF3558->

� GCA_000388135.1; Amycolatopsis vancoresmycina DSM 44592; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+Cpn60_TCP1->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->CASPASE+??+TM+TM->||<-Glyco_trans_4_4+UDPGT

� GCA_000611795.1; Streptomyces sp. Tu 6176; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->
• TPRs->EACC1*->CASPASE+TPRs->

� GCA_001507455.1; Streptomyces albus subsp. albus; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+PBPB+vWA->
• EACC1*->CASPASE+TPRs->

� GCA_001866665.1; Streptomyces sp. MUSC 1; counts= 3; multicellularity status: TRUE
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• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001905885.1; Streptomyces sp. CB03234; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->
• FAD_binding_4+??+BBE->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002007125.1; Streptomyces tsukubensis; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TPRs->Pkinase+??->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002754555.1; Streptomyces sp. 94; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->
• EACC1*->CASPASE+TM+PBPI->
• EACC1*->CASPASE+TPRs+LysM+PG-binding->

� GCA_002846355.1; Streptomyces sp. GP55; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??+STAND+??->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_C+DnaJ_C+TM+TM->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_002846415.1; Streptomyces sp. TLI_146; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+BetaPropeller->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002934265.1; Actinokineospora auranticolor; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM->TM+PBPB->
• EACC1*->CASPASE+TPRs->
• EACC1+CASPASE*->?->Phytase-like->

� GCA_900090095.1; Streptomyces sp. SceaMP-e96; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->
• EACC1*->CASPASE+FGS_fold-domain->??->??->TM+TM+BaxI_1->?->NUDIX->
• EACC1*->TM+TM->

� GCA_900105945.1; Amycolatopsis tolypomycina; counts= 3; multicellularity status: TRUE

• EACC1*->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->?->EACC1*->CASPASE+TM+TM->
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� GCA_900119165.1; Amycolatopsis australiensis; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->
• MFS_1->||<-?||GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1->CASPASE+TM+TM+TM+TM->EACC1*->
• MFS_1->||<-?||GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCA_900142595.1; Streptomyces yunnanensis; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+TM+MFS_1+TM+TM+TM+TM+TM+TM+TM+TM->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_900188105.1; Actinomadura mexicana; counts= 3; multicellularity status: TRUE

• ??+EACC1*->
• EACC1*->CASPASE+??+TM+TM+TM->
• EACC1*->CASPASE+TM+TM->

� GCA_900230195.1; Streptomyces zhaozhouensis; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+JAB->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_900230245.1; Burkholderia sp. OK806; counts= 3; multicellularity status: FALSE

• EACC1->Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5->CASPASE+TPRs->EACC1->CASPASE(fragment)->EACC1*->CASPASE+CASPASE+TM+TPRs->CASPASE(fragment)->
• EACC1->Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5->CASPASE+TPRs->EACC1*->CASPASE(fragment)->EACC1->CASPASE+CASPASE+TM+TPRs->CASPASE(fragment)->
• EACC1*->Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5->CASPASE+TPRs->

� GCA_000196835.1; Amycolatopsis mediterranei; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->||<-Glyco_trans_4_4+UDPGT

� GCA_000240165.1; Streptomyces cattleya; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1->CASPASE+low-complexity+BetaPropeller__*_##->
• EACC1*->CASPASE+PBPB+vWA->

� GCF_000375625.1; Streptomyces sp. FxanaC1; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
• EACC1*->CASPASE+FGS_fold-domain->??->??->TM+TM+BaxI_1->?->NUDIX->

� GCF_000381925.1; Nocardia sp. BMG111209; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+Phytase-like->CASPASE+TM+TM+Phytase-like->CASPASE+TM+Phytase-like->
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• EACC1*->CASPASE+TPRs->

� GCF_000514995.1; Streptomyces sp. CNT371; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE->
• EACC1*->CASPASE+Beta_rich_repeat->
• EACC1*->CASPASE+TPRs->

� GCF_000717745.1; Streptomyces violens; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM?+Phytase-like->
• EACC1*->CASPASE+TPRs->

� GCF_000719865.1; Streptomyces albus; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->??->??->

� GCF_000719605.1; Streptomyces sp. NRRL S-1813; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
• EACC1*->CASPASE+FGS_fold-domain->??->??->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000721935.1; Streptomyces sp. NRRL WC-3549; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->
• EACC1*->CASPASE+TPRs->TPRs->

� GCF_000725465.1; Streptomyces bicolor; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->
• EACC1*->CASPASE+TM+PBPI->

� GCF_000518265.1; Actinomadura oligospora; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->
• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+SAD+HNH->?->||<-METHYLASE

� GCF_000308835.1; Nocardia vinacea; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+EAL->
• EACC1*->CASPASE+TM+Phytase-like->

� GCF_000725485.1; Nonomuraea candida; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
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• EACC1*->CASPASE+SAD+HNH->
• EACC1*->CASPASE+TM+TM+??->

� GCF_000721075.1; Streptosporangium amethystogenes; counts= 3; multicellularity status: TRUE

• EACC1*->BetaPropeller(fragment)->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_900105465.1; Streptomyces sp. PAN_FS17; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??->
• EACC1*->CASPASE+TPRs->

� GCF_001417735.1; Streptomyces sp. NBRC 110028; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA->
• HATPase_c_2->EACC1*->

� GCA_001424875.1; Kitasatospora sp. Root107; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_001514055.1; Streptomyces corchorusii; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+PBPB->
• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->META->
• EACC1*->CASPASE+TPRs->

� GCF_001613225.1; Nocardia pseudovaccinii; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+TPRs->

� GCA_001542625.2; Streptomyces griseochromogenes; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+wHTH+BetaPropeller->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_900104815.1; Streptomyces; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??+ZnR+ZnR->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905485.1; Streptomyces sp. TSRI0261; counts= 3; multicellularity status: TRUE
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• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->
• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+Beta_rich_repeat->??+SUKH->

� GCF_002154375.1; Streptomyces glaucescens; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+??+BsuPI->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->PSE->AB_hydrolase->

� GCA_002188345.1; Streptomyces sp. CS057; counts= 3; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+Beta_rich_repeat->
• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCA_002234595.1; Amycolatopsis sp. H5; counts= 3; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1->CASPASE+EAD2+TM+TM+TM+TM->EACC1*->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->CASPASE+EAD2+TM+TM+TM+TM->EACC1->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->CASPASE+??+TM+TM->

� GCF_002904335.1; Amycolatopsis sp. CA-126428; counts= 3; multicellularity status: TRUE

• EACC1*->CASPASE+HSP70->
• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->||<-Glyco_trans_4_4+UDPGT

� GCA_000147815.3; Streptomyces violaceusniger Tu 4113; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_000418455.1; Streptomyces rapamycinicus NRRL 5491; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_000523235.1; Nocardia nova SH22a; counts= 2; multicellularity status: TRUE

• DUF2510(W3)+BicD+DUF4041+T5orf172->EACC1*->CASPASE+TPRs->
• EACC1*->TM+TM->

� GCA_000695235.1; Streptomyces albulus; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCA_000827005.1; Streptomyces albus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+HisKA+HATPase_c->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
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� GCA_000931445.1; Streptomyces cyaneogriseus subsp. noncyanogenus; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCA_000952035.2; Streptomyces lydicus; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_000993785.2; Streptomyces xiamenensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->
• TM+TM+TM+PP2C->EACC1*->CASPASE+PBPB+vWA->

� GCA_001040905.1; Streptomyces sp. PBH53; counts= 2; multicellularity status: TRUE

• ??->??->EACC1*->CASPASE+??->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001735805.1; Streptomyces puniciscabiei; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Pkinase+TM?+??->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001886715.1; Nocardia sp. Y48; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->

� GCA_002021875.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_003595545.1; Streptomyces sp. 11-1-2; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002812405.1; Streptomyces sp. M56; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_002943525.1; Kitasatospora sp. MMS16-BH015; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002849735.1; Amycolatopsis sp. BJA-103; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->TM+ZU5+??->
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� GCA_000284295.1; Actinoplanes missouriensis 431; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->
• EACC1*->Clp_N+Clp_N+ClpABN-AAA+CASPASE->

� GCA_000158915.1; Streptomyces himastatinicus ATCC 53653; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA->
• HATPase_c_2->EACC1*->

� GCA_000414115.1; Streptomyces aurantiacus JA 4570; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_000497425.1; Streptomyces niveus NCIMB 11891; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+Beta_rich_repeat->

� GCA_001653075.1; Planomonospora sphaerica; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+SAD+HNH->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001653115.1; Streptomyces sp. F-3; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_000696115.1; Streptomyces olindensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM?+Phytase-like->

� GCA_001047335.1; Streptomyces regensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->META->

� GCA_001189015.1; Streptomyces acidiscabies; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_001189025.1; Streptomyces europaeiscabiei; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->??+SUKH->
• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCA_001279985.1; Streptomyces sp. AS58; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->
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� GCA_001279545.1; Streptomyces sp. NRRL B-3648; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001298565.1; Actinobacteria bacterium OK006; counts= 2; multicellularity status: NA

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->

� GCA_001298575.1; Actinobacteria bacterium OK074; counts= 2; multicellularity status: NA

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001509475.1; Streptomyces regalis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TPRs->EACC1*->CASPASE+TPRs->

� GCA_001513965.1; Streptomyces cellostaticus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+PBPB->

� GCA_001613935.1; Amycolatopsis regifaucium; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->

� GCA_001687325.1; Streptomyces sp. PTY087I2; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->??->
• EACC1*->CASPASE+TPRs->

� GCA_000974985.2; Streptomyces mangrovisoli; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+alpha-helical+TM+TM+??+TM+TM->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001917385.1; Actinobacteria bacterium 13_2_20CM_2_71_6; counts= 2; multicellularity status: NA

• EACC1*->
• EACC1*->CASPASE+FTSK+FTSK+FTSK+FTSK->

� GCA_001920275.1; Actinobacteria bacterium 13_1_20CM_3_71_11; counts= 2; multicellularity status: NA

• EACC1*->CASPASE+DUF179->SIR2+??->
• EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_001984575.1; Streptomyces sp. MP131-18; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+JAB->?->MFS_1->
• EACC1*->CASPASE+TPRs->
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� GCA_000968685.2; Streptomyces antioxidans; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Peripla_BP_5->
• EACC1*->CASPASE+TM+??->

� GCA_002119195.1; Streptomyces platensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE->TPRs->
• EACC1*->CASPASE+Beta_rich_repeat->

� GCA_002224125.1; Streptomyces sp. NBS 14/10; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+??+TM+TM+??+TM+TM+??->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002242805.1; Streptomyces diastatochromogenes; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->

� GCA_002300485.1; Streptomyces sp. Ag82_O1-15; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->
• EACC1*->CASPASE+TM+PBPI->

� GCA_002754415.1; Micromonospora sp. CNZ299; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_002813405.1; Streptomyces sp. 69; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND->TM+BetaPropeller->TM+Acid_phosphat_B->
• EACC1*->CASPASE+STAND+TPRs->

� GCA_002907485.1; Streptomyces sp. ZL-24; counts= 2; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002941025.1; Streptomyces sp. QL37; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_003001815.1; Actinoplanes italicus; counts= 2; multicellularity status: TRUE

• EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->STAND+TPRs->
• Glyco_trans_4_4+UDPGT->EACC1*->CASPASE+PBPB+vWA->TM+PBPB->

� GCA_003041235.1; Streptomyces sp. A244; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+TM+TM+PBPB+vWA->
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� GCA_003148685.1; Actinoplanes xinjiangensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->TM+PBPB->
• EACC1*->CASPASE+TM+PASTA+PASTA+PASTA->

� GCA_003182135.1; Nocardia neocaledoniensis; counts= 2; multicellularity status: TRUE

• DUF742->EACC1*->CASPASE+??->
• EACC1*->CASPASE+TPRs->

� GCA_900091855.1; Streptomyces sp. DvalAA-14; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+TPRs->

� GCA_900091535.1; Micromonospora carbonacea; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_900091505.1; Micromonospora chokoriensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_900091955.1; Streptomyces sp. Ncost-T10-10d; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_900101585.1; Streptomyces prasinopilosus; counts= 2; multicellularity status: TRUE

• ??+CASPASE->EACC1*->
• <-CASPASE<-?<-?||HATPase_c_2->EACC1+CASPASE(frag)*->

� GCA_900105395.1; Streptomyces sp. TLI_053; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+HSP70->
• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCA_900105695.1; Streptomyces melanosporofaciens; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_900108335.1; Nonomuraea solani; counts= 2; multicellularity status: TRUE

• ARSR-HTH+RHOD-CDC25->??->??->EACC1*->
• EACC1*->CASPASE+BetaPropeller->

� GCA_900111175.1; Actinokineospora terrae; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM->
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� GCA_900111685.1; Nonomuraea wenchangensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TM+TM+vWA+TM->TM+TM+vWA+TM->EACC1*->CASPASE+TPRs->

� GCA_900112845.1; Streptomyces alni; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCA_900187925.1; Streptomyces sp. PgraA7; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_900188005.1; Actinoplanes regularis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->
• EACC1*->CASPASE+TPRs->

� GCA_900188345.1; Streptosporangium subroseum; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??->

� GCA_000177175.2; Streptomyces sp. ACT-1; counts= 2; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->
• EACC1*->CASPASE+TPRs->

� GCA_000340415.1; Amycolatopsis azurea; counts= 2; multicellularity status: TRUE

• CASPASE+TPRs->?->EACC1*->
• EACC1*->CASPASE+TPRs->

� GCA_002846475.1; Saccharopolyspora spinosa; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+BetaPropeller->

� GCA_000024545.1; Stackebrandtia nassauensis; counts= 2; multicellularity status: TRUE

• Clp_N+ClpABN-AAA+CASPASE->EACC1*->
• EACC1*->

� GCA_000245355.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+PBPB->
• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->META->

� GCA_000328705.1; Saccharothrix espanaensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM->TM+PBPB->
• TM+TM+TM->CASPASE+STAND+polar_region+TM+BetaPropeller->EACC1*->
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� GCA_000400635.2; Amycolatopsis orientalis; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->

� GCA_000411315.1; Streptomyces sp. HGB0020; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+??->
• EACC1*->CASPASE+TPRs->

� GCF_000373685.1; Streptomyces sp. PsTaAH-124; counts= 2; multicellularity status: TRUE

• EACC1*->
• TPRs->EACC1*->CASPASE+TPRs->

� GCF_000259895.1; Streptomyces sp. TOR3209; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->
• Trypsin+HDxxH+VMAP-M0+CASPASE->EACC1*->

� GCA_002234385.1; Amycolatopsis alba; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->

� GCA_003947255.1; Amycolatopsis balhimycina; counts= 2; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->

� GCA_001270575.1; Streptomyces decoyicus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
• EACC1*->CASPASE+FGS_fold-domain->??->??->TM+TM+BaxI_1->?->NUDIX->

� GCF_000718515.1; Micromonospora parva; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCF_000718025.1; Kitasatospora purpeofusca; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+HSP70->
• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCF_000719365.1; Streptomyces sp. NRRL S-1448; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+Beta_rich->
• EACC1*->CASPASE+TM+PBPB+vWA->

� GCF_000718555.1; Micromonospora chokoriensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->
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� GCF_000718675.1; Streptomyces rimosus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->??->
• EACC1*->CASPASE+TM?+Phytase-like->

� GCF_000718625.1; Streptomyces lavenduligriseus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TM?+BetaPropeller->

� GCF_000720175.1; Streptomyces sp. NRRL S-337; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+BetaPropeller->
• EACC1*->CASPASE+TM+Beta_rich->

� GCF_000721625.1; Streptomyces sp. NRRL S-384; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+alpha-helical+TM+TM+??+TM+TM->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCF_000719555.1; Streptomyces sp. NRRL F-5727; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs+??->
• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000725475.1; Streptomyces durhamensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_000717335.1; Amycolatopsis jejuensis; counts= 2; multicellularity status: TRUE

• EACC1->CASPASE+TPRs->?->EACC1*->
• EACC1*->CASPASE+TPRs->?->EACC1->

� GCF_000716885.1; Kitasatospora aureofaciens; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000720255.1; Streptomyces griseus; counts= 2; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TM+TM+PBPB+vWA->
• EACC1*->CASPASE+Trypsin+STAND+??+TM->

� GCA_000590515.1; Streptomyces sp. PRh5; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+TPRs->

� GCA_000732925.1; Amycolatopsis japonica; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+TPRs->
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� GCF_000494755.1; Actinoplanes friuliensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+DUF179->SIR2+??->??->

� GCA_000829715.2; Streptomyces sp. NBRC 110027; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE->TPRs->
• EACC1*->CASPASE+Beta_rich_repeat->

� GCF_000308415.1; Nocardia asiatica; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND->BetaPropeller->
• EACC1*->CASPASE+STAND+BetaPropeller+BetaPropeller->

� GCA_000695625.1; Amycolatopsis rifamycinica; counts= 2; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->
• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->

� GCA_900103775.1; Allokutzneria albata; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->

� GCF_000331005.1; Streptomyces; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->
• HTH+CASPASE->EACC1*->

� GCF_000962825.1; Actinoplanes rectilineatus; counts= 2; multicellularity status: TRUE

• EACC1*->||<-CASPASE+STAND+TM+polar_region+TM+BetaPropeller
• EACC1*->CASPASE+TPRs->

� GCA_000982955.1; Micromonospora sp. HK10; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCF_001083785.1; Nonomuraea sp. SBT364; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCA_001187435.1; Streptomyces caatingaensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TPRs->

� GCF_001650215.1; Streptomyces himastatinicus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+PBPB->
• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA->
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� GCF_000620785.1; Pseudonocardia acaciae; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+TM+TM+TM+TM->

� GCF_000719415.1; Streptomyces sp. NRRL B-5680; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+??->

� GCF_000935125.1; Streptomyces natalensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• PAS+GAF+PP2C+HATPase_c_2->EACC1*->CASPASE+TM+Beta_rich->

� GCF_000744785.1; Kitasatospora azatica; counts= 2; multicellularity status: TRUE

• cNMP_cyclase+EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+DnaJ_ZnR+DnaJ_C+DnaJ_C+TM+TM->

� GCA_000816025.1; Streptomyces sp. 769; counts= 2; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCF_000721495.1; Streptomyces sp. NRRL F-5123; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->
• EACC1*->CASPASE+STAND+TPRs->

� GCF_000935185.3; Streptomyces albulus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCA_001280065.1; Streptomyces sp. NRRL B-1140; counts= 2; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TM+TM+PBPB+vWA->
• EACC1*->CASPASE->TPRs->

� GCA_001279655.1; Streptomyces sp. WM6372; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_001279545.1; Streptomyces sp. NRRL B-3648; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001294335.1; Streptomyces chattanoogensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+BetaPropeller->
• TPRs->EACC1*->CASPASE+TPRs->
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� GCF_001298575.1; Actinobacteria bacterium OK074; counts= 2; multicellularity status: NA

• EACC1*->
• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCF_001418475.1; Streptomyces ossamyceticus; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE->TPRs->

� GCF_001419705.1; Streptomyces prasinus; counts= 2; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+??->

� GCA_001447075.1; Streptomyces hygroscopicus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+PBPB->
• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->META->

� GCA_001509775.1; Streptomyces; counts= 2; multicellularity status: TRUE

• EACC1*->
• TetR_N+TetR_C_6->EACC1*->

� GCA_002251155.1; Streptomyces; counts= 2; multicellularity status: TRUE

• ??->??->EACC1*->CASPASE+??->
• AMP-binding+AMP-binding_C->AMP-binding+AMP-binding_C->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001611795.1; Streptomyces sp. S10(2016); counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+RE_Eco29kI+??->
• TM+TM+TM+PP2C->??->EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_001590865.1; Streptomyces sp. NBRC 110611; counts= 2; multicellularity status: TRUE

• ∗
• EACC1*->CASPASE+TPRs->

� GCF_001700515.1; Streptomyces lushanensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001653515.1; Streptomyces sp. ERV7; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->||<-DUF664
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001542325.1; Micromonospora rifamycinica; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM->PBPB->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->
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� GCF_001613065.1; Nocardia miyunensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001613145.1; Nocardia jejuensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+BetaPropeller->
• EACC1*->CASPASE+TPRs->

� GCF_001612785.1; Nocardia beijingensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• Pkinase+TM+LppX_LprAFG->CASPASE+TPRs->EACC1*->

� GCF_001653075.1; Planomonospora sphaerica; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+SAD+HNH->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001696485.1; Planobispora rosea; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM+BetaPropeller->

� GCF_001746285.1; Streptomyces sp. EN16; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->??+SUKH->
• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCF_001746365.1; Streptomyces sp. LUP30; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TPRs->

� GCA_900079405.3; Streptomyces sp. F-1; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900142575.1; Streptomyces paucisporeus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+HSP70->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905505.1; Streptomyces sp. CB02058; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• EACC1*->CASPASE+STAND+??+TPRs->

� GCA_001905445.1; Streptomyces sp. CB00455; counts= 2; multicellularity status: TRUE

• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
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� GCF_001906585.1; Streptomyces kebangsaanensis; counts= 2; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TM+TM+PBPB+vWA->
• <-CASPASE+HATPase_c_4+STAND+TPRs||EACC1*->

� GCA_001921215.1; Actinophytocola xinjiangensis; counts= 2; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->
• EACC1*->CASPASE+TM+TM->TM+PBPB->

� GCF_001941275.1; Streptomyces acidiscabies; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->
• EACC1*->CASPASE+TPRs->

� GCA_001984155.1; Actinosynnema sp. ALI-1.44; counts= 2; multicellularity status: TRUE

• EACC1*->
• PALP->Trp_syntA->TM+LGT->EACC1*->

� GCF_001866665.1; Streptomyces sp. MUSC 1; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001983975.1; Streptomyces autolyticus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->
• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCF_001298565.1; Actinobacteria bacterium OK006; counts= 2; multicellularity status: NA

• EACC1*->CASPASE+TPRs->
• low_complexity+EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002082195.1; Streptomyces gilvosporeus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+PBPB->
• PAS+GAF+PP2C+HATPase_c_2->EACC1*->CASPASE+TM+Beta_rich->

� GCA_002090335.1; Streptomyces sp. MOE7; counts= 2; multicellularity status: TRUE

• Glyoxalase->EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_002114215.1; Streptomyces sp. 13-12-16; counts= 2; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TPRs->
• EACC1*->CASPASE+TPRs->

� GCA_002128465.1; Streptomyces pharetrae; counts= 2; multicellularity status: TRUE

• EACC1*->?->AB_hydrolase->
• EACC1*->CASPASE(fragment)->CASPASE+STAND+polar_region+TM+BetaPropeller->
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� GCF_002155905.1; Streptomyces tricolor; counts= 2; multicellularity status: TRUE

• ??->??->EACC1*->CASPASE+??->
• AMP-binding+AMP-binding_C->AMP-binding+AMP-binding_C->EACC1*->

� GCF_002154505.1; Streptomyces carpinensis; counts= 2; multicellularity status: TRUE

• ??->EACC1*->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_002155965.1; Allokutzneria sp. NRRL B-24872; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->

� GCA_002210435.1; Micromonospora wenchangensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->||<-TM+TM+TM
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_002300315.1; Streptomyces; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+PBPB+vWA->

� GCA_900090275.1; Micromonospora zamorensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_900111005.1; Lentzea albida; counts= 2; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->
• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900107455.1; Asanoa ishikariensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+PRTase->
• TPRs+CASPASE->?->?->EACC1*->?->CASPASE+TPRs->

� GCF_900111685.1; Nonomuraea wenchangensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TM+TM+vWA+TM->TM+TM+vWA+TM->EACC1*->CASPASE+TPRs->

� GCA_900091525.1; Micromonospora matsumotoense; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->||<-?<-?<-?<-TM+TM+TM
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_900091575.1; Micromonospora saelicesensis; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->
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� GCA_900101685.1; Alloactinosynnema iranicum; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TPRs->

� GCA_003053965.1; Saccharopolyspora; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->
• EACC1*->CASPASE+FTSK+FTSK+FTSK+FTSK->

� GCA_900115955.1; Lentzea waywayandensis; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->
• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900091995.1; Streptomyces sp. MnatMP-M17; counts= 2; multicellularity status: TRUE

• EACC1*->
• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_900090095.1; Streptomyces sp. SceaMP-e96; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->
• Phage_int_SAM_3+Phage_integrase->EACC1*->CASPASE+TPRs->

� GCF_002242805.1; Streptomyces diastatochromogenes; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+BetaPropeller->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->

� GCA_900215205.1; Actinoplanes atraurantiacus; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+Pentapeptide_repeats->
• EACC1*->CASPASE+TPRs->

� GCA_003173635.1; Streptomyces; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+TPRs??+GHKL_ATPase+TPRs??->

� GCA_002754435.1; Streptomyces sp. 76; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??->
• Glyoxalase->EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->

� GCF_002754535.1; Streptomyces sp. 61; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+GAF+PAS+GGDEF->
• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002754615.1; Streptomyces sp. 1; counts= 2; multicellularity status: TRUE

• Pkinase+TPRs->EACC1*->CASPASE+TPRs->
• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->
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� GCF_002754555.1; Streptomyces sp. 94; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->
• EACC1*->CASPASE+TPRs+LysM+PG-binding->

� GCA_002803155.1; Streptomyces sp. CB02959; counts= 2; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->
• low_complexity+EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_002910875.1; Streptomyces sp. SM13; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->
• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_002954775.1; Streptomyces geranii; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs->
• TPR_region+EACC1*->

� GCA_003002065.1; Pseudosporangium ferrugineum; counts= 2; multicellularity status: TRUE

• EACC1*->CASPASE+DUF179->SIR2+??->??->
• EACC1*->CASPASE+TPRs->

� GCF_003001815.1; Actinoplanes italicus; counts= 2; multicellularity status: TRUE

• EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->STAND+TPRs->
• Glyco_trans_4_4+UDPGT->EACC1*->CASPASE+PBPB+vWA->TM+PBPB->

� GCA_003172955.1; Micromonospora sp. 5R2A7; counts= 2; multicellularity status: TRUE

• EACC1*->
• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_000237145.1; Actinoplanes sp. SE50/110; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+JAB->

� GCA_000525635.1; Kutzneria albida DSM 43870; counts= 1; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->?->CASPASE+??+TPRs?->

� GCA_001027185.1; Streptomyces incarnatus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001747425.1; Actinoalloteichus hymeniacidonis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001865855.1; Nocardia seriolae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCA_001941845.1; Streptomyces sp. TN58; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+RE_Eco29kI+??->

� GCA_002009175.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_000058485.1; Frankia alni ACN14a; counts= 1; multicellularity status: TRUE

• FHA+??+low-complexity+FHA+ABC-ATPase+TM->||<-?||EACC1+EAD1*->||<-CASPASE+STAND+polar_region+TM+BetaPropeller

� GCA_000284035.1; Nocardia cyriacigeorgica GUH-2; counts= 1; multicellularity status: TRUE

• RNR_N+Ribonuc_red_lgN+Ribonuc_red_lgC->EACC1*->CASPASE+FTSK+FTSK+FTSK+FTSK->

� GCA_000826545.1; Kibdelosporangium sp. MJ126-NF4; counts= 1; multicellularity status: TRUE

• PALP->Trp_syntA->TM+LGT->EACC1*->

� GCA_000170715.1; Beggiatoa sp. PS; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000154945.1; Streptomyces pristinaespiralis ATCC 25486; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_000158815.1; Micromonospora sp. ATCC 39149; counts= 1; multicellularity status: TRUE

• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_000156455.1; Streptomyces roseosporus NRRL 15998; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->

� GCA_000162775.1; Streptomyces sp. e14; counts= 1; multicellularity status: TRUE

• TPRs->EACC1*->CASPASE+TPRs->

� GCA_000158975.1; Streptomyces griseoflavus Tu4000; counts= 1; multicellularity status: TRUE

• MglB->?->sGTP-MglA->?->Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCA_000239075.2; Streptomyces sp. W007; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCA_000244955.1; Saccharomonospora marina XMU15; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM->

� GCA_000340335.2; Streptomyces bottropensis ATCC 25435; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_000497445.1; Streptomyces roseochromogenus subsp. oscitans DS 12.976; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->||<-?<-?||HATPase_c_2->

� GCA_000498935.1; Streptomyces sp. HCCB10043; counts= 1; multicellularity status: TRUE

25



• EACC1*->CASPASE+Beta_rich_repeat->

� GCA_000564855.1; Actinokineospora spheciospongiae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+ART->

� GCA_000707925.1; Streptomyces rimosus R6-500; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->REase+STAND->

� GCA_000811985.1; Nocardia vulneris; counts= 1; multicellularity status: TRUE

• DUF2510(W3)+BicD+DUF4041+T5orf172->EACC1*->

� GCA_000817655.1; Streptomyces sp. RSD-27; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND(fragment)->AAA(fragment-helical-region)+wHTH+TM+BetaPropeller->

� GCA_000932205.1; Streptomyces sp. MBRL 601; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TM+polar_region+TM+BetaPropeller->

� GCA_000966955.1; Streptomyces sp. NRRL S-495; counts= 1; multicellularity status: TRUE

• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->

� GCA_000967025.1; Streptomyces sp. NRRL B-1568; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001279885.1; Streptomyces sp. XY593; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001279805.1; Streptomyces sp. XY431; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001280005.1; Streptomyces sp. NRRL WC-3618; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001426245.1; Phycicoccus sp. Root101; counts= 1; multicellularity status: NA

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM->

� GCA_001426405.1; Streptomyces sp. Root1304; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->||<-MFS_1

� GCA_001456965.1; Rhodococcus enclensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001482415.1; Streptomyces silvensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Type_III_YscG+VHL->

� GCA_001509495.1; Actinoplanes awajinensis subsp. mycoplanecinus; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+??->

� GCA_001541145.1; Streptomyces albus subsp. albus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001666935.1; Mycobacterium sp. E188; counts= 1; multicellularity status: FALSE

• EACC1*->TM+TM->

� GCA_001746415.1; Streptomyces agglomeratus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->

� GCA_001188955.3; Kitasatospora aureofaciens; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001866675.1; Streptomyces sp. MUSC 14; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905645.1; Streptomyces sp. CB02115; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->??+SUKH->

� GCA_001905845.1; Streptomyces sp. TSRI0107; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001905365.1; Streptomyces sp. CB02488; counts= 1; multicellularity status: TRUE

• MglB->DUF742->sGTP-MglA->?->?->EACC1*->

� GCA_001920315.1; Catenulispora sp. 13_1_20CM_3_70_7; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCA_001942255.1; Nocardiopsis sp. CNR-923; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002027195.1; Streptomyces sp. GKU 895; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002104855.1; Streptomyces sp. 4F; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002276245.1; Streptomyces sp. alain-838; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002564045.1; Amycolatopsis sulphurea; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCA_002754455.1; Streptomyces sp. 2233.5; counts= 1; multicellularity status: TRUE
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• Phage_int_SAM_3+Phage_integrase->EACC1*->CASPASE+TPRs->

� GCA_002754595.1; Streptomyces sp. 93; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002754535.1; Streptomyces sp. 61; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002784125.1; Flexibacter sp. CG_4_10_14_3_um_filter_32_15; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001896795.2; Thermomonospora sp. CIF 1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+NUDIX->

� GCA_002911015.1; Streptomyces populi; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE(fragment)->

� GCA_002846315.1; Streptomyces sp. 73; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002846625.1; Streptomyces sp. OK885; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Pkinase+??->

� GCA_002855875.1; Klebsiella pneumoniae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_002920575.1; Streptomyces sp. Ru73; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002920535.1; Streptomyces sp. Ru71; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCA_003001935.1; Nonomuraea fuscirosea; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCA_003002955.1; Glycomyces artemisiae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900067225.1; Candidatus Frankia californiensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+SF1-helicase->

� GCA_900091795.1; Streptomyces sp. Termitarium-T10T-6; counts= 1; multicellularity status: TRUE

• low_complexity+EACC1*->CASPASE+GAF+PAS->

� GCA_900091835.1; Streptomyces sp. PpalLS-921; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+PBPB->

� GCA_900091965.1; Streptomyces sp. Ncost-T6T-2b; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900092015.1; Streptomyces sp. MnatMP-M27; counts= 1; multicellularity status: TRUE

• TetR_N+TetR_C_6->EACC1*->CASPASE+TPRs->

� GCA_900090165.1; Streptomyces sp. AmelKG-E11A; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900101745.1; Glycomyces harbinensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900100325.1; Frankineae bacterium MT45; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+DUF4190(has2TM)->

� GCA_900103585.1; Streptomyces sp. cf386; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900099985.1; Thermostaphylospora chromogena; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Astro_capsid_N->

� GCA_900106995.1; Saccharopolyspora shandongensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_900108315.1; Saccharopolyspora hirsuta; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->BetaPropeller(fragment)->

� GCA_900107965.1; Streptomyces yanglinensis; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_900109115.1; Xiangella phaseoli; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Pkinase->

� GCA_900115345.1; Amycolatopsis rubida; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->vWA->

� GCA_900115095.1; Actinomadura madurae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM->

� GCA_900119365.1; Streptomyces atratus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900142575.1; Streptomyces paucisporeus; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_900143515.1; Micromonospora cremea; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900188025.1; Blastococcus sp. DSM 44272; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM+TM+TM->Aminotran_5->

� GCA_900188205.1; Geodermatophilus saharensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM->

� GCA_900230215.1; Jatrophihabitans sp. GAS493; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+DUF4190(has2TM)->?->Glyoxalase->

� GCA_900215565.1; Streptomyces sp. Ag109_G2-15; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->

� GCA_900230275.1; Streptomyces sp. OV198; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+PBPI->

� GCA_900236475.1; Streptomyces chartreusis NRRL 3882; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001693675.1; Streptomyces clavuligerus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_000331185.1; Streptomycetaceae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCA_000342125.1; Streptomyces mobaraensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000342345.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TM+TM+TM+PP2C->??->EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_000331005.1; Streptomyces turgidiscabies; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->

� GCF_000231035.2; Saccharomonospora paurometabolica; counts= 1; multicellularity status: TRUE

• CASPASE+??->EACC1*->

� GCA_000342005.1; Amycolatopsis decaplanina; counts= 1; multicellularity status: TRUE

• MFS_1->?->||<-?||EACC1*->

� GCA_000154965.1; Streptomyces sviceus; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_000297395.2; Micromonospora lupini; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000225525.2; Streptomyces zinciresistens; counts= 1; multicellularity status: TRUE

• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_000178855.1; Ktedonobacter racemifer; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??->

� GCA_000154885.1; Streptomyces sp. Mg1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002796545.1; Actinobacteria; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000448385.1; Saccharopolyspora erythraea; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000226455.1; Streptomyces chartreusis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001485105.1; Streptomyces acidiscabies; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_000203835.1; Streptomyces coelicolor; counts= 1; multicellularity status: TRUE

• ∗

� GCA_000010605.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCA_000024865.1; Streptosporangium roseum; counts= 1; multicellularity status: TRUE

• EACC1+??*->

� GCA_000092985.1; Nocardiopsis dassonvillei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCA_000166135.1; Frankia inefficax; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TIR->

� GCA_000092385.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+??+TM+TM+??+TM+TM+??->

� GCA_000265505.1; Bernardetia litoralis; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+??->

� GCA_000311765.1; Gluconobacter oxydans; counts= 1; multicellularity status: FALSE

• EACC1*->CASPASE+GAPEAD1->

� GCA_000024025.1; Catenulispora acidiphila; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->CASPASE+low-complexity+BetaPropeller->

� GCA_000023245.1; Actinosynnema mirum; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000963515.1; Streptomyces albulus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000309385.1; Nodosilinea nodulosa; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+DUF4062+??+HATPase_c_4+STAND->

� GCF_000341105.1; Nocardiopsis potens; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCF_000341025.1; Nocardiopsis salina; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000739085.1; Amycolatopsis methanolica; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000379825.1; Longispora albida; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001445835.1; Streptomyces vitaminophilus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000373305.1; Streptomyces sp. CcalMP-8W; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs??+GHKL_ATPase+TPRs??->

� GCF_000373665.1; Streptomyces sp. BoleA5; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCF_000374305.1; Actinomadura flavalba; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+SAD+HNH->

� GCF_000374445.1; Actinokineospora enzanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000377165.1; Streptomyces sp. CNY243; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+??->

� GCF_000377545.1; Streptomyces sp. CNY228; counts= 1; multicellularity status: TRUE

• TM+REase->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000377965.1; Streptomyces sp. CNB091; counts= 1; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCF_000367365.1; Streptomyces prunicolor; counts= 1; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCF_000376565.1; Streptomyces hokutonensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+BetaPropeller->

� GCA_002260685.1; Nocardiopsis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCF_000469645.1; Rhodococcus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000384175.1; Streptomyces purpureus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000383935.1; Streptomyces sp. Amel2xE9; counts= 1; multicellularity status: TRUE

• TPRs->EACC1*->CASPASE+TPRs->

� GCF_000340335.1; Streptomyces bottropensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000383615.1; Streptomyces canus; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_000383655.1; Streptomyces sp. 351MFTsu5.1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000383675.1; Terracoccus sp. 273MFTsu3.1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM->

� GCF_000231075.2; Amycolatopsis sp. ATCC 39116; counts= 1; multicellularity status: TRUE

• Pkinase+TM+TM+DUF3298+PSBP->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->||<-?||?->||<-PSE<-?<-?<-FAD_binding_4+??+BBE

� GCA_000018005.1; Frankia sp. EAN1pec; counts= 1; multicellularity status: TRUE

• ??+TM+BetaPropeller->TIR+EACC1+EAD1*->

� GCF_000379645.1; Actinoplanes globisporus; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000383915.1; Amycolatopsis benzoatilytica; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_000384315.1; Amycolatopsis nigrescens; counts= 1; multicellularity status: TRUE

• ??+TM+TM+??+TM->PBPB->EACC1*->CASPASE+TPRs->PknG_rubred+Pkinase+PknG_TPR->ZnR+PP2C->vWA+alpha-helical->

� GCF_000526215.1; Nocardia sp. BMG51109; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000468475.2; Actinomadura madurae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM->

� GCF_000512185.1; Aeromonas hydrophila; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_000525635.1; Kutzneria albida; counts= 1; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->?->CASPASE+??+TPRs?->

� GCA_900116145.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000620185.1; Geodermatophilaceae bacterium URHB0062; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM+TM+TM->

� GCF_000427885.1; Glycomyces tenuis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000422585.1; Hugenholtzia roseola; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000482585.1; Streptomyces sp. CNQ329; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCF_000473265.1; Amycolatopsis thermoflava; counts= 1; multicellularity status: TRUE

• Pkinase+TM+TM+DUF3298+PSBP->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000647875.1; Streptomyces sp. SolWspMP-sol2th; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs??+GHKL_ATPase+TPRs??->

� GCF_000426165.1; Streptomyces sp. TAA486; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000422825.1; Nocardioides insulae; counts= 1; multicellularity status: TRUE
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• EACC1*->

� GCA_000710755.1; Saccharopolyspora rectivirgula; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000717015.1; Streptomyces; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_000717245.1; [Kitasatospora] papulosa; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000717915.1; Streptomyces sp. NRRL S-244; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_004364985.1; Glycomyces sp. NRRL B-16210; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000718945.1; Streptomyces sp. NRRL S-813; counts= 1; multicellularity status: TRUE

• ??->EACC1*->

� GCA_900090135.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Concanavalin?->

� GCF_000719335.1; Streptomyces sp. NRRL S-87; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002082175.1; Streptomyces; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_000718785.1; Streptomyces sp. NRRL WC-3626; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->HTH+N6_Mtase+Methylase_S->

� GCF_000717875.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCA_001279425.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Concanavalin?->

� GCA_000707945.1; Streptomycetaceae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->REase+STAND->

� GCF_000717665.1; Streptomyces floridae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Concanavalin?->

� GCF_000719065.1; Herbidospora cretacea; counts= 1; multicellularity status: TRUE

35



• EACC1*->

� GCF_000720835.1; Streptomyces achromogenes; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_900090065.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000720405.1; Streptomyces sp. NRRL B-24051; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000721105.1; Streptomyces cellulosae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900090075.1; Streptomyces; counts= 1; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCF_000720115.1; Streptomyces sp. NRRL F-2580; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000719915.1; Streptomyces sp. NRRL F-2890; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->??->??->

� GCF_000718235.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_000966965.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001279005.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs->

� GCF_000719855.1; Streptomyces sp. NRRL F-4474; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001270595.1; Streptomyces varsoviensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Pkinase+TM?+??->

� GCF_000721305.1; Streptomyces sp. NRRL S-1868; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000721445.1; Streptomyces sp. NRRL F-5053; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000721715.1; Streptomyces sp. NRRL B-24720; counts= 1; multicellularity status: TRUE
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• EACC1*->

� GCF_000719575.1; Streptomyces sp. NRRL S-1824; counts= 1; multicellularity status: TRUE

• DUF262+DUF1524+DNA_binding_1+??->?->polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->

� GCF_000725555.1; Streptomyces erythrochromogenes; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_004219385.1; Enterobacteriaceae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_000156455.1; Streptomyces filamentosus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_003947585.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->??->

� GCA_000583715.2; Nocardia seriolae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCF_000388135.1; Amycolatopsis vancoresmycina; counts= 1; multicellularity status: TRUE

• PBPB->?->?->Aminotran_5+PAS_6+HTH_22->EACC1*->CASPASE+??+TM+TM->||<-Glyco_trans_4_4+UDPGT

� GCA_002189675.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001984445.1; Streptomyces lydicus; counts= 1; multicellularity status: TRUE

• Glyoxalase->EACC1*->CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C->

� GCF_000717055.1; Streptomyces iakyrus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_000797385.1; Streptomyces sp. CNQ431; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000787755.1; Streptacidiphilus albus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Pkinase+??->

� GCA_003182415.1; Actinokineospora spheciospongiae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+ART->

� GCF_000482865.1; Actinokineospora inagensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000158815.1; Micromonospora sp. ATCC 39149; counts= 1; multicellularity status: TRUE
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• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_005863225.1; Nocardia cyriacigeorgica; counts= 1; multicellularity status: TRUE

• RNR_N+Ribonuc_red_lgN+Ribonuc_red_lgC->EACC1*->

� GCF_000478275.1; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000754115.1; Amycolatopsis sp. MJM2582; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000411975.1; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000744815.1; Streptacidiphilus oryzae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000373645.1; Streptomyces sp. ATexAB-D23; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+PBPB->

� GCA_003073355.1; Streptomyces scopuliridis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000424805.1; Streptomyces sp. CNQ865; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->

� GCA_004217635.1; Streptomyces sp. CNQ-525; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000701285.1; Streptomyces sp. CNQ-525; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Beta_rich_repeat->

� GCF_000426325.1; Streptomyces sp. CNS606; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000720075.1; Streptomyces sp. NRRL F-3213; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_000698495.1; Streptomyces sp. NTK 937; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+PBPB->

� GCA_000802245.2; Streptomyces; counts= 1; multicellularity status: TRUE

• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_000308435.1; Nocardia araoensis; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM+TM->

� GCF_000308695.1; Nocardia takedensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000308875.1; Nocardia transvalensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000308815.1; Nocardia concava; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->

� GCF_000308615.1; Nocardia jiangxiensis; counts= 1; multicellularity status: TRUE

• DUF262+DUF1524+DNA_binding_1+??->?->EACC1*->CASPASE+STAND+TPRs+OMPdecase->

� GCF_000242715.1; Streptomyces acidiscabies; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_000308655.1; Nocardia niigatensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCA_000308475.2; Nocardia brasiliensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000162775.1; Streptomyces sp. e14; counts= 1; multicellularity status: TRUE

• TPRs->EACC1*->CASPASE+TPRs->

� GCA_000819545.1; Streptomyces nodosus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000718165.1; Streptomyces fulvoviolaceus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001190165.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCF_000716435.1; Streptomyces xylophagus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000411995.1; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCA_000876225.1; Micromonospora carbonacea; counts= 1; multicellularity status: TRUE

• ??+TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCF_000931445.1; Streptomyces cyaneogriseus; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+Pkinase->

� GCA_000943515.2; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_000955955.1; Lechevalieria aerocolonigenes; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000958545.1; Streptomyces sp. FxanaA7; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->

� GCA_003687835.1; Enterobacteriaceae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_000718635.1; Streptomyces varsoviensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Pkinase+TM?+??->

� GCA_001280045.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->PSE->MDMPI_N+MDMPI_C->META->

� GCF_900092705.1; Escherichia coli; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_000719175.1; Kitasatospora aureofaciens; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001189015.1; Streptomyces acidiscabies; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_000715845.1; Streptomyces monomycini; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000716515.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCF_000514555.1; Salinispora arenicola; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000158975.1; Streptomyces griseoflavus; counts= 1; multicellularity status: TRUE

• MglB->DUF742->sGTP-MglA->?->Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCF_000154945.1; Streptomyces pristinaespiralis; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_000058485.1; Frankia alni; counts= 1; multicellularity status: TRUE
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• FHA+??+low-complexity+FHA+ABC-ATPase+TM->EACC1+EAD1*->||<-CASPASE+STAND+polar_region+TM+BetaPropeller

� GCF_000308755.1; Nocardia pneumoniae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000284295.1; Actinoplanes missouriensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000316095.1; Streptomyces viridosporus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->??->??->

� GCF_000308515.1; Nocardia carnea; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000308455.1; Nocardia abscessus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000308575.1; Nocardia exalbida; counts= 1; multicellularity status: TRUE

• Pkinase+TM+LppX_LprAFG->CASPASE+TPRs->EACC1*->

� GCF_000426185.1; Cellulomonas sp. URHD0024; counts= 1; multicellularity status: FALSE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000429085.1; Streptomyces flavidovirens; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCA_003752125.1; Amycolatopsis thermoflava; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM->

� GCF_000428945.1; Hamadaea tsunoensis; counts= 1; multicellularity status: TRUE

• PBPB->?->?->?->?->?->EACC1*->

� GCA_000696185.1; Kitasatospora cheerisanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+ZnR+ZnR->

� GCF_000695235.1; Streptomyces albulus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCF_000701325.1; Streptomyces sp. URHA0041; counts= 1; multicellularity status: TRUE

• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001294325.1; Streptomyces sp. NRRL F-5917; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000719095.1; Streptacidiphilus jeojiense; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TPRs->Pkinase+??->

� GCF_000719495.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000717175.1; Pseudonocardia autotrophica; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000710405.2; Kitasatospora sp. MBT66; counts= 1; multicellularity status: TRUE

• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->CASPASE+TPRs->?->Clp_N+Clp_N+ClpABN-AAA->

� GCA_900176525.1; Lentzea albidocapillata; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCF_000719695.1; Streptomyces sp. NRRL F-6131; counts= 1; multicellularity status: TRUE

• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCF_000717135.1; Catenuloplanes japonicus; counts= 1; multicellularity status: TRUE

• METHYLASE->EACC1*->CASPASE+TM+TM+TM+TM->

� GCF_000721345.1; Kitasatospora sp. NRRL B-11411; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+alpha-helical+TM+TM+??+TM+TM->

� GCF_000717945.1; Streptomyces sp. NRRL S-920; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GAF+PAS+GGDEF->

� GCF_000717595.1; Streptomyces flavochromogenes; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs+LysM+PG-binding->

� GCF_000720805.1; Streptomyces violaceoruber; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain?->

� GCA_001513955.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GAF+PAS->

� GCF_000720765.1; Streptomyces sp. NRRL S-646; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+??->

� GCF_000717655.1; Streptomyces katrae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_000720635.1; Streptomyces sp. NRRL WC-3742; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TPRs->

� GCF_000725705.1; Streptomyces sp. NRRL S-623; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TPRs->

� GCF_000718375.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000718315.1; Streptomyces griseofuscus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_003933295.1; Streptomyces griseofuscus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GAF+PAS->

� GCF_000720475.1; Streptomyces aureocirculatus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCA_003846255.1; Streptomyces anulatus; counts= 1; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCF_000725545.1; Streptomyces exfoliatus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->DUF664->

� GCF_000745345.1; Streptomyces yeochonensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000744705.1; Streptacidiphilus albus; counts= 1; multicellularity status: TRUE

• EACC1*->||<-?<-?||Pkinase+??->

� GCF_000785985.1; Actinoplanes utahensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_001613425.1; Nocardia vulneris; counts= 1; multicellularity status: TRUE

• DUF2510(W3)+BicD+DUF4041+T5orf172->EACC1*->CASPASE+TPRs->

� GCF_000519205.1; Amycolatopsis taiwanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+CLP_protease->

� GCF_000739045.1; Streptomyces luteus; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_000761215.1; Streptomyces glaucescens; counts= 1; multicellularity status: TRUE

• EACC1*->AB_hydrolase->

� GCF_000826545.1; Kibdelosporangium sp. MJ126-NF4; counts= 1; multicellularity status: TRUE

• PALP->Trp_syntA->TM+LGT->EACC1*->

� GCF_000938975.1; Streptomyces iranensis; counts= 1; multicellularity status: TRUE
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• EACC1*->

� GCF_000967025.1; Streptomyces sp. NRRL B-1568; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000966955.1; Streptomyces sp. NRRL S-495; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCF_000720235.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_005490965.1; Streptomyces sp. MBT28; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_000974985.2; Streptomyces mangrovisoli; counts= 1; multicellularity status: TRUE

• Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_001011035.1; Streptomyces sp. CNQ-509; counts= 1; multicellularity status: TRUE

• EACC1+CASPASE+Phytase-like*->Phytase-like->

� GCF_000718775.1; Streptomyces sp. NRRL S-31; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->

� GCF_001044425.1; Streptomyces roseus; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002249075.1; Enterobacteriaceae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_001279445.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001279855.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001279805.1; Streptomyces sp. XY431; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCA_001279555.1; Micromonospora sp. NRRL B-16802; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001279725.1; Streptomyces sp. WM4235; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001279725.1; Streptomyces sp. WM4235; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM?+BetaPropeller->

� GCF_001279885.1; Streptomyces sp. XY593; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_001279655.1; Streptomyces sp. WM6372; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001279525.1; Nocardia sp. NRRL S-836; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Cpn60_TCP1->

� GCA_001279775.1; Streptomyces sp. MMG1533; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001279775.1; Streptomyces sp. MMG1533; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCF_001280885.1; Streptomyces sp. XY332; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_001279345.1; Streptomyces rimosus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001282115.1; Streptomyces sp. NRRL B-24085; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->

� GCF_001294335.1; Streptomyces chattanoogensis; counts= 1; multicellularity status: TRUE

• PAS+GAF+PP2C+HATPase_c_2->EACC1*->

� GCA_001292625.1; Shimia sp. SK013; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+??->

� GCA_900070365.1; Alloactinosynnema sp. L-07; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCA_002056725.1; Comamonas kerstersii; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_001302585.1; Kibdelosporangium phytohabitans; counts= 1; multicellularity status: TRUE

• PALP->Trp_syntA->TM+LGT->EACC1*->

� GCF_001618405.1; Nocardia arizonensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001414035.1; Frankia sp. ACN1ag; counts= 1; multicellularity status: TRUE
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• <-CASPASE+STAND+polar_region+TM+BetaPropeller||EACC1+EAD1*->

� GCA_002005225.1; Streptomyces pactum; counts= 1; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCF_001418495.1; Streptomyces pathocidini; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Peripla_BP_5->

� GCF_001418565.1; Streptomyces graminilatus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCF_001418325.1; Streptomyces atriruber; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001418575.1; Streptomyces griseoplanus; counts= 1; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TPRs->

� GCF_001418415.1; Streptomyces hirsutus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001418165.1; Streptomyces prasinus; counts= 1; multicellularity status: TRUE

• TIR+CASPASE->EACC1*->

� GCF_001418175.1; Streptomyces hirsutus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001419695.1; Streptomyces prasinopilosus; counts= 1; multicellularity status: TRUE

• ??+CASPASE->EACC1*->

� GCF_001748305.1; Streptomyces; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_003129505.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_001420875.1; Frankia sp. AvcI1; counts= 1; multicellularity status: TRUE

• FHA+??+low-complexity+FHA+ABC-ATPase+TM->EACC1+EAD1*->||<-CASPASE+STAND+polar_region+TM+BetaPropeller

� GCA_001426325.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCA_001429655.1; Terrabacter sp. Soil811; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM->

� GCA_001426615.1; Streptomyces; counts= 1; multicellularity status: TRUE
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• ??+CASPASE->EACC1*->

� GCA_001427245.1; Streptomyces sp. Root55; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001429185.1; Terrabacter sp. Root85; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM->

� GCA_900094765.1; Rhodococcus enclensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_002903025.1; Klebsiella pneumoniae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_900114955.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM->

� GCF_001550235.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_000772045.1; Streptomyces sp. CCM_MD2014; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001595515.1; Streptomyces sp. CC71; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE(fragment)->

� GCF_000974485.1; Streptomyces sp. NBRC 109706; counts= 1; multicellularity status: TRUE

• TM+TM+TM+PP2C->EACC1*->CASPASE+PBPB+vWA->

� GCF_001570525.1; Herbidospora sakaeratensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001514235.1; Streptomyces caeruleatus; counts= 1; multicellularity status: TRUE

• ∗

� GCA_002943895.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001613385.1; Nocardia flavorosea; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001612725.1; Nocardia anaemiae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001612865.1; Nocardia cummidelens; counts= 1; multicellularity status: TRUE
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• DUF2510(W3)+BicD+DUF4041+T5orf172->EACC1->CASPASE+TPRs->EACC1*->CASPASE+EAL->

� GCF_001613445.1; Nocardia grenadensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001613205.1; Nocardia sienata; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001632865.1; Streptomyces ambofaciens; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GTP_EFTU+GTP_EFTU_D2+GTP_EFTU_D3->

� GCF_001418335.1; Streptomyces aurantiacus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001646665.1; Streptomyces albulus; counts= 1; multicellularity status: TRUE

• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001654495.1; Streptomyces sp. SAT1; counts= 1; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_001672315.1; Streptomyces sp. H-KF8; counts= 1; multicellularity status: TRUE

• ??->EACC1*->CASPASE+TPRs->

� GCF_001687325.1; Streptomyces sp. PTY087I2; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_002844785.1; Enterobacteriaceae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_001570545.1; Herbidospora mongoliensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001509485.1; Streptomyces sp. NRRL F-4489; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_001514035.1; Streptomyces yokosukanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001514125.1; Streptomyces longwoodensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??->

� GCA_001514285.1; Streptomyces sp. DSM 15324; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCA_001704275.1; Streptomyces noursei; counts= 1; multicellularity status: TRUE
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• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_001612745.1; Nocardia amamiensis; counts= 1; multicellularity status: TRUE

• low_complexity+EACC1*->

� GCA_004362495.1; Nocardia ignorata; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+EAL->

� GCF_001553785.1; Actinoplanes sp. TFC3; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+SF1-helicase->

� GCF_001613345.1; Nocardia uniformis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001651785.1; Amycolatopsis; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_001612615.1; Nocardia amikacinitolerans; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001612945.1; Nocardia inohanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_001552235.1; Actinomadura; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+NUDIX->

� GCF_001612825.1; Nocardia caishijiensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM+TM+TM->

� GCF_001613165.1; Nocardia mexicana; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_004563805.1; Streptomyces niveus; counts= 1; multicellularity status: TRUE

• EACC1*->?->PALP->

� GCA_003353555.1; Streptomyces sp. EN27; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001751255.1; Streptomyces nanshensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??+TPRs->

� GCA_001751305.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001858135.1; Enterobacter cloacae complex ‘Hoffmann cluster IV’; counts= 1; multicellularity status: FALSE
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• EACC1*->

� GCA_001866645.1; Streptomyces sp. MUSC 93; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+??->

� GCA_001879105.1; Streptomyces gilvigriseus; counts= 1; multicellularity status: TRUE

• DUF742->?->?->||<-?<-?||EACC1*->?->CASPASE+PBPB+vWA->?->||<-?||MFS_1->

� GCA_001884705.1; Couchioplanes caeruleus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+DUF179->SIR2+??->??->

� GCF_001885705.1; Streptomyces cinnamoneus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_900119165.1; Amycolatopsis australiensis; counts= 1; multicellularity status: TRUE

• MFS_1->||<-?||GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->CASPASE+TM+TM+TM+TM->EACC1->

� GCA_001888885.1; Streptomyces viridifaciens; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001895105.1; Streptomyces sp. NBRC 110465; counts= 1; multicellularity status: TRUE

• Beta_rich?->EACC1*->CASPASE+TPRs->??->??->

� GCA_900141985.1; Nocardiopsis flavescens; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905125.1; Streptomyces sp. TSRI0281; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCA_001905385.1; Streptomyces sp. CB02414; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001905385.1; Streptomyces sp. CB02414; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905005.1; Streptomyces sp. CB02923; counts= 1; multicellularity status: TRUE

• SF2-helicase+RecQ_Zn_bind+RQC+HRDC->EACC1*->

� GCA_001905425.1; Streptomyces sp. MJM1172; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905025.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001905465.1; Kitasatospora sp. CB01950; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM+TM+TM+TM->

� GCA_001905755.1; Amycolatopsis sp. CB00013; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001905735.1; Streptomyces sp. CB01249; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001905575.1; Streptomyces sp. CB00072; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001905725.1; Streptomyces sp. CB02400; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->HTH+N6_Mtase+Methylase_S->

� GCA_900141745.1; Paraburkholderia phenazinium; counts= 1; multicellularity status: FALSE

• EACC1*->CASPASE+TPRs->

� GCF_900143515.1; Micromonospora cremea; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001941625.1; Actinoalloteichus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001940455.1; Actinokineospora bangkokensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GTP_EFTU+GTP_EFTU_D2->

� GCA_001953885.1; Streptomyces sp. IMTB 2501; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_001953865.1; Amycolatopsis coloradensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001983105.1; Frankia asymbiotica; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_001970135.1; Streptomyces sp. M1013; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_002006875.1; Micromonospora sp. Rc5; counts= 1; multicellularity status: TRUE

• ??+TM+TM+TM+Peptidase_M48+TM+DUF4864+??->?->EACC1*->

� GCF_000497445.1; Streptomyces roseochromogenus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_000720185.1; Streptomyces sp. NRRL S-340; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_002024165.1; Streptomyces scabrisporus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001572115.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001735805.1; Streptomyces puniciscabiei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001005085.2; Streptomyces humi; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_900142595.1; Streptomyces yunnanensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+MFS_1+TM+TM+TM+TM+TM+TM+TM+TM->

� GCF_001905365.1; Streptomyces sp. CB02488; counts= 1; multicellularity status: TRUE

• MglB->DUF742->sGTP-MglA->?->?->EACC1*->CASPASE+TPRs->||<-?||?->?->DUF664->

� GCF_001941845.1; Streptomyces sp. TN58; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+RE_Eco29kI+??->

� GCF_001905885.1; Streptomyces sp. CB03234; counts= 1; multicellularity status: TRUE

• FAD_binding_4+??+BBE->EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_002027195.1; Streptomyces sp. GKU 895; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002027145.1; Microbispora sp. GKU 823; counts= 1; multicellularity status: TRUE

• EACC1+CASPASE+TPR_region*->

� GCA_900129505.1; Bradyrhizobium erythrophlei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM->

� GCA_002754515.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_002057455.1; Nonomuraea sp. ATCC 55076; counts= 1; multicellularity status: TRUE

• ARSR-HTH+RHOD-CDC25->??->??->EACC1*->

� GCF_002078235.1; Streptomyces viridosporus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->??->??->

� GCA_001298555.1; Actinobacteria bacterium OV450; counts= 1; multicellularity status: NA
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• HATPase_c_2->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_001426245.1; Phycicoccus; counts= 1; multicellularity status: NA

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM->

� GCA_900113515.1; Amycolatopsis regifaucium; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_001509495.1; Actinoplanes awajinensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_001567585.1; Micromonospora rosaria; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM->

� GCA_002082585.1; Kitasatospora albolonga; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_001886715.1; Nocardia sp. Y48; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002099185.1; Streptomyces sp. CB03238; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE->

� GCA_002114065.1; Streptomyces griseofuscus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+GAF+PAS->

� GCA_002128305.1; Streptomyces sp. SCSIO 03032; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002149035.1; Streptosporangium minutum; counts= 1; multicellularity status: TRUE

• EACC1+??*->

� GCF_002150765.1; Lentzea kentuckyensis; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900107925.1; Amycolatopsis pretoriensis; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_002154415.1; Streptomyces angustmyceticus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002156075.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_002154575.1; Streptomyces bobili; counts= 1; multicellularity status: TRUE
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• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_002155725.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_006539165.1; Streptomyces cacaoi; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_003937945.1; Amycolatopsis lexingtonensis; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_002155895.1; Streptomyces rochei; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCF_002155885.1; Streptomyces rhizosphaericus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+TPRs->

� GCA_002188365.1; Streptomyces sp. CS113; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900091515.1; Micromonospora purpureochromogenes; counts= 1; multicellularity status: TRUE

• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCA_002266845.1; Micromonospora echinospora; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM->

� GCF_900091505.1; Micromonospora chokoriensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900090235.1; Micromonospora echinaurantiaca; counts= 1; multicellularity status: TRUE

• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->TPRs+CASPASE->

� GCA_900091455.1; Micromonospora coriariae; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_002140155.1; Micromonospora sp. NBS 11-29; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900188345.1; Streptosporangium subroseum; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900188405.1; Streptomyces glauciniger; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCF_900188005.1; Actinoplanes regularis; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TPRs->

� GCF_900188105.1; Actinomadura mexicana; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM->

� GCF_900188025.1; Blastococcus sp. DSM 44272; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM+TM+TM+TM+TM->Aminotran_5->

� GCA_000522445.1; Candidatus Entotheonella palauensis; counts= 1; multicellularity status: TRUE

• RVT_1->23S_rRNA_IVP->EACC1*->

� GCA_900110955.1; Lechevalieria xinjiangensis; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900100275.1; Lentzea violacea; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900100955.1; Lechevalieria fradiae; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_003350445.1; Lentzea flaviverrucosa; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_900104175.1; Lentzea jiangxiensis; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PSE->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCF_900101745.1; Glycomyces harbinensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_900102815.1; Glycomyces sambucus; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_001536285.1; Frankia sp. G2; counts= 1; multicellularity status: TRUE

• EACC1+EAD1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900107045.1; Amycolatopsis xylanica; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900100325.1; Frankineae bacterium MT45; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+DUF4190(has2TM)->

� GCA_900091615.1; Micromonospora yangpuensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+SF1-helicase->

� GCA_900114035.1; Amycolatopsis sacchari; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM+TM+TM+TM->

� GCA_000749465.3; Amycolatopsis lurida; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900110575.1; Amycolatopsis saalfeldensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_003253475.1; Xiangella phaseoli; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Pkinase->

� GCA_900104725.1; Actinoplanes derwentensis; counts= 1; multicellularity status: TRUE

• ??+STAND+??->??+STAND+EACC1*->

� GCF_900114325.1; Rhodanobacter glycinis; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_900111175.1; Actinokineospora terrae; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM->CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM->

� GCA_003635025.1; Saccharopolyspora antimicrobica; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+FTSK+FTSK+FTSK+FTSK->

� GCF_900112555.1; Saccharopolyspora; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->

� GCA_900112325.1; Verrucosispora sediminis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_900105695.1; Streptomyces melanosporofaciens; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002797835.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCA_003610145.1; Streptomyces sp. 2112.3; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900105755.1; Streptomyces sp. Ag109_O5-10; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+BetaPropeller->

� GCA_900113015.1; Actinoplanes philippinensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->TM+PBPB->

� GCA_900105515.1; Streptomyces sp. 2131.1; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900112845.1; Streptomyces alni; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_900091855.1; Streptomyces sp. DvalAA-14; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900091875.1; Streptomyces sp. BpilaLS-43; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_900079415.1; Streptomyces sp. F-7; counts= 1; multicellularity status: TRUE

• TM+TM+TM+PP2C->??->EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_900103985.1; Streptomyces guanduensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001049855.1; Streptomyces sp. Wb2n-11; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->

� GCF_900105395.1; Streptomyces sp. TLI_053; counts= 1; multicellularity status: TRUE

• FAD_binding_4+FAD-oxidase_C->DAGK_cat+DAGK_acc->EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCF_900103585.1; Streptomyces sp. cf386; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_002234405.1; Amycolatopsis thailandensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002234605.1; Amycolatopsis sp. KNN50.9b; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCA_001896135.2; Streptomyces phaeoluteigriseus; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002242735.1; Streptomyces sp. 2R; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs+LysM+PG-binding->

� GCA_002234475.1; Salmonella enterica; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_003428925.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+Trypsin+TPRs->

� GCA_002291145.1; Streptomyces sp. SA15; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_000220705.2; Streptomyces xinghaiensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCA_003633975.1; Streptomyces sp. Ag82_O1-15; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+BetaPropeller->

� GCF_001543895.1; Streptomyces thermoautotrophicus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_900230215.1; Jatrophihabitans sp. GAS493; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+DUF4190(has2TM)->?->Glyoxalase->

� GCA_002354875.1; Actinosynnema pretiosum; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002411735.1; Klebsiella pneumoniae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_900230245.1; Burkholderia sp. OK806; counts= 1; multicellularity status: FALSE

• EACC1*->Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5->CASPASE+TPRs->EACC1->CASPASE(fragment)->EACC1->CASPASE+CASPASE+TM+TPRs->CASPASE(fragment)->

� GCA_900215615.1; Streptomyces sp. Ag82_G6-1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+TM+TM+TM->

� GCA_900215415.1; Nocardia amikacinitolerans; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_900215565.1; Streptomyces sp. Ag109_G2-15; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->

� GCF_002518865.1; Escherichia coli; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCF_002551245.1; Streptomyces sp. rh34; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_002551335.1; Streptomyces sp. ms184; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002551135.1; Streptomyces sp. st140; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002551215.1; Streptomyces; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+??+TPRs+??->

� GCF_002551345.1; Streptomyces sp. ms115; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002551305.1; Streptomyces sp. or20; counts= 1; multicellularity status: TRUE

• HATPase_c_2->EACC1*->CASPASE+Beta_rich_repeat->

� GCF_002551435.1; Streptomyces sp. f150; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002551475.1; Streptomyces sp. b62; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_002554515.1; Nocardia sp. FDAARGOS_372; counts= 1; multicellularity status: TRUE

• DUF2510(W3)+BicD+DUF4041+T5orf172->EACC1*->CASPASE+TPRs->

� GCA_003600245.1; Amycolatopsis sulphurea; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCF_002551295.1; Streptomyces sp. or3; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002551175.1; Streptomyces sp. st77; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_002591335.1; Streptomyces malaysiensis; counts= 1; multicellularity status: TRUE

• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCA_900090155.1; Streptomyces sp. ScaeMP-e48; counts= 1; multicellularity status: TRUE

• EACC1->CASPASE+low-complexity+BetaPropeller__*_##->

� GCA_900090175.1; Streptomyces sp. LamerLS-316; counts= 1; multicellularity status: TRUE

• polar_lead?+TM+TM+TM+polar_tail?+low-complexity->??->EACC1*->CASPASE+TPRs->

� GCA_002727115.1; Streptomyces cinnamoneus; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCF_002705975.1; Streptomyces sp. AmelKG-E11A; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002946835.1; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_002754655.1; Verrucosispora sp. CNZ293; counts= 1; multicellularity status: TRUE
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• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->

� GCF_002754415.1; Micromonospora sp. CNZ299; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_002754595.1; Streptomyces sp. 93; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002277855.1; Streptomyces sp. Alain-F2R5; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002803075.1; Streptomyces sp. CB01373; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+PBPB+vWA->

� GCA_002803085.1; Streptomyces sp. CB01201; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002803145.1; Kitasatospora sp. CB02891; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCF_002812405.1; Streptomyces sp. M56; counts= 1; multicellularity status: TRUE

• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCF_002813405.1; Streptomyces sp. 69; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND->TM+BetaPropeller->TM+Acid_phosphat_B->

� GCA_002813165.1; Streptomyces sp. 4121.5; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+??+TM+TM+??+TM+TM+??->

� GCA_002844215.1; Streptomyces sp. EAG2; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002846295.1; Streptomyces sp. 59; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->TM+Acid_phosphat_B->

� GCF_002846355.1; Streptomyces sp. GP55; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+STAND+??->

� GCF_002846415.1; Streptomyces sp. TLI_146; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+low-complexity+BetaPropeller->

� GCF_002846315.1; Streptomyces sp. 73; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_002847285.1; Streptomyces sp. CMB-StM0423; counts= 1; multicellularity status: TRUE
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• EACC1+CASPASE+Phytase-like*->Phytase-like->||<-METHYLASE

� GCA_002846615.1; Amycolatopsis niigatensis; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_002846365.1; Nocardia fluminea; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+FTSK+FTSK+FTSK->

� GCF_002849735.1; Amycolatopsis sp. BJA-103; counts= 1; multicellularity status: TRUE

• EACC1*->TM+ZU5+??->

� GCA_002853675.1; Klebsiella quasipneumoniae; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_002891315.1; Streptomyces noursei; counts= 1; multicellularity status: TRUE

• low-complexity+HD+Tox-RelA+TGS+ACT->Pkinase+TPRs->EACC1*->CASPASE+TPRs->

� GCA_002891865.1; Streptomyces malaysiensis; counts= 1; multicellularity status: TRUE

• TetR_N+TetR_C_6->EACC1*->CASPASE+low-complexity+TM+PBPB->

� GCF_002904295.1; Amycolatopsis sp. CA-128772; counts= 1; multicellularity status: TRUE

• GATase->ABC-ATPase+DUF4162->cNMP_cyclase+TM+TM+TM+TM+TM+TM->EACC1*->

� GCA_002910775.2; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_001577385.1; Streptomyces; counts= 1; multicellularity status: TRUE

• TM+REase->EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_002920535.1; Streptomyces sp. Ru71; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->Clp_N+Clp_N+ClpABN-AAA->

� GCA_002920615.1; Streptomyces sp. Ru62; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+Phytase-like->MDMPI_N+MDMPI_C->META->

� GCF_002920575.1; Streptomyces sp. Ru73; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_900099115.2; Thiotrichales bacterium HS_08; counts= 1; multicellularity status: TRUE

• RVT_1->?->EACC1*->

� GCA_002933535.1; Nocardia nova; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_002934265.1; Actinokineospora auranticolor; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+TM+TM->TM+PBPB->

� GCA_003002815.1; Umezawaea tangerina; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM->

� GCF_003001935.1; Nonomuraea fuscirosea; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB->

� GCA_003011965.1; Streptosporangium nondiastaticum; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_003023875.1; Nocardia sp. MDA0666; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM+TM+TM+TM->

� GCF_000156695.2; Streptomyces; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCA_003013775.1; Micromonospora sp. MH33; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_000412265.2; Streptomyces sp. Mg1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001279685.1; Streptomyces sp. WM6373; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??+SF1-helicase+Vsr(PDDEXK)?->

� GCF_001426405.1; Streptomyces; counts= 1; multicellularity status: TRUE

• low_complexity+EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->||<-MFS_1

� GCA_003030385.1; Plantactinospora sp. BB1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCA_003030345.1; Plantactinospora sp. BC1; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_001590865.1; Streptomyces sp. NBRC 110611; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_003041235.1; Streptomyces sp. A244; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+??->

� GCF_002251155.1; Streptomyces sp. FBKL.4005; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TM?+DUF3558+DUF3558->

� GCF_900269665.1; Nocardia suismassiliense; counts= 1; multicellularity status: TRUE
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• EACC1*->CASPASE+STAND+BetaPropeller+BetaPropeller->

� GCA_003097515.1; Streptomyces sp. HNM0039; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+??->

� GCA_003116775.1; Streptomyces sp. CS147; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_003116715.1; Streptomyces sp. CS081A; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_003121295.1; Streptomyces orinoci; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCF_001756925.1; Streptomyces xinghaiensis; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+PBPB+vWA->

� GCA_003143855.1; Streptomyces sp. NWU339; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+STAND+polar_region+TM+BetaPropeller->

� GCA_003143935.1; Streptomyces sp. Act143; counts= 1; multicellularity status: TRUE

• EACC1*->CASPASE+TPRs->

� GCF_003121585.1; Nocardioides sp. YIM ART13; counts= 1; multicellularity status: TRUE

• EACC1*->

� GCF_003123685.1; Nocardia sp. SYSU K10002; counts= 1; multicellularity status: TRUE

• EACC1+CASPASE*->

� GCA_003148865.1; Lechevalieria deserti; counts= 1; multicellularity status: TRUE

• TM+TM+BPD_transp_1->OppC_N+TM+TM+BPD_transp_1->ABC-ATPase+ABC-ATPase->PBPB->TM+Beta_rich+TM+Beta_rich+TM+TM->EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*->

� GCA_006471505.1; Escherichia coli; counts= 1; multicellularity status: FALSE

• EACC1*->

� GCA_003176715.1; Micromonospora sp. S4605; counts= 1; multicellularity status: TRUE

• TM+TM+TM+Peptidase_M48+TM+DUF4864+??->EACC1*->TPRs+CASPASE->

� GCF_003182135.1; Nocardia neocaledoniensis; counts= 1; multicellularity status: TRUE

• EACC1*->

63



VMAP-ternary systems

acc architecture operon len species gca taxend
AAZ54441.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ Trypco1→ 1523 Thermobifida fusca YX GCA_000012405.1 actinobacteria
ABG51370.1 vWA+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+FGS-

fold_domain
CASPASE+VMAP-C→ MoxR→ ?→ vWA(partial)→ vWA+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+HTH+FGS-fold_domain*→ 1911 Trichodesmium erythraeum

IMS101
GCA_000014265.1 cyanobacteria

ABG51457.1 vWA+FGS-fold_domain+FGS-fold_domain EAD6+VMAP-M12+VMAP-C→ MoxR→ vWA+FGS-fold_domain+FGS-fold_domain*→ 1196 Trichodesmium erythraeum
IMS101

GCA_000014265.1 cyanobacteria

ABG53299.1 vWA+FGS-fold_domain EAD1+Trypsin→ ?→ EAD1+VMAP-M0+VMAP-C→ MoxR→ ?→ ||← ?||vWA+FGS-fold_domain*→ 862 Trichodesmium erythraeum
IMS101

GCA_000014265.1 cyanobacteria

ABW16290.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1500 Frankia sp. EAN1pec GCA_000018005.1 actinobacteria
ABW33201.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ FGS-fold_domain→ 955 Acaryochloris marina

MBIC11017
GCA_000018105.1 cyanobacteria

ACC85234.1 vWA+Calcineurin-like+SAVED VMAP-M1+VMAP-C→ MoxR→ vWA+Calcineurin-like+SAVED*→ 1237 Nostoc punctiforme PCC 73102 GCA_000020025.1 cyanobacteria
ACL45435.1 vWA FGS-fold_domain← ?← ?← ?||VMAP-M1+VMAP-C→ MoxR→ vWA*→ ||← zf-IS66+DDE_Tnp_IS66← TIR+EAD9← ?← Trypsin← Trypco1 745 Cyanothece sp. PCC 7425 GCA_000022045.1 cyanobacteria
ACY97176.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ METALLOPROTEASE+TPRs→ ||← TIR+APATPase+TPRs||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1383 Thermomonospora curvata

DSM 43183
GCA_000024385.1 actinobacteria

ADH69904.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1509 Nocardiopsis dassonvillei subsp.
dassonvillei DSM 43111

GCA_000092985.1 actinobacteria

ADI03786.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← ?← ?← Na_H_Exchanger 1376 Streptomyces bingchenggensis
BCW-1

GCA_000092385.1 actinobacteria

ADO19142.1 vWA vWA*→ ?→ ?→ FGS-fold_domain→ 609 Nostoc flagelliforme str.
Sunitezuoqi

- cyanobacteria

AEV84216.1 vWA+TPRs EAD1+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 915 Actinoplanes sp. SE50/110 GCA_000237145.1 actinobacteria
AFY58464.1 vWA+FGS-fold_domain EAD1+VMAP-M1+VMAP-C→ MoxR→ ?→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 879 Rivularia sp. PCC 7116 GCA_000316665.1 cyanobacteria
AFZ01290.1 vWA+AP-GTPase+COR vWA+MNS+CASPASE+MNS← MoxR← EAD10+VMAP-M1+VMAP-C||?→ CASPASE→ EAD10+VMAP-M1+VMAP-C→ MoxR→ vWA+AP-GTPase+COR*→ 1196 Calothrix sp. PCC 6303 GCA_000317435.1 cyanobacteria
AGI87916.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1108 Streptomyces albus J1074 GCA_000359525.1 actinobacteria
AGM04021.1 vWA+APATPase+wHTH+TPRs VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1449 Amycolatopsis orientalis

HCCB10007
GCA_000400635.2 actinobacteria

AGP53016.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1194 Streptomyces rapamycinicus
NRRL 5491

GCA_000418455.1 actinobacteria

AGS71776.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1323 Streptomyces collinus Tu 365 GCA_000444875.1 actinobacteria
AHH96337.1 vWA+TIR+BetaPropeller EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+TIR+BetaPropeller*→ ?→ ?→ ||← cNMP_cyclase+EAD2||cNMP_binding+HTH_Crp_2→ ?→ SIR2→ 1185 Kutzneria albida DSM 43870 GCA_000525635.1 actinobacteria
AHJ30118.1 vWA+beta-rich-region+HTH+FGS-fold_domain TIR+EAD6→ EAD6+VMAP-M5→ VMAP-C→ MoxR→ vWA+beta-rich-region+HTH+FGS-fold_domain*→ four_helix_bundle_protein→ RVT_1→ 1076 Nodularia spumigena CCY9414 GCA_000340565.3 cyanobacteria
AIG79293.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1458 Amycolatopsis japonica GCA_000732925.1 actinobacteria
AIJ13394.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1147 Streptomyces lividans TK24 GCA_000739105.1 actinobacteria
AIS01610.1 vWA+TIR+APATPase+wHTH+TPRs DRHyd+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+wHTH+TPRs*→ 1416 Streptomyces glaucescens GCA_000761215.1 actinobacteria
AIV38673.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1102 Streptomyces sp.

CCM_MD2014
GCA_000772045.1 actinobacteria

AJK55727.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← ?||?→ ||← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1463 Amycolatopsis lurida NRRL
2430

GCA_000749465.2 actinobacteria

AJP03761.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1118 Streptomyces cyaneogriseus
subsp. noncyanogenus

GCA_000931445.1 actinobacteria

AKI98917.1 vWA+SLOG+SLOG+TPRs EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+SLOG+SLOG+TPRs*→ EAD1+Trypsin→ 1959 Archangium gephyra GCA_001027285.1 deltaproteobacteria
AKJ08455.1 vWA+SLOG EAD1+VMAP-M1+VMAP-C→ vWA+SLOG*→ 1054 Archangium gephyra GCA_001027285.1 deltaproteobacteria
AKJ10474.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← FXSXX-COOH-like← Trypsin+EAD2||?→ ?→ ?→ ?→ DUF397→ 1201 Streptomyces incarnatus GCA_001027185.1 actinobacteria
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acc architecture operon len species gca taxend
AKN68644.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ 1261 Streptomyces sp. PBH53 GCA_001040905.1 actinobacteria
AKN69695.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1303 Streptomyces sp. PBH53 GCA_001040905.1 actinobacteria
AKV66222.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis panniformis

FACHB-1757
GCA_001264245.1 cyanobacteria

AKV67733.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ||← ?||FGS-fold_domain→ 961 Microcystis panniformis
FACHB-1757

GCA_001264245.1 cyanobacteria

AKV70250.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ||← ?← ?||FGS-fold_domain→ 884 Microcystis panniformis
FACHB-1757

GCA_001264245.1 cyanobacteria

ALB40811.1 vWA+FGS-fold_domain EAD6+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 880 Anabaena sp. WA102 GCA_001277295.1 cyanobacteria
ALC19574.1 vWA+Tubulin Trypco1→ Trypsin+VMAP-M7+VMAP-C→ MoxR→ vWA+Tubulin*→ 1629 Streptomyces pristinaespiralis GCA_001278075.1 actinobacteria
ALC31298.1 vWA+REase+SWACOS+TPRs+cNMP_cyclase CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+REase+SWACOS+TPRs+cNMP_cyclase*→ 1713 Streptomyces sp. CFMR 7 GCA_001278095.1 actinobacteria
ALG12738.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C→ MoxR→

vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like
1395 Kibdelosporangium

phytohabitans
GCA_001302585.1 actinobacteria

ALM38630.1 vWA+TPRs low-complexity+HDxxH+VMAP-M0→ VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ ?→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. FR-008 GCA_001431765.1 actinobacteria
ALO96113.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1160 Streptomyces hygroscopicus

subsp. limoneus
GCA_001447075.1 actinobacteria

ALV33603.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1125 Streptomyces sp. CdTB01 GCA_001484565.1 actinobacteria
AMM08319.1 vWA+TPRs TCAD15||Trypco1→ VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1039 Streptomyces albus GCA_001577385.1 actinobacteria
AMV25224.1 EAD1+HD+vWA+NEFF1 EAD1+HD← EAD1+Trypsin||VMAP-M21+VMAP-C→ MoxR→ EAD1+HD+vWA+NEFF1*→ 1336 Gemmata sp. SH-PL17 GCA_001610855.1 planctomycetes
AMW10311.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1423 Streptomyces sp. S10(2016) GCA_001611795.1 actinobacteria
AMW13454.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1500 Streptomyces sp. S10(2016) GCA_001611795.1 actinobacteria
ANJ11717.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1201 Streptomyces parvulus GCA_001660045.1 actinobacteria
ANL87877.1 vWA+REC+SLOG+CASPASE EAD5+Trypsin→ EAD5+VMAP-M4+VMAP-C→ MoxR→ vWA+REC+SLOG+CASPASE*→ 1509 Rhizobium phaseoli GCA_001664405.1 alphaproteobacteria
ANN22215.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1202 Amycolatopsis orientalis GCA_000943515.2 actinobacteria
ANP56390.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2||?→ Trypco2→ 1201 Streptomyces

griseochromogenes
GCA_001542625.2 actinobacteria

ANS63696.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← CASPASE+EAD2 1315 Streptomyces lincolnensis GCA_001685355.1 actinobacteria
ANS68576.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1508 Streptomyces lincolnensis GCA_001685355.1 actinobacteria
ANS69559.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Z1*→ 1269 Streptomyces lincolnensis GCA_001685355.1 actinobacteria
ANS70744.1 vWA+STAND_NTPase+Trypsin+TIR+CASPASE+EAD2 AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+Trypsin+TIR+CASPASE+EAD2*→ 1564 Streptomyces lincolnensis GCA_001685355.1 actinobacteria
AOR30905.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 779 Streptomyces puniciscabiei GCA_001735805.1 actinobacteria
AOR34174.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1190 Streptomyces puniciscabiei GCA_001735805.1 actinobacteria
AOT62241.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI Trypco1→ ?→ ?→ AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1810 Streptomyces rubrolavendulae GCA_001750785.1 actinobacteria
APC37890.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1509 Nocardiopsis dassonvillei GCA_001877055.1 actinobacteria
APU44607.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1088 Streptomyces sp. TN58 GCA_001941845.1 actinobacteria
AQA11755.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1171 Streptomyces autolyticus GCA_001983975.1 actinobacteria
AQT76777.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1093 Streptomyces sp. fd1-xmd GCA_002007685.1 actinobacteria
ARF57533.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1334 Streptomyces gilvosporeus GCA_002082195.1 actinobacteria
ARH93170.1 vWA+TPRs TCAD15||Trypco1→ PSE→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1134 Streptomyces sp. MOE7 GCA_002090335.1 actinobacteria
ARH94837.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA(partial)→ vWA*→ 335 Streptomyces sp. MOE7 GCA_002090335.1 actinobacteria
ARQ68581.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1094 Streptomyces sp. SCSIO 03032 GCA_002128305.1 actinobacteria
BAE95415.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1111 Streptomyces kanamyceticus - actinobacteria
BAG18883.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1001 Streptomyces griseus subsp.

griseus NBRC 13350
GCA_000010605.1 actinobacteria

BAS55188.1 vWA+FGS-fold_domain TIR+EAD9→ EAD9+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 1083 Leptolyngbya boryana IAM
M-101

GCA_002142475.1 cyanobacteria

BAU85996.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1091 Streptomyces laurentii GCA_002355495.1 actinobacteria
BAU87440.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1575 Streptomyces laurentii GCA_002355495.1 actinobacteria
BAY12967.1 vWA+MNS EAD8+VMAP-M1+VMAP-C→ MoxR→ ?→ vWA+MNS*→ 1139 Calothrix sp. NIES-2098 GCA_002368175.1 cyanobacteria
BAZ13460.1 vWA+GUN4+FGS-fold_domain EAD1+Trypsin→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+GUN4+FGS-fold_domain*→ 1035 Calothrix sp. NIES-4071 GCA_002368455.1 cyanobacteria
BAZ33904.1 vWA+Glyco_trans_4_4+Glycos_transf_1 cNMP_cyclase+VMAP-M1+VMAP-C→ MoxR→ vWA+Glyco_trans_4_4+Glycos_transf_1*→ FGS-fold_domain→ 1018 Cylindrospermum sp.

NIES-4074
GCA_003994795.1 cyanobacteria
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CAF33302.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1793 Streptomyces fradiae - actinobacteria
CAH05112.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1796 Streptomyces fradiae - actinobacteria
CAO86961.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← ?||?→ ||← ?← ?||?→ FGS-fold_domain→ 964 Microcystis aeruginosa PCC

7806
- cyanobacteria

CBG74991.1 vWA+APATPase+wHTH+TPRs TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA→ MoxR→ vWA+APATPase+TPRs*→ 1029 Streptomyces scabiei 87.22 GCA_000091305.1 actinobacteria
CBG74993.1 vWA TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA*→ MoxR→ vWA+APATPase+TPRs→ 460 Streptomyces scabiei 87.22 GCA_000091305.1 actinobacteria
CCH29662.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_cyclase+EAD2 1326 Saccharothrix espanaensis DSM

44229
GCA_000328705.1 actinobacteria

CCH33419.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1447 Saccharothrix espanaensis DSM
44229

GCA_000328705.1 actinobacteria

CCH34758.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← ?← ?← TCAD15 1335 Saccharothrix espanaensis DSM
44229

GCA_000328705.1 actinobacteria

CCI02683.1 vWA Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA*→ 583 Microcystis aeruginosa PCC
9443

GCA_000312185.1 cyanobacteria

CCI03549.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ?→ FGS-fold_domain→ 930 Microcystis aeruginosa PCC
9443

GCA_000312185.1 cyanobacteria

CCK25370.1 vWA+HTH CASPASE+VMAP-M0+VMAP-C→ vWA+HTH*→ 762 Streptomyces davawensis JCM
4913

GCA_000349325.1 actinobacteria

CCK29233.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2||FXSXX-COOH-like→
METALLOPROTEASE+TPRs→

1276 Streptomyces davawensis JCM
4913

GCA_000349325.1 actinobacteria

CEL17030.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||?→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→
vWA+APATPase+wHTH+TPRs→

1441 Kibdelosporangium sp.
MJ126-NF4

GCA_000826545.1 actinobacteria

CEL17037.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||?→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||←
METALLOPROTEASE+TPRs

1403 Kibdelosporangium sp.
MJ126-NF4

GCA_000826545.1 actinobacteria

CNF91710.1 vWA+FtsK+FtsK+CASPASE+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+CASPASE+FtsK*→ 1677 Mycobacterium tuberculosis GCA_001160225.1 actinobacteria
CQR61924.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1118 Streptomyces leeuwenhoekii GCA_001013905.1 actinobacteria
CQR62799.1 vWA+Pkinase+NUDIX VMAP-M2+VMAP-C→ MoxR→ vWA+Pkinase+NUDIX*→ 1271 Streptomyces leeuwenhoekii GCA_001013905.1 actinobacteria
CUM41332.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1193 Streptomyces venezuelae GCA_001406115.1 actinobacteria
CUM41527.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1526 Streptomyces venezuelae GCA_001406115.1 actinobacteria
CUU60227.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1582 Frankia sp. G2 GCA_001536285.1 actinobacteria
CUW28293.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1288 Streptomyces reticuli GCA_001511815.1 actinobacteria
CUW31051.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1217 Streptomyces reticuli GCA_001511815.1 actinobacteria
EAW35097.1 vWA+FGS-fold_domain EAD4+VMAP-M3+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 894 Lyngbya sp. PCC 8106 GCA_000169095.1 cyanobacteria
EDX26496.1 vWA ← cNMP_binding+HTH_Crp_2← ?← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA*→ 537 Streptomyces sp. Mg1 GCA_000154885.1 actinobacteria
EFC84333.1 vWA+DO-GTPase2 TIR+VMAP-M2+VMAP-C→ MoxR→ vWA+DO-GTPase2*→ 1017 Frankia sp. EUN1f GCA_000177675.1 actinobacteria
EFD69442.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA→ vWA+Pkinase+HTH+TPRs+cNMP_cyclase*→ 1038 Streptomyces lividans TK24 GCA_000158935.1 actinobacteria
EFD69443.1 vWA_protein Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA*→ vWA+Pkinase+HTH+TPRs+cNMP_cyclase→ 296 Streptomyces lividans TK24 GCA_000158935.1 actinobacteria
EFE78827.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1347 Streptomyces roseosporus

NRRL 15998
GCA_000156455.1 actinobacteria

EFH31709.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ ||← DUF397 967 Streptomyces pristinaespiralis
ATCC 25486

GCA_000154945.1 actinobacteria

EFL17576.1 vWA ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 583 Streptomyces sp. C GCA_000158895.1 actinobacteria
EFL20927.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1469 Streptomyces himastatinicus

ATCC 53653
GCA_000158915.1 actinobacteria

EFL31903.1 vWA Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA*→ 570 Streptomyces
viridochromogenes DSM 40736

GCA_000158955.1 actinobacteria

EFL34810.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1000 Streptomyces
viridochromogenes DSM 40736

GCA_000158955.1 actinobacteria

EFL35514.1 vWA EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA*→ TIR+APATPase+TPRs→ ?→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 464 Streptomyces
viridochromogenes DSM 40736

GCA_000158955.1 actinobacteria

EFO80365.1 vWA+TPRs ← CASPASE+TCAD1+TCAD2||CASPASE+TCAD1+DUF4404→ VMAP-M13+VMAP-C→ MoxR→ vWA+TPRs*→ 1062 Oscillochloris trichoides DG-6 GCA_000152145.1 chloroflexi
EGE41651.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1001 Streptomyces sp. ACT-1 GCA_000177175.2 actinobacteria
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EHM30204.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 1329 Streptomyces sp. W007 GCA_000239075.2 actinobacteria
EHR73674.1 vWA+HTH AB_hydrolase→ CASPASE+VMAP-M15+VMAP-C→ MoxR→ vWA+HTH*→ 881 Burkholderiales bacterium

JOSHI_001
GCA_000244995.1 betaproteobacteria

EIF91212.1 vWA+Pkinase vWA+Pkinase*→ 686 Streptomyces tsukubensis
NRRL18488

GCA_000297155.2 actinobacteria

EIP98807.1 vWA+REC+HTH+SLOG TCAD5+AB_hydrolase+TCAD7+macroglobulin-like+CASPASE→ CASPASE+VMAP-C→ MoxR→ vWA+REC+HTH+SLOG*→ 1192 Opitutaceae bacterium TAV1 GCA_000243495.3 verrucomicrobia
EIV90731.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← ?← EAD5+TIR 1480 Frankia sp. QA3 GCA_000262465.1 actinobacteria
EKC91743.1 vWA+TPRs VMAP-C(partial)→ MoxR→ vWA+TPRs*→ 899 Streptomyces sp. SM8 - actinobacteria
EKU96832.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+EAD9→ EAD9+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ RVT_1→ FGS-fold_domain→ 926 Leptolyngbya sp. PCC 7375 GCA_000316115.1 cyanobacteria
EKU96985.1 vWA+BetaPropeller+FGS-fold_domain FGS-fold_domain→ EAD1+Trypsin→ ?→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+BetaPropeller+FGS-fold_domain*→ FGS-fold_domain→ ||← RVT_1← four_helix_bundle_protein 1247 Leptolyngbya sp. PCC 7375 GCA_000316115.1 cyanobacteria
ELQ77549.1 vWA ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ 345 Streptomyces rimosus subsp.

rimosus ATCC 10970
GCA_000331185.1 actinobacteria

EME53021.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1468 Amycolatopsis decaplanina
DSM 44594

GCA_000342005.1 actinobacteria

EMF02657.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1056 Streptomyces mobaraensis
NBRC 13819 = DSM 40847

GCA_000342125.1 actinobacteria

EOY47501.1 vWA+Pkinase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase*→ 449 Streptomyces lividans 1326 GCA_000403665.1 actinobacteria
EOY50271.1 vWA ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ ?→ ?→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 356 Streptomyces lividans 1326 GCA_000403665.1 actinobacteria

EPD55277.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1151 Streptomyces sp. HGB0020 GCA_000411315.1 actinobacteria
EPF21804.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA(partial)→ vWA+FGS-fold_domain*→ 706 Microcystis aeruginosa SPC777 GCA_000412595.1 cyanobacteria
EPH45106.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1092 Streptomyces aurantiacus JA

4570
GCA_000414115.1 actinobacteria

EPH45390.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← CASPASE+EAD2 1294 Streptomyces aurantiacus JA
4570

GCA_000414115.1 actinobacteria

EPJ42712.1 vWA+EAD2+CASPASE+EAD2 EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+EAD2+CASPASE+EAD2*→ 997 Streptomyces afghaniensis 772 GCA_000415505.1 actinobacteria
ESP99762.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1106 Streptomyces sp. GBA 94-10 GCA_000495635.1 actinobacteria
ESQ05820.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1106 Streptomyces sp. PVA 94-07 GCA_000495755.1 actinobacteria
ESQ11649.1 vWA_protein Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA_protein*→ 586 uncultured Thiohalocapsa sp.

PB-PSB1
GCA_000495615.1 gammaproteobacteria

EST31053.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1121 Streptomyces niveus NCIMB
11891

GCA_000497425.1 actinobacteria

EST34701.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1484 Streptomyces roseochromogenus
subsp. oscitans DS 12.976

GCA_000497445.1 actinobacteria

EWM11539.1 vWA+TIR+BetaPropeller EAD2+VMAP-M0+VMAP-C→ vWA+TIR+BetaPropeller*→ ?→ ?→ cNMP_binding+HTH_Crp_2→ 1096 Kutzneria sp. 744 GCA_000568255.1 actinobacteria
EXU70110.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1172 Streptomyces sp. PRh5 GCA_000590515.1 actinobacteria
EYU68527.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 839 Streptomyces sp. PCS3-D2 GCA_000612545.1 actinobacteria
EYU71427.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. PCS3-D2 GCA_000612545.1 actinobacteria

GAO06359.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1127 Streptomyces sp. NBRC 110027 GCA_000829715.2 actinobacteria
GAO06532.1 vWA+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← ?||?→ ||← AB_hydrolase 1588 Streptomyces sp. NBRC 110027 GCA_000829715.2 actinobacteria
GAP48484.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1477 Streptomyces azureus GCA_001270025.1 actinobacteria
GAP50094.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1448 Streptomyces azureus GCA_001270025.1 actinobacteria
GAQ55305.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1190 Streptomyces acidiscabies GCA_001485105.1 actinobacteria
GAQ56299.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1047 Streptomyces acidiscabies GCA_001485105.1 actinobacteria
GAQ67487.1 vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-

coil+CASPASE
AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-coil+CASPASE*→ ||← ?← ?← TIR+APATPase+TPRs 1797 Streptomyces scabiei GCA_001485125.1 actinobacteria

GAT82291.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs||?→ Trypco1→ 1628 Streptomyces sp. F-3 GCA_001653115.1 actinobacteria
GAV40520.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1258 Streptomyces acidiscabies GCA_001949645.1 actinobacteria
GAV42170.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1017 Streptomyces acidiscabies GCA_001949645.1 actinobacteria
GAV44387.1 vWA+TIR+FxsC_Cter(partial) vWA+TIR+FxsC_Cter(partial)*→ 765 Streptomyces acidiscabies GCA_001949645.1 actinobacteria
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KDR57872.1 vWA VMAP-C_protein→ MoxR→ vWA*→ 569 Arthrospira platensis str.

Paraca
GCA_000175415.3 cyanobacteria

KDS87355.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ SIR2→ 1158 Streptomyces fradiae - actinobacteria
KES08164.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1111 Streptomyces toyocaensis GCA_000725125.1 actinobacteria
KIF16909.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 878 Aphanocapsa montana

BDHKU210001
GCA_000817745.1 cyanobacteria

KIF79231.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1108 Streptomyces sp. 150FB GCA_000818195.1 actinobacteria
KIH98248.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Radical_SAM← FXSXX-COOH-like 1426 Streptomonospora alba GCA_000826685.1 actinobacteria
KIR65538.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ ?→ TIR+APATPase+TPRs→ 1129 Micromonospora carbonacea GCA_000876225.1 actinobacteria
KIX48996.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces griseus - actinobacteria
KJK39591.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1508 Streptomyces variegatus GCA_000955965.1 actinobacteria
KJK41459.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1423 Streptomyces variegatus GCA_000955965.1 actinobacteria
KJK51066.1 vWA+APATPase+wHTH+TPRs ← cNMP_binding+HTH_Crp_2||MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1204 Lechevalieria aerocolonigenes GCA_000955955.1 actinobacteria
KJY16212.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. NRRL S-104 GCA_000966965.1 actinobacteria
KJY21448.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. NRRL S-104 GCA_000966965.1 actinobacteria

KJY37233.1 vWA vWA*→ 346 Streptomyces katrae GCA_000966975.1 actinobacteria
KJY41391.1 vWA ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ 467 Streptomyces sp. NRRL S-444 GCA_000966985.1 actinobacteria
KMO98800.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1071 Streptomyces roseus GCA_001044425.1 actinobacteria
KMS71131.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← FXSXX-COOH-like← Trypsin+EAD2 1201 Streptomyces

viridochromogenes
GCA_001047325.1 actinobacteria

KMS80645.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1118 Streptomyces leeuwenhoekii GCA_001047315.1 actinobacteria
KMS83272.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1238 Streptomyces regensis GCA_001047335.1 actinobacteria
KMS84544.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1313 Streptomyces regensis GCA_001047335.1 actinobacteria
KMW70431.1 vWA+FGS-fold_domain FGS-fold_domain→ ||← ?← ?||EAD4+VMAP-M3+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ FGS-fold_domain→ 884 Limnoraphis robusta CS-951 GCA_000972705.2 cyanobacteria
KMW70584.1 vWA_protein FGS-fold_domain→ ||← ?← ?||EAD4+VMAP-M3+VMAP-C→ MoxR→ vWA_protein*→ 354 Limnoraphis robusta CS-951 GCA_000972705.2 cyanobacteria
KND29573.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1217 Streptomyces acidiscabies GCA_001189015.1 actinobacteria
KND32413.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1100 Streptomyces acidiscabies GCA_001189015.1 actinobacteria
KND33426.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1329 Streptomyces europaeiscabiei GCA_001189025.1 actinobacteria
KOG25205.1 vWA_protein Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA_protein*→ 277 Streptomyces

viridochromogenes
GCA_001270515.1 actinobacteria

KOG25691.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1355 Streptomyces
viridochromogenes

GCA_001270515.1 actinobacteria

KOG44801.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1144 Streptomyces virginiae GCA_001270565.1 actinobacteria

KOG57815.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1098 Streptomyces virginiae GCA_001270565.1 actinobacteria
KOG73838.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1235 Streptomyces antibioticus GCA_001270635.1 actinobacteria
KOT34693.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces sp. NRRL

WC-3701
GCA_001279025.1 actinobacteria

KOT44382.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1085 Streptomyces rimosus subsp.
rimosus

GCA_001279015.1 actinobacteria

KOT47672.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1085 Streptomyces rimosus subsp.
rimosus

GCA_001279065.1 actinobacteria

KOT61113.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1742 Streptomyces rimosus subsp.
rimosus

GCA_001279065.1 actinobacteria

KOT93823.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1733 Streptomyces sp. NRRL F-5755 GCA_001279365.1 actinobacteria
KOT96760.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1085 Streptomyces rimosus subsp.

pseudoverticillatus
GCA_001279345.1 actinobacteria

KOT99550.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces rimosus subsp.
pseudoverticillatus

GCA_001279345.1 actinobacteria

KOU00046.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ TIR+APATPase+TPRs→ 1094 Streptomyces sp. NRRL F-5755 GCA_001279365.1 actinobacteria
KOU06764.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1125 Streptomyces sp. NRRL F-4711 GCA_001279355.1 actinobacteria

5



acc architecture operon len species gca taxend
KOU20535.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1098 Streptomyces sp. WM6368 GCA_001279625.1 actinobacteria
KOU20844.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1076 Streptomyces sp. WM6349 GCA_001279445.1 actinobacteria
KOU33656.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. WM6373 GCA_001279685.1 actinobacteria
KOU34863.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. WM6373 GCA_001279685.1 actinobacteria
KOU55156.1 vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial) vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*→ ||← DUF397 1147 Streptomyces sp. MMG1533 GCA_001279775.1 actinobacteria
KOU62395.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1532 Streptomyces sp. MMG1533 GCA_001279775.1 actinobacteria
KOU66101.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ vWA+TPRs*→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1041 Streptomyces sp. WM4235 GCA_001279725.1 actinobacteria
KOU66771.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. IGB124 GCA_001279935.1 actinobacteria
KOU75547.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. XY66 GCA_001279905.1 actinobacteria
KOU88266.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. XY58 GCA_001279855.1 actinobacteria
KOU97671.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1076 Streptomyces sp. XY511 GCA_001279485.1 actinobacteria
KOV10493.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-C→ MoxR→ vWA+TPRs*→ 2147 Streptomyces sp. XY431 GCA_001279805.1 actinobacteria
KOV19775.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1077 Streptomyces sp. XY413 GCA_001279765.1 actinobacteria
KOV37678.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1077 Streptomyces sp. H021 GCA_001279495.1 actinobacteria
KOV64928.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1186 Streptomyces sp. AS58 GCA_001279985.1 actinobacteria
KOV86253.1 vWA+TPRs MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ Radical_SAM→ ?→ STAND_NTPase→ TIR+APATPase+TPRs→ ||← DUF397 1078 Streptomyces sp. NRRL

WC-3618
GCA_001280005.1 actinobacteria

KOV97699.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1313 Streptomyces sp. NRRL
WC-3723

GCA_001280045.1 actinobacteria

KOV97767.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1235 Streptomyces sp. NRRL
WC-3723

GCA_001280045.1 actinobacteria

KOX08458.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1254 Micromonospora sp. NRRL
B-16802

GCA_001279555.1 actinobacteria

KOX39399.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ ?→ ?→
CASPASE→

1125 Streptomyces sp. NRRL F-4707 GCA_001279605.1 actinobacteria

KOX52870.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ ?→
CASPASE→ TIR+APATPase+TPRs→

1125 Streptomyces sp. NRRL F-7442 GCA_001279615.1 actinobacteria

KPC67231.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1077 Streptomyces chattanoogensis GCA_001294335.1 actinobacteria
KPC72055.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1503 Streptomyces sp. NRRL

WC-3753
GCA_001294395.1 actinobacteria

KPC90543.1 vWA+TPRs TCAD15→ ?→ ?→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1054 Streptomyces sp. NRRL F-6602 GCA_001294325.1 actinobacteria
KPH99459.1 vWA+BetaPropeller AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+BetaPropeller*→ 852 Actinobacteria bacterium

OK006
GCA_001298565.1 actinobacteria

KPH99925.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 1498 Actinobacteria bacterium
OV450

GCA_001298555.1 actinobacteria

KPI09079.1 vWA+APATPase+wHTH+TPRs EAD2+TIR→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1290 Actinobacteria bacterium
OK006

GCA_001298565.1 actinobacteria

KPI10108.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||FXSXX-COOH-like→
METALLOPROTEASE+TPRs→

1317 Actinobacteria bacterium
OK006

GCA_001298565.1 actinobacteria

KPI17053.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ SIR2→ 1168 Actinobacteria bacterium
OK074

GCA_001298575.1 actinobacteria

KPI25952.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1165 Actinobacteria bacterium
OV320

GCA_001298545.1 actinobacteria

KPI32272.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1122 Actinobacteria bacterium
OV320

GCA_001298545.1 actinobacteria

KPQ32127.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ ||← RVT_1← four_helix_bundle_protein 920 Phormidesmis priestleyi Ana GCA_001314865.1 cyanobacteria
KPQ33019.1 vWA+FGS-fold_domain EAD1+Trypsin→ ?→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ FGS-fold_domain→ 1004 Phormidesmis priestleyi Ana GCA_001314865.1 cyanobacteria
KQC35451.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← FXSXX-COOH-like 1199 Frankia sp. ACN1ag GCA_001414035.1 actinobacteria
KQM03129.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1380 Frankia sp. CpI1-P GCA_001421075.1 actinobacteria
KRD17930.1 vWA+APATPase+wHTH+TPRs DUF397→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← vWA← EAD2+VMAP-M0+VMAP-C 870 Streptomyces sp. Root264 GCA_001428885.1 actinobacteria
KST64955.1 vWA+Ntox3+MACRODOMAIN+FGS-fold_domain EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+Ntox3+MACRODOMAIN+FGS-fold_domain*→ 1071 Mastigocoleus testarum BC008 GCA_001456025.1 cyanobacteria
KUF20465.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1213 Streptomyces silvensis GCA_001482415.1 actinobacteria
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KUH39613.1 vWA_protein AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA_protein*→ vWA(partial)+APATPase+wHTH+cNMP_cyclase+NaeI→ 502 Streptomyces kanasensis GCA_001484625.1 actinobacteria
KUJ68393.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← PSE← FXSXX-COOH-like 1473 Streptomyces albus subsp. albus GCA_001507455.1 actinobacteria
KUL22000.1 vWA+APATPase+wHTH+TPRs FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ PNP_UDP_1+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 1255 Actinoplanes awajinensis subsp.

mycoplanecinus
GCA_001509495.1 actinobacteria

KUL67220.1 vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) SIR2→ ||← ?← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1367 Streptomyces violaceusniger GCA_001509775.1 actinobacteria
KUN02935.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1115 Streptomyces yokosukanensis GCA_001514035.1 actinobacteria
KUN19774.1 vWA+TIR+APATPase+wHTH+TPRs DRHyd+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+wHTH+TPRs*→ 1340 Streptomyces antibioticus GCA_001514065.1 actinobacteria
KUN28796.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ PSE→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1412 Streptomyces antibioticus GCA_001514065.1 actinobacteria
KUN39593.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1526 Streptomyces longwoodensis GCA_001514125.1 actinobacteria
KUN44905.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1296 Streptomyces olivochromogenes GCA_001514115.1 actinobacteria
KUN49123.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1667 Streptomyces avermitilis GCA_001514135.1 actinobacteria
KUN87228.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1443 Streptomyces griseoruber GCA_001514205.1 actinobacteria
KUN89326.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ KAP_NTPase→ 806 Streptomyces griseoruber GCA_001514205.1 actinobacteria
KUN98985.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1105 Streptomyces caeruleatus GCA_001514235.1 actinobacteria
KUO22454.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1396 Streptomyces sp. RV15 GCA_001514305.1 actinobacteria
KYK10151.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 991 Streptomyces sp. CC71 GCA_001595515.1 actinobacteria
KYK14919.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger 1391 Streptomyces sp. CC71 GCA_001595515.1 actinobacteria
OBQ03799.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 870 Anabaena sp. AL09 GCA_001672255.1 cyanobacteria
OBQ11326.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 871 Anabaena sp. LE011-02 GCA_001672225.1 cyanobacteria
OBQ20858.1 vWA+FGS-fold_domain vWA+FGS-fold_domain*→ 880 Anabaena sp. AL93 GCA_001672085.1 cyanobacteria
OBQ35051.1 vWA+FGS-fold_domain Trypco1→ VMAP-M1+EAD6+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 789 Anabaena sp. CRKS33 GCA_001672075.1 cyanobacteria
OBQ40142.1 vWA+FGS-fold_domain Trypco1→ MoxR→ vWA+FGS-fold_domain*→ 870 Anabaena sp. MDT14b GCA_001672195.1 cyanobacteria
OBQ42247.1 vWA+beta-rich-region+HTH+FGS-fold_domain cNMP_cyclase+EAD1→ EAD1+VMAP-M24+VMAP-C→ MoxR→ vWA+beta-rich-region+HTH+FGS-fold_domain*→ ?→ ||← RVT_1← four_helix_bundle_protein← FGS-fold_domain 1075 Aphanizomenon flos-aquae

WA102
GCA_001672105.1 cyanobacteria

OEV11574.1 vWA TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ 299 Streptomyces nanshensis GCA_001751255.1 actinobacteria
OEV17914.1 vWA AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA→ vWA*→ 369 Streptomyces nanshensis GCA_001751305.1 actinobacteria
OEV17915.1 vWA AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA*→ vWA→ 354 Streptomyces nanshensis GCA_001751305.1 actinobacteria
OEV28767.1 vWA Trypsin+HDxxH+VMAP-M0→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA*→ ?→ TIR+APATPase+TPRs→ 606 Streptomyces nanshensis GCA_001751265.1 actinobacteria
OHV36996.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs 1397 Frankia sp. EUN1h GCA_001854645.1 actinobacteria
OHV37160.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1281 Frankia sp. EUN1h GCA_001854645.1 actinobacteria
OIJ95017.1 vWA+SFII-helicase+DUF3427 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+DUF3427*→ 1325 Streptomyces sp. MUSC 93 GCA_001866645.1 actinobacteria
OIK25119.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← PSE← FXSXX-COOH-like← Trypsin+EAD2 1218 Streptomyces malaysiense GCA_000980885.2 actinobacteria
OKH35591.1 vWA+FGS-fold_domain cNMP_cyclase+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 863 Phormidium ambiguum IAM

M-71
GCA_001904725.1 cyanobacteria

OKI00871.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1137 Streptomyces sp. CB02923 GCA_001905005.1 actinobacteria
OKI13910.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1444 Saccharothrix sp. CB00851 GCA_001905065.1 actinobacteria
OKI29456.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1076 Streptomyces sp. CB03578 GCA_001905025.1 actinobacteria
OKI29918.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← cNMP_cyclase+EAD2 1294 Saccharothrix sp. CB00851 GCA_001905065.1 actinobacteria
OKI39951.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→

FXSXX-COOH-like→ METALLOPROTEASE+TPRs→
1508 Streptomyces sp. CB03578 GCA_001905025.1 actinobacteria

OKI55839.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 1328 Streptomyces sp. CB00072 GCA_001905575.1 actinobacteria
OKI62008.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 1522 Streptomyces sp. MJM1172 GCA_001905425.1 actinobacteria
OKI68699.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1347 Streptomyces sp. TSRI0445 GCA_001905405.1 actinobacteria
OKI79079.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1329 Streptomyces sp. TSRI0395 GCA_001905525.1 actinobacteria
OKJ43967.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1132 Streptomyces sp. CB01580 GCA_001905795.1 actinobacteria
OKJ54712.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1329 Streptomyces sp. CB02115 GCA_001905645.1 actinobacteria
OKJ83696.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1358 Streptomyces sp. CB01883 GCA_001905855.1 actinobacteria
OKJ89683.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1489 Streptomyces sp. TSRI0107 GCA_001905845.1 actinobacteria
OKK02915.1 vWA+APATPase+wHTH+TPRs AB_hydrolase→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1279 Streptomyces sp. CB03234 GCA_001905885.1 actinobacteria
OKK13505.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1426 Streptomyces sp. CB02400 GCA_001905725.1 actinobacteria
OKK20627.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1122 Streptomyces sp. CB00455 GCA_001905445.1 actinobacteria
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OLC62284.1 vWA+Glyco_transf_20 MoxR→ vWA+Glyco_transf_20*→ 1123 Ktedonobacter sp.

13_1_40CM_4_52_4
GCA_001918255.1 chloroflexi

OLO30728.1 vWA+TIR+FxsC_Cter ← PNP_UDP_1+EAD2||AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1009 Streptomyces sp. MNU77 GCA_000935135.2 actinobacteria
OLZ67587.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1282 Streptomyces sp. IMTB 2501 GCA_001953885.1 actinobacteria
OLZ74128.1 vWA+TPRs ← TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1094 Streptomyces amritsarensis GCA_001953875.1 actinobacteria
OMI34266.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1440 Streptomyces sparsogenes DSM

40356
GCA_001969965.1 actinobacteria

OMI41127.1 vWA+Pkinase+Pkinase vWA+Pkinase+Pkinase*→ Porphobil_deam+Porphobil_deamC→ 836 Streptomyces sparsogenes DSM
40356

GCA_001969965.1 actinobacteria

ONH30898.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ TIR+APATPase+TPRs→ ||← METALLOPROTEASE+TPRs 1329 Frankia sp. M16386 GCA_001983105.1 actinobacteria
OOC02455.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1202 Amycolatopsis azurea DSM

43854
GCA_001995215.1 actinobacteria

OOQ46879.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ KAP_NTPase→ 805 Streptomyces antibioticus GCA_002019855.1 actinobacteria
OOQ51257.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2||METALLOPROTEASE+TPRs→ 1250 Streptomyces antibioticus GCA_002019855.1 actinobacteria
OOQ52337.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1161 Streptomyces antibioticus GCA_002019855.1 actinobacteria
OQY51160.1 vWA_protein VMAP-C(partial)→ VMAP-C(partial)→ ?→ ?→ ?→ MoxR→ vWA_protein*→ 588 Beggiatoa sp. 4572_84 GCA_002085445.1 gammaproteobacteria
OSC70555.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2→ VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1178 Streptomyces sp. 4F GCA_002104855.1 actinobacteria
OSC74050.1 vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase*→ 1256 Streptomyces sp. BF-3 GCA_002104865.1 actinobacteria
OSZ59308.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1106 Streptomyces pharetrae CZA14 GCA_002128465.1 actinobacteria
OSZ60893.1 vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C ← TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ 1351 Streptomyces pharetrae CZA14 GCA_002128465.1 actinobacteria
OUC12065.1 vWA_protein Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA_protein*→ FGS-fold_domain→ FGS-fold_domain→ 410 Alkalinema sp. CACIAM 70d GCA_002148405.1 cyanobacteria
PBC92565.1 vWA+cNMP_binding+HTH_Crp_2+TerD AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_binding+HTH_Crp_2+TerD*→ 1494 Streptomyces sp. Ag82_O1-15 GCA_002300485.1 actinobacteria
PDW02245.1 vWA+Pkinase+REC+TCAD9+APHkinase vWA+Pkinase+REC+TCAD9+APHkinase*→ 1297 Chloroflexi bacterium Kir15-3F GCA_002532535.1 chloroflexi
PJN27976.1 vWA+BetaPropeller+Pkinase+TIR Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+BetaPropeller+Pkinase+TIR*→ 1356 Kitasatospora sp. CB02891 GCA_002803145.1 actinobacteria
SBT88418.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1567 Streptomyces sp. DI166 GCA_900091315.1 actinobacteria
SBT93465.1 vWA+HTH CASPASE+VMAP-M0+VMAP-C→ vWA+HTH*→ 729 Streptomyces sp. DI166 GCA_900091315.1 actinobacteria
SBT93723.1 vWA_protein AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA_protein*→ Trypsin+CASPASE+S1COLD→ 608 Streptomyces sp. DI166 GCA_900091315.1 actinobacteria
SBT94501.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 1320 Streptomyces sp. DI166 GCA_900091315.1 actinobacteria
SBU89710.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1001 Streptomyces sp. MnatMP-M77 GCA_900090075.1 actinobacteria
SBU92090.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1070 Streptomyces sp. MnatMP-M77 GCA_900090075.1 actinobacteria
SBU92604.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces sp. OspMP-M45 GCA_900090065.1 actinobacteria
SBV04727.1 vWA+REase+STAND_NTPase+SFI-helicase DUF397→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+STAND_NTPase+SFI-helicase*→ 1640 Streptomyces sp. Ncost-T6T-1 GCA_900090085.1 actinobacteria
SBV07778.1 vWA+TPRs+TIR+FxsC_Cter(partial) AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TPRs+TIR+FxsC_Cter(partial)*→ 1422 Streptomyces sp. MnatMP-M77 GCA_900090075.1 actinobacteria
SCD36331.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces sp. PalvLS-984 GCA_900091765.1 actinobacteria
SCD66673.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces sp. PpalLS-921 GCA_900091835.1 actinobacteria
SCD67020.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ 1364 Streptomyces sp. BpilaLS-43 GCA_900091875.1 actinobacteria
SCD89054.1 vWA+REase+SWACOS+TPRs+cNMP_cyclase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+REase+SWACOS+TPRs+cNMP_cyclase*→ 1705 Streptomyces sp. DvalAA-19 GCA_900091865.1 actinobacteria
SCD99771.1 vWA_protein VMAP-C→ MoxR→ vWA_protein*→ 835 Streptomyces sp. TverLS-915 GCA_900091755.1 actinobacteria
SCE03681.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1026 Streptomyces sp. BvitLS-983 GCA_900091785.1 actinobacteria
SCE24206.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1137 Streptomyces sp. ScaeMP-6W GCA_900091885.1 actinobacteria
SCE36538.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1363 Streptomyces sp.

SolWspMP-5a-2
GCA_900091845.1 actinobacteria

SCE53113.1 vWA+TPRs vWA+TPRs*→ 1050 Streptomyces sp. DvalAA-14 GCA_900091855.1 actinobacteria
SCE55987.1 vWA+TPRs AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TPRs*→ 666 Streptomyces sp. OspMP-M43 GCA_900091905.1 actinobacteria
SCE56241.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1134 Streptomyces sp. DvalAA-43 GCA_900091725.1 actinobacteria
SCE64837.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ ?→ Radical_SAM→ TIR+APATPase+TPRs→ ||← Voltage_CLC 1129 Micromonospora haikouensis GCA_900091595.1 actinobacteria
SCF42109.1 vWA_protein CASPASE(partial)+VMAP-M2+VMAP-C→ MoxR→ vWA_protein*→ 1041 Micromonospora

matsumotoense
GCA_900091525.1 actinobacteria

SCF49061.1 vWA+TPRs VMAP-C→ MoxR→ ?→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1042 Streptomyces sp. LcepLS GCA_900091485.1 actinobacteria
SCF56449.1 vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK) AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK)*→ 1067 Streptomyces sp.

Ncost-T10-10d
GCA_900091955.1 actinobacteria

SCF58287.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD VMAP-C(partial)→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1314 Streptomyces sp. LamerLS-31b GCA_900091975.1 actinobacteria
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SCF72582.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 980 Streptomyces sp.

Ncost-T10-10d
GCA_900091955.1 actinobacteria

SCF77036.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1071 Streptomyces sp. MnatMP-M17 GCA_900091995.1 actinobacteria
SCF89167.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← HTH_31 1321 Streptomyces sp. LamerLS-31b GCA_900091975.1 actinobacteria
SCF93414.1 vWA+REase+SWACOS+TPRs+cNMP_cyclase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+REase+SWACOS+TPRs+cNMP_cyclase*→ 1650 Streptomyces sp. Cmuel-A718b GCA_900092005.1 actinobacteria
SCF93674.1 vWA+Pkinase+cNMP_cyclase+Band7 vWA+Pkinase+cNMP_cyclase+Band7*→ 1181 Streptomyces sp. DconLS GCA_900091985.1 actinobacteria
SCF98831.1 vWA+REase+SFI-helicase+DUF4729 Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+SFI-helicase+DUF4729*→ 1616 Streptomyces sp.

Ncost-T10-10d
GCA_900091955.1 actinobacteria

SCG16381.1 vWA+SWACOS+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+SWACOS+TPRs*→ 1403 Micromonospora echinofusca GCA_900091445.1 actinobacteria
SCG36816.1 vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ ?→ ||← ?← ?||?→ DUF397→ 1064 Micromonospora humi GCA_900090105.1 actinobacteria
SCG40329.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1315 Micromonospora humi GCA_900090105.1 actinobacteria
SCK15830.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1138 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
SCK31273.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1129 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
SCK31299.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1018 Streptomyces sp. WMMB 322 GCA_900090145.1 actinobacteria
SCK33554.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1277 Streptomyces GCA_900090165.1 actinobacteria
SCK52956.1 vWA+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+APATPase+wHTH+TPRs*→ ?→ ?→ ||← AB_hydrolase 1607 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
SCL25845.1 vWA+Calcineurin-like+NACHT Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+Calcineurin-like+NACHT*→ 1535 Micromonospora inyonensis GCA_900091415.1 actinobacteria
SCL28499.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1353 Micromonospora nigra GCA_900091585.1 actinobacteria
SCL86372.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ 1445 Streptomyces sp. DpondAA-F4 GCA_900095575.1 actinobacteria
SCY50757.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1157 Streptomyces sp. 136MFCol5.1 GCA_900101975.1 actinobacteria
SDA57601.1 vWA+Calcineurin-like+APATPase+SFII-helicase AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+Calcineurin-like+APATPase+SFII-helicase*→ 1397 Janthinobacterium sp. 551a GCA_900103675.1 betaproteobacteria
SDE27042.1 vWA+SFII-helicase+Trypsin+cNMP_cyclase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Trypsin+cNMP_cyclase*→ 1461 Streptomyces emeiensis GCA_900101585.1 actinobacteria
SDF68672.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1458 Lechevalieria fradiae GCA_900100955.1 actinobacteria
SDG68818.1 vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*→ 1349 Streptomyces jietaisiensis GCA_900102095.1 actinobacteria
SDK59304.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1689 Streptomyces indicus GCA_900100315.1 actinobacteria
SDL96695.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1111 Streptomyces wuyuanensis GCA_900103455.1 actinobacteria
SDM15376.1 vWA+APATPase+wHTH+TPRs ← cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||?→ ?→

TIR+TPRs→
1411 Lentzea violacea GCA_900100275.1 actinobacteria

SDM66838.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||FXSXX-COOH-like→
METALLOPROTEASE+TPRs→

1318 Streptomyces sp. cf386 GCA_900103585.1 actinobacteria

SDN22428.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1504 Streptomyces guanduensis GCA_900103985.1 actinobacteria
SDN24910.1 vWA+Pkinase+FtsK+TPRs ADP_ribosyl_GH→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+FtsK+TPRs*→ NUDIX→ SIR2→ 1325 Streptomyces wuyuanensis GCA_900103455.1 actinobacteria
SDO92256.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1558 Streptomyces sp. cf386 GCA_900103585.1 actinobacteria
SDR23156.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1134 Streptomyces sp. KS_16 GCA_900102245.1 actinobacteria
SDT07870.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1562 Streptomyces sp. TLI_053 GCA_900105395.1 actinobacteria
SDT36692.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1352 Streptomyces sp. 2114.2 GCA_900104935.1 actinobacteria
SDT74622.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1144 Streptomyces sp. 2114.2 GCA_900104935.1 actinobacteria
SDU45427.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1449 Amycolatopsis keratiniphila GCA_900105855.1 actinobacteria
SDX38190.1 vWA+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain*→ 1552 Thiocapsa roseopersicina GCA_900106925.1 gammaproteobacteria
SDY41558.1 vWA+APATPase+wHTH+TPRs ← cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1388 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
SDY89948.1 vWA+APATPase+wHTH+Pkinase CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+Pkinase*→ 1024 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
SEB55912.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1134 Streptomyces sp. 2224.1 GCA_900105915.1 actinobacteria
SEB60365.1 vWA_protein AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA_protein*→ vWA+TIR+FxsC_Cter→ 306 Streptomyces sp. PAN_FS17 GCA_900105465.1 actinobacteria
SEB64482.1 vWA+CASPASE+NACHT+PIN Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+NACHT+PIN*→ 1157 Streptomyces sp. 2131.1 GCA_900105515.1 actinobacteria
SEB86929.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1003 Streptomyces

melanosporofaciens
GCA_900105695.1 actinobacteria

SEC39357.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1578 Streptomyces sp. PAN_FS17 GCA_900105465.1 actinobacteria
SEC48111.1 vWA+APATPase+wHTH HTH+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH*→ 1170 Amycolatopsis tolypomycina GCA_900105945.1 actinobacteria
SEC51035.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1044 Streptomyces sp. TLI_105 GCA_900105415.1 actinobacteria
SEC56283.1 vWA+TPRs ← TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1155 Streptomyces sp. 2131.1 GCA_900105515.1 actinobacteria
SEC79446.1 vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) SIR2→ ||← ?← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1501 Streptomyces

melanosporofaciens
GCA_900105695.1 actinobacteria
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SEC83562.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1512 Streptomyces sp. 1222.5 GCA_900105245.1 actinobacteria
SEC83886.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1271 Streptomyces sp. 1222.5 GCA_900105245.1 actinobacteria
SEC94800.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1268 Streptomyces sp. 2231.1 GCA_900105605.1 actinobacteria
SEC95242.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1512 Streptomyces sp. 2231.1 GCA_900105605.1 actinobacteria
SED06705.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1452 Streptomyces

melanosporofaciens
GCA_900105695.1 actinobacteria

SED37029.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 1001 Streptomyces griseus GCA_900105705.1 actinobacteria
SED44913.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1578 Streptomyces sp. KS_5 GCA_900105275.1 actinobacteria
SED54965.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1341 Amycolatopsis tolypomycina GCA_900105945.1 actinobacteria
SED97882.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1309 Streptomyces misionensis GCA_900104815.1 actinobacteria
SEE32562.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1134 Streptomyces sp. 2112.3 GCA_900105775.1 actinobacteria
SEE51089.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1146 Streptomyces sp. 2314.4 GCA_900105525.1 actinobacteria
SEE56281.1 vWA+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1201 Streptomyces sp. 2314.4 GCA_900105525.1 actinobacteria
SEE67995.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ?→ ||← ?← ?← S1COLD 1167 Streptomyces sp. KS_5 GCA_900105275.1 actinobacteria
SEF23786.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1401 Amycolatopsis pretoriensis GCA_900107925.1 actinobacteria
SEF26728.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C→ MoxR→

vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like
1419 Amycolatopsis pretoriensis GCA_900107925.1 actinobacteria

SEF26739.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C→ MoxR→
vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like

1320 Amycolatopsis pretoriensis GCA_900107925.1 actinobacteria

SEF86779.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1150 Streptomyces yanglinensis GCA_900107965.1 actinobacteria
SEF89170.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1507 Streptomyces yanglinensis GCA_900107965.1 actinobacteria
SEG16301.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ METALLOPROTEASE+TPRs→ ||← TIR+APATPase+TPRs||FXSXX-COOH-like→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||

METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH
1381 Actinomadura echinospora GCA_900108175.1 actinobacteria

SEG54017.1 vWA+BetaPropeller+SWACOS+STAND_NTPase Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+BetaPropeller+SWACOS+STAND_NTPase*→ 1835 Actinomadura echinospora GCA_900108175.1 actinobacteria
SEG88246.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1411 Nonomuraea solani GCA_900108335.1 actinobacteria
SEG93346.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1119 Streptomyces yanglinensis GCA_900107965.1 actinobacteria
SEN16512.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2 1316 Streptomyces rubidus GCA_900110255.1 actinobacteria
SEQ80125.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1446 Lechevalieria xinjiangensis GCA_900110955.1 actinobacteria
SER48031.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1445 Lentzea albida GCA_900111005.1 actinobacteria
SER87460.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1328 Streptomyces sp. yr375 GCA_900110755.1 actinobacteria
SES32171.1 vWA+Trypsin+TCAD11+TPRs CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+Trypsin+TCAD11+TPRs*→ 1417 Actinokineospora terrae GCA_900111175.1 actinobacteria
SES36659.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1146 Streptomyces sp. yr375 GCA_900110755.1 actinobacteria
SES49412.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1443 Lentzea flaviverrucosa GCA_900110985.1 actinobacteria
SFE91364.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1265 Actinoplanes philippinensis GCA_900113015.1 actinobacteria
SFF36468.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1157 Streptomyces alni GCA_900112845.1 actinobacteria
SFF65888.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ VMAP-C(partial)→ MoxR→ vWA+SFII-helicase+Z1*→ 1391 Streptomyces mirabilis GCA_900112965.1 actinobacteria
SFM91649.1 vWA+METALLOPROTEASE+TCAD8 AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+METALLOPROTEASE+TCAD8*→ 1077 Rugamonas rubra GCA_900114705.1 gammaproteobacteria
SFN86739.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ ||← TIR+APATPase+TPRs||?→ SWACOS→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Radical_SAM← ?||cNMP_cyclase+EAD2→ 1390 Actinomadura madurae GCA_900115095.1 actinobacteria
SFO06617.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+GGDEF+EAD2+VMAP-M0→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1414 Streptomyces sp. cf124 GCA_900114955.1 actinobacteria
SFO06655.1 vWA+APATPase+GGDEF+EAD2+VMAP-M0 Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+GGDEF+EAD2+VMAP-M0*→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ 1163 Streptomyces sp. cf124 GCA_900114955.1 actinobacteria
SFQ99524.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1381 Lentzea waywayandensis GCA_900115955.1 actinobacteria
SFR29853.1 vWA+CASPASE+NACHT+TPRs AB_hydrolase→ BTLCP+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+NACHT+TPRs*→ 1828 Lentzea waywayandensis GCA_900115955.1 actinobacteria
SFS61774.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1157 Streptomyces sp. ok210 GCA_900116325.1 actinobacteria
SFS77547.1 vWA_protein EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA_protein*→ TIR+APATPase+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← TIR+EAD2 391 Saccharopolyspora flava GCA_900116135.1 actinobacteria
SFS99759.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1110 Streptomyces harbinensis GCA_900116145.1 actinobacteria
SFV19391.1 vWA+CASPASE+TPRs AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+CASPASE+TPRs*→ 1254 Bradyrhizobium arachidis GCA_900116675.1 alphaproteobacteria
SFW79240.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1400 Amycolatopsis australiensis GCA_900119165.1 actinobacteria
SFX27404.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1133 Streptomyces atratus GCA_900119365.1 actinobacteria
SFY49287.1 vWA+APATPase+wHTH+TPRs Trypco2→ tRNA→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1309 Streptomyces sp. F-1 GCA_900079405.3 actinobacteria
SHH97075.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1124 Streptomyces sp. 3124.6 GCA_900129855.1 actinobacteria
SHI04221.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1130 Streptomyces sp. 3124.6 GCA_900129855.1 actinobacteria
SHI52217.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Z1*→ 1348 Streptomyces sp. 3124.6 GCA_900129855.1 actinobacteria
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SHK77186.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1112 Streptomyces paucisporeus GCA_900142575.1 actinobacteria
SMD27174.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1452 Kibdelosporangium aridum GCA_900176515.1 actinobacteria
SME88395.1 vWA TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA*→ MoxR→ vWA+APATPase+TPRs→ 459 Streptomyces sp. Amel2xC10 GCA_900177255.1 actinobacteria
SOF02547.1 vWA+cNMP_binding+HTH_Crp_2+TerD AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_binding+HTH_Crp_2+TerD*→ 1494 Streptomyces sp. OV198 GCA_900230275.1 actinobacteria
WP_002735856.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 884 Microcystis aeruginosa GCA_000330925.1 cyanobacteria
WP_002740175.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← ?||?→ ?→ PSE→ FGS-fold_domain→ 962 Microcystis aeruginosa GCA_000330925.1 cyanobacteria
WP_002743980.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 955 Microcystis aeruginosa GCA_000332585.1 cyanobacteria
WP_002750294.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ PSE→ ||← PSE||PSE→ FGS-fold_domain→ 928 Microcystis aeruginosa GCA_000307995.2 cyanobacteria
WP_002752611.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_000307995.2 cyanobacteria
WP_002755866.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ FGS-fold_domain→ 962 Microcystis aeruginosa GCA_000307995.2 cyanobacteria
WP_002756922.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+EAD2→ EAD2+VMAP-M11+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 705 Microcystis aeruginosa GCA_000312165.1 cyanobacteria
WP_002757190.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ?→ ?→ PSE→ FGS-fold_domain→ 962 Microcystis aeruginosa GCA_000312165.1 cyanobacteria
WP_002762808.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_000312165.1 cyanobacteria
WP_002771100.1 vWA+FGS-fold_domain CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 841 Microcystis aeruginosa GCA_000312185.1 cyanobacteria
WP_002775631.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_000312205.1 cyanobacteria
WP_002782653.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 843 Microcystis aeruginosa GCA_000312725.1 cyanobacteria
WP_002783570.1 vWA+FGS-fold_domain vWA+FGS-fold_domain*→ 838 Microcystis aeruginosa GCA_000312725.1 cyanobacteria
WP_002786766.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 964 Microcystis aeruginosa GCA_000312225.1 cyanobacteria
WP_002787893.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 848 Microcystis aeruginosa GCA_000312225.1 cyanobacteria
WP_002788676.1 vWA+FGS-fold_domain Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 883 Microcystis aeruginosa GCA_000312225.1 cyanobacteria
WP_002791729.1 vWA+FGS-fold_domain Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 885 Microcystis aeruginosa GCA_000312245.1 cyanobacteria
WP_002792348.1 vWA+FGS-fold_domain AB_hydrolase→ PSE→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_000312245.1 cyanobacteria
WP_002795442.1 vWA+FGS-fold_domain CASPASE+EAD2→ EAD2+VMAP-M11+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 916 Microcystis aeruginosa GCA_000312265.1 cyanobacteria
WP_003103440.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1475 Amycolatopsis vancoresmycina GCA_000388135.1 actinobacteria
WP_003961788.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+TPRs*→ 1091 Streptomyces clavuligerus GCA_000163875.1 actinobacteria
WP_003963216.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1828 Streptomyces clavuligerus GCA_000163875.1 actinobacteria
WP_003969340.1 vWA+TPRs+TIR+FxsC_Cter(partial) AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TPRs+TIR+FxsC_Cter(partial)*→ 1499 Streptomyces sp. ACT-1 GCA_000177175.2 actinobacteria
WP_003973698.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1096 Streptomyces GCA_000158935.1 actinobacteria
WP_003987317.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1342 Streptomyces rimosus GCA_000331185.1 actinobacteria
WP_004001495.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1415 Streptomyces

viridochromogenes
GCA_000332625.1 actinobacteria

WP_004003790.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1449 Streptomyces
viridochromogenes

GCA_000332625.1 actinobacteria

WP_004162655.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 871 Microcystis aeruginosa GCA_000312265.1 cyanobacteria
WP_004162811.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ?→ FGS-fold_domain→ 962 Microcystis aeruginosa GCA_000312265.1 cyanobacteria
WP_004268279.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ PSE→ FGS-fold_domain→ 962 Microcystis aeruginosa GCA_000312285.1 cyanobacteria
WP_004269016.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_000312285.1 cyanobacteria
WP_005157860.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1466 Amycolatopsis azurea GCA_000340415.1 actinobacteria
WP_005308092.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1306 Streptomyces pristinaespiralis GCA_001278075.1 actinobacteria

WP_006100461.1 vWA+FGS-fold_domain EAD9+EAD1+VMAP-C→ ?→ MoxR→ ||← ?||?→ ?→ vWA+FGS-fold_domain*→ FGS-fold_domain→ ||← ?← ?||FGS-fold_domain→ FGS-fold_domain→ ?→ FGS-fold_domain→ 894 Coleofasciculus chthonoplastes GCA_000155555.1 cyanobacteria
WP_006346673.1 vWA+TPRs vWA+TPRs*→ 959 Streptomyces tsukubensis GCA_000297155.2 actinobacteria
WP_006514987.1 vWA+Cas_csx3 FGS-fold_domain→ ||← ?||PNP_UDP_1+VMAP-M1+VMAP-C→ MoxR→ vWA+Cas_csx3*→ 729 Leptolyngbya sp. PCC 7375 GCA_000316115.1 cyanobacteria
WP_006541138.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1577 Frankia sp. EUN1f GCA_000177675.1 actinobacteria
WP_006541355.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1270 Frankia sp. EUN1f GCA_000177675.1 actinobacteria
WP_006602968.1 vWA+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ ?→ PSE→ vWA+TPRs*→ ||← AB_hydrolase 1207 Streptomyces auratus GCA_000280865.1 actinobacteria
WP_006603150.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1147 Streptomyces auratus GCA_000280865.1 actinobacteria
WP_006626227.1 vWA+TPRs VMAP-C_protein→ MoxR→ vWA+TPRs*→ 770 Arthrospira platensis GCA_000307915.1 cyanobacteria
WP_006670063.1 vWA+TPRs+CASPASE VMAP-C_protein→ MoxR→ vWA+TPRs+CASPASE*→ 1436 Arthrospira maxima GCA_000173555.1 cyanobacteria
WP_007445178.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger 1547 Streptomyces coelicoflavus GCA_000241835.2 actinobacteria
WP_007447796.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1002 Streptomyces sp. W007 GCA_000239075.2 actinobacteria
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WP_007516491.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||←

METALLOPROTEASE+TPRs
1518 Frankia sp. CN3 GCF_000235425.2 actinobacteria

WP_007822168.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1303 Streptomyces sp. Tu6071 GCA_000213055.1 actinobacteria
WP_008050073.1 vWA+TPRs+CASPASE VMAP-C_protein→ MoxR→ vWA+TPRs+CASPASE*→ 2054 Arthrospira sp. PCC 8005 GCA_000176895.2 cyanobacteria
WP_008185551.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ FGS-fold_domain→ four_helix_bundle_protein→ 873 Moorea producens GCA_000211815.1 cyanobacteria
WP_008196903.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 841 Microcystis sp. T1-4 GCA_000297435.1 cyanobacteria
WP_008307738.1 vWA+FGS-fold_domain FGS-fold_domain→ ||← ?||?→ ?→ PNP_UDP_1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← PSE||?→ ||← ?||?→ FGS-fold_domain→ FGS-fold_domain→ 984 Leptolyngbya sp. PCC 6406 GCF_000332095.2 cyanobacteria
WP_009149137.1 vWA+TPRs+CASPASE EAD1+Trypsin→ EAD1+VMAP-M1+Calcineurin-like→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+TPRs+CASPASE*→ 1817 Moorea producens GCA_000211815.1 cyanobacteria
WP_009714190.1 vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) SIR2→ ||← ?← ?← ?← PSE||Trypco1→ PSE→ MoxR→ vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1213 Streptomyces himastatinicus GCA_000158915.1 actinobacteria
WP_009784648.1 vWA+CASPASE vWA+CASPASE*→ 1193 Lyngbya sp. PCC 8106 GCA_000169095.1 cyanobacteria
WP_009997502.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1155 Streptomyces clavuligerus - actinobacteria
WP_010033823.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1517 Streptomyces chartreusis GCA_900236475.1 actinobacteria
WP_010042268.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1083 Streptomyces chartreusis GCA_900236475.1 actinobacteria
WP_010271951.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1303 Streptomyces sp. SA3_actG GCA_900091815.1 actinobacteria
WP_010310059.1 vWA+TPRs S1COLD→ PSE→ ?→ PSE→ ||← ?||?→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ FXSXX-COOH-like→ Radical_SAM→

METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→
1149 Saccharopolyspora spinosa GCA_002846475.1 actinobacteria

WP_010353495.1 vWA+TIR+FxsC_Cter(partial) AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter(partial)*→ 809 Streptomyces acidiscabies GCF_000242715.1 actinobacteria
WP_010353577.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1197 Streptomyces acidiscabies - actinobacteria
WP_010354765.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1366 Streptomyces acidiscabies GCF_000242715.1 actinobacteria
WP_010356078.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1028 Streptomyces acidiscabies GCA_001485105.1 actinobacteria
WP_010470739.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI Trypco1→ AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1708 Streptomyces somaliensis GCF_000258595.1 actinobacteria
WP_010642339.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. S4 - actinobacteria
WP_010983774.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1667 Streptomyces avermitilis GCA_000009765.2 actinobacteria
WP_011028360.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1349 Streptomyces coelicolor GCF_000203835.1 actinobacteria
WP_011030142.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1096 Streptomyces coelicolor GCF_000203835.1 actinobacteria
WP_011601499.1 vWA+APATPase+wHTH+TPRs EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1346 Frankia alni GCA_000058485.1 actinobacteria
WP_011611368.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ four_helix_bundle_protein→ PSE→ FGS-fold_domain→ 877 Trichodesmium erythraeum GCA_000014265.1 cyanobacteria
WP_011611683.1 vWA+FGS-fold_domain EAD7+VMAP-M1+VMAP-C→ MoxR→ ?→ ?→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 892 Trichodesmium erythraeum GCA_000014265.1 cyanobacteria
WP_012167133.1 vWA+VMAP-C+FGS-fold_domain FGS-fold_domain→ ||← ?||PNP_UDP_1+VMAP-M1+VMAP-C→ MoxR→ vWA+VMAP-C+FGS-fold_domain*→ FGS-fold_domain→ ||← PSE||FGS-fold_domain→ 1201 Acaryochloris marina GCA_000018105.1 cyanobacteria
WP_012266972.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ VMAP-C(partial)→ MoxR→ vWA+FGS-fold_domain*→ ?→ ?→ ?→ FGS-fold_domain→ 961 Microcystis aeruginosa GCA_000010625.1 cyanobacteria
WP_012267113.1 vWA+FGS-fold_domain Trypco1→ ||← ?||Trypsin+VMAP-M1+VMAP-C→ PSE→ ?→ vWA+FGS-fold_domain*→ 871 Microcystis aeruginosa GCA_000010625.1 cyanobacteria
WP_012377981.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ||← ?← ?← PSE||?→ ||← ?← PSE← ?← Trypco1 1070 Streptomyces griseus GCA_000010605.1 actinobacteria
WP_012381064.1 vWA+TPRs+TIR+FxsC_Cter(partial) AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TPRs+TIR+FxsC_Cter(partial)*→ 1512 Streptomyces griseus GCA_000010605.1 actinobacteria
WP_012784685.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ ?→ Radical_SAM→ 822 Catenulispora acidiphila GCA_000024025.1 actinobacteria
WP_013155599.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1261 Nocardiopsis dassonvillei GCA_000092985.1 actinobacteria
WP_013229639.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1226 Amycolatopsis mediterranei GCA_000196835.1 actinobacteria
WP_013424069.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ EAD2+EAD1→ 1387 Frankia inefficax GCA_000166135.1 actinobacteria
WP_014043988.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Z1*→ 1390 Streptomyces GCA_000177195.2 actinobacteria
WP_014049540.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1445 Streptomyces GCA_000177195.2 actinobacteria
WP_014055711.1 vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) ADP_ribosyl_GH→ SIR2→ ||← ?← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→

Porphobil_deam+Porphobil_deamC→
1619 Streptomyces violaceusniger GCA_000147815.3 actinobacteria

WP_014056867.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1452 Streptomyces violaceusniger GCA_000147815.3 actinobacteria
WP_014133537.1 vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*→ 1228 Kitasatospora setae GCA_000269985.1 actinobacteria
WP_014142316.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1153 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014144833.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1087 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014145553.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1098 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014174718.1 vWA_protein PNP_UDP_1+EAD2→ ?→ vWA*→ ?→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs 258 Streptomyces bingchenggensis GCA_000092385.1 actinobacteria
WP_014174725.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ ?→ vWA→ ?→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1460 Streptomyces bingchenggensis GCA_000092385.1 actinobacteria
WP_014175451.1 vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1410 Streptomyces bingchenggensis GCA_000092385.1 actinobacteria
WP_014275764.1 vWA+TPRs+CASPASE VMAP-C_protein→ MoxR→ vWA+TPRs+CASPASE*→ 1693 Arthrospira platensis GCA_000210375.1 cyanobacteria
WP_014672525.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1308 Streptomyces hygroscopicus GCA_000245355.1 actinobacteria
WP_014674945.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1157 Streptomyces hygroscopicus GCA_000245355.1 actinobacteria
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WP_015036147.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1090 Streptomyces venezuelae GCA_001886595.1 actinobacteria
WP_015038303.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1802 Streptomyces venezuelae GCA_001886595.1 actinobacteria
WP_015079684.1 vWA+FGS-fold_domain vWA+FGS-fold_domain*→ 731 Anabaena sp. 90 GCA_000312705.1 cyanobacteria
WP_015081254.1 vWA+TPRs CASPASE← ?||?→ ?→ EAD10+VMAP-M1+VMAP-C→ MoxR→ vWA+TPRs*→ 725 Anabaena sp. 90 GCA_000312705.1 cyanobacteria
WP_015083216.1 vWA vWA*→ 603 Anabaena sp. 90 GCA_000312705.1 cyanobacteria
WP_015119023.1 vWA+FGS-fold_domain EAD1+Trypsin→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 886 Rivularia sp. PCC 7116 GCA_000316665.1 cyanobacteria
WP_015135700.1 vWA+GAF+FGS-fold_domain FGS-fold_domain→ ||← RVT_1← four_helix_bundle_protein||FGS-fold_domain→ PSE→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+GAF+FGS-fold_domain*→ 1106 Leptolyngbya sp. PCC 7376 GCA_000316605.1 cyanobacteria
WP_015197943.1 vWA+MNS+CASPASE+MNS MoxR← EAD10+VMAP-M1+VMAP-C← CASPASE← ?||EAD10+VMAP-M1+VMAP-C→ MoxR→ vWA+MNS+CASPASE+MNS*→ 1286 Calothrix parietina GCA_000317435.1 cyanobacteria
WP_015620661.1 vWA+TCAD13+NaeI+TPRs AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TCAD13+NaeI+TPRs*→ 1332 Actinoplanes sp. N902-109 GCA_000389965.1 actinobacteria
WP_015655512.1 vWA+EAD2+VMAP-M0+VMAP-C Trypco1→ Trypsin+VMAP-M7+VMAP-C→ MoxR→ vWA+EAD2+VMAP-M0+VMAP-C*→ 1007 Streptomyces davawensis GCA_000349325.1 actinobacteria
WP_015655648.1 vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*→ 1319 Streptomyces davawensis GCA_000349325.1 actinobacteria
WP_015660488.1 vWA+APATPase+wHTH+TPRs AB_hydrolase→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← CASPASE+EAD2 1416 Streptomyces davawensis GCA_000349325.1 actinobacteria
WP_015660598.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1583 Streptomyces davawensis GCA_000349325.1 actinobacteria
WP_015792498.1 vWA+TPRs+CASPASE AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs+CASPASE*→ 1199 Catenulispora acidiphila GCA_000024025.1 actinobacteria
WP_016188158.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1422 Thermobifida fusca GCA_000401915.1 actinobacteria
WP_016334896.1 vWA+GCV_H+HTH+cNMP_cyclase+cNMP_cyclase+TIR+CAS-

PASE
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+GCV_H+HTH+cNMP_cyclase+cNMP_cyclase+TIR+CASPASE*→ 1568 Amycolatopsis orientalis GCA_000400635.2 actinobacteria

WP_016435421.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1093 Streptomyces sp. HGB0020 GCA_000411315.1 actinobacteria
WP_016469758.1 vWA+TPRs TCAD15→ ?→ ?→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1054 Streptomyces GCA_000411495.1 actinobacteria
WP_016515783.1 vWA+FGS-fold_domain MoxR→ vWA(partial)→ vWA+FGS-fold_domain*→ 838 Microcystis aeruginosa GCA_000412595.1 cyanobacteria
WP_016516064.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 961 Microcystis aeruginosa GCA_000412595.1 cyanobacteria
WP_016642618.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1140 Streptomyces aurantiacus GCA_000414115.1 actinobacteria
WP_016907460.1 vWA+TPRs Trypco1||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1054 Streptomyces xiaopingdaonensis GCF_000262345.1 actinobacteria
WP_017530615.1 vWA+BetaPropeller+TCAD10+REC AB_hydrolase→ CASPASE+VMAP-M16+VMAP-C→ MoxR→ vWA+BetaPropeller+TCAD10+REC*→ 1202 Pseudomonas fluorescens GCF_000308175.1 gammaproteobacteria
WP_017562502.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1259 Nocardiopsis synnemataformans GCF_000340945.1 actinobacteria
WP_017563873.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1516 Nocardiopsis synnemataformans GCF_000340945.1 actinobacteria
WP_017571137.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1494 Nocardiopsis halotolerans GCF_000341065.1 actinobacteria
WP_017577293.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1283 Nocardiopsis kunsanensis GCF_000340965.1 actinobacteria
WP_017587752.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1518 Nocardiopsis ganjiahuensis GCF_000341085.1 actinobacteria
WP_017591222.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1508 Nocardiopsis potens GCF_000341105.1 actinobacteria
WP_017595227.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1532 Nocardiopsis potens GCF_000341105.1 actinobacteria
WP_017600471.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1252 Nocardiopsis lucentensis GCF_000341125.1 actinobacteria
WP_017607480.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1282 Nocardiopsis xinjiangensis GCF_000341145.1 actinobacteria
WP_017615244.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1276 Nocardiopsis salina GCF_000341025.1 actinobacteria
WP_017622184.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1528 Nocardiopsis chromatogenes GCF_000341185.1 actinobacteria
WP_017661634.1 vWA+FGS-fold_domain - 871 Geitlerinema sp. PCC 7105 - cyanobacteria
WP_017742480.1 vWA+FGS-fold_domain EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ four_helix_bundle_protein→ RVT_1→ 871 Scytonema hofmannii GCA_000346485.2 cyanobacteria
WP_017742621.1 vWA+CASPASE+APATPase low-complexity+VMAP-M26+VMAP-C→ MoxR→ vWA+CASPASE+APATPase*→ 1326 Scytonema hofmannii GCA_000346485.2 cyanobacteria
WP_017746610.1 vWA_protein vWA_protein*→ 259 Scytonema hofmannii GCA_000346485.2 cyanobacteria
WP_017748256.1 vWA+FGS-fold_domain TCAD3+EAD1+EAD9→ EAD9+EAD1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ RVT_1→ 882 Scytonema hofmannii GCA_000346485.2 cyanobacteria
WP_018087270.1 vWA+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+APATPase+wHTH+TPRs*→ ?→ ?→ ||← AB_hydrolase 1612 Streptomyces sp. FxanaC1 GCF_000375625.1 actinobacteria
WP_018087461.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1132 Streptomyces sp. FxanaC1 - actinobacteria
WP_018102708.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1139 Streptomyces GCF_000375725.1 actinobacteria
WP_018383820.1 vWA+APATPase+wHTH+TPRs AB_hydrolase→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← CASPASE+EAD2 1526 Streptomyces vitaminophilus GCA_001445835.1 actinobacteria
WP_018470761.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. LaPpAH-202 GCA_003688775.1 actinobacteria
WP_018535458.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1440 Streptomyces sp. HmicA12 GCF_000373565.1 actinobacteria
WP_018543767.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1537 Streptomyces sp. LaPpAH-108 GCF_000373625.1 actinobacteria
WP_018558006.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1483 Streptomyces sp. BoleA5 GCF_000373665.1 actinobacteria
WP_018835112.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNQ766 GCF_000377105.1 actinobacteria
WP_018853257.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNY243 GCF_000377165.1 actinobacteria
WP_018893565.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. CNY228 GCF_000377545.1 actinobacteria
WP_018955297.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces sp. CNB091 GCF_000377965.1 actinobacteria
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WP_019325899.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger 1548 Streptomyces sp. TOR3209 GCA_003984925.1 actinobacteria
WP_019354554.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1069 Streptomyces sp. AA1529 GCF_000280905.1 actinobacteria
WP_019433358.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1110 Streptomyces sp. AA0539 GCF_000297635.1 actinobacteria
WP_019496021.1 vWA+Glyco_trans_4_4+Glycos_transf_1 EAD1+VMAP-M23+VMAP-C→ MoxR→ vWA+Glyco_trans_4_4+Glycos_transf_1*→ 977 Calothrix sp. PCC 7103 GCF_000331305.1 cyanobacteria
WP_019496294.1 vWA+FGS-fold_domain EAD9+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ EAD1+APATPase+TPRs→ 875 Calothrix sp. PCC 7103 GCF_000331305.1 cyanobacteria
WP_019496819.1 vWA+MNS+CASPASE+MNS VMAP-M1+VMAP-C→ MoxR→ vWA+MNS+CASPASE+MNS*→ 1293 Calothrix sp. PCC 7103 GCF_000331305.1 cyanobacteria
WP_019545070.1 vWA+TPRs TCAD15← ?||?→ ||← Trypco1||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1054 Streptomyces sulphureus GCF_000381025.1 actinobacteria
WP_019607628.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1509 Nocardiopsis sp. CNS-639 GCF_000381685.1 actinobacteria
WP_019608801.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1261 Nocardiopsis sp. CNS-639 GCF_000381685.1 actinobacteria
WP_019889387.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1062 Streptomyces purpureus GCF_000384175.1 actinobacteria
WP_020126655.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+GGDEF+EAD2+EAD2+VMAP-M0→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1428 Streptomyces sp. 303MFCol5.2 - actinobacteria
WP_020275244.1 vWA+cNMP_cyclase+Band7 Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+cNMP_cyclase+Band7*→ 851 Streptomyces afghaniensis GCA_000415505.1 actinobacteria
WP_020277090.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1107 Streptomyces afghaniensis GCA_000415505.1 actinobacteria
WP_020507876.1 vWA+FGS-fold_domain+FGS-fold_domain+PilP+FGS-

fold_domain
CASPASE+VMAP-M27+VMAP-C→ MoxR→ vWA+FGS-fold_domain+FGS-fold_domain+PilP+FGS-fold_domain*→ 1617 Lamprocystis purpurea GCF_000379525.1 gammaproteobacteria

WP_020634031.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ PSE→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1471 Amycolatopsis alba GCA_002234385.1 actinobacteria
WP_020641866.1 vWA+APATPase+wHTH+TPRs Trypco1← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1394 Amycolatopsis balhimycina GCF_000384295.1 actinobacteria
WP_021593015.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ ||← TIR+APATPase+TPRs||SWACOS→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Radical_SAM← ?||cNMP_cyclase+EAD2→ ||← ?

?||cNMP_binding+HTH_Crp_2→
1392 Actinomadura madurae GCF_000468475.2 actinobacteria

WP_023065259.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← ?||FGS-fold_domain→ 868 Lyngbya aestuarii GCA_000478195.2 cyanobacteria
WP_023072613.1 vWA+FGS-fold_domain FGS-fold_domain→ ||← ?||PNP_UDP_1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 879 Leptolyngbya sp. Heron Island

J
GCA_000482245.1 cyanobacteria

WP_023538706.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 982 Streptomyces niveus GCA_000497425.1 actinobacteria
WP_023546824.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ PSE→ PSE→ TIR+APATPase+TPRs→ 1092 Streptomyces roseochromogenus GCA_000497445.1 actinobacteria
WP_023590986.1 vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI Trypco1→ ?→ ?→ AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+cNMP_cyclase+NaeI*→ 1704 Streptomyces thermolilacinus GCA_000478605.2 actinobacteria
WP_024075602.1 vWA+BetaPropeller+TCAD10+REC AB_hydrolase→ CASPASE+VMAP-M16+VMAP-C→ MoxR→ vWA+BetaPropeller+TCAD10+REC*→ 1202 Pseudomonas GCA_000508205.1 gammaproteobacteria
WP_024491665.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1191 Streptomyces sp. AW19M42 GCF_000470535.1 actinobacteria
WP_024758050.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1550 Streptomyces exfoliatus GCF_000518045.1 actinobacteria
WP_024761808.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1073 Streptomyces exfoliatus - actinobacteria
WP_024934114.1 vWA+FtsK+FtsK+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+FtsK*→ 1506 Actinomadura madurae GCF_000468475.2 actinobacteria
WP_024968775.1 vWA+FGS-fold_domain MoxR→ vWA+FGS-fold_domain*→ 884 Microcystis aeruginosa GCF_000599945.1 cyanobacteria
WP_024969247.1 vWA+FGS-fold_domain vWA+FGS-fold_domain*→ 876 Microcystis aeruginosa GCF_000599945.1 cyanobacteria
WP_024970302.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCF_000599945.1 cyanobacteria
WP_026065859.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ 874 Actinoalloteichus spitiensis GCF_000239155.1 actinobacteria
WP_026118556.1 vWA EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA*→ Trypco1→ 546 Nocardiopsis salina GCF_000341025.1 actinobacteria
WP_026122567.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1269 Nocardiopsis halotolerans GCF_000341065.1 actinobacteria
WP_026124370.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1504 Nocardiopsis baichengensis GCF_000341205.1 actinobacteria
WP_026178210.1 vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial) TIR+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*→ 1265 Streptomyces hokutonensis GCF_000376565.1 actinobacteria
WP_026206227.1 vWA+CASPASE AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE*→ 923 Actinoplanes globisporus GCF_000379645.1 actinobacteria
WP_026211906.1 vWA+TPRs+CASPASE Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs+CASPASE*→ 1257 Longispora albida GCF_000379825.1 actinobacteria
WP_026217851.1 vWA+BetaPropeller CASPASE+VMAP-M19→ VMAP-C→ MoxR→ vWA+BetaPropeller*→ 924 Streptomyces scabrisporus GCF_000372745.1 actinobacteria
WP_026249297.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1137 Streptomyces sp. ATexAB-D23 GCF_000373645.1 actinobacteria
WP_026276898.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNS335 GCF_000377125.1 actinobacteria
WP_026401298.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ METALLOPROTEASE+TPRs→ ||← TIR+APATPase+TPRs||?→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||

FXSXX-COOH-like||cNMP_cyclase+EAD2→
1399 Actinomadura rifamycini GCF_000425065.1 actinobacteria

WP_026401380.1 vWA+FtsK+FtsK+cNMP_cyclase+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+cNMP_cyclase+FtsK*→ 1694 Actinomadura rifamycini GCF_000425065.1 actinobacteria
WP_026418515.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 874 Actinoalloteichus cyanogriseus GCA_002895405.1 actinobacteria
WP_026423710.1 vWA+Trypsin+TCAD11 CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+Trypsin+TCAD11*→ 907 Actinokineospora inagensis GCF_000482865.1 actinobacteria
WP_026468136.1 vWA+APATPase+wHTH vWA+APATPase+wHTH*→ 859 Amycolatopsis balhimycina GCA_003947255.1 actinobacteria
WP_026468526.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs||cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||

METALLOPROTEASE+TPRs
1428 Amycolatopsis balhimycina GCA_003947255.1 actinobacteria

WP_026468531.1 vWA+APATPase+wHTH+TPRs - 1231 Amycolatopsis balhimycina - actinobacteria
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WP_027140710.1 vWA+APATPase+wHTH+TPRs - 1281 Frankia sp. CN3 - actinobacteria
WP_027344130.1 vWA+Trypsin+APATPase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+Trypsin+APATPase+wHTH+TPRs*→ 1497 Hamadaea tsunoensis GCF_000428945.1 actinobacteria
WP_027562298.1 vWA+CASPASE+TPRs AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+CASPASE+TPRs*→ 1256 Bradyrhizobium GCF_000472685.1 alphaproteobacteria
WP_027742287.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNT371 GCF_000514995.1 actinobacteria
WP_027753922.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1105 Streptomyces sp. CNH099 GCF_000514715.1 actinobacteria
WP_027759022.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1069 Streptomyces sp. CNT318 GCF_000424765.1 actinobacteria
WP_027765362.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1182 Streptomyces sp. CNS606 GCF_000426325.1 actinobacteria
WP_027766480.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNQ865 GCF_000424805.1 actinobacteria
WP_027772933.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1073 Streptomyces sp. CNQ329 GCF_000482585.1 actinobacteria
WP_028442480.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces sp. DpondAA-B6 GCA_900091745.1 actinobacteria
WP_028806360.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1217 Streptomyces sp. 303MFCol5.2 GCF_000383635.1 actinobacteria
WP_028806989.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1123 Streptomyces sp. 303MFCol5.2 GCF_000383635.1 actinobacteria
WP_028807049.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) DUF397→ ||← ?||Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1117 Streptomyces sp. 303MFCol5.2 GCF_000383635.1 actinobacteria
WP_028808563.1 vWA+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 880 Streptomyces canus GCF_000383615.1 actinobacteria
WP_028811696.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1059 Streptomyces flavidovirens GCF_000429085.1 actinobacteria
WP_030017200.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces monomycini GCF_000715845.1 actinobacteria
WP_030018283.1 vWA+wHTH+TPRs+wHTH Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH*→ ?→ ||← AB_hydrolase 1089 Streptomyces monomycini - actinobacteria
WP_030076156.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ PSE→ METALLOPROTEASE+TPRs→ 1480 Streptomyces baarnensis GCF_000716025.1 actinobacteria
WP_030165950.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1461 Streptomyces sp. NRRL S-813 GCF_000718945.1 actinobacteria
WP_030179051.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces GCA_000707945.1 actinobacteria
WP_030182699.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces GCA_001270665.1 actinobacteria
WP_030190028.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1097 Streptomyces violaceorubidus GCF_000717995.1 actinobacteria
WP_030203313.1 vWA+Trypsin+cNMP_cyclase+TPRs AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+TPRs*→ 1279 Streptomyces sp. NRRL S-87 GCF_000719335.1 actinobacteria
WP_030212926.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1423 Streptomyces sp. NRRL

WC-3626
GCF_000718785.1 actinobacteria

WP_030244400.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1519 Streptomyces sp. NRRL S-455 GCF_000717875.1 actinobacteria
WP_030306272.1 vWA+TPRs MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces GCA_001509565.1 actinobacteria
WP_030328546.1 vWA+APATPase+wHTH+TPRs CASPASE+TPRs→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH-like 1417 Micromonospora parva GCF_000718515.1 actinobacteria
WP_030355655.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1131 Streptomyces scopuliridis GCA_003073355.1 actinobacteria
WP_030373066.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1750 Streptomyces rimosus GCF_000717815.1 actinobacteria
WP_030375332.1 vWA+TPRs FXSXX-COOH-like||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCF_000717815.1 actinobacteria
WP_030389769.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. NRRL S-241 GCF_000717925.1 actinobacteria

WP_030393995.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1580 Streptomyces purpeofuscus GCF_000718025.1 actinobacteria
WP_030464470.1 vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA MoxR→ vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*→ 1330 Kitasatospora sp. NRRL

B-11411
GCF_000721345.1 actinobacteria

WP_030470827.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||TIR+APATPase+TPRs→ ||← DUF397 1157 Lechevalieria aerocolonigenes GCF_000719205.1 actinobacteria
WP_030553426.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1076 Streptomyces exfoliatus GCF_000725545.1 actinobacteria
WP_030574529.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1068 Streptomyces sclerotialus - actinobacteria
WP_030592893.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces GCA_001270585.1 actinobacteria
WP_030604157.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces GCA_001270585.1 actinobacteria
WP_030623484.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ PSE→ METALLOPROTEASE+TPRs→ 1478 Streptomyces albus GCF_000720915.1 actinobacteria
WP_030628104.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces GCF_000716455.1 actinobacteria
WP_030630372.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1750 Streptomyces rimosus GCF_000720595.1 actinobacteria
WP_030632509.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces GCF_000720535.1 actinobacteria
WP_030647823.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1734 Streptomyces rimosus GCF_000718675.1 actinobacteria
WP_030652329.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1313 Streptomyces GCF_000716535.1 actinobacteria
WP_030654968.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCF_000718675.1 actinobacteria
WP_030656871.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces GCF_000718705.1 actinobacteria

WP_030659385.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces - actinobacteria
WP_030660077.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1127 Streptomyces rimosus GCF_000720725.1 actinobacteria

15



acc architecture operon len species gca taxend
WP_030663654.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ?→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ 1542 Streptomyces cellulosae GCF_000721105.1 actinobacteria
WP_030667973.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1616 Streptomyces rimosus - actinobacteria
WP_030672371.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCF_000720725.1 actinobacteria
WP_030695576.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ ||← ?||Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1138 Streptomyces griseus GCF_000719495.1 actinobacteria
WP_030705577.1 vWA_protein AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA_protein*→ TIR+FxsC_Cter→ 535 Streptomyces griseus GCF_000717795.1 actinobacteria
WP_030711849.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces griseus GCF_000719355.1 actinobacteria
WP_030715041.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. NRRL S-237 GCF_000718935.1 actinobacteria

WP_030715500.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1217 Streptomyces sp. NRRL F-2580 GCF_000720115.1 actinobacteria

WP_030754069.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ ?→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1146 Streptomyces sp. NRRL F-5135 GCF_000719775.1 actinobacteria
WP_030765391.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces griseus GCF_000719435.1 actinobacteria
WP_030766032.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1192 Streptomyces sp. NRRL F-2664 GCF_000719345.1 actinobacteria

WP_030766469.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces GCF_000720795.1 actinobacteria

WP_030799596.1 vWA+wHTH+TPRs+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs*→ ||← AB_hydrolase||?→ ||← PSE||?→ ||← ?← PSE||?→ ?→ ||← DUF397 1377 Streptomyces sp. NRRL S-337 - actinobacteria
WP_030816755.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1096 Streptomyces sp. NRRL F-2799 GCF_000719895.1 actinobacteria
WP_030821754.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces GCA_000966965.1 actinobacteria
WP_030825272.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1468 Streptomyces hygroscopicus GCF_000721535.1 actinobacteria
WP_030831121.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ 1517 Streptomyces GCA_001279005.1 actinobacteria
WP_030836701.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1089 Streptomyces sp. NRRL S-475 GCF_000720215.1 actinobacteria
WP_030853861.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1193 Streptomyces sp. NRRL F-4474 GCF_000719855.1 actinobacteria

WP_030857533.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger← ?||METALLOPROTEASE+TPRs→ 1537 Streptomyces sp. NRRL S-37 GCF_000721605.1 actinobacteria
WP_030863838.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1352 Streptomyces violaceoruber GCF_000717845.1 actinobacteria
WP_030873012.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1096 Streptomyces violaceoruber GCF_000717845.1 actinobacteria
WP_030892008.1 vWA+TPRs TCAD15→ ?→ ?→ PSE→ ?→ MoxR→ vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C→ PSE→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→

TIR+APATPase+TPRs→
1189 Streptomyces sp. NRRL F-5053 GCF_000721445.1 actinobacteria

WP_030895433.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1519 Streptomyces sp. NRRL S-474 GCF_000722015.1 actinobacteria
WP_030898785.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces virginiae GCF_000720455.1 actinobacteria

WP_030899222.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces virginiae - actinobacteria
WP_030899562.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1136 Streptomyces sp. NRRL F-5126 GCF_000721265.1 actinobacteria
WP_030940437.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats+HAD
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats+HAD*→ 1589 Streptomyces violaceoruber GCF_000720805.1 actinobacteria

WP_030944915.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1542 Streptomyces violaceoruber GCF_000720805.1 actinobacteria
WP_030949105.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ KAP_NTPase→ 877 Streptomyces sp. NRRL S-646 GCF_000720765.1 actinobacteria
WP_030969877.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1143 Streptomyces sp. NRRL S-1824 - actinobacteria
WP_030981804.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1124 Streptomyces sp. NRRL S-1813 GCF_000719605.1 actinobacteria
WP_030993624.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1314 Streptomyces sp. NRRL

WC-3744
GCF_000717895.1 actinobacteria

WP_030995021.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1265 Streptomyces sp. NRRL F-5630 GCF_000719475.1 actinobacteria
WP_031015549.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1548 Streptomyces sp. NRRL

WC-3795
GCF_000720675.1 actinobacteria

WP_031025253.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1313 Streptomyces sp. NRRL
WC-3725

GCF_000720295.1 actinobacteria

WP_031039674.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1194 Streptomyces olivaceus - actinobacteria
WP_031044453.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1099 Streptomyces sp. NRRL F-5650 GCF_000721365.1 actinobacteria
WP_031085536.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ PSE→ PSE→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1451 Streptomyces sp. NRRL

WC-3549
GCF_000721935.1 actinobacteria

WP_031096228.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1443 Streptomyces GCF_000722185.1 actinobacteria
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WP_031152033.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces

erythrochromogenes
GCF_000725555.1 actinobacteria

WP_031153630.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1258 Streptomyces xanthophaeus GCF_000725725.1 actinobacteria

WP_031177221.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. NRRL B-3253 GCF_000725635.1 actinobacteria
WP_031181175.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1096 Streptomyces seoulensis GCA_004328625.1 actinobacteria
WP_031184764.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1098 Streptomyces sp. NRRL F-5635 GCF_000725645.1 actinobacteria
WP_031522422.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1114 Streptomyces sp. NRRL F-5123 - actinobacteria
WP_032771199.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ PSE→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces filamentosus GCF_000156695.2 actinobacteria
WP_032780816.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1140 Streptomyces sp. CcalMP-8W GCF_000373305.1 actinobacteria
WP_032798208.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ PSE→ PSE→ CASPASE+EAD2→ FXSXX-COOH-like→ 1463 Streptomyces filamentosus GCF_000156455.1 actinobacteria
WP_033034317.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces rimosus GCF_000716515.1 actinobacteria
WP_033209913.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1055 Streptomyces bikiniensis - actinobacteria
WP_033218020.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1192 Streptomyces virginiae - actinobacteria

WP_033238117.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces griseus GCF_000717375.1 actinobacteria
WP_033266673.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1136 Streptomyces lydicus GCF_000717345.1 actinobacteria
WP_033267593.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 491 Streptomyces lydicus GCF_001984445.1 actinobacteria
WP_033303679.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1442 Streptomyces atroolivaceus GCF_000717025.1 actinobacteria
WP_033306176.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1423 Streptomyces iakyrus GCF_000717055.1 actinobacteria
WP_033433374.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||?→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||

METALLOPROTEASE+TPRs
1343 Saccharothrix syringae GCF_000716755.1 actinobacteria

WP_033433400.1 vWA+APATPase+wHTH+TPRs - 1397 Saccharothrix syringae - actinobacteria
WP_033435813.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← TCAD15 1224 Saccharothrix syringae GCF_000716755.1 actinobacteria
WP_033951030.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1135 Streptomyces sp. CNQ431 GCF_000797385.1 actinobacteria
WP_034272253.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs||METALLOPROTEASE+TPRs→ ||← PNP_UDP_1+EAD2

EAD2+VMAP-M0+APATPase+TPRs
1393 Actinospica robiniae GCF_000504285.1 actinobacteria

WP_035845007.1 vWA+APATPase+BetaPropeller+cNMP_cyclase+NaeI Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+BetaPropeller+cNMP_cyclase+NaeI*→ 1519 Kitasatospora azatica GCF_000744785.1 actinobacteria
WP_035869417.1 vWA_protein AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA_protein*→ 521 Kitasatospora cheerisanensis GCA_000696185.1 actinobacteria
WP_036013968.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs

FXSXX-COOH-like||TIR+TPRs→
1412 Lentzea albidocapillata GCA_900176525.1 actinobacteria

WP_036266990.1 vWA_protein EAD1+VMAP-M1+VMAP-C→ MoxR→ MoxR→ vWA_protein*→ vWA(partial)→ FGS-fold_domain→ FGS-fold_domain→ 433 Mastigocoleus testarum GCA_001456025.1 cyanobacteria
WP_037064623.1 vWA+APATPase+wHTH+TPRs - 1224 Pseudonocardia acaciae - actinobacteria
WP_037614039.1 vWA+TPRs TCAD15→ ?→ ?→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1054 Streptomyces albus GCA_004768505.1 actinobacteria
WP_037620923.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1104 Streptomyces aureus GCF_000725495.1 actinobacteria
WP_037623874.1 vWA+DO-GTPase2 AB_hydrolase→ CASPASE+VMAP-M18+VMAP-C→ MoxR→ vWA+DO-GTPase2*→ 971 Streptomyces aureus GCF_000725495.1 actinobacteria
WP_037655222.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1320 Streptomyces griseofuscus GCF_000718315.1 actinobacteria
WP_037669722.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ PSE→ vWA+APATPase+wHTH+TPRs*→ 1191 Streptomyces afghaniensis GCF_000415505.1 actinobacteria
WP_037672148.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1108 Streptomyces griseus GCF_000720255.1 actinobacteria
WP_037673438.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1039 Streptomyces globisporus - actinobacteria
WP_037685307.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1112 Streptomyces durhamensis - actinobacteria
WP_037689151.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1150 Streptomyces atratus GCF_000745675.1 actinobacteria
WP_037691437.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1440 Streptomyces atratus GCF_000745675.1 actinobacteria
WP_037703811.1 vWA_protein vWA_protein*→ 251 Streptomyces scabiei GCA_000738695.1 actinobacteria
WP_037722884.1 vWA TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA*→ MoxR→ vWA+APATPase+TPRs→ 481 Streptomyces scabiei GCA_000738715.1 actinobacteria
WP_037743264.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1519 Streptomyces mirabilis GCF_000746395.1 actinobacteria
WP_037751402.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1071 Streptomyces sp. CNQ-525 GCF_000701285.1 actinobacteria
WP_037761316.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ 1003 Streptomyces sp. FXJ7.023 GCF_000404005.1 actinobacteria
WP_037767255.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1497 Streptomyces olindensis GCA_000696115.1 actinobacteria
WP_037783701.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1089 Streptomyces sp. HGB0020 - actinobacteria
WP_037787089.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1135 Streptomyces sp. GBA 94-10 GCF_000495635.1 actinobacteria

17



acc architecture operon len species gca taxend
WP_037798431.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→

FXSXX-COOH-like→ METALLOPROTEASE+TPRs→
1525 Streptomyces sp. Mg1 GCA_000412265.2 actinobacteria

WP_037821823.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1120 Streptomyces sp. NRRL
B-24720

- actinobacteria

WP_037824673.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1098 Streptomyces GCF_000719665.1 actinobacteria
WP_037832270.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1098 Streptomyces sp. NRRL S-1831 GCF_000721335.1 actinobacteria
WP_037839805.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1226 Streptomyces sp. NRRL S-337 GCF_000720175.1 actinobacteria
WP_037842882.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sp. NRRL F-6628 GCF_000721455.1 actinobacteria
WP_037880970.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1457 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
WP_037895842.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1258 Streptomyces xanthophaeus GCF_000725805.1 actinobacteria

WP_037930286.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1517 Streptomyces toyocaensis GCA_000725125.1 actinobacteria
WP_037952430.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1455 Streptomyces sp. PRh5 GCA_000590515.1 actinobacteria
WP_037969441.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1135 Streptomyces sp. PVA 94-07 GCF_000495755.1 actinobacteria
WP_038524289.1 vWA+APATPase+wHTH+TPRs - 1197 Amycolatopsis japonica - actinobacteria
WP_038534869.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1349 Streptomyces GCA_000739105.1 actinobacteria
WP_039651442.1 vWA+TPRs TCAD15→ ?→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1136 Streptomyces GCA_000802245.2 actinobacteria
WP_039727590.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ FGS-fold_domain→ 893 Lyngbya confervoides GCA_004212215.1 cyanobacteria
WP_039795711.1 vWA+APATPase+wHTH+TPRs - 1202 Amycolatopsis alba - actinobacteria
WP_039896832.1 vWA+FGS-fold_domain - 883 Lyngbya sp. PCC 8106 - cyanobacteria
WP_039923843.1 vWA+APATPase+wHTH+TPRs - 1199 Amycolatopsis decaplanina - actinobacteria
WP_039936444.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1451 Streptomyces himastatinicus GCF_000158915.1 actinobacteria
WP_039938052.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||?→ ?→ ||← Trypco1 1131 Streptomyces himastatinicus GCF_000158915.1 actinobacteria
WP_040793520.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ METALLOPROTEASE→ TIR+APATPase+wHTH+TPRs→ 794 Nocardia paucivorans GCF_000308675.1 actinobacteria
WP_040841206.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ METALLOPROTEASE→ TIR+APATPase+wHTH+TPRs→ 794 Nocardia brevicatena GCF_000308495.1 actinobacteria
WP_041256884.1 vWA+APATPase+wHTH+TPRs - 1324 Frankia sp. EAN1pec - actinobacteria
WP_041316524.1 vWA+APATPase+wHTH+TPRs - 1280 Saccharothrix espanaensis - actinobacteria
WP_041318577.1 vWA+APATPase+wHTH+TPRs - 1434 Saccharothrix espanaensis - actinobacteria
WP_041439415.1 vWA+APATPase+wHTH+TPRs - 1272 Thermomonospora curvata - actinobacteria
WP_041826591.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces albus GCA_003182435.1 actinobacteria
WP_041992912.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ 1445 Streptomyces sp. AcH 505 GCA_000818175.1 actinobacteria
WP_042152731.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1136 Streptomyces sp. NBRC 110027 GCA_000829715.2 actinobacteria
WP_042196291.1 vWA+EAD2+VMAP-M0+VMAP-C AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+EAD2+VMAP-M0+VMAP-C*→ 1031 Kibdelosporangium sp.

MJ126-NF4
GCA_000826545.1 actinobacteria

WP_042456080.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1053 Streptacidiphilus jiangxiensis GCA_900109465.1 actinobacteria
WP_042829953.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ PSE→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1732 Streptomyces rimosus GCA_000707965.1 actinobacteria
WP_043177770.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1114 Streptomyces sp. NRRL F-2890 GCF_000719915.1 actinobacteria
WP_043270727.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1153 Streptomyces sp. CT34 GCF_000805335.1 actinobacteria
WP_043437220.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ ||← Trypco1 1493 Streptomyces nodosus GCF_000819545.1 actinobacteria
WP_043464408.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ ||← ?||vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1327 Kitasatospora sp. MBT66 GCF_000710405.2 actinobacteria
WP_043498196.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1466 Streptomyces glaucescens GCA_000761215.1 actinobacteria
WP_043678220.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1475 Streptomyces xylophagus GCF_000716435.1 actinobacteria
WP_043777243.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1201 Amycolatopsis rifamycinica GCA_000695625.1 actinobacteria
WP_043978690.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCA_000707945.1 actinobacteria
WP_043996830.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ ?→ vWA+FGS-fold_domain*→ ?→ PSE→ FGS-fold_domain→ 839 Microcystis aeruginosa GCF_000312185.1 cyanobacteria
WP_044367918.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1346 Streptomyces natalensis GCA_000935125.1 actinobacteria
WP_044370540.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces griseus GCA_003147545.1 actinobacteria
WP_044567980.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1454 Streptomyces iranensis GCA_000938975.1 actinobacteria
WP_044575624.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1166 Streptomyces iranensis GCA_000938975.1 actinobacteria
WP_045051690.1 vWA+REC+TCAD8 AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+REC+TCAD8*→ 1336 Chromobacterium violaceum GCA_000952105.1 betaproteobacteria
WP_045304982.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1125 Saccharothrix sp. ST-888 GCA_000955975.1 actinobacteria
WP_046085906.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1454 Streptomyces antioxidans - actinobacteria
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WP_046086747.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1177 Streptomyces antioxidans - actinobacteria
WP_046114163.1 vWA+BetaPropeller+REC AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+BetaPropeller+REC*→ 1536 Aquincola tertiaricarbonis GCF_000969605.1 betaproteobacteria
WP_046321251.1 vWA+TPRs+CASPASE VMAP-C_protein→ MoxR→ vWA+TPRs+CASPASE*→ 2052 Arthrospira sp. TJSD091 GCF_003060805.1 cyanobacteria
WP_046471648.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1516 Allosalinactinospora lopnorensis GCF_000981225.1 actinobacteria
WP_046507861.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1010 Streptomyces sp. NRRL

B-24891
GCF_000981895.1 actinobacteria

WP_046591908.1 vWA+TPRs vWA+CASPASE+NACHT+PIN← MoxR← Trypsin+HDxxH+VMAP-M0+VMAP-C← Trypco1||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→
Radical_SAM→ TIR+APATPase+TPRs→

1116 Streptomyces mangrovisoli GCA_000974985.2 actinobacteria

WP_046724800.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1114 Streptomyces xiamenensis GCA_000993785.2 actinobacteria
WP_046729107.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ KAP_NTPase→ 803 Streptomyces humi GCF_001005085.2 actinobacteria
WP_046779758.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces yangpuensis GCF_001005295.1 actinobacteria

WP_047020366.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1072 Streptomyces sp. CNQ-509 GCA_001011035.1 actinobacteria
WP_047141005.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1138 Streptomyces sp. KE1 GCA_001014595.1 actinobacteria
WP_047155762.1 vWA+FGS-fold_domain - 878 Trichodesmium erythraeum - cyanobacteria
WP_047155868.1 vWA_protein - 567 Trichodesmium erythraeum - cyanobacteria
WP_047467284.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1138 Streptomyces sp. M10 GCF_000800535.1 actinobacteria
WP_047861214.1 vWA+SLOG EAD1+VMAP-M1+VMAP-C→ vWA+SLOG*→ 1012 Archangium gephyra GCF_001027285.1 deltaproteobacteria
WP_048244483.1 vWA+APATPase+wHTH AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+APATPase+wHTH*→ 1373 Burkholderia cepacia GCA_001039005.1 betaproteobacteria
WP_048584307.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1301 Streptomyces

viridochromogenes
GCF_001047325.1 actinobacteria

WP_048586084.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1089 Streptomyces
viridochromogenes

GCF_001047325.1 actinobacteria

WP_048832216.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1096 Streptomyces varsoviensis GCF_000718635.1 actinobacteria
WP_049580601.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ 938 Streptomyces sp. SBT349 GCF_001083795.1 actinobacteria
WP_049716945.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1159 Streptomyces caatingaensis GCA_001187435.1 actinobacteria
WP_049770996.1 vWA FGS-fold_domain← ?← ?← ?||?→ VMAP-M1+VMAP-C→ MoxR→ vWA*→ ||← zf-IS66+DDE_Tnp_IS66← TIR+EAD9← PSE← Trypsin← Trypco1 640 Cyanothece sp. PCC 7425 GCF_000022045.1 cyanobacteria
WP_049977087.1 vWA+TPRs TCAD15← ?||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces wadayamensis GCA_000698945.1 actinobacteria
WP_050025079.1 vWA+AP-GTPase+COR+EAD1+Trypsin VMAP-M22+VMAP-C→ MoxR→ vWA+AP-GTPase+COR+EAD1+Trypsin*→ 1458 Verrucomicrobium sp.

BvORR034
GCF_000739635.1 verrucomicrobia

WP_050358421.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1245 Streptomyces europaeiscabiei GCF_001189025.1 actinobacteria
WP_050360439.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 936 Streptomyces europaeiscabiei GCF_001189025.1 actinobacteria
WP_050361396.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces europaeiscabiei GCF_001189025.1 actinobacteria
WP_050371750.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1028 Streptomyces acidiscabies GCF_001189015.1 actinobacteria
WP_050373512.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1190 Streptomyces acidiscabies GCF_001189015.1 actinobacteria
WP_050500594.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1128 Streptomyces rimosus GCF_000720595.1 actinobacteria
WP_050503919.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1127 Streptomyces rimosus GCF_000718675.1 actinobacteria
WP_050505663.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1129 Streptomyces albus GCF_000716945.1 actinobacteria
WP_050507882.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1127 Streptomyces GCF_000716455.1 actinobacteria
WP_050509157.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCF_000716515.1 actinobacteria
WP_050512457.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ ?→ NUDIX→ 1127 Streptomyces rimosus GCF_000717815.1 actinobacteria
WP_050987396.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1108 Streptomyces acidiscabies GCF_000242715.1 actinobacteria
WP_050990728.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1270 Streptomyces sp. TOR3209 GCF_000259895.1 actinobacteria
WP_051034042.1 vWA+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ AB_hydrolase→ 1420 Streptomyces sp. SS GCF_000302615.1 actinobacteria
WP_051034131.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1552 Streptomyces sp. SS GCF_000302615.1 actinobacteria
WP_051042918.1 vWA Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA*→ Trypco1→ 548 Nocardiopsis xinjiangensis GCF_000341145.1 actinobacteria
WP_051087510.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1055 Streptomyces vitaminophilus GCA_001445835.1 actinobacteria
WP_051093954.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) - 1179 Streptomyces sp. MspMP-M5 - actinobacteria
WP_051095183.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp. LaPpAH-108 GCF_000373625.1 actinobacteria
WP_051101697.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7 Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*→ 1343 Streptomyces sp. FxanaD5 GCF_000373465.1 actinobacteria
WP_051102942.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. CNY243 GCF_000377165.1 actinobacteria
WP_051103089.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. CNQ766 - actinobacteria
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WP_051105858.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1110 Streptomyces hokutonensis GCF_000376565.1 actinobacteria
WP_051107757.1 vWA+cNMP_cyclase+cNMP_cyclase+FtsK+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+cNMP_cyclase+cNMP_cyclase+FtsK+TPRs*→ ?→ ?→ ||← DUF397← DUF397 1751 Actinomadura atramentaria GCF_000381885.1 actinobacteria
WP_051113540.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2||METALLOPROTEASE+TPRs→ 1290 Streptomyces davawensis GCF_000349325.1 actinobacteria
WP_051114495.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. CNS335 GCF_000377125.1 actinobacteria
WP_051114526.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1077 Streptomyces sp. CNB091 GCF_000377965.1 actinobacteria
WP_051127194.1 vWA+Pkinase+wHTH+TPRs+cNMP_cy-

clase+EAD2+Band7+HAD
Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+EAD2+Band7+HAD*→ 1459 Streptomyces sp. HmicA12 GCF_000373565.1 actinobacteria

WP_051138277.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7 Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*→ 1313 Streptomyces canus - actinobacteria
WP_051159397.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1150 Streptomyces sp. FXJ7.023 GCF_000404005.1 actinobacteria
WP_051159736.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+TPRs*→ ||← DUF397 1059 Streptomyces sp. FXJ7.023 GCF_000404005.1 actinobacteria
WP_051262220.1 vWA+TPRs TCAD15→ ?→ ||← ?||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1043 Streptomyces sp. CNH287 GCF_000424825.1 actinobacteria
WP_051312162.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. CNQ865 GCF_000424805.1 actinobacteria
WP_051370568.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ ?→ ?→ ?→ Radical_SAM→ Antibiotic_NAT→ TIR+FxsC_Cter→ 1618 Streptomyces sp. 142MFCol3.1 GCF_000424945.1 actinobacteria
WP_051370807.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1096 Streptomyces sp. 142MFCol3.1 GCF_000424945.1 actinobacteria
WP_051387006.1 vWA+TPRs MoxR→ vWA+TPRs*→ 1096 Streptomyces sp. AW19M42 - actinobacteria
WP_051433611.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1134 Streptomyces niveus GCF_000497425.1 actinobacteria
WP_051572814.1 vWA+CASPASE+TCAD13 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD13*→ 1093 Streptomyces sp. PRh5 GCA_000590515.1 actinobacteria
WP_051647873.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ SIR2→ 1003 Streptomyces fradiae GCA_001756925.1 actinobacteria
WP_051652644.1 vWA_protein Trypsin+EAD2+VMAP-M0+VMAP-C→ PSE→ vWA_protein*→ BetaPropeller→ 350 Kitasatospora cheerisanensis GCF_000696185.1 actinobacteria
WP_051674211.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1105 Streptomyces sp. URHA0041 GCF_000701325.1 actinobacteria
WP_051695577.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1079 Streptomyces sp. NRRL S-244 GCF_000717915.1 actinobacteria
WP_051695727.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1092 Streptomyces sp. NRRL S-244 GCF_000717915.1 actinobacteria
WP_051700487.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1104 Streptomyces sp. NRRL F-4474 GCF_000719855.1 actinobacteria
WP_051715921.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1106 Streptomyces sp. NRRL S-475 GCF_000720215.1 actinobacteria
WP_051716612.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1487 Streptomyces sp. NRRL F-5727 GCF_000719555.1 actinobacteria
WP_051716748.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1003 Streptomyces megasporus GCF_000718985.1 actinobacteria
WP_051731479.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCA_000707925.1 actinobacteria
WP_051738500.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCA_000707965.1 actinobacteria
WP_051740295.1 vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*→ 1375 Kitasatospora sp. MBT66 GCF_000710405.2 actinobacteria
WP_051744676.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ PSE→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1574 Streptomyces yerevanensis GCF_000716805.1 actinobacteria
WP_051744857.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2← ?||?→ DUF397→ 1317 Streptomyces yerevanensis - actinobacteria
WP_051756012.1 vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT AB_hydrolase→ ?→ ||← ?||MoxR→ vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*→ 1381 Streptomyces purpeofuscus GCF_000718025.1 actinobacteria
WP_051761502.1 vWA+TIR+FxsC_Cter Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 939 Microbispora rosea GCF_000718475.1 actinobacteria
WP_051763106.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1083 Streptomyces virginiae GCF_000716685.1 actinobacteria
WP_051766461.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||?→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→

vWA+APATPase+wHTH+TPRs→
1409 Saccharothrix syringae GCF_000716755.1 actinobacteria

WP_051770902.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1569 Streptomyces sp. NRRL F-6131 GCF_000719695.1 actinobacteria
WP_051772444.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← cNMP_cyclase+EAD2 1242 Saccharothrix sp. NRRL

B-16314
GCF_000716595.1 actinobacteria

WP_051772626.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ?→ ||← METALLOPROTEASE+TPRs 1445 Saccharothrix sp. NRRL
B-16314

GCF_000716595.1 actinobacteria

WP_051774580.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1082 Streptomyces sp. NRRL S-237 GCF_000718935.1 actinobacteria
WP_051777157.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1111 Streptomyces violaceorubidus GCF_000717995.1 actinobacteria
WP_051777805.1 vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*→ 1267 Kitasatospora phosalacinea GCF_000717185.1 actinobacteria
WP_051778639.1 vWA+Coiled-coil+TIR+FxsC_Cter(partial) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Coiled-coil+TIR+FxsC_Cter(partial)*→ 815 Kitasatospora phosalacinea GCF_000717185.1 actinobacteria
WP_051779191.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ ?→ Radical_SAM→ 1132 Streptomyces sp. NRRL S-241 GCF_000717925.1 actinobacteria
WP_051781725.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1083 Streptomyces GCF_000720795.1 actinobacteria
WP_051783241.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces GCF_001417675.1 actinobacteria
WP_051785085.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1120 Streptomyces virginiae GCF_000720455.1 actinobacteria
WP_051787118.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1500 Streptomyces GCF_000716445.1 actinobacteria
WP_051787936.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1470 Microtetraspora glauca - actinobacteria
WP_051790540.1 vWA+Pkinase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs*→ 1081 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
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WP_051796644.1 vWA+APATPase+wHTH+TPRs - 1187 Rhodococcus rhodnii - actinobacteria
WP_051796738.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1111 Streptomyces sp. NRRL S-87 - actinobacteria
WP_051797194.1 vWA+APATPase+wHTH+TPRs METALLOPROTEASE+TPRs→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 1241 Catenuloplanes japonicus GCF_000717135.1 actinobacteria
WP_051804663.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1476 Streptomyces griseus GCF_000718525.1 actinobacteria
WP_051805087.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1075 Streptomyces sp. NRRL F-2747 GCF_000720145.1 actinobacteria
WP_051807270.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1428 Actinoplanes subtropicus GCF_000721705.1 actinobacteria
WP_051807479.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1122 Streptomyces sp. NRRL F-2664 GCF_000719345.1 actinobacteria
WP_051810361.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ 1134 Streptomyces sp. NRRL S-378 - actinobacteria
WP_051810959.1 vWA+Pkinase+FtsK+TPRs ADP_ribosyl_GH→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ PSE→ PSE→ vWA+Pkinase+FtsK+TPRs*→ NUDIX→ 1401 Streptomyces GCF_000716675.1 actinobacteria
WP_051811665.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1496 Streptomyces GCF_000716675.1 actinobacteria
WP_051814235.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypco1 1374 Streptomyces iakyrus - actinobacteria
WP_051820561.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1085 Streptomyces flavochromogenes GCF_000717595.1 actinobacteria
WP_051820772.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1104 Streptomyces flavochromogenes GCF_000717595.1 actinobacteria
WP_051823228.1 vWA+wHTH+TPRs+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs*→ ||← AB_hydrolase||?→ ||← ?||?→ ||← PSE← ?← DUF397 1364 Streptomyces sp. NRRL S-1448 - actinobacteria
WP_051828049.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1132 Streptomyces bicolor GCF_000725465.1 actinobacteria
WP_051830823.1 vWA+SWACOS+wHTH Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+SWACOS+wHTH*→ 1279 Streptomyces violens GCF_000717745.1 actinobacteria
WP_051831367.1 vWA+TPRs TCAD15← ?||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→

TIR+APATPase+TPRs→
1093 Streptomyces violens GCF_000717745.1 actinobacteria

WP_051831996.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1081 Streptomyces katrae GCF_000717655.1 actinobacteria
WP_051833218.1 vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ 1434 Streptomyces sp. NRRL S-646 GCF_000720765.1 actinobacteria
WP_051836728.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1148 Streptomyces sp. NRRL F-2580 GCF_000720115.1 actinobacteria
WP_051837519.1 vWA+TIR+FxsC_Cter Trypco1→ Trypsin+VMAP-M0+VMAP-C→ vWA+TIR+FxsC_Cter*→ 809 Streptomyces sp. NRRL

WC-3742
GCF_000720635.1 actinobacteria

WP_051840310.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1117 Streptomyces lavendulae GCA_002803845.1 actinobacteria
WP_051842349.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1495 Streptomyces sp. NRRL F-5193 GCF_000721515.1 actinobacteria
WP_051842718.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1659 Streptomyces - actinobacteria
WP_051846592.1 vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C TCAD15→ ?→ ?→ PSE→ ?→ MoxR→ vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ PSE→ MoxR→ vWA+TPRs→ FXSXX-COOH→ METALLOPROTEASE+TPRs→

TIR+APATPase+TPRs→
1251 Streptomyces sp. NRRL F-5053 GCF_000721445.1 actinobacteria

WP_051847209.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ PSE→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1174 Streptomyces sp. NRRL F-5053 GCF_000721445.1 actinobacteria
WP_051850261.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← HTH_31 1321 Streptomyces griseofuscus GCF_000718315.1 actinobacteria
WP_051850820.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1272 Streptomyces sp. NRRL

WC-3795
GCF_000720675.1 actinobacteria

WP_051850937.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1113 Streptomyces sp. NRRL
WC-3795

GCF_000720675.1 actinobacteria

WP_051851738.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp. NRRL F-5650 GCF_000721365.1 actinobacteria
WP_051854418.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1472 Streptomyces sp. NRRL B-1347 GCF_000720325.1 actinobacteria
WP_051854856.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) DUF397→ ||← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1129 Streptomyces sp. NRRL B-1347 GCF_000720325.1 actinobacteria
WP_051855892.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1325 Streptomyces sp. NRRL B-1347 GCF_000720325.1 actinobacteria
WP_051857016.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1174 Streptomyces sp. NRRL S-1868 GCF_000721305.1 actinobacteria
WP_051857985.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1109 Streptomyces toyocaensis GCF_000725125.1 actinobacteria
WP_051858348.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1632 Streptomyces toyocaensis GCA_000725125.1 actinobacteria
WP_051859650.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1214 Streptomyces xanthophaeus GCF_000725725.1 actinobacteria
WP_051861419.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→

TIR+APATPase+TPRs→
1092 Streptomyces

ochraceiscleroticus
- actinobacteria

WP_051862305.1 vWA+SWACOS+wHTH Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+SWACOS+wHTH*→ 1268 Streptomyces
ochraceiscleroticus

GCF_000720485.1 actinobacteria

WP_051865813.1 vWA+APATPase+wHTH+TPRs Trypco2→ ?→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2 1330 Streptomyces griseus GCF_000720255.1 actinobacteria
WP_051872174.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→

TIR+APATPase+TPRs→
1096 Streptomyces sclerotialus - actinobacteria

WP_051885844.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1335 Streptomyces hygroscopicus GCF_000721535.1 actinobacteria
WP_051893194.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ ?→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1113 Streptomyces

erythrochromogenes
GCF_000725555.1 actinobacteria
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WP_051902870.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1308 Streptomyces xanthophaeus GCF_000725805.1 actinobacteria
WP_051905926.1 vWA+REase+cNMP_cyclase+CASPASE SIR2→ ?→ ||← ?||AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+cNMP_cyclase+CASPASE*→ 1176 Streptomyces GCF_000725785.1 actinobacteria
WP_051926349.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1613 Streptomyces durhamensis GCF_000725475.1 actinobacteria
WP_051927217.1 vWA+Pkinase+TIR+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TIR+APATPase+wHTH+TPRs*→ 1512 Streptomyces durhamensis GCF_000725475.1 actinobacteria
WP_051958240.1 vWA+PNP_UDP_1+APATPase+wHTH+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+PNP_UDP_1+APATPase+wHTH+TPRs*→ 1506 Streptomyces mirabilis GCF_000745715.1 actinobacteria
WP_052030314.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1104 Streptomyces sp. PCS3-D2 GCF_000612545.1 actinobacteria
WP_052146298.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ ?→ ?→ ||← ?||Radical_SAM→ Antibiotic_NAT→ TIR+FxsC_Cter→ 979 Streptomyces galbus GCF_000772895.1 actinobacteria
WP_052164025.1 vWA+CASPASE(partial) AB_hydrolase→ CASPASE+EAD2→ VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE(partial)*→ 791 Actinoplanes utahensis GCF_000785985.1 actinobacteria
WP_052164720.1 vWA+cNMP_cyclase+HTH+HTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+HTH+HTH+TPRs*→ 1283 Actinoplanes utahensis GCF_000785985.1 actinobacteria
WP_052183279.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7 Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*→ 1343 Streptomyces sp.

UNC401CLCol
GCF_000686765.1 actinobacteria

WP_052261118.1 vWA+BetaPropeller+TCAD10+REC AB_hydrolase→ CASPASE+VMAP-M16+VMAP-C→ MoxR→ vWA+BetaPropeller+TCAD10+REC*→ 1211 Pseudomonas sp. C5pp GCF_000814065.1 gammaproteobacteria
WP_052310350.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 997 Streptomyces

viridochromogenes
GCF_000158955.1 actinobacteria

WP_052330862.1 vWA+FGS-fold_domain - 888 Rivularia sp. PCC 7116 - cyanobacteria
WP_052360456.1 vWA+TIR+BetaPropeller EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+TIR+BetaPropeller*→ ?→ ?→ ||← cNMP_cyclase+EAD2||cNMP_binding+HTH_Crp_2→ ?→ SIR2→ 1194 Kutzneria albida GCF_000525635.1 actinobacteria
WP_052390345.1 vWA+CASPASE+TIR+FxsC_Cter(partial) Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TIR+FxsC_Cter(partial)*→ 1010 Streptomyces sp. NRRL

B-24484
- actinobacteria

WP_052390618.1 vWA+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 881 Streptomyces sp. NRRL
B-24484

GCF_000717715.1 actinobacteria

WP_052398034.1 vWA+APATPase+wHTH+BetaPropeller Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+BetaPropeller*→ 1462 Streptomyces sp. NRRL F-5123 GCF_000721495.1 actinobacteria
WP_052410846.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1150 Streptomyces olivaceus GCF_000721235.1 actinobacteria
WP_052411496.1 vWA+NACHT+CASPASE+BetaPropeller Trypco1→ MoxR→ vWA+NACHT+CASPASE+BetaPropeller*→ 1448 Streptomyces sp. NRRL S-118 GCF_000716335.1 actinobacteria
WP_052411905.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 974 Streptomyces sp. NRRL S-118 GCF_000716335.1 actinobacteria
WP_052413856.1 vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ 1343 Streptomyces glaucescens GCA_000761215.1 actinobacteria
WP_052424449.1 vWA+Pkinase+STAND_NTPase+STAND_NTPase Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+STAND_NTPase+STAND_NTPase*→ 1335 Streptomyces fulvoviolaceus GCF_000718165.1 actinobacteria
WP_052479908.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1318 Streptomyces sp. NBRC 110035 GCF_000829695.1 actinobacteria
WP_052499299.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1038 Streptomyces vietnamensis GCF_000830005.1 actinobacteria
WP_052499534.1 vWA+REase+SWACOS+TPRs+cNMP_cyclase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+REase+SWACOS+TPRs+cNMP_cyclase*→ 1715 Streptomyces vietnamensis GCF_000830005.1 actinobacteria
WP_052518892.1 vWA+SLOG+EAD1+TIR EAD1+Trypsin→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+SLOG+EAD1+TIR*→ 1400 Archangium violaceum GCA_000733295.1 deltaproteobacteria
WP_052579849.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ ||← ?||?→ ?→ ?→ ?→ ||← ?||PSE→ TIR+FxsC_Cter→ 1648 Actinosporangium sp. NRRL

B-3428
- actinobacteria

WP_052658798.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1168 Streptomyces sp. MNU77 GCA_000935135.2 actinobacteria
WP_052680467.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1155 Streptomyces sp. NRRL F-4428 GCF_000956015.1 actinobacteria
WP_052680669.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1199 Streptomyces sp. NRRL F-4428 GCF_000956015.1 actinobacteria

WP_052680675.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1093 Streptomyces sp. NRRL F-4428 - actinobacteria
WP_052682031.1 vWA+CASPASE+TIR+FxsC_Cter(partial) Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TIR+FxsC_Cter(partial)*→ 1000 Saccharothrix sp. ST-888 GCF_000955975.1 actinobacteria
WP_052687083.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1324 Streptomyces lydicus GCA_000952035.2 actinobacteria
WP_052687086.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1106 Streptomyces lydicus GCA_000952035.2 actinobacteria
WP_052701300.1 vWA+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) SIR2→ ||← ?← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1201 Streptomyces iranensis GCA_000938975.1 actinobacteria
WP_052709503.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1558 Streptomyces sp. NRRL S-495 GCF_000966955.1 actinobacteria
WP_052709964.1 vWA+APATPase+wHTH+TPRs AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1575 Azospirillum thiophilum GCF_001305595.1 alphaproteobacteria
WP_052714800.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1120 Streptomyces GCF_000720235.1 actinobacteria
WP_052718810.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1130 Streptomyces sp. NBRC 110027 GCF_000829715.2 actinobacteria
WP_052720904.1 vWA+SWACOS+TPRs Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+SWACOS+TPRs*→ 1320 Actinoplanes rectilineatus GCF_000962825.1 actinobacteria
WP_052721099.1 vWA+APATPase+wHTH+TPRs TIR+EAD2→ METALLOPROTEASE+TPRs→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 1274 Actinoplanes rectilineatus GCF_000962825.1 actinobacteria
WP_052731472.1 vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+APATPase+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ 1422 Streptomyces sp. MBT28 GCF_000972435.1 actinobacteria
WP_052743202.1 vWA+CASPASE+NACHT+PIN vWA+TPRs← MoxR← Trypsin+HDxxH+VMAP-M0+VMAP-C← Trypco1||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+NACHT+PIN*→ 1151 Streptomyces mangrovisoli GCA_000974985.2 actinobacteria
WP_052745063.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← CASPASE+EAD2 1295 Micromonospora sp. HK10 GCF_000982955.1 actinobacteria
WP_052745900.1 vWA+APATPase+wHTH+TPRs Trypco1||Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1497 Allosalinactinospora lopnorensis GCF_000981225.1 actinobacteria
WP_052757695.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ PSE→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1132 Streptomyces yangpuensis GCF_001005295.1 actinobacteria
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WP_052771536.1 vWA+APATPase+wHTH+TPRs MoxR→ vWA+APATPase+wHTH+TPRs*→ 1041 Streptomyces scabiei GCF_001005405.1 actinobacteria
WP_052840000.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← PSE||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1556 Streptomyces aureofaciens - actinobacteria
WP_052842417.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1345 Streptomyces aureofaciens - actinobacteria
WP_052845518.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ FXSXX-COOH→ Radical_SAM→ 982 Streptomyces sp. NRRL S-31 GCF_000718775.1 actinobacteria
WP_052848444.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1100 Streptomyces avicenniae - actinobacteria
WP_052856488.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1126 Streptomyces celluloflavus GCF_000720995.1 actinobacteria
WP_052867817.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1110 Streptomyces niger GCF_000718305.1 actinobacteria
WP_052868496.1 vWA+SWACOS+wHTH Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+SWACOS+wHTH*→ 1275 Streptomyces niger GCF_000718305.1 actinobacteria
WP_052871930.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1199 Streptomyces sp. NRRL F-4335 - actinobacteria

WP_052873786.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1138 Streptomyces sp. NRRL F-4335 - actinobacteria
WP_053048758.1 vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1341 Streptomyces antioxidans - actinobacteria
WP_053055495.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1323 Streptomyces malaysiense GCF_000980885.2 actinobacteria
WP_053065798.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1076 Streptomyces sp. Mg1 GCF_000412265.2 actinobacteria
WP_053066357.1 vWA+CASPASE+SLOG+TPRs EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+CASPASE+SLOG+TPRs*→ 1460 Archangium gephyra GCA_001027285.1 deltaproteobacteria
WP_053080709.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1104 Streptomyces roseus GCF_001044425.1 actinobacteria
WP_053138638.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ PSE→

METALLOPROTEASE+TPRs→
1562 Streptomyces ambofaciens GCA_001267885.1 actinobacteria

WP_053167756.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1139 Streptomyces virginiae GCF_001270565.1 actinobacteria
WP_053200553.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1303 Streptomyces

viridochromogenes
GCF_001270485.1 actinobacteria

WP_053211137.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1308 Streptomyces antibioticus GCA_001270635.1 actinobacteria
WP_053612266.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. XY533 GCA_001279845.1 actinobacteria

WP_053612976.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces GCA_001279445.1 actinobacteria
WP_053613993.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1114 Streptomyces GCF_001279445.1 actinobacteria
WP_053625154.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces GCA_001279445.1 actinobacteria

WP_053627348.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. XY511 GCA_001279485.1 actinobacteria

WP_053627414.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. XY511 GCA_001279485.1 actinobacteria
WP_053628752.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1114 Streptomyces sp. XY511 GCF_001279485.1 actinobacteria
WP_053629375.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. H021 GCA_001279495.1 actinobacteria
WP_053629734.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. H021 GCA_001279495.1 actinobacteria

WP_053630092.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1120 Streptomyces sp. H021 GCF_001279495.1 actinobacteria
WP_053633026.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces GCA_001279685.1 actinobacteria

WP_053633406.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1120 Streptomyces GCF_001279855.1 actinobacteria
WP_053633441.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces GCA_001279855.1 actinobacteria
WP_053635218.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1659 Streptomyces sp. XY152 GCF_001279455.1 actinobacteria
WP_053637571.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1098 Streptomyces sp. NRRL F-4707 GCF_001279605.1 actinobacteria
WP_053640772.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 884 Streptomyces sp. NRRL F-6492 GCF_001280125.1 actinobacteria
WP_053647130.1 vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail vWA+APATPase+SWACOS+wHTH+TPRs+Beta-rich-tail*→ 1497 Streptomyces sp. XY431 GCF_001279805.1 actinobacteria
WP_053651319.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-C→ MoxR→ vWA+TPRs*→ 2139 Streptomyces sp. XY431 GCF_001279805.1 actinobacteria
WP_053653628.1 vWA+APATPase+wHTH+TPRs CASPASE+TPRs→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH-like 1417 Micromonospora sp. NRRL

B-16802
GCA_001279555.1 actinobacteria

WP_053655870.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1268 Micromonospora sp. NRRL
B-16802

GCF_001279555.1 actinobacteria

WP_053659581.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1112 Streptomyces sp. MMG1121 GCF_001280015.1 actinobacteria
WP_053661282.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1089 Streptomyces sp. MMG1121 GCA_001280015.1 actinobacteria
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WP_053662415.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→

PSE→ ?→ CASPASE→
1098 Streptomyces sp. NRRL F-7442 GCF_001279615.1 actinobacteria

WP_053662834.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp. NRRL F-7442 GCF_001279615.1 actinobacteria
WP_053669153.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1058 Streptomyces sp. NRRL F-6491 GCF_001280095.1 actinobacteria
WP_053676461.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1056 Streptomyces sp. WM4235 - actinobacteria
WP_053679072.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1120 Streptomyces sp. XY66 GCF_001279905.1 actinobacteria
WP_053679427.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. XY66 GCA_001279905.1 actinobacteria
WP_053681301.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. XY66 GCA_001279905.1 actinobacteria

WP_053683716.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1111 Streptomyces sp. XY593 GCA_001279885.1 actinobacteria
WP_053685064.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. XY593 GCA_001279885.1 actinobacteria

WP_053685938.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. IGB124 GCA_001279935.1 actinobacteria

WP_053686250.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1120 Streptomyces sp. IGB124 GCF_001279935.1 actinobacteria
WP_053687101.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. IGB124 - actinobacteria
WP_053691781.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1075 Streptomyces sp. WM6372 - actinobacteria
WP_053697007.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ TIR+APATPase+TPRs→ 1111 Streptomyces sp. NRRL F-5755 GCF_001279365.1 actinobacteria
WP_053703978.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1137 Streptomyces sp. WM6368 GCF_001279625.1 actinobacteria
WP_053704399.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. WM6368 GCA_001279625.1 actinobacteria

WP_053705991.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1120 Streptomyces sp. WM6373 GCF_001279685.1 actinobacteria
WP_053712681.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1198 Streptomyces sp. XY413 GCA_001279765.1 actinobacteria

WP_053713048.1 vWA+CASPASE+TCAD12 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD12*→ 1107 Streptomyces sp. XY413 GCA_001279765.1 actinobacteria
WP_053713228.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ 1120 Streptomyces sp. XY413 GCF_001279765.1 actinobacteria
WP_053736427.1 vWA+CASPASE+APATPase+TPRs AB_hydrolase→ BTLCP+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+APATPase+TPRs*→ 1091 Nocardia sp. NRRL S-836 GCA_001279525.1 actinobacteria
WP_053741039.1 vWA+TPRs MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ Radical_SAM→ ?→ STAND_NTPase→ vWA→ TIR+APATPase+TPRs→ 1088 Streptomyces sp. NRRL

WC-3618
GCF_001280005.1 actinobacteria

WP_053759729.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1290 Streptomyces sp. AS58 GCF_001279985.1 actinobacteria
WP_053784648.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1081 Streptomyces sp. XY332 GCF_001280885.1 actinobacteria
WP_053800883.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces rimosus GCF_001279345.1 actinobacteria
WP_053922005.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1105 Streptomyces chattanoogensis GCF_001294335.1 actinobacteria
WP_053930842.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1443 Streptomyces sp. NRRL S-4 GCA_001294345.1 actinobacteria
WP_054099049.1 vWA+TPRs - 1127 Streptomyces sp. NRRL

WC-3753
- actinobacteria

WP_054102283.1 vWA+APATPase+wHTH+TPRs - 1547 Streptomyces sp. NRRL
WC-3753

- actinobacteria

WP_054214454.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ SIR2→ 1131 Actinobacteria bacterium
OK074

GCF_001298575.1 actinobacteria

WP_054220968.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1067 Actinobacteria bacterium
OV450

GCA_001298555.1 actinobacteria

WP_054230306.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) ADP_ribosyl_GH→ NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1156 Actinobacteria bacterium
OK006

GCA_001298565.1 actinobacteria

WP_054232446.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1296 Actinobacteria bacterium
OK006

- actinobacteria

WP_054236610.1 vWA+BetaPropeller AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+BetaPropeller*→ 803 Actinobacteria bacterium
OK006

GCF_001298565.1 actinobacteria

WP_054238173.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1132 Actinobacteria bacterium
OV320

- actinobacteria

WP_054242429.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) DUF397→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Actinobacteria bacterium
OV320

GCA_001298545.1 actinobacteria
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WP_054242795.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1126 Actinobacteria bacterium

OV320
GCF_001298545.1 actinobacteria

WP_054289253.1 vWA+SWACOS AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SWACOS*→ 1294 Kibdelosporangium
phytohabitans

GCA_001302585.1 actinobacteria

WP_054294635.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||
METALLOPROTEASE+TPRs← FXSXX-COOH-like

1442 Kibdelosporangium
phytohabitans

GCA_001302585.1 actinobacteria

WP_054568190.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1592 Frankia sp. R43 GCA_001306465.1 actinobacteria
WP_055419746.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1544 Streptomyces pactum GCA_002005225.1 actinobacteria
WP_055420298.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1015 Streptomyces pactum GCA_002005225.1 actinobacteria
WP_055467560.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1098 Streptomyces sp. NBRC 110030 GCF_001417675.1 actinobacteria
WP_055491167.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ 1477 Streptomyces sp. TP-A0356 GCF_001417775.1 actinobacteria
WP_055491865.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M6+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH-like← Trypco1 1470 Streptomyces sp. TP-A0356 GCF_001417775.1 actinobacteria
WP_055499354.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1015 Streptomyces flocculus GCF_001418505.1 actinobacteria
WP_055512459.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1119 Streptomyces aurantiacus GCF_001418335.1 actinobacteria
WP_055516094.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ AB_hydrolase→ CASPASE+EAD2→ 1441 Streptomyces aurantiacus GCF_001418335.1 actinobacteria
WP_055518044.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs||Trypco1→ 1490 Streptomyces aurantiacus GCF_001418335.1 actinobacteria
WP_055550146.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1160 Streptomyces sp. NBRC 110028 GCF_001417735.1 actinobacteria
WP_055551712.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1452 Streptomyces sp. NBRC 110028 GCF_001417735.1 actinobacteria
WP_055556059.1 vWA+Pkinase+FtsK+TPRs vWA+Pkinase+FtsK+TPRs*→ 1068 Streptomyces kanamyceticus GCF_001418465.1 actinobacteria
WP_055569004.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1205 Streptomyces atriruber GCF_001418325.1 actinobacteria
WP_055602658.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ 847 Streptomyces aureus GCF_001418135.1 actinobacteria
WP_055613191.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1494 Streptomyces

phaeochromogenes
GCF_001418655.1 actinobacteria

WP_055618099.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1436 Streptomyces
phaeochromogenes

GCF_001418655.1 actinobacteria

WP_055631399.1 vWA+REase+cNMP_cyclase+CASPASE AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+cNMP_cyclase+CASPASE*→ 1144 Streptomyces griseoruber GCA_001514205.1 actinobacteria
WP_055643571.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1193 Streptomyces venezuelae GCA_001443625.1 actinobacteria
WP_055643712.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1526 Streptomyces venezuelae GCA_001443625.1 actinobacteria
WP_055702450.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1252 Streptomyces silaceus - actinobacteria
WP_055705732.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2 1284 Streptomyces puniciscabiei GCF_001419685.1 actinobacteria
WP_055706346.1 vWA+DNA-primase-like_ZnR+S1+KH+KH Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+DNA-primase-like_ZnR+S1+KH+KH*→ 1101 Streptomyces puniciscabiei GCF_001419685.1 actinobacteria
WP_055715312.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 850 Streptomyces torulosus GCF_001419765.1 actinobacteria
WP_055750281.1 vWA+APATPase+wHTH+TPRs EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1346 Frankia sp. AvcI1 GCF_001420875.1 actinobacteria
WP_056567333.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1063 Streptomyces GCA_001426405.1 actinobacteria
WP_056644000.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1070 Streptomyces sp. Root431 GCA_001426585.1 actinobacteria
WP_056701957.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1245 Streptomyces GCA_001426325.1 actinobacteria
WP_056706812.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces GCA_001426325.1 actinobacteria
WP_056794874.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1135 Streptomyces GCA_001426615.1 actinobacteria
WP_057232849.1 vWA+APATPase+BetaPropeller+Pki-

nase+wHTH+TPRs+wHTH+TPRs+FtsK
Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+BetaPropeller+Pkinase+wHTH+TPRs+wHTH+TPRs+FtsK*→ 2079 Kitasatospora sp. Root107 GCA_001424875.1 actinobacteria

WP_057238953.1 vWA+CASPASE+TIR+FxsC_Cter(partial) Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TIR+FxsC_Cter(partial)*→ 841 Kitasatospora GCA_001424875.1 actinobacteria
WP_057241032.1 vWA+APATPase+BetaPropeller+Pki-

nase+wHTH+TPRs+wHTH+TPRs+FtsK
Trypco1→ Trypsin+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+BetaPropeller+Pkinase+wHTH+TPRs+wHTH+TPRs+FtsK*→ 2142 Kitasatospora sp. Root187 GCA_001429805.1 actinobacteria

WP_057578299.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ ||← vWA+APATPase+wHTH+TPRs← MoxR← DUF397 383 Streptomyces sp. Root264 GCA_001428885.1 actinobacteria
WP_057578301.1 vWA+APATPase+wHTH+TPRs DUF397→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← vWA← EAD2+VMAP-M0+VMAP-C 886 Streptomyces sp. Root264 GCF_001428885.1 actinobacteria
WP_057584733.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1102 Streptomyces sp. Root264 GCA_001428885.1 actinobacteria
WP_057599902.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1137 Streptomyces sp. Root1310 GCA_001426425.1 actinobacteria
WP_057602960.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. Root1310 GCA_001426425.1 actinobacteria
WP_057603580.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1118 Streptomyces sp. Root1310 GCA_001426425.1 actinobacteria
WP_057605974.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2||Trypco2→ 1274 Streptomyces sp. Root1310 GCA_001426425.1 actinobacteria
WP_057662565.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces anulatus GCF_001434355.1 actinobacteria
WP_057664687.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1245 Streptomyces anulatus GCF_001434355.1 actinobacteria
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WP_058080417.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1308 Streptomyces hygroscopicus GCA_001447075.1 actinobacteria
WP_058184023.1 vWA+CASPASE+FGS-fold_domain CASPASE+AB_hydrolase→ CASPASE+VMAP-M28+VMAP-C→ MoxR→ vWA+CASPASE+FGS-fold_domain*→ 1553 Mastigocoleus testarum GCA_001456025.1 cyanobacteria
WP_058915122.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 386 Streptomyces sp. 4F GCA_001484705.1 actinobacteria
WP_058915198.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 385 Streptomyces sp. 4F GCA_001484705.1 actinobacteria
WP_058925471.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1094 Streptomyces sp. CdTB01 GCA_001484565.1 actinobacteria
WP_058930817.1 vWA+BetaPropeller+CASPASE+STAND_NTPase AB_hydrolase→ CASPASE+VMAP-M17+VMAP-C→ MoxR→ vWA+BetaPropeller+CASPASE+STAND_NTPase*→ 1717 Pseudarthrobacter sulfonivorans GCA_001484605.1 actinobacteria
WP_059012194.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ PSE→ ?→ ?→ TIR+APATPase+TPRs→ 1108 Streptomyces specialis GCF_001493375.1 actinobacteria
WP_059042125.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1110 Streptomyces acidiscabies GCA_001485105.1 actinobacteria
WP_059047321.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1062 Streptomyces acidiscabies GCF_001485105.1 actinobacteria
WP_059128852.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1126 Streptomyces sp. NRRL F-5122 GCA_001507435.1 actinobacteria
WP_059146065.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1452 Streptomyces GCA_001509775.1 actinobacteria
WP_059146322.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1165 Streptomyces violaceusniger GCA_001509775.1 actinobacteria
WP_059252564.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1220 Streptomyces reticuli GCF_001511815.1 actinobacteria
WP_059261798.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1311 Streptomyces corchorusii GCA_001514055.1 actinobacteria
WP_059264232.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1157 Streptomyces corchorusii GCA_001514055.1 actinobacteria
WP_059362765.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||TIR+APATPase+TPRs→ ||← DUF397 1201 Lechevalieria aerocolonigenes GCF_000974445.1 actinobacteria
WP_059417485.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1118 Streptomyces azureus GCA_001270025.1 actinobacteria
WP_060176762.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1099 Streptomyces sp. IMTB 1903 GCF_001531145.1 actinobacteria
WP_060730269.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1733 Streptomyces albus GCA_001541145.1 actinobacteria
WP_060733247.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1102 Streptomyces albus GCA_001541145.1 actinobacteria
WP_060879576.1 vWA+APATPase+wHTH+TPRs MoxR→ vWA+APATPase+wHTH+TPRs*→ 1041 Streptomyces scabiei GCF_001550225.1 actinobacteria
WP_060888221.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1019 Streptomyces GCF_001550315.1 actinobacteria
WP_060888708.1 vWA vWA*→ 377 Streptomyces scabiei GCF_001550215.1 actinobacteria
WP_060895935.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1032 Streptomyces

diastatochromogenes
- actinobacteria

WP_060907571.1 vWA+APATPase+wHTH+TPRs MoxR→ vWA+APATPase+wHTH+TPRs*→ 1029 Streptomyces scabiei GCF_001572115.1 actinobacteria
WP_060944903.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1323 Streptomyces hygroscopicus GCF_001553455.1 actinobacteria
WP_060947196.1 vWA+TPRs vWA+TPRs*→ 1061 Streptomyces hygroscopicus GCF_001553455.1 actinobacteria
WP_060948653.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1462 Streptomyces hygroscopicus GCF_001553435.1 actinobacteria
WP_060950690.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1308 Streptomyces hygroscopicus GCF_001553435.1 actinobacteria
WP_061080206.1 vWA+APATPase+wHTH Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+APATPase+wHTH*→ 1065 Nocardiopsis dassonvillei - actinobacteria
WP_061081053.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1514 Nocardiopsis dassonvillei - actinobacteria
WP_061083272.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ 1261 Nocardiopsis dassonvillei - actinobacteria
WP_061430554.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCA_001578075.1 cyanobacteria
WP_061432000.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ ?→ FGS-fold_domain→ 961 Microcystis aeruginosa GCA_001578075.1 cyanobacteria
WP_061432248.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 870 Microcystis aeruginosa GCA_001578075.1 cyanobacteria
WP_061441116.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 505 Streptomyces sp.

CCM_MD2014
GCA_000772045.1 actinobacteria

WP_061442995.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp.
CCM_MD2014

GCF_000772045.1 actinobacteria

WP_061446900.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1077 Streptomyces sp.
CCM_MD2014

GCF_000772045.1 actinobacteria

WP_061783879.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1479 Thermobifida fusca GCF_001592045.1 actinobacteria
WP_061790674.1 vWA+DRHyd+TCAD8 AB_hydrolase→ CASPASE+VMAP-M20+VMAP-C→ MoxR→ vWA+DRHyd+TCAD8*→ 1395 Herbaspirillum rubrisubalbicans GCA_003719195.1 betaproteobacteria
WP_061927345.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1114 Streptomyces bungoensis GCA_001514215.1 actinobacteria
WP_061981586.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1217 Amycolatopsis regifaucium GCA_001613935.1 actinobacteria
WP_062009594.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1317 Streptomyces sporocinereus GCF_001570645.1 actinobacteria
WP_062152500.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1449 Streptomyces curacoi GCA_001513975.1 actinobacteria
WP_062192328.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2 1318 Streptomyces sp. AVP053U2 GCA_001469455.2 actinobacteria
WP_062206696.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ ?→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1094 Streptomyces sp. NBRC 109706 GCF_000974485.1 actinobacteria
WP_062640490.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) DUF397→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1100 Streptomyces sp. NBRC 110468 GCF_001184025.1 actinobacteria
WP_062642514.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1110 Streptomyces sp. NBRC 110468 GCF_001184025.1 actinobacteria
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WP_062649304.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1170 Streptomyces sp. NBRC 110468 - actinobacteria
WP_062706177.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ ||← TCAD15 1094 Streptomyces regalis GCA_001509475.1 actinobacteria
WP_062717917.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1087 Streptomyces caeruleatus GCA_001514235.1 actinobacteria
WP_062720228.1 vWA+TIR+FxsC_Cter(partial) AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter(partial)*→ 865 Streptomyces caeruleatus GCA_001514235.1 actinobacteria
WP_062721860.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1122 Streptomyces caeruleatus GCF_001514235.1 actinobacteria
WP_063274055.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1197 Amycolatopsis keratiniphila - actinobacteria
WP_063483361.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1562 Streptomyces ambofaciens GCA_001632865.1 actinobacteria
WP_063628645.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ PSE→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1038 Streptomyces lividans GCF_000158935.1 actinobacteria
WP_063731010.1 vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1197 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_063732781.1 vWA+BetaPropeller+CASPASE+APAT-

Pase+wHTH+TPRs+AB_hydrolase
EAD1+Trypsin→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+BetaPropeller+CASPASE+APATPase+wHTH+TPRs+AB_hydrolase*→ 1525 Streptomyces sp. RTd22 GCF_001640565.1 actinobacteria

WP_063734284.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1161 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_063736496.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1451 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_063736878.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ PSE→ ||← Trypco1 1444 Streptomyces sp. RTd22 GCF_001640565.1 actinobacteria
WP_063781306.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1121 Streptomyces decoyicus GCA_001270575.1 actinobacteria
WP_063784888.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1705 Streptomyces

viridochromogenes
GCF_001270495.1 actinobacteria

WP_063798505.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1397 Nocardia sp. NRRL S-836 GCA_001279525.1 actinobacteria
WP_063820828.1 vWA+APATPase+wHTH+TPRs - 1433 Frankia sp. QA3 - actinobacteria
WP_063826594.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1554 Frankia discariae GCF_000373365.1 actinobacteria
WP_063870491.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1199 Frankia sp. CpI1-P - actinobacteria
WP_064273537.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ ||← Trypco1 1475 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_064273706.1 vWA+BetaPropeller+CASPASE+NACHT EAD1+Trypsin→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+BetaPropeller+CASPASE+NACHT*→ 1398 Streptomyces sp. RTd22 - actinobacteria
WP_064455400.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1460 Streptomyces sp. NBRC 109436 GCF_001652895.1 actinobacteria
WP_064456135.1 vWA+TPRs CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1174 Streptomyces sp. NBRC 109436 GCF_001652895.1 actinobacteria
WP_065477020.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1487 Streptomyces sp. PTY087I2 GCA_001687325.1 actinobacteria
WP_065757097.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1155 Streptomyces clavuligerus GCA_001693675.1 actinobacteria
WP_065913170.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1418 Lentzea guizhouensis GCA_001701025.1 actinobacteria
WP_065917436.1 vWA+CASPASE+NACHT+TPRs AB_hydrolase→ BTLCP+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+NACHT+TPRs*→ 1833 Lentzea guizhouensis GCA_001701025.1 actinobacteria
WP_065959104.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1166 Streptomyces sparsogenes GCA_001969965.1 actinobacteria
WP_065965731.1 vWA+Pkinase+Pkinase Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+Pkinase*→ Porphobil_deam+Porphobil_deamC→ 1144 Streptomyces sparsogenes GCF_001704635.1 actinobacteria
WP_065966463.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1466 Streptomyces sparsogenes GCF_001704635.1 actinobacteria
WP_066027130.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1308 Streptomyces sporocinereus GCF_001705785.1 actinobacteria
WP_066027899.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ ||← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1462 Streptomyces sporocinereus GCF_001705785.1 actinobacteria
WP_066926886.1 vWA+wHTH+TPRs+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1358 Streptomyces sp. NBRC 110611 GCF_001590865.1 actinobacteria
WP_067008717.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2 1257 Streptomyces cellostaticus GCA_001513965.1 actinobacteria
WP_067010480.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD DUF397→ ?→ ?→ ?→ Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1580 Streptomyces cellostaticus GCA_001513965.1 actinobacteria
WP_067017920.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1135 Streptomyces sp. RV15 GCA_001514305.1 actinobacteria
WP_067024564.1 vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial) TIR+EAD2→ EAD2+VMAP-M10+VMAP-C→ MoxR→ vWA+APATPase+Trypsin+TIR+FxsC_Cter(partial)*→ ||← DUF397 1226 Streptomyces sp. RV15 GCA_001514305.1 actinobacteria
WP_067031497.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 983 Streptomyces sp. RV15 GCA_001514305.1 actinobacteria
WP_067043278.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp. FXJ1.172 GCA_001636945.1 actinobacteria
WP_067055649.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1163 Streptomyces sp. FXJ1.172 GCA_001636945.1 actinobacteria
WP_067075421.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1462 Streptomyces endus GCF_001553475.1 actinobacteria
WP_067079480.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1191 Streptomyces endus GCF_001553475.1 actinobacteria
WP_067128388.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1106 Streptomyces yokosukanensis GCF_001514035.1 actinobacteria
WP_067129121.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1073 Streptomyces yokosukanensis GCA_001514035.1 actinobacteria
WP_067166187.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1133 Streptomyces sp. ERV7 GCA_001653515.1 actinobacteria
WP_067167742.1 vWA+TPRs vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 986 Streptomyces sp. ERV7 GCA_001653515.1 actinobacteria
WP_067237319.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1084 Streptomyces longwoodensis GCA_001514125.1 actinobacteria
WP_067244441.1 vWA+REase+cNMP_cyclase+CASPASE AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+cNMP_cyclase+CASPASE*→ 1144 Streptomyces sp. DSM 15324 GCA_001514285.1 actinobacteria
WP_067362281.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) ADP_ribosyl_GH→ NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1156 Streptomyces olivochromogenes GCA_002335465.1 actinobacteria
WP_067395191.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1596 Streptomyces sp. F-3 GCF_001653115.1 actinobacteria
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WP_067415632.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sampsonii GCF_001704195.1 actinobacteria
WP_067455624.1 vWA+FtsK+FtsK+FtsK Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+FtsK*→ 1335 Actinomadura macra GCF_001552215.1 actinobacteria
WP_067632860.1 vWA+FtsK+FtsK+CASPASE+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+CASPASE+FtsK*→ 1695 Actinomadura latina GCF_001552195.1 actinobacteria
WP_067637708.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ ||← TIR+APATPase+TPRs||SWACOS→ PSE→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Radical_SAM← ?||cNMP_cyclase+EAD2→ 1384 Actinomadura latina GCF_001552195.1 actinobacteria
WP_067794950.1 vWA+FtsK+FtsK+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+FtsK*→ 1515 Actinomadura formosensis GCF_001552155.1 actinobacteria
WP_067817617.1 vWA+FtsK+FtsK+FtsK+FtsK+FtsK+FtsK Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+FtsK+FtsK+FtsK+FtsK*→ 2289 Actinomadura kijaniata GCF_001552175.1 actinobacteria
WP_067892555.1 vWA+APATPase+wHTH Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH*→ ?→ ||← ?← ?← ?||?→ ?→ DUF397→ 934 Actinomadura chibensis GCF_001552135.1 actinobacteria
WP_067896613.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ METALLOPROTEASE+TPRs→ ||← TIR+APATPase+TPRs||FXSXX-COOH→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→

cNMP_cyclase+EAD2→
1385 Actinomadura chibensis GCF_001552135.1 actinobacteria

WP_067901341.1 vWA+Integrin_beta(vWA) AB_hydrolase→ BTLCP+VMAP-M0+VMAP-C→ MoxR→ vWA+Integrin_beta(vWA)*→ 1071 Actinomadura chibensis GCF_001552135.1 actinobacteria
WP_067973520.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397 1532 Nocardiopsis trehalosi GCF_001552555.1 actinobacteria
WP_068013580.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ METALLOPROTEASE→ TIR+APATPase+wHTH+TPRs→ Radical_SAM→ 813 Nocardia mexicana GCA_003350525.1 actinobacteria
WP_068753449.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1477 Thermobifida cellulosilytica GCA_001517975.1 actinobacteria
WP_068790131.1 vWA+FGS-fold_domain VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 867 Phormidium willei GCA_001637315.1 cyanobacteria
WP_069169727.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1444 Streptomyces griseus GCF_001715295.1 actinobacteria
WP_069466096.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2 1212 Streptomyces rubidus GCF_001723065.1 actinobacteria
WP_069570250.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 491 Streptomyces lydicus GCA_001729485.1 actinobacteria
WP_069571998.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ 1147 Streptomyces lydicus GCA_001729485.1 actinobacteria
WP_069622119.1 vWA+Pkinase Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase*→ 890 Streptomyces niveus GCF_001723075.1 actinobacteria
WP_069622478.1 vWA+TPRs vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ 806 Streptomyces niveus GCF_001723075.1 actinobacteria
WP_069628672.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1121 Streptomyces niveus GCF_001723055.1 actinobacteria
WP_069737637.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1256 Streptomyces sp. EN27 GCF_001746315.1 actinobacteria
WP_069740765.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1256 Streptomyces sp. EN23 GCF_001746305.1 actinobacteria
WP_069761741.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1469 Streptomyces sp. LUP47B GCF_001746295.1 actinobacteria
WP_069782621.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||Trypco1→ 1534 Streptomyces puniciscabiei GCA_001735805.1 actinobacteria
WP_069860373.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1453 Streptomyces sp. SPMA113 GCF_001748165.1 actinobacteria
WP_069866024.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1171 Streptomyces sp. SPMA113 GCF_001748165.1 actinobacteria
WP_069886105.1 vWA+Pkinase+FtsK+TPRs ADP_ribosyl_GH→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+FtsK+TPRs*→ NUDIX→ 1260 Streptomyces luteocolor GCF_001748305.1 actinobacteria
WP_069886112.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1252 Streptomyces luteocolor - actinobacteria
WP_069921916.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1208 Streptomyces subrutilus GCA_001746425.1 actinobacteria
WP_069926978.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1075 Streptomyces agglomeratus GCA_001746465.1 actinobacteria
WP_069933003.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1075 Streptomyces agglomeratus GCA_001746415.1 actinobacteria
WP_069992837.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1069 Streptomyces GCA_001751375.1 actinobacteria
WP_070025225.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1268 Streptomyces sp. F-1 GCA_900079405.3 actinobacteria
WP_070202374.1 vWA+TIR+FxsC_Cter AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TIR+FxsC_Cter*→ 941 Streptomyces nanshensis - actinobacteria
WP_070202821.1 vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase CASPASE+VMAP-M2+VMAP-C→ MoxR→ PSE→ PSE→ vWA(partial)+REase+STAND_NTPase+TPRs+cNMP_cyclase*→ 1317 Streptomyces nanshensis GCA_001751305.1 actinobacteria
WP_070344004.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1075 Streptomyces agglomeratus GCA_001746485.1 actinobacteria
WP_070388963.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1081 Streptomyces pactum GCA_001767375.1 actinobacteria
WP_070390415.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ PSE→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1161 Streptomyces pactum GCA_001767375.1 actinobacteria
WP_070391592.1 vWA+FGS-fold_domain EAD1+Trypsin→ ||← ?||PSE→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 939 Moorea producens GCA_001767235.1 cyanobacteria
WP_071102798.1 vWA+FGS-fold_domain EAD1+Trypsin→ EAD1+VMAP-M1+Calcineurin-like→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 902 Moorea producens GCA_001854205.1 cyanobacteria
WP_071106909.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ 869 Moorea producens GCA_001854205.1 cyanobacteria
WP_071330512.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces sampsonii GCF_001865315.1 actinobacteria
WP_071336898.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1137 Streptomyces albidoflavus GCF_001865795.1 actinobacteria
WP_071370429.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1115 Streptomyces sp. MUSC 14 GCA_001866675.1 actinobacteria
WP_071376575.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1105 Streptomyces sp. MUSC 14 GCA_001866675.1 actinobacteria
WP_071381763.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1122 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
WP_071384258.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1105 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
WP_071387451.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1272 Streptomyces malaysiense GCA_000980885.2 actinobacteria
WP_071515078.1 vWA+FGS-fold_domain - 847 Geitlerinema sp. PCC 9228 - cyanobacteria
WP_071623019.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1261 Nocardiopsis dassonvillei GCA_001877055.1 actinobacteria
WP_072031082.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1197 Amycolatopsis keratiniphila GCA_001953855.1 actinobacteria
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WP_072319532.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+EAD2→ EAD2+VMAP-M11+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 701 Microcystis aeruginosa GCF_001578075.1 cyanobacteria
WP_072926264.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 961 Microcystis aeruginosa GCF_001895325.1 cyanobacteria
WP_072926889.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 842 Microcystis aeruginosa GCF_001895325.1 cyanobacteria
WP_072927156.1 vWA+FGS-fold_domain Trypco1→ Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 883 Microcystis aeruginosa GCF_001895325.1 cyanobacteria
WP_073223271.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1242 Streptomyces sp. NBRC 110465 GCF_001895105.1 actinobacteria
WP_073380260.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1504 Nocardiopsis flavescens GCA_900141985.1 actinobacteria
WP_073595266.1 vWA+FGS-fold_domain - 864 Phormidium ambiguum - cyanobacteria
WP_073631276.1 vWA+FGS-fold_domain Trypco2→ TCAD3+TCAD4+CASPASE+EAD1→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 947 Scytonema sp. HK-05 GCA_002368235.1 cyanobacteria
WP_073631997.1 vWA+FGS-fold_domain Trypco1→ Trypsin+EAD9→ EAD9+EAD1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← ?||FGS-fold_domain→ 958 Scytonema sp. HK-05 GCA_002368235.1 cyanobacteria
WP_073700917.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1263 Nocardiopsis sp. TSRI0078 GCA_001905145.1 actinobacteria
WP_073717857.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1138 Streptomyces sp. TSRI0281 GCA_001905125.1 actinobacteria
WP_073719856.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1440 Streptomyces sp. TSRI0281 GCA_001905125.1 actinobacteria
WP_073721464.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1783 Streptomyces sp. TSRI0281 GCF_001905125.1 actinobacteria
WP_073722820.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1311 Streptomyces sp. CB02414 GCA_001905385.1 actinobacteria
WP_073732208.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ PSE→

METALLOPROTEASE+TPRs→
1539 Streptomyces sp. CB02414 GCA_001905385.1 actinobacteria

WP_073735943.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1183 Streptomyces sp. CB02488 - actinobacteria
WP_073736958.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1163 Streptomyces sp. CB02488 GCA_001905365.1 actinobacteria
WP_073741611.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces sp. CB02115 - actinobacteria
WP_073742765.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces sp. CB02115 GCF_001905645.1 actinobacteria
WP_073755836.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1790 Streptomyces sp. CB03234 GCF_001905885.1 actinobacteria
WP_073757570.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1767 Streptomyces sp. CB02923 GCA_001905005.1 actinobacteria
WP_073772252.1 vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+Trypsin+CASPASE+S1COLD*→ 1339 Streptomyces sp. CB02366 GCF_001905905.1 actinobacteria
WP_073777497.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces sp. TSRI0445 GCF_001905405.1 actinobacteria
WP_073791958.1 vWA+cNMP_cyclase+TCAD13 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+cNMP_cyclase+TCAD13*→ 1097 Streptomyces sp. CB01580 GCF_001905795.1 actinobacteria
WP_073793562.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1289 Streptomyces uncialis GCF_001905345.1 actinobacteria
WP_073801500.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces sp. TSRI0261 GCF_001905485.1 actinobacteria
WP_073805364.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1489 Streptomyces sp. TSRI0261 GCA_001905485.1 actinobacteria
WP_073848019.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1197 Amycolatopsis sp. CB00013 GCA_001905755.1 actinobacteria
WP_073862966.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ Trypco1→ 1139 Streptomyces sp. CB01249 GCA_001905735.1 actinobacteria
WP_073863467.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces sp. CB01249 GCF_001905735.1 actinobacteria
WP_073866272.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 936 Streptomyces sp. CB00072 GCF_001905575.1 actinobacteria
WP_073868984.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1483 Streptomyces sp. CB00072 GCF_001905575.1 actinobacteria
WP_073881342.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1142 Streptomyces sp. CB00316 - actinobacteria
WP_073892180.1 vWA+APATPase+wHTH+TPRs - 1264 Saccharothrix sp. CB00851 - actinobacteria
WP_073900317.1 vWA+APATPase+wHTH+TPRs - 1427 Saccharothrix sp. CB00851 - actinobacteria
WP_073912307.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1083 Streptomyces sp. CB02009 GCF_001905825.1 actinobacteria
WP_073936870.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH||Voltage_CLC→ 1534 Streptomyces sp. CB02400 GCA_001905725.1 actinobacteria
WP_073938688.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1560 Streptomyces sp. TSRI0107 GCF_001905845.1 actinobacteria
WP_073939274.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1529 Streptomyces sp. TSRI0107 GCF_001905845.1 actinobacteria
WP_073958207.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1245 Streptomyces sp. TSRI0395 GCF_001905525.1 actinobacteria
WP_073958768.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1170 Streptomyces sp. TSRI0395 GCF_001905525.1 actinobacteria
WP_073959593.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces sp. TSRI0395 GCF_001905525.1 actinobacteria
WP_073963981.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1135 Streptomyces sp. CB02460 GCA_001905705.1 actinobacteria
WP_074992219.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1268 Streptomyces misionensis GCA_900104815.1 actinobacteria
WP_075001997.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1069 Streptomyces qinglanensis GCA_900111245.1 actinobacteria
WP_075020915.1 vWA+FtsK+FtsK+FtsK Trypco1→ Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+FtsK+FtsK+FtsK*→ 1506 Actinomadura madurae GCA_900115095.1 actinobacteria
WP_075029687.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) ADP_ribosyl_GH→ NUDIX→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ SIR2→ 1152 Streptomyces mirabilis GCA_900112965.1 actinobacteria
WP_075128572.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1204 Actinophytocola xanthii GCA_001921205.1 actinobacteria
WP_075137510.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1197 Actinophytocola xinjiangensis GCA_001921215.1 actinobacteria
WP_075347515.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces sp. MNU77 GCA_000935135.2 actinobacteria
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WP_075598587.1 vWA+FGS-fold_domain - 862 Oscillatoriales cyanobacterium

‘hensonii’
- cyanobacteria

WP_075601459.1 vWA+FGS-fold_domain EAD1+Trypsin→ ?→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ four_helix_bundle_protein→ RVT_1→ FGS-fold_domain→ 860 Oscillatoriales cyanobacterium
‘hensonii’

GCA_001939115.1 cyanobacteria

WP_075660888.1 vWA+TIR+FxsC_Cter(partial) vWA+TIR+FxsC_Cter(partial)*→ 730 Streptomyces acidiscabies GCF_001941265.1 actinobacteria
WP_075661654.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1037 Streptomyces acidiscabies GCF_001941265.1 actinobacteria
WP_075692473.1 vWA+TIR+FxsC_Cter(partial) vWA+TIR+FxsC_Cter(partial)*→ 726 Streptomyces acidiscabies GCF_001941285.1 actinobacteria
WP_075693252.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1230 Streptomyces acidiscabies GCF_001941285.1 actinobacteria
WP_075735350.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1243 Streptomyces acidiscabies GCF_001941275.1 actinobacteria
WP_075779362.1 vWA+TIR+FxsC_Cter(partial) vWA+TIR+FxsC_Cter(partial)*→ 726 Streptomyces acidiscabies GCF_001941325.1 actinobacteria
WP_075779491.1 vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+cNMP_cyclase+Band7+HAD*→ 1227 Streptomyces acidiscabies GCF_001941325.1 actinobacteria
WP_075779623.1 vWA+Pkinase+TPRs Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+TPRs*→ 1028 Streptomyces acidiscabies GCF_001941325.1 actinobacteria
WP_075779895.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1108 Streptomyces acidiscabies GCF_001941325.1 actinobacteria
WP_075895039.1 vWA+APATPase+wHTH+TPRs Radical_SAM→ PSE→ ||← PSE||FXSXX-COOH-like→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← FXSXX-COOH-like||cNMP_cyclase+EAD2→ 1298 Actinomadura sp. CNU-125 GCA_001942465.1 actinobacteria
WP_075895313.1 vWA_protein AB_hydrolase→ BTLCP+VMAP-M2+VMAP-C→ MoxR→ vWA_protein*→ 821 Actinomadura sp. CNU-125 GCA_001942465.1 actinobacteria
WP_075896676.1 vWA+FGS-fold_domain AB_hydrolase→ CASPASE+VMAP-M14+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ 900 Moorea bouillonii GCA_001942495.1 cyanobacteria
WP_075897253.1 vWA+FGS-fold_domain EAD1+Trypsin→ EAD1+VMAP-M1+Calcineurin-like→ EAD1+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 862 Moorea bouillonii GCA_001942495.1 cyanobacteria
WP_075925848.1 vWA_protein Trypsin+EAD2→ VMAP-C→ MoxR→ ?→ vWA_protein*→ TIR+APATPase+TPRs→ ||← DUF397||Trypco1→ ||← PSE← ?← PSE← PSE← DUF397 455 Nocardiopsis sp. CNR-923 GCA_001942255.1 actinobacteria
WP_075927196.1 vWA+APATPase+wHTH Trypsin+VMAP-M8→ VMAP-C→ MoxR→ vWA+APATPase+wHTH*→ 1058 Nocardiopsis sp. CNR-923 GCA_001942255.1 actinobacteria
WP_075971297.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1195 Streptomyces sp. TN58 GCA_001941845.1 actinobacteria

WP_076044739.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-
tide_repeats

AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1193 Streptomyces amritsarensis GCA_001953875.1 actinobacteria

WP_076096475.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Radical_SAM→ TIR+APATPase+TPRs→ 1092 Streptomyces sp. IMTB 2501 GCA_001953885.1 actinobacteria
WP_076155767.1 vWA+TPRs AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+TPRs*→ 805 Amycolatopsis coloradensis GCA_001953865.1 actinobacteria
WP_076161090.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1198 Amycolatopsis coloradensis GCA_001953865.1 actinobacteria
WP_076819102.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 929 Frankia sp. M16386 GCA_001983105.1 actinobacteria
WP_076821064.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1517 Frankia sp. M16386 GCA_001983105.1 actinobacteria
WP_076831948.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1598 Frankia sp. CcI49 GCA_001983215.1 actinobacteria
WP_076913890.1 vWA+REC AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+REC*→ 1172 Burkholderia pseudomallei GCA_001977425.1 betaproteobacteria
WP_076973926.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M6+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← Trypco1 1478 Streptomyces sp. M1013 GCA_001970135.1 actinobacteria
WP_076976234.1 vWA+TPRs TCAD15→ Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1097 Streptomyces sp. M1013 GCA_001970135.1 actinobacteria
WP_076994244.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C→ MoxR→

vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like
1432 Actinosynnema sp. ALI-1.44 GCA_001984155.1 actinobacteria

WP_076994249.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like||EAD2+VMAP-M0+VMAP-C→ MoxR→
vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like

1394 Actinosynnema sp. ALI-1.44 GCA_001984155.1 actinobacteria

WP_077011609.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← cNMP_cyclase+EAD2 1322 Saccharothrix sp. ALI-22-I GCA_001984175.1 actinobacteria
WP_077058987.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1097 Streptomyces sp. MP131-18 GCF_001984575.1 actinobacteria
WP_077060243.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1126 Streptomyces sp. MP131-18 GCA_001984575.1 actinobacteria
WP_077116335.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ METALLOPROTEASE→ TIR+APATPase+wHTH+TPRs→ 801 Nocardia donostiensis GCA_001989395.1 actinobacteria
WP_077193459.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1136 Streptomyces lydicus GCF_001984445.1 actinobacteria
WP_077692791.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1264 Nocardiopsis sinuspersici GCA_001998325.1 actinobacteria
WP_077796725.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1114 Streptomyces sp. JHA26 GCF_002005565.1 actinobacteria
WP_078067203.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1145 Streptomyces jeddahensis GCA_001642995.1 actinobacteria
WP_078075117.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1035 Streptomyces niveus - actinobacteria
WP_078095066.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1099 Streptomyces sp. fd1-xmd GCF_002007685.1 actinobacteria
WP_078095390.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1192 Streptomyces sp. fd1-xmd GCA_002007685.1 actinobacteria

WP_078490521.1 vWA+Pkinase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+Pkinase+wHTH+TPRs*→ 1072 Streptomyces scopuliridis - actinobacteria
WP_078496221.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1479 Streptomyces sp. W007 GCF_000239075.1 actinobacteria
WP_078506948.1 vWA EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA*→ TIR+APATPase+TPRs→ PSE→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 441 Streptomyces

viridochromogenes
- actinobacteria
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WP_078559684.1 vWA+wHTH+TPRs+wHTH+TPRs+BetaPropeller Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+BetaPropeller*→ 1391 Streptomyces sp. PRh5 - actinobacteria
WP_078610845.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← ?← ?← Na_H_Exchanger 1444 Streptomyces - actinobacteria
WP_078621013.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← CASPASE+EAD2 1336 Streptomyces aurantiacus - actinobacteria
WP_078621095.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1658 Streptomyces sp. NRRL

WC-3626
GCF_000718785.1 actinobacteria

WP_078621929.1 vWA+APATPase+wHTH+TPRs+NaeI AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+NaeI*→ 1286 Streptomyces sp. NRRL S-244 - actinobacteria
WP_078625713.1 vWA+HTH+HTH+ParA-Soj-PloopNTPase(SIMIBI) CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+HTH+HTH+ParA-Soj-PloopNTPase(SIMIBI)*→ PSE→ PSE→ ||← ?||?→ ||← ?||?→ DUF397→ 956 Streptomyces sp. CNB091 GCF_000377965.1 actinobacteria
WP_078630591.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1355 Streptomyces roseochromogenus GCF_000497445.1 actinobacteria
WP_078633428.1 vWA+REase+cNMP_cyclase+CASPASE AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+cNMP_cyclase+CASPASE*→ 1160 Streptomyces antibioticus GCF_002019855.1 actinobacteria
WP_078633957.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← PSE||METALLOPROTEASE+TPRs→ 1358 Streptomyces antibioticus GCF_002019855.1 actinobacteria
WP_078636541.1 vWA+APATPase+wHTH+TPRs TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA→ MoxR→ vWA+APATPase+TPRs*→ 991 Streptomyces antibioticus GCF_002019855.1 actinobacteria
WP_078636543.1 vWA TCAD9+Pkinase+NACHT+HEAT_repeats→ EAD2+VMAP-M0+VMAP-C→ vWA*→ MoxR→ vWA+APATPase+TPRs→ 433 Streptomyces antibioticus GCA_002019855.1 actinobacteria
WP_078639145.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1452 Streptomyces hygroscopicus GCA_002021875.1 actinobacteria
WP_078640352.1 vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) SIR2→ ||← ?← ?||Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ZNR+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ Porphobil_deam+Porphobil_deamC→ 1524 Streptomyces hygroscopicus GCA_002021875.1 actinobacteria
WP_078641309.1 vWA+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ 1171 Streptomyces hygroscopicus GCA_002021875.1 actinobacteria
WP_078759921.1 vWA+APATPase+wHTH+TPRs Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← DUF397||Trypco1→ 1508 Marinactinospora

thermotolerans
GCA_900167435.1 actinobacteria

WP_078841454.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1080 Streptomyces acidiscabies GCF_001189015.1 actinobacteria
WP_078855504.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1130 Streptomyces sp. MBT28 - actinobacteria
WP_078866458.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1198 Streptomyces sp. NRRL S-1448 - actinobacteria
WP_078869289.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1320 Streptomyces sp. NRRL B-1347 - actinobacteria
WP_078872795.1 vWA+TPRs MoxR→ vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C→ ||← ?||PSE→ MoxR→ ||← ?||vWA+TPRs*→ FXSXX-COOH→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1045 Streptomyces sp. NRRL S-1868 - actinobacteria
WP_078872798.1 vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C TCAD15→ ?→ ?→ PSE→ ?→ MoxR→ vWA+Trypsin+HDxxH+VMAP-M0+VMAP-C*→ ||← ?||PSE→ MoxR→ ||← ?||vWA+TPRs→ FXSXX-COOH→ METALLOPROTEASE+TPRs→

TIR+APATPase+TPRs→
1090 Streptomyces sp. NRRL S-1868 - actinobacteria

WP_078877222.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1142 Streptomyces sp. 150FB - actinobacteria
WP_078884155.1 vWA+APATPase+wHTH+TPRs Trypsin+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ ?→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Radical_SAM← FXSXX-COOH-like||Voltage_CLC→ 1363 Streptomyces sp. NRRL S-340 - actinobacteria
WP_078885533.1 vWA+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+APATPase+wHTH+TPRs*→ ||← ?||?→ ||← AB_hydrolase 1438 Streptomyces sp. NBRC 110027 - actinobacteria
WP_078889789.1 vWA+APATPase+wHTH+TPRs+SFI-helicase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+SFI-helicase*→ 1581 Streptomyces sp. NRRL S-1813 GCF_000719605.1 actinobacteria
WP_078892246.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1619 Streptomyces olivaceus - actinobacteria
WP_078893851.1 vWA+PNP_UDP_1+APATPase+wHTH+TPRs AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+PNP_UDP_1+APATPase+wHTH+TPRs*→ 1472 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
WP_078906829.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1158 Streptomyces sp. NRRL S-378 - actinobacteria

WP_078914741.1 vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+CASPASE+TCAD14+PIN+CCCH(ZNR)+FHA*→ 1145 Streptomyces sp. NRRL S-384 - actinobacteria
WP_078916501.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1579 Streptomyces

viridochromogenes
- actinobacteria

WP_078935568.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1183 Streptomyces europaeiscabiei - actinobacteria
WP_078942262.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1463 Streptomyces mediolani GCF_000721685.1 actinobacteria
WP_078942771.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1583 Streptomyces

viridochromogenes
- actinobacteria

WP_078943028.1 vWA+APATPase+wHTH+TPRs VMAP-M25+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ METALLOPROTEASE+TPRs→ 1298 Streptomyces aureus - actinobacteria
WP_078946634.1 vWA+Pkinase+wHTH+TPRs Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs*→ 1081 Streptomyces sp. NRRL B-3648 GCF_001279545.1 actinobacteria
WP_078953405.1 vWA+APATPase+wHTH+TPRs+SFI-helicase AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs+SFI-helicase*→ 1581 Streptomyces decoyicus GCF_001270575.1 actinobacteria
WP_078957678.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1547 Streptomyces glaucescens GCA_000761215.1 actinobacteria
WP_078961270.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces GCF_001189025.1 actinobacteria
WP_078968245.1 vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-

coil+CASPASE
AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Trypsin+cNMP_cyclase+Coiled-coil+CASPASE*→ 1796 Streptomyces GCF_001280095.1 actinobacteria

WP_078969206.1 vWA+Pkinase+NUDIX VMAP-M2+VMAP-C→ MoxR→ vWA+Pkinase+NUDIX*→ 1259 Streptomyces cyaneogriseus - actinobacteria
WP_078969534.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1095 Streptomyces cyaneogriseus GCF_000931445.1 actinobacteria
WP_078970667.1 vWA+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← AB_hydrolase 1187 Streptomyces chattanoogensis - actinobacteria
WP_078978683.1 vWA+BetaPropeller CASPASE+VMAP-M19+VMAP-C→ MoxR→ vWA+BetaPropeller*→ 897 Streptomyces scabrisporus GCA_002024165.1 actinobacteria
WP_079023028.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1155 Streptomyces sp. NRRL

B-24891
- actinobacteria
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WP_079024941.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1095 Streptomyces leeuwenhoekii GCF_001047315.1 actinobacteria
WP_079030148.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ ?→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1542 Streptomyces ambofaciens GCA_001267885.1 actinobacteria
WP_079041858.1 vWA+Pkinase+TPRs vWA+Pkinase+TPRs*→ 894 Streptomyces aureus GCF_001418135.1 actinobacteria
WP_079044303.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1484 Streptomyces anulatus GCF_001434355.1 actinobacteria
WP_079051130.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1558 Streptomyces curacoi - actinobacteria
WP_079054844.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 958 Streptomyces neyagawaensis GCF_001418645.1 actinobacteria
WP_079059666.1 vWA+TIR+cNMP_cyclase+S1COLD+EAD2 AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+cNMP_cyclase+S1COLD+EAD2*→ 1102 Streptomyces violaceusniger GCF_001509775.1 actinobacteria
WP_079065161.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1317 Streptomyces olivochromogenes - actinobacteria
WP_079065729.1 vWA+CASPASE+TIR+NUDIX Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+CASPASE+TIR+NUDIX*→ 1286 Streptomyces olivochromogenes GCA_002335465.1 actinobacteria
WP_079078451.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1090 Streptomyces sp. CdTB01 - actinobacteria
WP_079082984.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1536 Streptomyces antibioticus GCF_001514065.1 actinobacteria
WP_079084658.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1646 Streptomyces sp. RV15 GCF_001514305.1 actinobacteria
WP_079104732.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1153 Streptomyces europaeiscabiei - actinobacteria
WP_079123647.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1212 Streptomyces sp. NBRC 110611 GCF_001590865.1 actinobacteria
WP_079125114.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1105 Streptomyces lushanensis GCF_001700515.1 actinobacteria
WP_079127044.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ PSE→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1217 Streptomyces sp. CC71 GCF_001595515.1 actinobacteria
WP_079127936.1 vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK) AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+STAND_NTPase+BetaPropeller+REase(Mrr_cat-PDDEXK)*→ 1081 Streptomyces niveus GCF_001723055.1 actinobacteria
WP_079134774.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ 1479 Streptomyces sp. EN16 GCF_001746285.1 actinobacteria
WP_079138844.1 vWA+APATPase+wHTH+TPRs vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2 1266 Streptomyces rubidus GCF_001723065.1 actinobacteria
WP_079141625.1 vWA+cNMP_cyclase+Band7+HAD vWA+cNMP_cyclase+Band7+HAD*→ 949 Streptomyces sp. LUP30 - actinobacteria
WP_079141871.1 vWA+TPRs Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1109 Streptomyces sp. LUP30 - actinobacteria
WP_079146592.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2||?→ Trypco2→ 1259 Streptomyces

griseochromogenes
- actinobacteria

WP_079147211.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7 Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7*→ 1401 Streptomyces
griseochromogenes

GCF_001542625.1 actinobacteria

WP_079154905.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1616 Streptomyces pactum - actinobacteria
WP_079155447.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+HAD*→ 1542 Streptomyces ambofaciens GCA_001632865.1 actinobacteria
WP_079163728.1 vWA+APATPase+wHTH+TPRs Trypco2→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← Trypsin+EAD2 1266 Streptomyces parvulus GCF_001660045.1 actinobacteria
WP_079164118.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1095 Streptomyces leeuwenhoekii GCF_001013905.1 actinobacteria
WP_079164533.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ ?→ ?→ ?→ ||← ?||Radical_SAM→ Antibiotic_NAT→ TIR+FxsC_Cter→ 1525 Streptomyces lincolnensis GCA_001685355.1 actinobacteria
WP_079165222.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Z1*→ 1254 Streptomyces lincolnensis - actinobacteria
WP_079173956.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← Trypsin+EAD2← Trypco2||METALLOPROTEASE+TPRs→ 1300 Streptomyces mirabilis GCA_900112965.1 actinobacteria
WP_079176518.1 vWA+Pkinase+Pkinase+NaeI Trypco2→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+Pkinase+NaeI*→ 1494 Streptomyces sp. MUSC 14 GCF_001866675.1 actinobacteria
WP_079178870.1 vWA+TPRs TCAD15||PSE→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ PSE→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1107 Streptomyces humi - actinobacteria
WP_079180720.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase*→ 1177 Streptomyces sp. CB02058 - actinobacteria
WP_079182682.1 vWA+Pkinase+NaeI Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+NaeI*→ 1103 Streptomyces sp. TSRI0281 GCF_001905125.1 actinobacteria
WP_079185913.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1243 Streptomyces sp. CB01580 - actinobacteria
WP_079192457.1 vWA+wHTH+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+cNMP_cyclase+Band7+HAD*→ 1273 Streptomyces sp. CB01883 GCA_001905855.1 actinobacteria
WP_079192460.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← Na_H_Exchanger||AB_hydrolase→ CASPASE+EAD2→ FXSXX-COOH-like→ METALLOPROTEASE+TPRs→ 1510 Streptomyces sp. CB01883 GCF_001905855.1 actinobacteria
WP_079193740.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ TIR+APATPase+TPRs→ 1103 Streptomyces sp. CB02923 GCA_001905005.1 actinobacteria
WP_079195175.1 vWA+SWACOS+Trypsin+TIR+HTH CASPASE+VMAP-M2+VMAP-C→ MoxR→ ||← ?||vWA+SWACOS+Trypsin+TIR+HTH*→ 1121 Streptomyces sp. CB02400 GCF_001905725.1 actinobacteria
WP_079208172.1 vWA+FGS-fold_domain AB_hydrolase→ PSE→ ||← PSE||EAD2+VMAP-M11+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 700 Microcystis aeruginosa GCA_002025445.1 cyanobacteria
WP_079209937.1 vWA+FGS-fold_domain Trypco1→ ||← ?||Trypsin+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ 872 Microcystis aeruginosa GCA_002025445.1 cyanobacteria
WP_079248443.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ ||← ?||vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 970 Streptomyces sp. MJM1172 - actinobacteria
WP_079249393.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1355 Streptomyces sp. IMTB 2501 GCF_001953885.1 actinobacteria
WP_079250460.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1100 Streptomyces amritsarensis GCF_001953875.1 actinobacteria
WP_079251228.1 vWA+TIR+FxsC_Cter(partial) vWA+TIR+FxsC_Cter(partial)*→ 631 Streptomyces acidiscabies - actinobacteria
WP_079259908.1 vWA+APATPase+wHTH+TPRs PNP_UDP_1+EAD2→ ?→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1453 Streptomyces autolyticus GCA_001983975.1 actinobacteria
WP_079273265.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1093 Streptomyces sp. TN58 GCF_001941845.1 actinobacteria
WP_079277810.1 vWA+APATPase+wHTH+TPRs AB_hydrolase→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← CASPASE+EAD2 1351 Streptomyces sp. CB03234 GCF_001905885.1 actinobacteria
WP_079309890.1 vWA_protein MoxR→ vWA_protein*→ 501 Streptomyces sp. GKU 895 GCA_002027195.1 actinobacteria
WP_079406085.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1103 Streptomyces sp. 3211 GCF_002028385.1 actinobacteria
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WP_079406523.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. 3211 GCF_002028385.1 actinobacteria

WP_079429737.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ ?→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1347 Streptomyces katrae GCF_002028425.1 actinobacteria
WP_079430380.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ ||← ?||MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1369 Streptomyces katrae GCA_003814735.1 actinobacteria

WP_079660314.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1108 Streptomyces sp. 3124.6 GCF_900129855.1 actinobacteria
WP_079662554.1 vWA+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+cNMP_cyclase+Band7+HAD*→ 1118 Streptomyces sp. 3124.6 GCA_900129855.1 actinobacteria
WP_079663892.1 vWA+SFII-helicase+Z1 AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+SFII-helicase+Z1*→ 1363 Streptomyces sp. 3124.6 - actinobacteria
WP_079664780.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1087 Streptomyces sp. 3124.6 GCF_900129855.1 actinobacteria
WP_081104772.1 vWA+HD+RelA+TGS AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+HD+RelA+TGS*→ 1124 Mycobacterium fortuitum GCF_001570465.1 actinobacteria
WP_081219385.1 vWA+TPRs TCAD15||Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1101 Streptomyces sp. M41(2017) GCA_002078175.1 actinobacteria
WP_081281385.1 vWA+HD+RelA+TGS AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+HD+RelA+TGS*→ 973 Mycobacterium fortuitum - actinobacteria
WP_081438249.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ TIR+APATPase+TPRs→ ||← METALLOPROTEASE+TPRs 1496 Frankia sp. M16386 GCF_001983105.1 actinobacteria
WP_081511557.1 vWA+TPRs Trypco1→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ Voltage_CLC→ METALLOPROTEASE→ TIR+APATPase+wHTH+TPRs→ 824 Nocardia donostiensis - actinobacteria
WP_081522098.1 vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapep-

tide_repeats
AB_hydrolase→ CASPASE+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+cNMP_cyclase+CCCH(TrebleClef)+Pentapeptide_repeats*→ 1196 Streptomyces sp. Sge12 GCA_002080455.1 actinobacteria

WP_081522474.1 vWA+TPRs TCAD15||Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1132 Streptomyces sp. Sge12 GCA_002080455.1 actinobacteria
WP_081551503.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) DUF397→ Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1116 Streptomyces sp. B9173 - actinobacteria
WP_081552946.1 vWA+TPRs TCAD15||PSE→ Trypsin+HDxxH+VMAP-M0+VMAP-C→ MoxR→ vWA+TPRs*→ FXSXX-COOH→ Radical_SAM→ METALLOPROTEASE+TPRs→ TIR+APATPase+TPRs→ 1107 Streptomyces sp. B9173 - actinobacteria
WP_081656248.1 vWA+FGS-fold_domain Trypco1→ Trypsin+EAD9→ EAD9+EAD1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ four_helix_bundle_protein→ RVT_1→ 972 Fischerella sp. PCC 9431 GCF_000447295.1 cyanobacteria
WP_081692359.1 vWA+MNS+MNS CASPASE+VMAP-M1+VMAP-C→ MoxR→ vWA+MNS+MNS*→ 1255 Planktothrix agardhii GCF_000464825.1 cyanobacteria
WP_081736412.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1473 Amycolatopsis orientalis GCF_000478275.1 actinobacteria
WP_081748187.1 vWA+FGS-fold_domain EAD1+Trypsin→ ?→ EAD1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ four_helix_bundle_protein→ PSE→ ?→ RVT_1→ FGS-fold_domain→ 694 Leptolyngbya sp. PCC 6406 GCF_000332095.2 cyanobacteria
WP_081974155.1 vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT AB_hydrolase→ CASPASE+VMAP-M2+VMAP-C→ MoxR→ vWA+CASPASE+TCAD6+cNMP_cyclase+Antibiotic_NAT*→ 1198 Kitasatospora phosalacinea GCF_000717185.1 actinobacteria
WP_081976007.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1458 Amycolatopsis sp. MJM2582 GCA_000754115.1 actinobacteria
WP_082114514.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2||cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1424 Lechevalieria aerocolonigenes GCF_000955955.1 actinobacteria
WP_082122179.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1380 Frankia sp. CpI1-S GCA_000948395.1 actinobacteria
WP_082172447.1 vWA+FGS-fold_domain FGS-fold_domain→ ||← ?← ?||EAD4+VMAP-M3+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ?→ FGS-fold_domain→ 600 Limnoraphis robusta GCF_000972705.2 cyanobacteria
WP_082824563.1 vWA+TPRs VMAP-C_protein→ MoxR→ vWA+TPRs*→ 696 Arthrospira platensis - cyanobacteria
WP_082857577.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1457 Amycolatopsis regifaucium GCA_900113515.1 actinobacteria
WP_083103842.1 vWA EAD2+VMAP-M0+VMAP-C→ vWA*→ 490 Streptomyces gilvosporeus GCA_002082195.1 actinobacteria
WP_083255164.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1470 Amycolatopsis orientalis GCF_000943515.2 actinobacteria
WP_083401471.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs||EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||

METALLOPROTEASE+TPRs
1518 Frankia sp. EUN1h GCF_001854645.1 actinobacteria

WP_083466592.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← ?||EAD2+VMAP-M0+VMAP-C→ MoxR→
vWA+APATPase+wHTH+TPRs→ ||← METALLOPROTEASE+TPRs

1425 Kibdelosporangium sp.
MJ126-NF4

GCF_000826545.1 actinobacteria

WP_083507376.1 vWA+APATPase+wHTH+TPRs EAD2+EAD1→ EAD2+VMAP-M0+VMAP-C→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like 1390 Frankia sp. ACN1ag GCF_001414035.1 actinobacteria
WP_083619629.1 vWA+MACRODOMAIN+GUN4+DO-GTPase2 vWA+MACRODOMAIN+GUN4+DO-GTPase2*→ 1224 Planktothrix serta GCA_900010725.1 cyanobacteria
WP_083650068.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1458 Amycolatopsis sp. CB00013 GCF_001905755.1 actinobacteria
WP_084210794.1 vWA+APATPase+wHTH+TPRs cNMP_binding+HTH_Crp_2→ ?→ cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs 1487 Pseudonocardia acaciae GCF_000620785.1 actinobacteria
WP_084265700.1 vWA+Pkinase+DO-GTPase2 Trypsin+VMAP-M8+VMAP-C→ MoxR→ vWA+Pkinase+DO-GTPase2*→ 1099 Actinomadura macra GCF_001552215.1 actinobacteria
WP_084555188.1 vWA+FGS-fold_domain cNMP_cyclase+VMAP-M1+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ FGS-fold_domain→ 826 Phormidium ambiguum GCF_001904725.1 cyanobacteria
WP_084641579.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs||cNMP_cyclase+EAD2→ EAD2+VMAP-M0+VMAP-C→

MoxR→ TIR+APATPase+TPRs→ ||← METALLOPROTEASE+TPRs
1486 Amycolatopsis balhimycina GCA_003947255.1 actinobacteria

WP_084749695.1 vWA+APATPase+wHTH+TPRs cNMP_cyclase+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← FXSXX-COOH-like← cNMP_binding+HTH_Crp_2 1462 Amycolatopsis coloradensis GCF_001953865.1 actinobacteria
WP_084763081.1 vWA+MNS+GUN4+EAD10+BetaPropeller EAD10+VMAP-M1+VMAP-C→ MoxR→ vWA+MNS+GUN4+EAD10+BetaPropeller*→ 1529 [Scytonema hofmanni] UTEX B

1581
GCF_000582685.1 cyanobacteria

WP_084896381.1 vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+wHTH+TPRs+wHTH+TPRs+APATPase+wHTH+TPRs*→ 1788 Streptomyces sp. CB03238 GCA_002099185.1 actinobacteria
WP_084989906.1 vWA+FGS-fold_domain HTH+VMAP-M9+VMAP-C→ MoxR→ vWA+FGS-fold_domain*→ ||← ?← ?← ?← PSE||?→ FGS-fold_domain→ 964 Microcystis aeruginosa GCA_002095975.1 cyanobacteria
WP_085207283.1 vWA+REase+cNMP_cyclase+CASPASE AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+REase+cNMP_cyclase+CASPASE*→ 1172 Streptomyces sp. Amel2xC10 GCA_900177255.1 actinobacteria
WP_085214149.1 vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+wHTH+TPRs+cNMP_cyclase+Band7+HAD*→ 1501 Streptomyces sp. Amel2xC10 GCA_900177255.1 actinobacteria
WP_085564588.1 vWA+Pkinase+cNMP_cyclase+Band7+HAD Trypco1→ Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+cNMP_cyclase+Band7+HAD*→ 1308 Streptomyces griseofuscus GCA_002114065.1 actinobacteria

33



acc architecture operon len species gca taxend
WP_085923529.1 vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI) Trypco1→ Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+ParA-Soj-PloopNTPase(SIMIBI)*→ 1127 Streptomyces platensis - actinobacteria
WP_085983492.1 vWA+APATPase+wHTH+TPRs EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+wHTH+TPRs*→ ||← METALLOPROTEASE+TPRs← cNMP_cyclase+EAD2 1336 Saccharothrix espanaensis GCF_000328705.1 actinobacteria
WP_086560182.1 vWA+APATPase+GGDEF+EAD2+VMAP-M0+VMAP-C Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+APATPase+GGDEF+EAD2+VMAP-M0+VMAP-C*→ 1327 Streptomyces africanus GCF_002150735.1 actinobacteria
WP_086706666.1 vWA+TIR+cNMP_cyclase+S1COLD+EAD2 AB_hydrolase→ CASPASE+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+TIR+cNMP_cyclase+S1COLD+EAD2*→ 1102 Streptomyces castelarensis GCF_002154275.1 actinobacteria
WP_089154134.1 vWA+Trypsin+Coiled-coil Trypco1+Trypsin+VMAP-M0+VMAP-C→ MoxR→ vWA+Trypsin+Coiled-coil*→ Glyco_hydro_16+Ricin_B_lectin→ ||← ?||?→ DUF397→ 1004 Micromonospora sp. NBS 11-29 GCF_002140155.1 actinobacteria
WP_096617002.1 vWA+REC+CASPASE+FGS-fold_domain EAD1+Trypsin→ ?→ EAD1+VMAP-M1+VMAP-C→ ||← ?||VMAP-C(partial)→ MoxR→ vWA+REC+CASPASE+FGS-fold_domain*→ 1263 Calothrix sp. NIES-4101 GCA_004296455.1 cyanobacteria
WP_097965258.1 vWA+Pkinase+APATPase+TPRs Trypsin+EAD2+VMAP-M0+VMAP-C→ MoxR→ vWA+Pkinase+APATPase+TPRs*→ 1310 Streptomyces sp. or20 GCF_002551305.1 actinobacteria
WP_098754349.1 vWA+Pkinase+Pkinase+TPRs vWA+Pkinase+Pkinase+TPRs*→ 1734 Streptomyces sp. Ru87 GCA_002573955.1 actinobacteria
WP_100179620.1 vWA+REC+REC+GAF+GAF+GAF+Acylphosphatase+CAS-

PASE
AB_hydrolase→ CASPASE+VMAP-M4+VMAP-C→ MoxR→ vWA+REC+REC+GAF+GAF+GAF+Acylphosphatase+CASPASE*→ 1802 Bradyrhizobium sp. TSA1 GCA_002776695.1 alphaproteobacteria
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iSTAND ternary systems

acc architecture operon len species gca taxend
ABG51300.1 iSTAND iSTAND*→ MoxR→ TM+TM+vWA+TM+TM+TM+TM+TM+TM→ 378 Trichodesmium erythraeum

IMS101
GCA_000014265.1 cyanobacteria

ACC83829.1 EAD9+iSTAND CASPASE+EAD9→ EAD9+iSTAND*→ STAND_NTPase→ MoxR(fragment)→ helical_region(leucine-richLWxKmotif)+vWA→??+REC→ GUN4→ 326 Nostoc punctiforme PCC 73102 GCA_000020025.1 cyanobacteria
ACK70921.1 HTH+iSTAND TM||HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 416 Gloeothece citriformis PCC

7424
GCA_000021825.1 cyanobacteria

AEE50346.1 EAD11+iSTAND TM+TM+TM+TM+STAND_NTPase+TM+TM+TM+TM→||←STAND_NTPase+REase←TM||HTH→ PIN+DUF3368→ EAD11+iSTAND*→ MoxR→||←vWA←??+beta-sandwich(Ig-like?) 356 Haliscomenobacter hydrossis
DSM 1100

GCA_000212735.1 bacteroidetes

AEE54384.1 CASPASE+iSTAND CASPASE+iSTAND*→ MoxR→ vWA+??+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain+FGS-fold_domain→ 548 Haliscomenobacter hydrossis
DSM 1100

GCA_000212735.1 bacteroidetes

AEJ01436.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+FGS-fold_domain→ 436 Nitrosomonas sp. Is79A3 GCA_000219585.1 betaproteobacteria
AFY52644.1 Trypsin+iSTAND Trypco1→ Trypsin+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 504 Rivularia sp. PCC 7116 GCA_000316665.1 cyanobacteria
AFZ01471.1 CASPASE+iSTAND CASPASE+iSTAND*→ STAND_NTPase(fragment)→ 527 Calothrix sp. PCC 6303 GCA_000317435.1 cyanobacteria
AFZ27597.1 Coiled-coil+iSTAND CASPASE+EAD9→ Coiled-coil+iSTAND*→ 335 Cylindrospermum stagnale PCC

7417
GCA_000317535.1 cyanobacteria

AOY79837.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+TM+Calx-beta?+TM+vWA→ 342 Moorea producens JHB GCA_001854205.1 cyanobacteria
ATY32529.1 Trypsin+iSTAND rve_3→ Trypsin+iSTAND*→ MoxR→ 494 Sphingomonas sp. Cra20 GCA_002796605.1 alphaproteobacteria
AUB37286.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→??+TM→ CASPASE(fragment)→ 328 Nostoc flagelliforme CCNUN1 GCA_002813575.1 cyanobacteria
BAI89278.1 Coiled-coil+iSTAND SLH+OprB→||←TM||RadC-like_JAB+sGTPase→ Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ TA_antitoxin(DUF1902)→ Ntox45→ HEPN→ 630 Arthrospira platensis NIES-39 GCA_000210375.1 cyanobacteria
BAY12344.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ Cation_ATPase→ Calcineurin→ 322 Calothrix sp. NIES-2098 GCA_002368175.1 cyanobacteria
BAY13982.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+TM+Calx-beta?+TM+vWA→ vWA+FGS-fold_domain→ 341 Calothrix sp. NIES-2098 GCA_002368175.1 cyanobacteria
BAY41492.1 iSTAND Pentapeptide_repeats+TM+TM+TM+TM+TM+TM+TM+Pentapeptide_repeats→ Pentapeptide_repeats→ STNAD_NTPase+TM+TM+TM+TM+TM+TM+TM+TM→ iSTAND*→ MoxR→

TM+TM+vWA→||←DDE_endonuclease←PAIREDC-HTH||beta-rich_jelly-roll?→
359 Nostoc sp. NIES-2111 GCA_002368215.1 cyanobacteria

BAY43400.1 iSTAND iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ TM+Pentapeptide_repeats+TM+TM+TM+TM+TM+TM+TM+Pentapeptide_repeats→||←TM+TM+TM+TM+TM 312 Scytonema sp. HK-05 GCA_002368235.1 cyanobacteria
BAZ19856.1 EAD8+iSTAND EAD8+Trypsin→ EAD8+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ REase→ vWA+GTPase-AIG→ 361 Scytonema sp. NIES-4073 GCA_002368435.1 cyanobacteria
BAZ48964.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 383 Nostoc sp. NIES-4103 GCA_002368335.1 cyanobacteria
BBD55736.1 ??+HTH+iSTAND ??+HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 431 Planktothrix agardhii NIES-204 GCA_003609755.1 cyanobacteria
CAL77009.1 Trypsin+iSTAND Trypco2→ Trypsin+iSTAND*→ MoxR→2TM+vWA+22TM→??+TM→??→ 499 Bradyrhizobium sp. ORS 278 GCA_000026145.1 alphaproteobacteria
CBS89362.1 Trypsin+iSTAND Trypco2→ Trypsin+iSTAND*→ MoxR→2TM+vWA+22TM→ 501 Azospirillum lipoferum 4B GCA_000283655.1 alphaproteobacteria
CUR12819.1 Death-like.bact-prob+iSTAND Death-like.bact-prob+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+TPRs+CASPASE→??→ 368 Planktothrix paucivesiculata

PCC 9631
GCA_900009265.1 cyanobacteria

CUR34706.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 342 Planktothrix tepida PCC 9214 GCA_900009145.1 cyanobacteria
CUS33832.1 TIR+iSTAND DUF805(3TM_protein)→??→ DUF805(3TM_protein)→ TM+TM+TM→ TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+TM→ 463 Candidatus Nitrospira nitrosa GCA_001458735.1 nitrospirae
EAZ90085.1 CASPASE+VMAP-M11 AB_hydrolase→ CASPASE+VMAP-M11*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 553 Crocosphaera chwakensis

CCY0110
GCA_000169335.1 cyanobacteria

EDN69714.1 iSTAND PNP_UDP_1→ PNP_UDP_1(fragment)→ iSTAND*→ HTH→ MoxR→ 199 Beggiatoa sp. PS GCA_000170715.1 gammaproteobacteria
EDX78652.1 HTH+iSTAND TM||HTH+iSTAND*→ MoxR→ 363 Coleofasciculus chthonoplastes

PCC 7420
GCA_000155555.1 cyanobacteria

EKD10616.1 Coiled-coil+iSTAND SLH+OprB→ RadC-like_JAB+sGTPase→ Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ TA_antitoxin(DUF1902)→ HicA_toxin→ Ntox45→ 622 Arthrospira platensis C1 GCA_000307915.1 cyanobacteria
EKE99441.1 Coiled-coil+iSTAND TM+DUF218→||←??←??||Coiled-coil+iSTAND*→ MoxR→ 327 Tolypothrix sp. PCC 7601 GCA_000300115.1 cyanobacteria
EKF00758.1 HTH+STAND_NTPase+macroglobulin-

like+CASPASE+??
HTH+STAND_NTPase+macroglobulin-like+CASPASE+??*→ CASPASE→ Pkinase+STAND_NTPase+macroglobulin-like+CASPASE→ CASPASE→ Coiled-coil→ 1058 Tolypothrix sp. PCC 7601 GCA_000300115.1 cyanobacteria

ERN41330.1 iSTAND ??→ iSTAND*→ MoxR→ TM+TM+vWA+TM→ 371 Rubidibacter lacunae KORDI
51-2

GCA_000473895.1 cyanobacteria
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ERN41366.1 CASPASE+iSTAND ←Trypco1||CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ BetaPropeller+TPRs+FGE-sulfatase→ FGS-fold_domain→ 516 Rubidibacter lacunae KORDI

51-2
GCA_000473895.1 cyanobacteria

ETR67316.1 DRHyd+iSTAND DRHyd+iSTAND*→??→ GspA-ATPase(fragment)→ 370 Candidatus Magnetoglobus
multicellularis str. Araruama

GCA_000516475.1 deltaproteobacteria

ETR67363.1 DRHyd+iSTAND DRHyd+iSTAND*→ MoxR→ 409 Candidatus Magnetoglobus
multicellularis str. Araruama

GCA_000516475.1 deltaproteobacteria

ETR68943.1 iSTAND(fragment) iSTAND(fragment)*→??→??→ 131 Candidatus Magnetoglobus
multicellularis str. Araruama

GCA_000516475.1 deltaproteobacteria

ETR70369.1 TIR+iSTAND TIR+iSTAND*→ 434 Candidatus Magnetoglobus
multicellularis str. Araruama

GCA_000516475.1 deltaproteobacteria

ETR71372.1 ZnR+ZnR+TIR+iSTAND STNAD_NTPase+REase7→ ZnR+ZnR+TIR+iSTAND*→ MoxR→ 493 Candidatus Magnetoglobus
multicellularis str. Araruama

GCA_000516475.1 deltaproteobacteria

EXI79137.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+TM→ vWA+TIR→ TM+FGS-fold_domain→ 471 Candidatus Accumulibacter sp.
BA-92

GCA_000585055.1 betaproteobacteria

GAK59821.1 TIR+iSTAND TIR+iSTAND*→ GspA-ATPase(fragment)→ Ploop_inactive→ 455 Candidatus Vecturithrix granuli GCA_000739535.1 bacteria
GBF81152.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ 411 Aphanothece sacrum FPU1 GCA_003864295.1 cyanobacteria
GCE31429.1 wHTH+TPRs+STAND_NTPase+wHTH+TPRs wHTH+TPRs+STAND_NTPase+wHTH+TPRs*→ 1250 Dictyobacter alpinus GCA_003967575.1 chloroflexi
KEI68398.1 ??+HTH+iSTAND ??+HTH+iSTAND*→ MoxR→ vWA+FGE-sulfatase→ 429 Planktothrix agardhii

NIVA-CYA 126/8
GCA_000710505.1 cyanobacteria

KFB67381.1 iSTAND iSTAND*→ MoxR→ 283 Candidatus Accumulibacter sp.
SK-01

GCA_000584955.2 betaproteobacteria

KHD04797.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ 252 Candidatus Thiomargarita
nelsonii

- gammaproteobacteria

KIF23001.1 iSTAND iSTAND*→ MoxR→??→ 255 Aphanocapsa montana
BDHKU210001

GCA_000817745.1 cyanobacteria

KIF28928.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→??→ 330 Hassallia byssoidea VB512170 GCA_000817785.1 cyanobacteria
KIF42870.1 EAD9+iSTAND TM+TM+TM+TM+TM→ EAD9+iSTAND*→ 261 Lyngbya confervoides

BDU141951
GCA_000817775.1 cyanobacteria

KIJ79200.1 DRHyd+iSTAND cyclic_phosphodiesterase→ OppC_N+TM+BPD_transp_1→ DRHyd+iSTAND*→ 401 Tolypothrix campylonemoides
VB511288

GCA_000828075.2 cyanobacteria

KPA09311.1 TM+TM+iSTAND TM+TM+iSTAND*→ 338 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA11637.1 DRHyd+iSTAND DRHyd+iSTAND*→ 345 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA12577.1 iSTAND iSTAND*→ MoxR→??+FGE-sulfatase→ 212 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA12842.1 TIR+iSTAND TIR+iSTAND*→ STAND_NTPase→ 447 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA13794.1 TM+TM+iSTAND TM+TM+iSTAND*→ MoxR→ 338 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA15048.1 iSTAND iSTAND*→ MoxR→||←tRNA_anti-codon+tRNA-synt_2||REC+PAS+NtrC-AAA+FIS-HTH→ REC+cNMP_cyclase→ HAM→ 264 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA15524.1 iSTAND(fragment) Nucleoside_deoxyribosyltransferas?→ iSTAND(fragment)*→ 160 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA17452.1 ZnR+ZnR+TIR+iSTAND ZnR+ZnR+TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+FGS-fold_domain→ 522 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPA18269.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+PEGA+PEGA+FGS-fold_domain→ 466 Candidatus Magnetomorum sp.
HK-1

GCA_001292585.1 deltaproteobacteria

KPQ40050.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 570 Phormidium sp. OSCR GCA_001314905.1 cyanobacteria
KPQ40445.1 CASPASE+iSTAND ←Trypco1||CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 524 Phormidium sp. OSCR GCA_001314905.1 cyanobacteria
KPV52199.1 Coiled-coil+iSTAND STAND_NTPase→ Coiled-coil+iSTAND*→ STAND_NTPase→ 358 Kouleothrix aurantiaca GCA_001399705.1 chloroflexi
KRB42991.1 Coiled-coil+iSTAND CASPASE→ Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ CASPASE+Pkinase→ 309 Terrabacter sp. Root181 GCA_001428505.1 actinobacteria

2



acc architecture operon len species gca taxend
KST64486.1 CASPASE+iSTAND ??+Coiled-coil+TM+TM←??||CASPASE+APATPase+wTHT+TPR→ CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 525 Mastigocoleus testarum BC008 GCA_001456025.1 cyanobacteria
KXU90039.1 TIR+iSTAND DUF805(3TM_protein)→ TM+TM+TM→ TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+TM→??→??→||←?? 457 Paraburkholderia monticola GCA_001580545.1 betaproteobacteria
KYC36464.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ 290 Scytonema hofmannii PCC 7110 GCA_000346485.2 cyanobacteria
KYC38261.1 iSTAND PNP_UDP_1+EAD9→ iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain→ 304 Scytonema hofmannii PCC 7110 GCA_000346485.2 cyanobacteria
KYC41250.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→??+CHASE+TM+TM→ 326 Scytonema hofmannii PCC 7110 GCA_000346485.2 cyanobacteria
KYC44054.1 BetaPropeller+iSTAND BetaPropeller+iSTAND*→ 317 Scytonema hofmannii PCC 7110 GCA_000346485.2 cyanobacteria
OCQ92168.1 ??+HTH+iSTAND ??→??+HTH+iSTAND*→ MoxR→ 433 Oscillatoriales cyanobacterium

USR001
GCA_001698425.1 cyanobacteria

OCQ93508.1 Death-like.bact-prob+iSTAND ??+Death-like-bact-prob+Trypsin→??→ Death-like.bact-prob+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 442 Nostoc sp. MBR 210 GCA_001698435.1 cyanobacteria
OCQ97673.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→??+CASPASE→ 355 Nostoc sp. MBR 210 GCA_001698435.1 cyanobacteria
OCR02031.1 EAD1+CASPASE+iSTAND EAD1+CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+EAD1-unk5+CASPASE→ 616 Oscillatoriales cyanobacterium

USR001
GCA_001698425.1 cyanobacteria

OCR02802.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ 429 Oscillatoriales cyanobacterium
USR001

GCA_001698425.1 cyanobacteria

OCR02924.1 CASPASE+iSTAND CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ Ntox45→ HEPN→??→ 546 Oscillatoriales cyanobacterium
USR001

GCA_001698425.1 cyanobacteria

ODH02967.1 EAD1+VMAP-M1+iSTAND EAD1+VMAP-M1+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ TM+sGTPase→ 471 Nostoc sp. KVJ20 GCA_001712795.1 cyanobacteria
ODN56964.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 377 Scytonema millei VB511283 GCA_000817735.2 cyanobacteria
OEJ75068.1 iSTAND iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain→ Four-helical-protein→ RVT→ 333 Desertifilum sp. IPPAS B-1220 GCA_001746915.1 cyanobacteria
OJY86315.1 DRHyd+iSTAND ??||DRHyd+iSTAND*→ MoxR→ TM+TM+beta-sandwich(Ig-like?)+vWA+TM+??+LRRs?→ TM+ATP-synt_A→ TM+TM→ ATP-synt_B→ 388 Sphingobacteriales bacterium

40-81
GCA_001899605.1 bacteroidetes

OKH60575.1 ??+iSTAND pJV1-spdB3?→ cNMP_cyclase→??+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 347 Scytonema sp. HK-05 GCA_001904675.1 cyanobacteria
OLT60416.1 Trypsin+iSTAND Trypsin+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 454 Moorea bouillonii PNG GCA_001942495.1 cyanobacteria
ONN59423.1 Death-like.bact-prob+iSTAND Death-like-bact-prob+Trypsin→??→ Death-like.bact-prob+iSTAND*→ MoxR→ 369 Mastigocladus laminosus UU774 - cyanobacteria
OQP57790.1 TIR+HATPase? TIR+HATPase?*→ MoxR→ TM+beta-sandwich(Ig-like?)+TM+vWA+TM+??→ 419 Niastella vici GCA_002077945.1 bacteroidetes
OQW38836.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM→ TM+vWA+TM+FGS-fold_domain→ 421 Proteobacteria bacterium

SG_bin4
GCA_002083395.1 proteobacteria

OQX97257.1 iSTAND TIR→ iSTAND*→ MoxR→ Coiled-coil+??→??+DrHyd+APATPase+wHTH+TPR→ TPRs→ 298 Bacteroidetes bacterium
4572_128

GCA_002084355.1 bacteroidetes

OWY22263.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+beta-sandwich(Ig-like?)+TM+vWA+TM+TM+TPRs+BetaPropeller→ ZnR→||←TM||MazG+MazG→ 431 Sphingobacteriales bacterium
TSM_CSS

GCA_002212985.1 bacteroidetes

PAX57114.1 EAD9+iSTAND CASPASE+EAD9→ EAD9+iSTAND*→ MoxR(fragment)→ 334 Calothrix elsteri CCALA 953 GCA_002289455.1 cyanobacteria
PHI20256.1 EAD11+iSTAND EAD11+iSTAND*→ MoxR→ beta-sandwich(Ig-like?)+TM+vWA+TM+OmpA→ 394 Lewinellaceae bacterium SD302 GCA_002591745.1 bacteroidetes
PKO80078.1 DRHyd+iSTAND DRHyd+iSTAND*→ MoxR→ vWA→??+TIR+CASPASE→ 450 Betaproteobacteria bacterium

HGW-Betaproteobacteria-13
GCA_002842325.1 betaproteobacteria

PNK01636.1 Trypsin+iSTAND Trypco1→ Trypsin+iSTAND*→ MoxR→ 503 Cylindrospermopsis raciborskii
S07

GCA_002893205.1 cyanobacteria

PSB54106.1 EAD1+CASPASE+iSTAND EAD1+CASPASE+iSTAND*→ MoxR→ 621 filamentous cyanobacterium
Phorm 6

GCA_003003725.1 cyanobacteria

PSM31871.1 Coiled-coil??+iSTAND Coiled-coil??+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→??→ EAD7+EAD7+EAD7+EAD7+VWA→||←?? 340 Haliangium sp. UPWRP_2 GCA_002212765.2 deltaproteobacteria
PSN17482.1 iSTAND iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ Coiled-coil→ 237 filamentous cyanobacterium

CCP5
GCA_003017785.1 cyanobacteria

PSR11591.1 EAD11+iSTAND EAD11+iSTAND*→ MoxR→ TM+beta-rich_region+TM+vWA→ 374 Bacteroidetes bacterium GCA_003023605.1 bacteroidetes
PZN72517.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ 467 Candidatus Methyloumidiphilus

alinensis
GCA_003242955.1 gammaproteobacteria

PZN77012.1 iSTAND ??→ iSTAND*→ MoxR→ TM+TM+vWA+TM+FGE-sulfatase→ 325 Candidatus Methyloumidiphilus
alinensis

GCA_003242955.1 gammaproteobacteria

PZN82957.1 EAD9+iSTAND DrHyd+EAD9→ EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 344 Candidatus Methyloumidiphilus
alinensis

GCA_003242955.1 gammaproteobacteria

RAM51670.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ 354 Hapalosiphonaceae
cyanobacterium JJU2

GCA_003261315.1 cyanobacteria

RIJ88564.1 Trypsin+iSTAND Trypco1→ Trypsin+iSTAND*→ 335 Candidatus Brocadia sp. GCA_003577195.1 planctomycetes
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acc architecture operon len species gca taxend
RKW05163.1 Ploop_NTPase(RecA-like?) HTH+DDE_transposase→ STAND_NTPase→ Ploop_NTPase(RecA-like?)*→ 191 Capnocytophaga sp. GCA_003638885.1 bacteroidetes
RKZ39497.1 iSTAND iSTAND*→ 257 Gammaproteobacteria

bacterium
GCA_003645185.1 gammaproteobacteria

RKZ83713.1 Trypsin+iSTAND ??→ Trypco1→||←??||Trypsin+iSTAND*→ MoxR→ HTH→ 512 Gammaproteobacteria
bacterium

GCA_003646175.1 gammaproteobacteria

RKZ89871.1 iSTAND HTH→||←??||iSTAND*→ DUF4065→??→ MoxR→ 358 Gammaproteobacteria
bacterium

GCA_003645315.1 gammaproteobacteria

RKZ91146.1 TM+TM+iSTAND TM+TM+iSTAND*→ 318 Gammaproteobacteria
bacterium

GCA_003646175.1 gammaproteobacteria

RKZ93584.1 CASPASE+iSTAND EAD-unk2→ CASPASE+iSTAND*→ HTH→ MoxR→??→??+DUF4351→ 447 Gammaproteobacteria
bacterium

GCA_003646175.1 gammaproteobacteria

RMF22456.1 Coiled-coil+iSTAND(fragment) Coiled-coil+iSTAND(fragment)*→ 158 Bacteroidetes bacterium GCA_003695465.1 bacteroidetes
RMF26839.1 iSTAND(fragment) iSTAND(fragment)*→ MoxR→ TM+beta-sandwich(Ig-like?)→ 239 Bacteroidetes bacterium GCA_003695465.1 bacteroidetes
RMG26468.1 CASPASE+iSTAND ??||CASPASE+iSTAND*→ TM+TM+vWA+??+BetaPropeller→ 491 Bacteroidetes bacterium GCA_003696835.1 bacteroidetes
RMG30280.1 CASPASE+iSTAND REC+Alkaline_phosphatase-like→ CASPASE+iSTAND*→??→ Radical_SAM→ 495 Bacteroidetes bacterium GCA_003696835.1 bacteroidetes
RMG84230.1 EAD11+iSTAND EAD11+iSTAND*→ STAND(fragment)→ 354 Bacteroidetes bacterium GCA_003696485.1 bacteroidetes
SAL85251.1 Trypsin+iSTAND Trypco2→ Trypsin+iSTAND*→ MoxR→ TM+LRRs→ 535 Caballeronia choica GCA_001544535.2 betaproteobacteria
SEB22698.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+TM+vWA+BetaPropeller+PASTA→ 439 Variovorax sp. YR216 GCA_900107745.1 betaproteobacteria
SEH05005.1 ??+CASPASE+iSTAND PseudoU_synth||??→??+CASPASE+iSTAND*→ 718 Thiotrichales bacterium HS_08 GCA_900099115.2 gammaproteobacteria
SEH05860.1 Trypsin+iSTAND Trypsin+iSTAND*→ 341 Thiotrichales bacterium HS_08 GCA_900099115.2 gammaproteobacteria
WP_017306429.1 ??+iSTAND ??+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ TM→||←Y1_Tnp 401 Spirulina subsalsa GCF_000314005.1 cyanobacteria
WP_017318743.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 324 Mastigocladopsis repens GCF_000315565.1 cyanobacteria
WP_017660035.1 CASPASE+iSTAND NTP_transferase→ BetaPropeller+AB_hydrolase→||←Trypco1||CASPASE+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→||←HicB_lk_antitox||vWA+FGS-fold_domain→

FGS-fold_domain→
520 Geitlerinema sp. PCC 7105 GCF_000332355.1 cyanobacteria

WP_018400346.1 HTH+iSTAND HTH+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 377 filamentous cyanobacterium
ESFC-1

GCF_000380225.1 cyanobacteria

WP_018401004.1 ??+iSTAND NfeD||??→??+iSTAND*→ MoxR→ 399 filamentous cyanobacterium
ESFC-1

GCF_000380225.1 cyanobacteria

WP_019493547.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA+FGS-fold_domain→ 304 Calothrix sp. PCC 7103 GCF_000331305.1 cyanobacteria
WP_020531248.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ 437 Flexithrix dorotheae GCF_000379765.1 bacteroidetes
WP_020536784.1 EAD11+iSTAND EAD11+iSTAND*→ MoxR→??+beta-sandwich(Ig-like?)+TM+vWA+TM+FGE-sulfatase→||←TPRs 363 Lewinella cohaerens GCF_000379805.1 bacteroidetes
WP_020569053.1 EAD11+iSTAND EAD11+iSTAND*→ MoxR→ 379 Lewinella persica GCF_000373105.1 bacteroidetes
WP_020569756.1 Coiled-coil+iSTAND Coiled-coil+iSTAND*→ MoxR→ TM+TM+??TM+??+CASPASE→ 361 Lewinella persica GCF_000373105.1 bacteroidetes
WP_026722524.1 iSTAND TIR→ iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 276 Fischerella sp. PCC 9431 GCF_000447295.1 cyanobacteria
WP_028091549.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ TM+TM+??+Amidase→ RVT→ 356 Dolichospermum circinale GCF_000426905.1 cyanobacteria
WP_028158837.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ TM+TM+vWA+TM+Sel1→??→ 453 Bradyrhizobium japonicum GCF_000472745.1 alphaproteobacteria
WP_028668053.1 CASPASE+iSTAND CASPASE+iSTAND*→ MoxR→ vWA→ CASPASE+LRRs→ SUI→??→ 647 Runella zeae GCF_000423565.1 bacteroidetes
WP_038297199.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 327 [Scytonema hofmanni] UTEX B

1581
GCF_000582685.1 cyanobacteria

WP_047155941.1 Death-like.bact-prob+iSTAND - 369 Trichodesmium erythraeum - cyanobacteria
WP_052486108.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ 427 Scytonema tolypothrichoides GCF_000828085.2 cyanobacteria
WP_061996503.1 Pkinase+STAND_NT-

Pase+wHTH+TPRs+GGDEF
Pkinase+STAND_NTPase+wHTH+TPRs+GGDEF*→ 1806 Clostridium sp. ATCC 25772 GCF_001573875.1 firmicutes

WP_066426097.1 ??+iSTAND ??+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ 386 Anabaena sp. 4-3 GCF_001597745.1 cyanobacteria
WP_071187406.1 EAD9+iSTAND Trypco1→ Trypsin+EAD9→ EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→7TMR-HDED+Beta-rich+HTH+FGS-fold_domain→ 339 Trichormus sp. NMC-1 GCF_001858025.1 cyanobacteria
WP_072720293.1 ??+iSTAND ??+iSTAND*→ MoxR→ vWA→||←Y1_Tnp||HTH+RNase_H+ZnR→ FGS-fold_domain→ 403 Planktothrix tepida - cyanobacteria
WP_081755753.1 DRHyd+iSTAND DRHyd+iSTAND*→ MoxR→ vWA→??+TIR+APATPase+TPRs+Pentapeptide_repeats→ 428 Desulfovibrio magneticus GCF_000526455.1 deltaproteobacteria
WP_081881197.1 Coiled-coil+Ploop_NTPase Coiled-coil+Ploop_NTPase*→ REase→||←SLOG||??→ TM→ DUF262+??+DUF1524(HNH?)→ 644 Ghiorsea bivora GCF_000744415.1 zetaproteobacteria
WP_081968917.1 CASPASE+iSTAND CASPASE+iSTAND*→ MoxR→ vWA→??+SGNH_hydrolase+CASPASE→ 698 Phaeodactylibacter xiamenensis GCF_000759025.1 bacteroidetes
WP_084170174.1 wHTH+STAND_NTPase METHYLASE→||←TM+Cupin+AraC-HTH+AraC-HTH||AB_hydrolase→ wHTH+STAND_NTPase*→ 664 Paraburkholderia ferrariae GCF_000685035.1 betaproteobacteria
WP_088242757.1 EAD9+iSTAND EAD9+iSTAND*→ MoxR→ helical_region(leucine-richLWxKmotif)+vWA→ vWA+FGS-fold_domain→ 327 Calothrix rhizosoleniae GCF_900185595.1 cyanobacteria
WP_088242861.1 EAD4+iSTAND EAD4+iSTAND*→ MoxR→ 426 Calothrix rhizosoleniae GCF_900185595.1 cyanobacteria
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WP_088278871.1 TIR+iSTAND TIR+iSTAND*→ MoxR→ BetaPropeller+FGS-fold_domain→ 495 Ideonella sp. A 288 GCF_002198735.1 betaproteobacteria
WP_113510333.1 iSTAND iSTAND*→ MoxR→ TM+TM+vWA+TM+Sel1→ 277 Rhizobiales bacterium GCF_900469875.1 alphaproteobacteria
WP_124143316.1 ??+iSTAND ??+iSTAND*→ MoxR→ 395 Okeania hirsuta GCF_003838225.1 cyanobacteria
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FtsH ternary systems

acc architecture operon len species gca taxend
WP_015348943.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→?→ helical_unk+ivWA→ 705 Myxococcus stipitatus GCF_000331735.1 deltaproteobacteria
PCJ17226.1 inactive_FtsH+FtsH Radical_SAM→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→??+NEFF1→ PSE→ PSE→ helical_unk+ivWA→ 691 Candidatus Cloacimonetes

bacterium
GCA_002402105.1bacteria

WP_013563425.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ X3_analog→??+TPRs+NEFF1→ MoxR→ helical_unk+ivWA→ 750 Isosphaera pallida GCF_000186345.1 planctomycetes
PID39910.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 738 Proteobacteria bacterium GCA_002747355.1proteobacteria
WP_090492713.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus virescens GCF_900101905.1 deltaproteobacteria
WP_095958505.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus macrosporus GCF_002305895.1 deltaproteobacteria
WP_140790498.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 708 Myxococcus xanthus GCF_006401215.1 deltaproteobacteria
WP_140798142.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus xanthus GCF_006400955.1 deltaproteobacteria
WP_140862181.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus xanthus GCF_006401635.1 deltaproteobacteria
WP_141255298.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus GCF_006518195.1 deltaproteobacteria
WP_141592591.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus sp. AB025A GCF_006547365.1 deltaproteobacteria
WP_141619821.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus sp. AB024B GCF_006547355.1 deltaproteobacteria
WP_046713160.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→||←?||helical_unk+ivWA→ 705 Myxococcus fulvus GCF_000988565.1 deltaproteobacteria
RCK81659.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→?→?→ MoxR→ helical_unk+ivWA→ Radical_SAM→ RadSAM_pep→ 695 Candidatus Ozemobacter

sibiricus
GCA_003327425.1bacteria

PKL48731.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→?→ MoxR→ helical_unk+ivWA→ Radical_SAM→ RadSAM_pep→?→ X5→ 698 Candidatus Riflebacteria
bacterium HGW-Riflebacteria-2

GCA_002839435.1bacteria

PCC71843.1 inactive_FtsH+FtsH Radical_SAM→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→?→ MoxR→ helical_unk+ivWA→ 700 Nannocystis exedens GCA_002343915.1deltaproteobacteria
WP_096329841.1 inactive_FtsH+FtsH Radical_SAM→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→?→ MoxR→ helical_unk+ivWA→ 704 Nannocystis exedens GCF_900112715.1 deltaproteobacteria
WP_011552959.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→?→ helical_unk+ivWA→ 706 Myxococcus GCF_000012685.1 deltaproteobacteria
WP_002635065.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→ 706 Myxococcus hansupus GCF_000280925.3 deltaproteobacteria
WP_095985479.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→?→?→||←Radical_SAM 705 Cystobacter fuscus GCF_002305875.1 deltaproteobacteria
WP_002627974.1 inactive_FtsH+FtsH Radical_SAM→ X6→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→?→?→||←Radical_SAM 705 Cystobacter fuscus GCF_000335475.2 deltaproteobacteria
WP_013939476.1 inactive_FtsH+FtsH X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→?→?→||←Radical_SAM 706 Myxococcus macrosporus GCF_000219105.1 deltaproteobacteria
WP_071896885.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ helical_unk+ivWA→?→?→||←Radical_SAM 705 Cystobacter ferrugineus GCF_001887355.1 deltaproteobacteria
PKL44251.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→?→ MoxR→ helical_unk+ivWA→ Radical_SAM→ RadSAM_pep→?→ X5→ 699 Candidatus Riflebacteria

bacterium HGW-Riflebacteria-1
GCA_002839445.1bacteria

WP_074957489.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→||←?||helical_unk+vWA→ 705 Myxococcus fulvus GCF_900111765.1 deltaproteobacteria
MBM74108.1 inactive_FtsH+FtsH Radical_SAM→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→?→ MoxR→??+ivWA→||←?||STAND_NTPase→ 715 Proteobacteria bacterium GCA_002722755.1proteobacteria
MBK05551.1 inactive_FtsH+FtsH Radical_SAM→?→ X5→ inactive_FtsH+FtsH*→ X3_analog→?→ MoxR←?||helical_unk+vWA→ 737 Deltaproteobacteria bacterium GCA_002720785.1deltaproteobacteria
WP_129628747.1 inactive_FtsH+FtsH TPRs→?→?→??+vWA+FGS-fold_domain→ inactive_FtsH+FtsH*→ REase→ MoxR 600 Oscillochloris sp. Chuk17 GCF_004138135.1 chloroflexi
WP_006562442.1 inactive_FtsH+FtsH TPRs→?→?→??+vWA+FGS-fold_domain→ inactive_FtsH+FtsH*→ MoxR→?→?→ STAND_NTPase→ 598 Oscillochloris trichoides GCF_000152145.1 chloroflexi
WP_141322754.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→||←?||helical_unk+ivWA→ 705 Myxococcus sp. AB022 GCF_006518215.1 deltaproteobacteria
WP_020473751.1 inactive_FtsH+FtsH Radical_SAM→?→ Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→?→ a/b_unk+NEFF+TPR_region→ 714 Zavarzinella formosa GCF_000255705.1 planctomycetes
WP_082839483.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ a/b_unk+NEFF1+TPR_region→ 740 Gemmata sp. SH-PL17 GCF_001610855.1 planctomycetes
VFJ42630.1 inactive_FtsH+FtsH Radical_SAM.Ammememo→ TIR→ TIR+Pkinase+inactive_Ploop_NTPase+Ploop_NTPase→ Ploop_NTPase→ small_peptide→??→ inactive_FtsH+FtsH*→??→ MoxR→??+ivWA 582 Candidatus Kentron sp. FM - gammaproteobacteria
WP_051865898.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB-N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat←BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo 615 Streptomyces griseus GCF_000720255.1 actinobacteria
WP_015197961.1 inactive_FtsH+FtsH E1+UFD→ EAD8+Trypsin→ TPRs+FGS-fold_domain→ EAD8+EAD1→ EAD1+Ubl-Nterm+Ubl+E2→ JAB-N+JAB→ X1→ inactive_FtsH+FtsH*→ TPRs+C-type_lectin→ MoxR→?→ X3→ TPRs+C-type_lectin→ TPRs+C-type_lectin→?→ Clp_N_repeats+vWA←RADICAL_SAM.Ammemo 663 Calothrix parietina GCF_000317435.1 cyanobacteria
WP_079310654.1 inactive_FtsH+FtsH E1+UFD→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ PSE→?→ beta_propeller(frag?) 624 Streptomyces sp. GKU 895 GCF_002027195.1 actinobacteria
WP_081970790.1 inactive_FtsH+FtsH E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo 561 Dactylosporangium aurantiacum GCF_000716715.1 actinobacteria
WP_093170141.1 inactive_FtsH+FtsH E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep 616 Sinosporangium album GCF_900100605.1 actinobacteria
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WP_052745217.1 inactive_FtsH+FtsH ←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB*→ X1→ inactive_FtsH+FtsH→ MoxR→??→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→

BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase←RadSAM.X1
639 Streptomyces sp. WM6386 GCF_000972385.1 actinobacteria

WP_052067792.1 inactive_FtsH+FtsH ←TM+??←TM+coiled-coil←GAP1-N2+GAP1-M+??←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→
BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase

628 Streptomyces mirabilis GCF_000746395.1 actinobacteria

WP_067128135.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→?→ BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase 637 Streptomyces yokosukanensis GCF_001514035.1 actinobacteria
TCO52884.1 inactive_FtsH+FtsH ←TM+??←TM+coiled-coil←GAP1-N2+GAP1-M+??←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→

BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo
611 Actinocrispum wychmicini GCA_004345645.1actinobacteria

WP_020645963.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←TM+TM 599 Amycolatopsis balhimycina GCF_000384295.1 actinobacteria
WP_093947432.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←TM+TM 599 Amycolatopsis sp. H5 GCF_002234595.1 actinobacteria
WP_126270580.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo 624 Streptomyces sp. GGCR-6 GCF_003955715.1 actinobacteria
WP_132124194.1 inactive_FtsH+FtsH ←TM+??←TM+coiled-coil←GAP1-N2+GAP1-M+??←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→

BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo
587 Actinocrispum wychmicini GCF_004345645.1 actinobacteria

WP_132804228.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo 624 Streptomyces sp. BK042 GCF_004343295.1 actinobacteria
WP_136970956.1 inactive_FtsH+FtsH ←RadSAM_pep←RADICAL_SAM.Ammemo←BetaPropeller+vWA||Prok_Ring(degenerate)+Prok_Ring→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB-N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ 662 Polyangium sorediatum - deltaproteobacteria
WP_092557310.1 inactive_FtsH+FtsH Trypsin+EAD1→ BetaPropeller+vWA→ RADICAL_SAM.Ammemo→ RadSAM_pep→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ CASPASE+Ploop_NTPase→

BetaPropeller→ ABhydrolase+TIR→ EAD1+TIR→ BetaPropeller+vWA→
660 Actinoplanes derwentensis GCF_900104725.1 actinobacteria

WP_051927025.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase←RadSAM.X1 636 Streptomyces durhamensis GCF_000725475.1 actinobacteria
WP_053662245.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase←RadSAM.X1 639 Streptomyces sp. MMG1121 GCF_001280015.1 actinobacteria
WP_071384075.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase←RadSAM.X1 634 Streptomyces sp. MUSC 1 GCF_001866665.1 actinobacteria
WP_069777255.1 inactive_FtsH+FtsH ←TM+??←TM+coiled-coil←GAP1-N2+GAP1-M+??←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→

low_complexity+a/b_unk+TPR_repeat→||←BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase
638 Streptomyces puniciscabiei GCF_001735805.1 actinobacteria

WP_051115179.1 inactive_FtsH+FtsH Clp_N_repeats+vWA→ Clp_N_repeats+vWA→ Clp_N_repeats+vWA→ Clp_N_repeats+vWA→ Clp_N_repeats+vWA→ Clp_N_repeats+vWA→??→??+4TM→ EAD1+CASPASE→ RADICAL_SAM.Ammemo→ RadSAM_pep→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→
JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→?→ TPRs→ low_complexity+a/b_unk+TPRs→

689 Actinoplanes globisporus GCF_000379645.1 actinobacteria

WP_133930094.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPRs→||←BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo 615 Streptomyces sp. BK161 GCF_004364215.1 actinobacteria
TQS46759.1 inactive_FtsH+FtsH BetaPropeller+vWA→ BetaPropeller+vWA→ BetaPropeller+vWA→||←TIR+EAD1||BetaPropeller+vWA→ RADICAL_SAM.Ammemo→ RadSAM_pep→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→

low_complexity+a/b_unk+TPRs→
716 Cryptosporangium sp. A-T 5661 GCA_006912135.1actinobacteria

WP_071371602.1 inactive_FtsH+FtsH ←TM+??←TM+coiled-coil←GAP1-N2+GAP1-M+??←DO-GTPase2←Pkinase+TM||EAD1+CASPASE→ CASPASE(frag)→ CASPASE(frag)→ CASPASE(frag)→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→
low_complexity+a/b_unk+TPR_repeat→||←BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo←MPTase

634 Streptomyces sp. MUSC 14 - actinobacteria

QBG49801.1 inactive_FtsH+FtsH E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ TPRs→?→ EAD1+CASPASE→ 758 Streptomyces spiramyceticus - actinobacteria
WP_136931981.1 inactive_FtsH+FtsH ←RadSAM_pep←Radical_SAM←BetaPropeller+vWA||Prok_Ring(degenerate)+Prok_Ring→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB-N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→?→ TPRs→ low_complexity+a/b_unk+TPRs→ 662 Polyangium fumosum GCF_005144585.1 deltaproteobacteria
WP_130402109.1 inactive_FtsH+FtsH Clp_N_repeats+vWA→??→??+4TM→ EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ 681 Micromonospora violae GCF_004217135.1 actinobacteria
KPA11743.1 inactive_FtsH+FtsH TIR+??→||←?||Ubl+E2→ JAB-N+JAB→ inactive_FtsH+FtsH*→ E1+UFD→ TPRs+FGS-fold_domain→ 743 Candidatus Magnetomorum sp.

HK-1
GCA_001292585.1deltaproteobacteria

WP_086686847.1 inactive_FtsH+FtsH RadSAM_pep→ RING(inactive)+RING→ E1+UFD→ Trypco2→ TCAD4+CASPASE+EAD1→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ TPRs+FGS-fold_domain→ MoxR→?→?→ FGS-fold_domain→||←?||?→||←BetaPropeller+vWA||RADICAL_SAM.Ammemo→ 660 Nostoc sp. T09 GCF_002154695.1 cyanobacteria
WP_109500344.1 inactive_FtsH+FtsH EAD1+CASPASE→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→||←BetaPropeller+vWA←RadSAM_pep←RADICAL_SAM.Ammemo 626 Streptomyces sp. Act143 GCF_003143935.1 actinobacteria
ETR70572.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ inactive_FtsH+FtsH→ Prok_Ring+Prok_Ring→ E1+UFD→ TIR+??→ Ubl+E2→ JAB_N2→ JAB→ 235 Candidatus Magnetoglobus

multicellularis str. Araruama
GCA_000516475.1deltaproteobacteria

SDT45767.1 inactive_FtsH+FtsH Trypsin+EAD1→ BetaPropeller+vWA→ RADICAL_SAM.Ammemo→ RadSAM_pep→ RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ CASPASE+Ploop_NTPase→
beta_propeller→ ABhydrolase+TIR→ EAD1+TIR→ BetaPropeller+vWA→

668 Actinoplanes derwentensis GCA_900104725.1actinobacteria

RMG09056.1 inactive_FtsH+FtsH MPTase→||←Prok-RING+TM←?←Prok-RING+TM+TM←Band7←Band7||inactive_FtsH+FtsH*→ X3_analog→ 793 Planctomycetes bacterium GCA_003695705.1planctomycetes
WP_083304944.1 inactive_FtsH+FtsH RadSAM_pep→ Prok_Ring(degenerate)+Prok_Ring→ X1→ TPRs→ inactive_FtsH+FtsH*→ MoxR→?→?→ TPRs+FGS-fold_domain→→||←?||?→?→||←RADICAL_SAM.Ammemo 622 Moorea producens GCF_001767235.1 cyanobacteria
WP_009740768.1 inactive_FtsH+FtsH E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ JAB_N+JAB→ X1→ X1→ inactive_FtsH+FtsH*→ MoxR→ Clathrin+DnaJ_CXXCXGXG+DnaJ_C→ low_complexity+a/b_unk+TPR_repeat→||←?←TIR 712 Frankia sp. QA3 GCF_000262465.1 actinobacteria
WP_097261157.1 inactive_FtsH+FtsH RING(inactive)+RING→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→||←PSE→ X1→ inactive_FtsH+FtsH*→ MoxR→?→?→ TPRs→ low_complexity+a/b_unk+TPR_repeat→ BetaPropeller+vWA→||←RadSAM_pep←RADICAL_SAM.Ammemo 622 Streptomyces sp. TLI_55 GCF_900206255.1 actinobacteria
WP_058554410.1 inactive_FtsH+FtsH RING(inactive)+RING→ E1+UFD→ helical_X+TIR→ EAD1+Ubl-Nterm+Ubl+E2→||←PSE||?→ inactive_FtsH+FtsH*→ MoxR→ BetaPropeller+vWA→ X2→ X3?→ TPRs→ low_complexity+a/b_unk+TPR_repeat→||←?||BetaPropeller+vWA→ HTH→ RADICAL_SAM.Ammemo→ RadSAM_pep→ 677 Thiohalocapsa sp. ML1 GCF_001469165.1 gammaproteobacteria
WP_131767338.1 inactive_FtsH+FtsH RadSAM_pep→ RING(inactive)+RING→ E1+?→ TIR→||←?←?←?||X1→ inactive_FtsH+FtsH*→ MoxR→ 461 Frankia symbiont of Datisca

glomerata
GCF_900634715.1 actinobacteria

WP_012825462.1 inactive_FtsH+FtsH beta_propeller+vWA→ X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ X3→?→ Radical_SAM→ RadSAM_pep→ 691 Haliangium ochraceum GCF_000024805.1 deltaproteobacteria
WP_047223339.1 inactive_FtsH+FtsH X1→ inactive_FtsH+FtsH*→ MoxR→ X2→ 749 Frankia coriariae GCF_001017755.1 actinobacteria
OGK06825.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→?→ MoxR→ 699 Candidatus Riflebacteria

bacterium GWC2_50_8
GCA_001787855.1bacteria

WP_131796573.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ MoxR→ 452 Frankia symbiont of Datisca
glomerata

GCF_900635405.1 actinobacteria
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acc architecture operon len species gca taxend
RKZ47050.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→?→ 662 Gammaproteobacteria

bacterium
GCA_003645185.1gammaproteobacteria

OIP44723.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→ 723 Deltaproteobacteria bacterium
CG2_30_63_29

GCA_001873925.1deltaproteobacteria

PJB47822.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→ 723 Deltaproteobacteria bacterium
CG_4_9_14_3_um_fil-
ter_63_12

GCA_002789955.1deltaproteobacteria

CEF49305.1 inactive_FtsH+FtsH X6→ X5→ inactive_FtsH+FtsH*→ 700 uncultured bacterium GCA_000821145.1bacteria
WP_141643777.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ MoxR→ 705 Myxococcus sp. AM401 GCF_006636215.1 deltaproteobacteria
WP_071102283.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ MoxR→?→||←?←?||X2→ 660 Moorea producens GCF_001854205.1 cyanobacteria
WP_010040329.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ X3_analog→ a/b_unk+NEFF1+TPR_region→ a/b_unk+NEFF1+TPR_region→ 748 Gemmata obscuriglobus GCF_000171775.1 planctomycetes
RLS40983.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→ X3_analog→?+NEFF+?→ MoxR→ 720 Planctomycetes bacterium GCA_003669555.1planctomycetes
MBH25655.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ X3_analog→ 730 Myxococcales bacterium GCA_002716585.1deltaproteobacteria
MBK06498.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ X3_analog→ 723 Deltaproteobacteria bacterium GCA_002720785.1deltaproteobacteria
TNE49083.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ X3_analog→ 725 Deltaproteobacteria bacterium GCA_006226375.1deltaproteobacteria
WP_088257901.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ X3_analog→ 722 Fimbriiglobus ruber GCF_002197845.1 planctomycetes
TET34120.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→?→?→ X3_analog→ 729 Planctomycetes bacterium GCA_004376375.1planctomycetes
PZR18634.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→ X3_analog→ 704 Archangium gephyra GCA_003243425.1deltaproteobacteria
WP_006976996.1 inactive_FtsH+FtsH X5→ inactive_FtsH+FtsH*→ X3_analog→?→ a/b_unk+NEFF+TPRs 707 Plesiocystis pacifica GCF_000170895.1 deltaproteobacteria
HBI41239.1 inactive_FtsH+FtsH X6→ X5→ inactive_FtsH+FtsH*→ 716 Planctomycetales bacterium GCA_003508275.1planctomycetes
WP_106395424.1 inactive_FtsH+FtsH Radical_SAM→ X6→ X5→ inactive_FtsH+FtsH*→ 706 Enhygromyxa salina GCF_002994615.1 deltaproteobacteria
WP_131772555.1 inactive_FtsH+FtsH inactive_FtsH+FtsH*→ MoxR→ X2→||←?||TPRs→ 511 Frankia symbiont of Coriaria

nepalensis
GCF_900635385.1 actinobacteria

WP_013873919.1 inactive_FtsH+FtsH X1→ inactive_FtsH+FtsH*→ MoxR→ X2→||←?||TPRs→ 735 Frankia GCF_000177615.2 actinobacteria
WP_076843094.1 inactive_FtsH+FtsH X1→ inactive_FtsH+FtsH*→ MoxR→ X2→?→ TPRs→ 744 Frankia sp. BMG5.30 GCF_001983005.1 actinobacteria
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β-propeller containing ternary systems

acc architecture operon len species gca taxend
OFY83689.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Riboso-

mal_L12_insert
bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*→ bpX3→ 846 Bacteroidetes bacterium RIFC-

SPLOWO2_12_FULL_35_15
GCA_001769385.1 bacteroidetes

AFM05601.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Riboso-
mal_L12_insert

bpX4→?→ MoxR→?→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*→ 873 Bernardetia litoralis DSM 6794 GCA_000265505.1 bacteroidetes

POR24865.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Riboso-
mal_L12_insert

bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*→ abpX3+2TM+TPR_region→ 803 Flavobacterium columnare GCA_002916795.1 bacteroidetes

OXA84853.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Riboso-
mal_L12_insert

bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*→ 851 Flavobacterium hydatis GCA_002217335.1 bacteroidetes

SEN93879.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Riboso-
mal_L12_insert

bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1+Ribosomal_L12_insert*→ abpX3+2TM+TPR_region→ 845 Flavobacterium sp. fv08 GCA_900110335.1 bacteroidetes

KOY86779.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 767 bacterium 336/3 GCA_001281695.1 bacteria
WP_128150033.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+4TM→2TM+TPR_region→ 779 Apibacter sp. HY041 GCF_004014855.1 bacteroidetes
PWK28201.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 808 Arcicella aurantiaca GCA_003148625.1 bacteroidetes
WP_052599568.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 776 Aureispira sp. CCB-QB1 GCF_000724545.1 bacteroidetes
PSL46654.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 789 Chitinophaga niastensis GCA_003014755.1 bacteroidetes
RBL92136.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 787 Chitinophaga sp. GDMCC

1.1325
GCA_003308995.1 bacteroidetes

RFM30704.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ HTH+TetR_C→ 775 Chitinophaga sp.
K20C18050901

GCA_003412465.1 bacteroidetes

PWV51444.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ HTH+TetR_C→ 817 Chitinophaga sp. S165 GCA_003182155.1 bacteroidetes
SEW36401.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ HTH+TetR_C→ 597 Chitinophaga sp. YR573 GCA_900110995.1 bacteroidetes
SFO49267.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 829 Chitinophaga sp. YR627 GCA_900114995.1 bacteroidetes
SDQ16602.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+4TM→2TM+TPR_region→ 802 Chryseobacterium soldanellicola GCA_900100115.1 bacteroidetes
ABG58961.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 843 Cytophaga hutchinsonii ATCC

33406
GCA_000014145.1 bacteroidetes

WP_108823377.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 770 Dysgonomonas sp.
Marseille-P4361

GCF_900343125.1 bacteroidetes

BAV07989.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1→
extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1→ bpX3+TPR_region→

883 Filimonas lacunae GCA_002355595.1 bacteroidetes

PVY14782.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 874 Filimonas sp. YR581 GCA_003097095.1 bacteroidetes
KIC92612.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 783 Flavihumibacter solisilvae GCA_000814475.1 bacteroidetes
KYP15344.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 772 Flavihumibacter sp. CACIAM

22H1
GCA_001601815.1 bacteroidetes

ANE49440.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3→ 781 Flavisolibacter tropicus GCA_001644645.1 bacteroidetes
AWH86615.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ abpX3+2TM+TPR_region→ 801 Flavobacterium album GCA_003096035.1 bacteroidetes
WP_052705351.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+4TM→2TM+TPR_region→ 845 Flavobacterium sp. 316 GCF_000967805.1 bacteroidetes
AEE53802.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 819 Haliscomenobacter hydrossis

DSM 1100
GCA_000212735.1 bacteroidetes

PJJ59945.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+2TM+TPR_region+beta_propeller→ 828 Hymenobacter chitinivorans
DSM 11115

GCA_002797555.1 bacteroidetes

RTQ48805.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 836 Hymenobacter gummosus GCA_003970915.1 bacteroidetes
SNR82429.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 813 Hymenobacter mucosus GCA_900188255.1 bacteroidetes
WP_022821708.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 823 Hymenobacter norwichensis GCF_000420705.1 bacteroidetes
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RSK36273.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 830 Hymenobacter sp. 9PBR-2 GCA_003944705.1 bacteroidetes
EDP94883.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+4TM→2TM+TPR_region→ 799 Kordia algicida OT-1 GCA_000154725.1 bacteroidetes
RKR84050.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 788 Mucilaginibacter gracilis GCA_003633615.1 bacteroidetes
EHQ24573.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 784 Mucilaginibacter paludis DSM

18603
GCA_000166195.3 bacteroidetes

RVU02898.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+2TM+TPR_region+beta_propeller→ 791 Mucilaginibacter sp. YBJ-36 GCA_004005815.1 bacteroidetes
AEW02126.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 836 Niastella koreensis GR20-10 GCA_000246855.1 bacteroidetes
KRT17467.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+2TM+TPR_region+beta_propeller→ 791 Pedobacter ginsenosidimutans GCA_001442625.1 bacteroidetes
RQO30278.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+4TM→2TM+TPR_region→ 787 Taibaiella sp. KBW10 GCA_003852495.1 bacteroidetes
PQO39541.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 917 Blastopirellula marina GCA_002967765.1 planctomycetes
OWK46343.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 969 Fimbriiglobus ruber GCA_002197845.1 planctomycetes
AMV26576.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 960 Gemmata sp. SH-PL17 GCA_001610855.1 planctomycetes
RUL85748.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 960 Isosphaeraceae bacterium

GM2012
GCA_003977685.1 planctomycetes

SFH92940.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 904 Planctomicrobium piriforme GCA_900113665.1 planctomycetes
AMV18939.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 939 Planctomyces sp. SH-PL14 GCA_001610835.1 planctomycetes
RIK61979.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 969 Planctomycetes bacterium GCA_003576915.1 planctomycetes
RLS72559.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+2TM+TPR_region+??→ 920 Planctomycetes bacterium GCA_003669275.1 planctomycetes
OYP36357.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 923 Rhodopirellula sp. MGV GCA_002251265.1 planctomycetes
WP_044252884.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 934 Rhodopirellula sp. SWK7 - planctomycetes
WP_068134229.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 926 Roseimaritima ulvae GCF_001642915.1 planctomycetes
WP_010582785.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 912 Schlesneria paludicola GCF_000255655.1 planctomycetes
SIO62481.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 930 Singulisphaera sp. GP187 GCA_900129635.1 planctomycetes
WP_020472485.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 910 Zavarzinella formosa GCF_000255705.1 planctomycetes
WP_124744879.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region→ 770 Glaciecola sp. THG-3.7 GCF_003856375.1 gammaproteobacteria
EDY17134.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 928 Chthoniobacter flavus Ellin428 GCA_000173075.1 verrucomicrobia
EEF58752.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→?→ bpX3+TPR_region+beta_propeller→ 799 Pedosphaera parvula Ellin514 GCA_000172555.1 verrucomicrobia
RBP36328.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 841 Roseimicrobium gellanilyticum GCA_003315205.1 verrucomicrobia
PTY04067.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ 1028 Verrucomicrobia bacterium

LW23
GCA_003054695.1 verrucomicrobia

WP_009959261.1 extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1 bpX4→ MoxR→ bpX2→ extended_strand+helical_region+vWA+beta_propeller+beta_rich_region+bpX1*→ bpX3+TPR_region+beta_propeller→ 896 Verrucomicrobium spinosum GCF_000172155.1 verrucomicrobia
WP_030304647.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 599 Streptomyces sp. NRRL F-6131 GCF_000719695.1 actinobacteria
PJI85297.1 vWA+beta_propeller MoxR→?→ vWA+beta_propeller*→ 626 Yoonia maricola GCA_002797915.1 alphaproteobacteria
ODA19159.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 586 Achromobacter xylosoxidans GCA_001707535.1 betaproteobacteria
KPC53758.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 605 Amantichitinum ursilacus GCA_001294205.1 betaproteobacteria
SMC19581.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 597 Andreprevotia lacus DSM 23236 GCA_900176275.1 betaproteobacteria
AAQ60410.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ 597 Chromobacterium violaceum

ATCC 12472
GCA_000007705.1 betaproteobacteria

RFP17714.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 583 Duganella sp. BJB489 GCA_003416915.1 betaproteobacteria
KQZ25959.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 589 Duganella sp. Root1480D1 GCA_001427305.1 betaproteobacteria
WP_051057605.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→?→ bpX6+TPRs+Betapropeller→ 602 Herbaspirillum sp. B39 GCF_000333495.1 betaproteobacteria
SHH13774.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 611 Massilia sp. CF038 GCA_900129765.1 betaproteobacteria
ATQ78387.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller→ vWA+beta_propeller→ bpX6+TPRs+Betapropeller→ 594 Massilia violaceinigra GCA_002752675.1 betaproteobacteria
RAS17227.1 bpX6+TPRs+Betapropeller←vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→||←?←BetaPropeller←BetaPropeller 601 Microvirgula sp. AG722 GCA_003269145.1 betaproteobacteria
ANH68664.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 652 Mitsuaria sp. 7 GCA_001653795.1 betaproteobacteria
CBJ39465.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 614 Ralstonia solanacearum CMR15 GCA_000427195.1 betaproteobacteria
ARN22671.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 599 Rhizobacter gummiphilus GCA_002116905.1 betaproteobacteria
KQW02656.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 607 Rhizobacter sp. Root1221 GCA_001425785.1 betaproteobacteria
RQP22489.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 616 Rhizobacter sp. S-16 GCA_003852895.1 betaproteobacteria
SDW66728.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 619 Variovorax sp. YR634 GCA_900106655.1 betaproteobacteria
KFA87837.1 vWA+beta_propeller bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 609 Archangium violaceum Cb vi76 GCA_000733295.1 deltaproteobacteria
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RJS21768.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 606 Corallococcus sp.

H22C18031201
GCA_003600865.1 deltaproteobacteria

AKF84122.1 vWA+beta_propeller bpX5→ vWA+beta_propeller*→ 640 Myxococcus fulvus 124B02 GCA_000988565.1 deltaproteobacteria
ATB51059.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 606 Myxococcus macrosporus DSM

14697
GCA_002305895.1 deltaproteobacteria

ABF92814.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 608 Myxococcus xanthus DK 1622 GCA_000012685.1 deltaproteobacteria
OTQ06733.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 588 Gilliamella apicola GCA_002141575.1 gammaproteobacteria
ABC29563.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 623 Hahella chejuensis KCTC 2396 GCA_000012985.1 gammaproteobacteria
WP_022951101.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 608 Leucothrix mucor GCF_000419525.1 gammaproteobacteria
WP_064748987.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ 616 Lysobacter antibioticus GCF_000336385.2 gammaproteobacteria
BAV97131.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 605 Lysobacter enzymogenes GCA_002355975.1 gammaproteobacteria
KRA21135.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 608 Lysobacter sp. Root604 GCA_001427505.1 gammaproteobacteria
KRB02264.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 620 Lysobacter sp. Root690 GCA_001427785.1 gammaproteobacteria
PNL50802.1 vWA+beta_propeller RADICAL_SAM.Ammemo→?→ MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 637 Proteus mirabilis GCA_002206145.2 gammaproteobacteria
EKT57597.1 vWA+beta_propeller bpX5→ vWA+beta_propeller*→ 628 Providencia sneebia DSM 19967 GCA_000314895.2 gammaproteobacteria
KIH83594.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 606 Pseudomonas batumici GCA_000820515.1 gammaproteobacteria
WP_117164965.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 598 Pseudomonas cichorii GCF_003415775.1 gammaproteobacteria
WP_029532585.1 vWA+beta_propeller MoxR→ PSE→ vWA+beta_propeller*→?→ TPRs+Betapropeller→ 573 Pseudomonas fuscovaginae GCF_000467005.1 gammaproteobacteria
RMP14790.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 610 Pseudomonas marginalis pv.

marginalis
GCA_003700875.1 gammaproteobacteria

RMR06475.1 vWA+beta_propeller vWA+beta_propeller*→ 617 Pseudomonas savastanoi pv.
glycinea

GCA_003701285.1 gammaproteobacteria

WP_122602356.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 608 Pseudomonas sp. 286 GCF_900582885.1 gammaproteobacteria
KIV62454.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 610 Pseudomonas sp. FeS53a GCA_000931385.1 gammaproteobacteria
WP_082033854.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ 614 Pseudomonas sp. PI1 GCF_000812405.1 gammaproteobacteria
BAQ80643.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TMs+TPRs+Betapropeller→ 605 Pseudomonas sp. St29 GCA_001547915.1 gammaproteobacteria
SNZ04485.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 614 Pseudomonas sp.

URIL14HWK12:I9
GCA_900215525.1 gammaproteobacteria

ODU30905.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 598 Xanthomonadaceae bacterium
SCN 69-320

GCA_001725155.1 gammaproteobacteria

PPT63983.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 616 Xanthomonas arboricola GCA_002940525.1 gammaproteobacteria
KMM74478.1 vWA+beta_propeller MoxR→ bpX5→ vWA+beta_propeller*→ bpX6+TPRs+Betapropeller→ 616 Xanthomonas sp. NCPPB 1128 GCA_001043115.1 gammaproteobacteria
WP_020510239.1 ClpN_repeats+vWA ClpN_repeats+vWA→ ClpN_repeats+vWA→ ClpN_repeats+vWA→ ClpN_repeats+vWA→ ClpN_repeats+vWA→ ClpN_repeats+vWA→?→?→ EAD1+CASPASE→ 1040 Actinoplanes globisporus GCF_000379645.1 actinobacteria
SDT45587.1 beta_propeller+helical_linker+vWA ??→ Trypsin+EAD1→ beta_propeller+helical_linker+vWA*→ RADICAL_SAM.Ammemo→ RadSAM_pep→?→ E1+UFD→ EAD1+Ubl-Nterm+Ubl+E2→ 1145 Actinoplanes derwentensis GCA_900104725.1 actinobacteria
SDT45954.1 beta_propeller+helical_linker+vWA low_complexity+a/b_unk+TPR_repeat→ CASPASE+Ploop_NTPase→ BetaPropeller→ a/b_hydrolase→ EAD1+TIR→ beta_propeller+helical_linker+vWA*→ 1137 Actinoplanes derwentensis GCA_900104725.1 actinobacteria
OXM68678.1 beta_propeller+helical_linker+vWA MoxR→?→ X3→ TPRs→ low_complexity+TPRs→ beta_propeller+helical_linker+vWA*→||←RadSAM_pep←RADICAL_SAM.Ammemo 1038 Amycolatopsis sp. H5 GCA_002234595.1 actinobacteria
WP_033359495.1 beta_propeller+helical_linker+vWA MoxR→?→ X3→ TPRs→ low_complexity+TPRs→ beta_propeller+helical_linker+vWA*→||←RadSAM_pep←RADICAL_SAM.Ammemo 1005 Dactylosporangium

aurantiacum
GCF_000716715.1 actinobacteria

KLL11673.1 beta_propeller+helical_linker+vWA beta_propeller+helical_linker+vWA*→ 858 Frankia coriariae GCA_001017755.1 actinobacteria
SDG79101.1 beta_propeller+helical_linker+vWA TPRs→ low_complexity+TPRs→ beta_propeller+helical_linker+vWA*→||←RadSAM_pep 1050 Sinosporangium album GCA_900100605.1 actinobacteria
AZP16236.1 beta_propeller+helical_linker+vWA beta_propeller+helical_linker+vWA*→||←RadSAM_pep←RADICAL_SAM.Ammemo 1043 Streptomyces sp. GGCR-6 GCA_003955715.1 actinobacteria
KOV61826.1 ←beta_propeller+helical_linker+vWA X3→ TPRs→ low_complexity+TPRs→ beta_propeller+helical_linker+vWA*→||←RadSAM_pep←RADICAL_SAM.Ammemo 1055 Streptomyces sp. MMG1121 GCA_001280015.1 actinobacteria
OUL34959.1 ←beta_propeller+helical_linker+vWA X3→ TPRs+C-type_lectin→||←?||low_complexity+TPRs→ beta_propeller+helical_linker+vWA*→||←RADICAL_SAM.Ammemo 771 Nostoc sp. T09 GCA_002154695.1 cyanobacteria
WP_053332818.1 beta_propeller+helical_linker+vWA beta_propeller+helical_linker+vWA*→ TPRs→ 870 Haliangium ochraceum GCF_000024805.1 deltaproteobacteria
WP_082673981.1 beta_propeller+helical_linker+vWA X3→ TPRs→ low_complexity+TPRs→||←?||beta_propeller+helical_linker+vWA*→ 1188 Thiohalocapsa sp. ML1 GCF_001469165.1 gammaproteobacteria
KHD04278.1 helical_linker+vWA helical_linker+vWA*→ 424 Candidatus Thiomargarita

nelsonii
- gammaproteobacteria

RKZ47048.1 helical_linker+vWA helical_linker+vWA*→ 424 Gammaproteobacteria
bacterium

GCA_003645185.1 gammaproteobacteria

WP_035921195.1 vWA vWA*→ 273 Frankia sp. QA3 GCF_000262465.1 actinobacteria
ETR67287.1 vWA vWA*→ 221 Candidatus Magnetoglobus

multicellularis str. Araruama
GCA_000516475.1 deltaproteobacteria
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ETR65220.1 vWA vWA*→ 229 Candidatus Magnetoglobus

multicellularis str. Araruama
GCA_000516475.1 deltaproteobacteria

WP_086758355.1 vWA vWA*→ 152 Streptomyces scabiei GCF_002156075.1 actinobacteria
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GAP1-N1-type GTPase centric systems

acc architecture operon len species gca taxend
ADY35731.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 662 Bacteroides salanitronis DSM 18170 GCA_000190575.1 bacteroidetes
AEL07773.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 822 Xanthomonas campestris pv. raphani 756C GCA_000221965.1 gammaproteobacteria
AGS80673.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 845 Leptospira phage vb_LkmZ_Bejolso9-LE1 GCA_002603685.1 dsdna viruses, no rna stage
AIJ49675.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 830 Comamonas testosteroni TK102 GCA_000739375.1 betaproteobacteria
AJX95795.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 704 Burkholderia pseudomallei PB08298010 GCA_000959345.1 betaproteobacteria
AMV35122.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→||←EAD1+Trypsin 844 Pirellula sp. SH-Sr6A GCA_001610875.1 planctomycetes
ASL44118.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 688 Burkholderia sp. AD24 GCA_002220305.1 betaproteobacteria
ASR53154.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Blastomonas fulva GCA_003431825.1 alphaproteobacteria
AUC22653.1 GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*→ 1031 Polaribacter sejongensis GCA_002814075.1 bacteroidetes
BBC81760.1 GAP1-N1+GAP1-M+GAP1-C AB_hydrolase+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 677 Acetobacter orientalis GCA_003966365.1 alphaproteobacteria
BBD02433.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 881 Sphingobium sp. YG1 GCA_003609795.1 alphaproteobacteria
CDG51235.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 820 Halomonas sp. A3H3 GCA_000982975.1 gammaproteobacteria
CNI41896.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 651 Yersinia pekkanenii GCA_001152565.1 gammaproteobacteria
CRE86890.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 838 Yersinia intermedia GCA_001319925.1 gammaproteobacteria
CUQ34010.1 GAP1-N1 DO-GTPase1→ GAP1-N1*→ 43 Prevotella copri GCA_001405915.1 bacteroidetes
EEQ09204.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 589 Yersinia mollaretii ATCC 43969 GCA_000167995.1 gammaproteobacteria
EGG75068.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 884 Gluconacetobacter sp. SXCC-1 GCA_000208635.2 alphaproteobacteria
EIT67703.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 904 Hydrocarboniphaga effusa AP103 GCA_000271305.1 gammaproteobacteria
EJF69446.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase1→ GAP1-M+GAP1-C*→ 793 Pseudomonas sp. Ag1 GCA_000278565.1 gammaproteobacteria
EJP17918.1 GAP1-N1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1*→ 61 Leptospira interrogans str. FPW2026 GCA_000243895.3 spirochaetes
EKO23840.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 668 Leptospira interrogans str. UI 12621 GCA_000244275.3 spirochaetes
EKR43466.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 350 Leptospira interrogans serovar Grippotyphosa

str. UI 08368
GCA_000244135.3 spirochaetes

EMG74074.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 679 Salmonella enterica subsp. enterica serovar
Newport str. SH111077

GCA_000344825.1 gammaproteobacteria

EMS40767.1 GAP1-N1+GAP1-M+GAP1-C CASPASE+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 650 Methylobacterium mesophilicum SR1.6/6 GCA_000364445.1 alphaproteobacteria
ENV08026.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ EAD1→ CASPASE+EAD1→ 395 Acinetobacter sp. CIP 56.2 GCA_000368445.1 gammaproteobacteria
ERV84201.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 840 Pseudomonas aeruginosa BWHPSA028 GCA_000481145.1 gammaproteobacteria
ESZ35911.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Mesorhizobium sp. L2C067A000 GCA_000502855.1 alphaproteobacteria
ETR71189.1 GAP1-N1+GAP1-M+GAP1-C GrpE→?→?→ GrpE→ DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 276 Candidatus Magnetoglobus multicellularis str.

Araruama
GCA_000516475.1 deltaproteobacteria

EWG65005.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 651 Enterobacter sp. DC3 GCA_000568155.1 gammaproteobacteria
GAN50643.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 858 Methylobacterium sp. ME121 GCA_000974725.1 alphaproteobacteria
KDD14872.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 855 Bordetella bronchiseptica MBORD731 GCA_000698985.1 betaproteobacteria
KDL57610.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 651 Klebsiella variicola GCA_000694595.1 gammaproteobacteria
KEC69694.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 907 Rhizobium leguminosarum bv. phaseoli

CCGM1
GCA_000705615.1 alphaproteobacteria

KFB70201.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Candidatus Accumulibacter sp. SK-01 GCA_000584955.2 betaproteobacteria
KIA82238.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 873 Chromobacterium piscinae GCA_000812585.1 betaproteobacteria
KIP94692.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Pseudomonas fluorescens GCA_000834545.1 gammaproteobacteria
KIU30546.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 879 Methylobacterium radiotolerans GCA_000878385.1 alphaproteobacteria
KJS35250.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 749 Rhodospirillaceae bacterium BRH_c57 GCA_000961745.1 alphaproteobacteria
KJS38336.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 694 Hyphomonas sp. BRH_c22 GCA_000961795.1 alphaproteobacteria
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KMS75234.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 824 Streptomyces viridochromogenes GCA_001047325.1 actinobacteria
KOR33477.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 1014 Achromatium sp. WMS3 GCA_001276615.1 gammaproteobacteria
KPW87077.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Pseudomonas congelans GCA_001400775.1 gammaproteobacteria
KQU31117.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 494 Methylobacterium sp. Leaf94 GCA_001426045.1 alphaproteobacteria
KQV53300.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 820 Pelomonas sp. Root1217 GCA_001425705.1 betaproteobacteria
KVK81003.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→||←?||DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 676 Burkholderia ubonensis GCA_001526225.1 betaproteobacteria
KVM36471.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→||←?||DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 704 Burkholderia ubonensis GCA_001527385.1 betaproteobacteria
KVT48317.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Burkholderia ubonensis GCA_001528875.1 betaproteobacteria
KXG12688.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 827 Pseudomonas aeruginosa GCA_001560865.1 gammaproteobacteria
KYF95748.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→||←DO-GTPase1←ZnR+DO-GTPase2.1←GAP2 868 Sorangium cellulosum GCA_001589295.1 deltaproteobacteria
KZB53811.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 674 Thalassospira xiamenensis GCA_001613855.1 alphaproteobacteria
OCX33136.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 872 Bradyrhizobium sp. UASWS1016 GCA_001705105.1 alphaproteobacteria
OFW09671.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 905 Acidobacteria bacterium

RIFCSPLOWO2_12_FULL_59_11
GCA_001767115.1 acidobacteria

OGB06618.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 687 Burkholderiales bacterium
RIFCSPHIGHO2_02_FULL_64_19

GCA_001772075.1 betaproteobacteria

OHC26956.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 581 Pseudomonadales bacterium
RIFCSPLOWO2_12_59_9

GCA_001830395.1 gammaproteobacteria

OJW12786.1 GAP1-N1+GAP1-M+GAP1-C TIR+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 712 Mucilaginibacter sp. 44-25 GCA_001898335.1 bacteroidetes
OJW81738.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 792 Bacteroidetes bacterium 46-16 GCA_001897835.1 bacteroidetes
OJX35082.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 822 Burkholderiales bacterium 68-20 GCA_001898665.1 betaproteobacteria
OKO35123.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ EAD1→ 381 Acinetobacter baumannii GCA_001874765.1 gammaproteobacteria
OKO42867.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ EAD1→ 582 Acinetobacter baumannii GCA_001874765.1 gammaproteobacteria
OLF53922.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 819 Pseudomonas chlororaphis GCA_001921865.1 gammaproteobacteria
OQW76544.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Proteobacteria bacterium ST_bin14 GCA_002083655.1 proteobacteria
OUM77232.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 304 Acinetobacter baumannii GCA_001432265.1 gammaproteobacteria
OUN76202.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 657 Alistipes sp. An54 GCA_002159375.1 bacteroidetes
OWK25036.1 GAP1-N1+GAP1-M+GAP1-C GAPEAD1→ GAP2→ GAP1-N1+GAP1-M+GAP1-C*→?→ Calcineurin→ 336 Rhizobium yanglingense GCA_002200935.1 alphaproteobacteria
OYX25764.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→??+EAD1→ EAD1+Trypsin→ 834 Flavobacteriales bacterium 32-35-8 GCA_002280395.1 bacteroidetes
OYY94018.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 Calcineurin+EAD1→||←?||GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 730 Hydrogenophilales bacterium 28-61-23 GCA_002281555.1 proteobacteria
PCI26491.1 GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*→ 1045 SAR324 cluster bacterium GCA_002401295.1 deltaproteobacteria
PCI68527.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 829 Gammaproteobacteria bacterium GCA_002401655.1 gammaproteobacteria
PCI83911.1 GAP1-N1+GAP1-M+GAP1-C+CASPASE GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+CASPASE*→ 930 Ectothiorhodospiraceae bacterium GCA_002401775.1 gammaproteobacteria
PCI90653.1 GAP1-N1+GAP1-M+GAP1-C+CASPASE GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+CASPASE*→ 930 Ectothiorhodospiraceae bacterium GCA_002401775.1 gammaproteobacteria
PHV10311.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 689 Chitinimonas sp. BJB300 GCA_002735695.1 betaproteobacteria
PHV25597.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 779 Janthinobacterium sp. BJB426 GCA_002735705.1 betaproteobacteria
PIL47826.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 489 Acinetobacter baumannii GCA_002760695.1 gammaproteobacteria
PIL52425.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 469 Acinetobacter baumannii GCA_002760725.1 gammaproteobacteria
PIL53638.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 383 Acinetobacter baumannii GCA_002760715.1 gammaproteobacteria
PIL63415.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 161 Acinetobacter baumannii GCA_002760785.1 gammaproteobacteria
PIL66775.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 228 Acinetobacter baumannii GCA_002760765.1 gammaproteobacteria
PIL69197.1 GAP1-N1+GAP1-M+GAP1-C ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 212 Acinetobacter baumannii GCA_002760825.1 gammaproteobacteria
PIL82486.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 426 Acinetobacter baumannii GCA_002760895.1 gammaproteobacteria
PKG61900.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 645 Psychrobacter sp. Choline-02u-13 GCA_002836235.1 gammaproteobacteria
PKM46863.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 683 Gammaproteobacteria bacterium

HGW-Gammaproteobacteria-1
GCA_002840095.1 gammaproteobacteria

PKM75314.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 639 Firmicutes bacterium HGW-Firmicutes-17 GCA_002841525.1 firmicutes
PKO39589.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ 689 Betaproteobacteria bacterium

HGW-Betaproteobacteria-6
GCA_002842145.1 betaproteobacteria

PKP48546.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 829 Bacteroidetes bacterium
HGW-Bacteroidetes-11

GCA_002842665.1 bacteroidetes

PLT23558.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 378 Psychrobacter sp. MES7-P7E GCA_002863645.1 gammaproteobacteria
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PMH59968.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 611 Vibrio lentus GCA_002873265.1 gammaproteobacteria
PMH70067.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 805 Vibrio splendidus GCA_002878555.1 gammaproteobacteria
PRY19984.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 815 Pseudosporangium ferrugineum GCA_003002065.1 actinobacteria
PRY35997.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 813 Spirosoma oryzae GCA_003002825.1 bacteroidetes
PSH02583.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 418 Acidobacteria bacterium GCA_003010405.1 acidobacteria
SAQ17800.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 651 Klebsiella oxytoca GCA_900084005.1 gammaproteobacteria
SAY47011.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 855 Komagataeibacter rhaeticus GCA_900086575.1 alphaproteobacteria
SDC45789.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 872 Variovorax sp. CF079 GCA_900101545.1 betaproteobacteria
SDF29865.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 643 Bradyrhizobium sp. R5 GCA_900101405.1 alphaproteobacteria
SDP87527.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 873 Pseudomonas congelans GCA_900103225.1 gammaproteobacteria
SDQ38520.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 888 Pseudomonas sp. UC 17F4 GCA_900101695.1 gammaproteobacteria
SDX24507.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C*→ 728 Lysobacter enzymogenes GCA_900106525.1 gammaproteobacteria
SDY57230.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 873 Pseudomonas syringae GCA_900107345.1 gammaproteobacteria
SEA61952.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 653 Acidovorax soli GCA_900107605.1 betaproteobacteria
SED79523.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 874 Paraburkholderia caballeronis GCA_900104845.1 betaproteobacteria
SEQ94678.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 653 Litorimicrobium taeanense GCA_900110775.1 alphaproteobacteria
SER37675.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 828 Giesbergeria anulus GCA_900111115.1 betaproteobacteria
SFB61072.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ SLATT→ 689 Azotobacter beijerinckii GCA_900112015.1 gammaproteobacteria
SFD88056.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 690 Blastococcus sp. DSM 46838 GCA_900112815.1 actinobacteria
SFU95039.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Pseudomonas sp. OV546 GCA_900116845.1 gammaproteobacteria
SHI10396.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 653 Sporobacter termitidis DSM 10068 GCA_900130065.1 firmicutes
SIR73769.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 888 Pseudomonas putida GCA_900156185.1 gammaproteobacteria
SLY49252.1 GAP1-N1+GAP1-M+GAP1-C GAPEAD1→ GAP2→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 651 Klebsiella pneumoniae GCA_900174015.1 gammaproteobacteria
SOD32715.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 825 Serratia sp. JKS296 GCA_900215445.1 gammaproteobacteria
WP_000583717.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 842 Leptospira interrogans GCA_000216135.3 spirochaetes
WP_002184169.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 842 Leptospira interrogans GCA_000306495.2 spirochaetes
WP_002551483.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE(frag)→ PSE→ CASPASE+EAD1→ 834 Pseudomonas savastanoi GCA_000164015.3 gammaproteobacteria
WP_003585899.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 644 Rhizobium leguminosarum GCA_000271785.1 alphaproteobacteria
WP_004293833.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 663 Bacteroides GCA_000738065.1 bacteroidetes
WP_004624951.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 655 [Clostridium] termitidis GCA_000350485.1 firmicutes
WP_004911050.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 826 Acinetobacter junii GCA_000368665.1 gammaproteobacteria
WP_005142132.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 798 Acinetobacter GCA_001896005.1 gammaproteobacteria
WP_005265695.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 798 Acinetobacter GCA_000369745.1 gammaproteobacteria
WP_005682844.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 663 Bacteroides GCA_001404375.1 bacteroidetes
WP_005792628.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Acidovorax delafieldii GCA_000175235.1 betaproteobacteria
WP_006889296.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→||←?||GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 814 Methylobacter tundripaludum GCA_000190755.3 gammaproteobacteria
WP_006964510.1 GAP1-N1+GAP1-M+GAP1-C ??+PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→?→ EAD1→ 621 Desulfotignum phosphitoxidans GCA_000350545.1 deltaproteobacteria
WP_007244465.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 870 Pseudomonas syringae group genomosp. 3 GCA_002966555.1 gammaproteobacteria
WP_007766092.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ PSE→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 813 Rhizobium sp. CF080 GCA_000282095.2 alphaproteobacteria
WP_007888757.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 609 Roseburia inulinivorans GCA_000174195.1 firmicutes
WP_009169750.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 634 Clostridium sp. DL-VIII GCA_000230835.1 firmicutes
WP_009284468.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 828 Fibrisoma limi GCA_000296815.2 bacteroidetes
WP_009518308.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 826 Acinetobacter baumannii GCA_000314635.1 gammaproteobacteria
WP_010208169.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ GAP1-N1+GAP1-M+GAP1-C*→ 866 Pseudomonas syringae group genomosp. 3 GCF_000177455.1 gammaproteobacteria
WP_010335847.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 896 Sphingobium yanoikuyae - alphaproteobacteria
WP_010801596.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 664 Parabacteroides GCA_000364265.1 bacteroidetes
WP_011103173.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 650 Pseudomonas syringae group genomosp. 3 GCF_000007805.1 gammaproteobacteria
WP_011965441.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 659 Bacteroides vulgatus GCA_000012825.1 bacteroidetes
WP_011995908.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 824 Xanthobacter autotrophicus GCA_000017645.1 alphaproteobacteria
WP_012406443.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 666 Paraburkholderia phymatum GCA_000020045.1 betaproteobacteria
WP_012548896.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→?→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 603 Aliivibrio salmonicida GCA_000196495.1 gammaproteobacteria
WP_012723147.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Pseudomonas fluorescens GCA_000009225.1 gammaproteobacteria
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WP_012806743.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 696 Candidatus Accumulibacter phosphatis GCA_000024165.1 betaproteobacteria
WP_013593491.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 822 Acidovorax avenae GCA_000176855.2 betaproteobacteria
WP_014682791.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 789 Deinococcus gobiensis GCA_000252445.1 deinococci
WP_015073721.1 GAP1-N1+GAP1-M+GAP1-C CASPASE+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 664 Gluconobacter oxydans GCA_000311765.1 alphaproteobacteria
WP_015241824.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 825 Sinorhizobium meliloti GCA_000320385.2 alphaproteobacteria
WP_017050961.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio ordalii GCA_000287135.2 gammaproteobacteria
WP_017258880.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 882 Pedobacter arcticus GCF_000302595.1 bacteroidetes
WP_018632651.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 649 Neomegalonema perideroedes GCF_000374145.1 alphaproteobacteria
WP_019600192.1 GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1*→ 1034 Rhodonellum GCA_000473765.1 bacteroidetes
WP_020123514.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 765 Streptomyces canus GCF_000383615.1 actinobacteria
WP_021205085.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Pseudomonas aeruginosa GCA_000455705.1 gammaproteobacteria
WP_021446629.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 828 Alcaligenes sp. EGD-AK7 GCA_000465875.3 betaproteobacteria
WP_022696794.1 GAP1-N1+GAP1-M+GAP1-C+DNA-glycosylase+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+DNA-glycosylase+EAD1*→ CASPASE+EAD1→ 810 Euryhalocaulis caribicus GCF_000412185.1 alphaproteobacteria
WP_023775588.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 511 Mesorhizobium sp. LNHC229A00 GCA_000502415.1 alphaproteobacteria
WP_023783068.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 643 Mesorhizobium sp. LNHC220B00 GCA_000502395.1 alphaproteobacteria
WP_023802006.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 677 Mesorhizobium sp. L48C026A00 GCA_000502375.1 alphaproteobacteria
WP_023808270.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Mesorhizobium sp. L2C085B000 GCA_000502895.1 alphaproteobacteria
WP_024138975.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 629 Salmonella enterica GCF_000344825.1 gammaproteobacteria
WP_024658860.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Pseudomonas syringae GCF_000452545.1 gammaproteobacteria
WP_025177520.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 671 Leptospira interrogans GCA_002074835.1 spirochaetes
WP_025381480.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 820 Yersinia similis GCA_000582515.1 gammaproteobacteria
WP_025626868.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 662 Vibrio parahaemolyticus GCF_000490295.1 gammaproteobacteria
WP_025726211.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 664 Bacteroides sp. 14(A) GCF_000526555.1 bacteroidetes
WP_026768844.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 846 Asinibacterium sp. OR53 GCF_000515315.1 bacteroidetes
WP_027604116.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 879 Pseudomonas GCA_900177315.1 gammaproteobacteria
WP_027988968.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 825 Sinorhizobium meliloti GCA_004001485.1 alphaproteobacteria
WP_028170393.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C*→ 783 Bradyrhizobium japonicum GCA_000807315.1 alphaproteobacteria
WP_028672472.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 867 Saccharospirillum impatiens GCF_000423605.1 gammaproteobacteria
WP_029095773.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 611 Budvicia aquatica GCA_002591785.1 gammaproteobacteria
WP_032370172.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→?→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ PNP_UDP_1→ 818 Rhodococcus fascians GCF_000760995.1 actinobacteria
WP_032389288.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→?→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ PNP_UDP_1→ 818 Rhodococcus fascians GCF_000761035.1 actinobacteria
WP_032815283.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 564 Yersinia mollaretii GCF_000167995.1 gammaproteobacteria
WP_032899633.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 872 Pseudomonas sp. Ag1 GCF_000278565.1 gammaproteobacteria
WP_033159517.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 811 Methylomonas sp. LW13 GCA_000702925.2 gammaproteobacteria
WP_033840772.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 877 Bordetella bronchiseptica GCF_000698985.1 betaproteobacteria
WP_035621591.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→??+EAD1→ EAD1+Trypsin→ 845 Flavobacterium hydatis GCA_000737695.1 bacteroidetes
WP_036748648.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 810 Photobacterium galatheae GCA_000695255.1 gammaproteobacteria
WP_037146786.1 GAP1-M+GAP1-C+?? Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C+??*→ 784 Rhizobium GCA_003150695.1 alphaproteobacteria
WP_038637402.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Pseudoalteromonas piratica GCA_000788395.1 gammaproteobacteria
WP_038698912.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→?→??+EAD1→ EAD1+Trypsin→ 850 Sphingobacterium sp. ML3W GCA_000747525.1 bacteroidetes
WP_038799205.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Burkholderia pseudomallei GCA_000773415.1 betaproteobacteria
WP_039013431.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 828 Cupriavidus sp. IDO GCA_000812465.1 betaproteobacteria
WP_039045051.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 807 Plesiomonas shigelloides GCF_000813415.1 gammaproteobacteria
WP_039487494.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 869 Pectobacterium polaris GCA_000749915.1 gammaproteobacteria
WP_039554384.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio vulnificus GCA_000746665.1 gammaproteobacteria
WP_039766187.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 870 Pseudomonas fluorescens GCA_000817905.1 gammaproteobacteria
WP_039894283.1 GAP1-N1+GAP1-M+GAP1-C CASPASE+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 657 Methylobacterium mesophilicum GCF_000364445.1 alphaproteobacteria
WP_039999911.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Acetobacteraceae GCA_002762195.1 alphaproteobacteria
WP_040455186.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 887 Hydrocarboniphaga effusa GCF_000271305.1 gammaproteobacteria
WP_041583905.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→?→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 663 Bacteroides salanitronis GCF_000190575.1 bacteroidetes
WP_041766525.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 701 Paraburkholderia caribensis GCA_003028645.1 betaproteobacteria
WP_042387557.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Pseudescherichia vulneris GCA_000759795.1 gammaproteobacteria
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WP_043393687.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 905 Archangium violaceum GCA_000733295.1 deltaproteobacteria
WP_043607170.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 673 Novosphingobium sp. B-7 GCF_000410615.1 alphaproteobacteria
WP_043816345.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 656 Aeromonas salmonicida GCA_001643285.1 gammaproteobacteria
WP_044342662.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 828 Pseudomonas oryzihabitans GCA_000935305.1 gammaproteobacteria
WP_045379206.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 430 Vibrio campbellii GCF_000818335.1 gammaproteobacteria
WP_045419498.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio jasicida GCF_000818715.1 gammaproteobacteria
WP_045492829.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio hyugaensis GCF_000818475.1 gammaproteobacteria
WP_045576370.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 668 Desulfosporosinus sp. I2 GCA_000960765.1 firmicutes
WP_045628704.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 608 Vibrio vulnificus GCF_000959835.1 gammaproteobacteria
WP_045752253.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→??+EAD1→ EAD1+Trypsin→ 847 Sphingobacterium sp. PM2-P1-29 GCA_000938735.2 bacteroidetes
WP_046017835.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 656 Marinomonas sp. S3726 GCA_000967665.1 gammaproteobacteria
WP_046064071.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 826 Pseudomonas kilonensis GCA_000968575.1 gammaproteobacteria
WP_046067188.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 676 Sinorhizobium meliloti GCA_000968555.1 alphaproteobacteria
WP_046463994.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 872 Pseudomonas syringae group genomosp. 3 GCA_000980905.1 gammaproteobacteria
WP_046689645.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 671 Leptospira santarosai GCA_000988105.2 spirochaetes
WP_046951455.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 671 Leptospira santarosai GCA_001981455.1 spirochaetes
WP_047110447.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 807 Vibrio vulnificus GCA_001013325.1 gammaproteobacteria
WP_047535633.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 823 Shewanella sp. ZOR0012 GCF_000798835.1 gammaproteobacteria
WP_048399784.1 GAP1-N1+GAP1-M - 1007 Candidatus Achromatium palustre - gammaproteobacteria
WP_048503675.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→??+EAD1→ EAD1+Trypsin→ 843 Chryseobacterium sp. BLS98 GCA_001045445.1 bacteroidetes
WP_048580951.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 765 Streptomyces viridochromogenes GCF_001047325.1 actinobacteria
WP_049614825.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 658 Yersinia pekkanenii GCF_001152565.1 gammaproteobacteria
WP_050085962.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 869 Yersinia GCF_001140765.1 gammaproteobacteria
WP_050103946.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 869 Yersinia pseudotuberculosis GCA_001136465.1 gammaproteobacteria
WP_050537229.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 669 Yersinia mollaretii GCA_001319605.1 gammaproteobacteria
WP_050586283.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 745 Pseudomonas syringae GCF_000452605.1 gammaproteobacteria
WP_050594058.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C*→ 739 Mesorhizobium sp. L2C067A000 GCF_000502855.1 alphaproteobacteria
WP_050642156.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 644 Eubacterium sp. SB2 GCF_001244405.1 firmicutes
WP_052246573.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 785 Chromobacterium piscinae GCF_000812585.1 betaproteobacteria
WP_052516912.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 890 Methylobacterium radiotolerans GCA_002221455.1 alphaproteobacteria
WP_052820524.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 878 Agrobacterium sp. SUL3 GCA_001263295.1 alphaproteobacteria
WP_053349796.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio alginolyticus GCF_001273715.1 gammaproteobacteria
WP_053486428.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 826 Pseudomonas coronafaciens GCA_001275735.1 gammaproteobacteria
WP_053572419.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 698 Caballeronia cordobensis GCF_001278535.1 betaproteobacteria
WP_053856890.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 809 Halomonas GCA_900099955.1 gammaproteobacteria
WP_055335602.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Ralstonia solanacearum GCF_001373335.1 betaproteobacteria
WP_056213067.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 487 Methylobacterium sp. Leaf94 GCF_001426045.1 alphaproteobacteria
WP_056265586.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 750 Methylobacterium sp. Leaf87 GCA_001422775.1 alphaproteobacteria
WP_056276317.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ 686 Hydrogenophaga sp. Root209 GCA_001428625.1 betaproteobacteria
WP_056690820.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 824 Sphingobium sp. Leaf26 GCA_001421665.1 alphaproteobacteria
WP_057298085.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 762 Pelomonas sp. Root1217 GCF_001425705.1 betaproteobacteria
WP_057416337.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 826 Pseudomonas syringae group genomosp. 3 GCA_001401405.1 gammaproteobacteria
WP_057443670.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Pseudomonas amygdali GCA_001401265.1 gammaproteobacteria
WP_057505037.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Stenotrophomonas nitritireducens GCA_001431425.1 gammaproteobacteria
WP_058029521.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Pseudoalteromonas phenolica GCA_001444405.1 gammaproteobacteria
WP_058248883.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 835 Tropicibacter naphthalenivorans GCA_001458375.1 alphaproteobacteria
WP_058410945.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 674 Pseudomonas GCA_001467145.1 gammaproteobacteria
WP_058428192.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 834 Pseudomonas syringae GCA_001467105.1 gammaproteobacteria
WP_058819802.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 629 Salmonella enterica GCA_004219785.1 gammaproteobacteria
WP_059570022.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 643 Burkholderia sp. TSV86 GCA_001522865.1 betaproteobacteria
WP_059729175.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Burkholderia ubonensis GCA_001522035.1 betaproteobacteria
WP_059733060.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Burkholderia cepacia GCA_001526205.1 betaproteobacteria
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WP_059864452.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Burkholderia ubonensis GCA_001528175.1 betaproteobacteria
WP_059931657.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 864 Burkholderia ubonensis GCF_001528875.1 betaproteobacteria
WP_060016453.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Burkholderia stagnalis GCA_001527825.1 betaproteobacteria
WP_060087567.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→||←?||DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C*→ 792 Burkholderia ubonensis GCA_001529865.1 betaproteobacteria
WP_060227644.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 827 Burkholderia ubonensis GCA_001533325.1 betaproteobacteria
WP_060275707.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Burkholderia ubonensis GCA_001532865.1 betaproteobacteria
WP_060408983.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-M+GAP1-C*→ 786 Pseudomonas syringae GCA_001535945.1 gammaproteobacteria
WP_060854171.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 700 Caballeronia cordobensis GCA_001544575.2 betaproteobacteria
WP_061209303.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 672 Leptospira borgpetersenii GCF_001568445.1 spirochaetes
WP_061218562.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 671 Leptospira weilii GCF_001569365.1 spirochaetes
WP_061908297.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ CASPASE+??→ 814 Devosia sp. Leaf420 GCA_001425445.1 alphaproteobacteria
WP_062959907.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 601 Thalassospira xiamenensis GCA_003326775.1 alphaproteobacteria
WP_063151208.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Enterobacteriaceae GCF_900075065.1 gammaproteobacteria
WP_064170057.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 869 Klebsiella GCA_002152295.1 gammaproteobacteria
WP_064791174.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Enterobacter asburiae GCA_001663525.1 gammaproteobacteria
WP_064992291.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 674 Mesorhizobium loti GCA_001672365.1 alphaproteobacteria
WP_065204322.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Shewanella sp. Alg231_23 GCF_900079515.1 gammaproteobacteria
WP_065832748.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 828 Pseudomonas syringae GCA_001698815.1 gammaproteobacteria
WP_066124811.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 875 Bordetella ansorpii GCA_900078705.1 betaproteobacteria
WP_066213797.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Blastomonas sp. CCH5-A3 GCF_001556295.1 alphaproteobacteria
WP_066223696.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ PSE→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ EAD1→?→??+EAD1→ EAD1+Trypsin→ 344 Formosa haliotis GCF_001685485.1 bacteroidetes
WP_066271148.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 800 Hydrogenophaga palleronii GCF_001571225.1 betaproteobacteria
WP_066306413.1 GAP1-N1+GAP1-M+GAP1-C PNP_UDP_1+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 693 Flavobacterium sp. TAB 87 GCA_001529295.1 bacteroidetes
WP_066533121.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 822 Comamonas terrigena - betaproteobacteria
WP_066769098.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 887 Croceicoccus mobilis GCF_001661965.1 alphaproteobacteria
WP_069091270.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Mesorhizobium sp. SEMIA 3007 GCA_001708695.1 alphaproteobacteria
WP_069212636.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 809 Vibrio cholerae - gammaproteobacteria
WP_069548605.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 807 Vibrio parahaemolyticus GCA_001727475.1 gammaproteobacteria
WP_072408563.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 826 Chryseobacterium limigenitum GCA_900114875.1 bacteroidetes
WP_074276944.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 649 Bradyrhizobium erythrophlei GCA_900129675.1 alphaproteobacteria
WP_074277581.1 GAP1-M+GAP1-C GAP1-M+GAP1-C*→ 522 Bradyrhizobium erythrophlei GCA_900129675.1 alphaproteobacteria
WP_074304590.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 917 Singulisphaera sp. GP187 GCA_900129635.1 planctomycetes
WP_074658816.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 829 Flavobacterium GCA_002217275.1 bacteroidetes
WP_074907605.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Pseudomonas syringae GCA_900115275.1 gammaproteobacteria
WP_075907279.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 824 Actinomadura sp. CNU-125 GCA_001942465.1 actinobacteria
WP_075979084.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 215 Leptospira santarosai GCA_001952675.1 spirochaetes
WP_076403769.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 867 Pseudomonas putida GCF_900156185.1 gammaproteobacteria
WP_076658804.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 217 Leptospira santarosai GCA_001981425.1 spirochaetes
WP_077839733.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 637 Clostridium beijerinckii GCA_002006205.1 firmicutes
WP_078010983.1 GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1+EAD1*→ 1142 Hymenobacter sp. CRA2 GCA_002007105.1 bacteroidetes
WP_078130559.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 845 Leptospira alexanderi GCF_002009845.1 spirochaetes
WP_078754774.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 606 Enterovibrio nigricans GCA_002835505.1 gammaproteobacteria
WP_078789132.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 ??+PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 815 Geobacter thiogenes GCA_900167465.1 deltaproteobacteria
WP_079392583.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 832 Pseudomonas GCA_002326205.1 gammaproteobacteria
WP_080161065.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 629 Salmonella enterica GCA_004271805.1 gammaproteobacteria
WP_080291534.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 667 Burkholderia pseudomallei GCA_003606245.1 betaproteobacteria
WP_080323218.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 872 Burkholderia cenocepacia GCA_002071875.1 betaproteobacteria
WP_080324388.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Burkholderia cenocepacia GCA_002071905.1 betaproteobacteria
WP_080377390.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 650 Pseudomonas syringae GCA_001293665.1 gammaproteobacteria
WP_080406895.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 667 Burkholderia ubonensis GCF_001526225.1 betaproteobacteria
WP_080565882.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 828 Xanthomonas campestris GCF_000221965.1 gammaproteobacteria
WP_080902476.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 834 Pseudomonas fluorescens GCF_000834545.1 gammaproteobacteria
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WP_081333857.1 GAP1-N1+GAP1-M+GAP1-C+CASPASE GAP2→||←?||GAP1-N1+GAP1-M+GAP1-C+CASPASE*→ 921 Burkholderia stagnalis GCF_001718955.1 betaproteobacteria
WP_081480398.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 879 Pseudomonas GCA_003001535.1 gammaproteobacteria
WP_084435545.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 753 Sinorhizobium saheli GCF_001651875.1 alphaproteobacteria
WP_085211717.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→||←?||GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 825 Methylomagnum ishizawai GCA_900155475.1 gammaproteobacteria
WP_085423962.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 644 Rhizobium oryzae GCA_900177415.1 alphaproteobacteria
WP_085946283.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ PSE→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 649 Aeromonas salmonicida - gammaproteobacteria
WP_086054884.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 653 Pseudoruegeria sp. SK021 GCA_002119405.1 alphaproteobacteria
WP_086156276.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 641 Rhizobium sp. Kim5 GCA_000172695.2 alphaproteobacteria
WP_086321643.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 798 Acinetobacter baumannii GCA_002143185.1 gammaproteobacteria
WP_088100321.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 822 Xanthomonas retroflexus GCF_900143175.1 gammaproteobacteria
WP_089766267.1 GAP1-N1+GAP1-M+GAP1-C TIR+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 720 Chitinophaga terrae Kim and Jung 2007 GCA_900107795.1 bacteroidetes
WP_090271101.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-M+GAP1-C*→ 542 Litorimicrobium taeanense - alphaproteobacteria
WP_090309635.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 829 Pseudomonas linyingensis GCA_900109175.1 gammaproteobacteria
WP_090943024.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 637 Pelosinus propionicus GCA_900114615.1 firmicutes
WP_090964306.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 748 Aureimonas phyllosphaerae GCA_900113065.1 alphaproteobacteria
WP_091457793.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 822 Giesbergeria anulus GCF_900111115.1 betaproteobacteria
WP_091458865.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Giesbergeria anulus GCA_900111115.1 betaproteobacteria
WP_091694811.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ EAD1+Trypsin→?→??+EAD1→ 844 Algoriphagus locisalis GCA_900116615.1 bacteroidetes
WP_091713433.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 682 Methylobacterium phyllostachyos GCA_900103445.1 alphaproteobacteria
WP_091720743.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 689 Mitsuaria sp. PDC51 GCA_900113225.1 betaproteobacteria
WP_092089286.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 564 Bradyrhizobium sp. R5 GCF_900101405.1 alphaproteobacteria
WP_092194891.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 699 Blastococcus sp. DSM 46838 - actinobacteria
WP_092438108.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 823 Collimonas sp. OK607 GCA_900111995.1 betaproteobacteria
WP_092579008.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 876 Achromobacter sp. NFACC18-2 GCA_900108985.1 betaproteobacteria
WP_092699236.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 664 Acidovorax soli - betaproteobacteria
WP_092700910.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Rhodanobacter glycinis GCA_900114325.1 gammaproteobacteria
WP_093103449.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Variovorax sp. CF079 GCF_900101545.1 betaproteobacteria
WP_093387274.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 867 Pseudomonas sp. UC 17F4 GCF_900101695.1 gammaproteobacteria
WP_093401103.1 GAP1-N1+GAP1-M+GAP1-C GAP1-N1+GAP1-M+GAP1-C*→ 681 Sphingomonas sp. OK281 GCA_900115295.1 alphaproteobacteria
WP_095649279.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Pseudomonas indica GCA_002286725.1 gammaproteobacteria
WP_096141060.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP1-N1+GAP1-M+GAP1-C+EAD1*→ SLATT→ 735 Shewanella algae GCA_002318995.1 gammaproteobacteria
WP_096425621.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 827 Pseudomonas putida GCA_002356095.1 gammaproteobacteria
WP_097522738.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 674 Sinorhizobium sp. BJ1 GCA_002531555.1 alphaproteobacteria
WP_097608923.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ 682 Rhizobium sp. M10 GCA_002531955.1 alphaproteobacteria
WP_099207057.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ GAP2→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Xanthomonas citri GCF_002688625.1 gammaproteobacteria
WP_099315960.1 GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ DO-GTPase2.1(fragment)→ DO-GTPase1→ GAP1-M+GAP1-C*→ 521 Burkholderia sp. AU18528 GCA_002223215.2 betaproteobacteria
WP_099380024.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 748 Janthinobacterium sp. BJB426 GCF_002735705.1 betaproteobacteria
WP_099407274.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 655 Chitinimonas sp. BJB300 GCF_002735695.1 betaproteobacteria
WP_099766932.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→??+EAD1→ EAD1+Trypsin→ 843 Chryseobacterium sp. 52 GCA_002754245.1 bacteroidetes
WP_100195995.1 GAP1-N1+GAP1-M+GAP1-C AB_hydrolase+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Pseudorhodobacter sp. MZDSW-24AT GCA_002794355.1 alphaproteobacteria
WP_100278437.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR(fragment)+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 837 Mariprofundus aestuarium GCA_002795805.1 zetaproteobacteria
WP_100554785.1 GAP1-N1+GAP1-M+GAP1-C DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 787 Bradyrhizobium sp. UASWS1016 GCA_002256345.1 alphaproteobacteria
WP_102083185.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 PNP_UDP_1+EAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ 811 Psychrobacter sp. Choline-02u-9 GCA_001742065.1 gammaproteobacteria
WP_102837409.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Pseudomonas stutzeri GCA_002890895.1 gammaproteobacteria
WP_102873726.1 GAP1-N1+GAP1-M+GAP1-C AB_hydrolase+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Phaeobacter inhibens GCA_002892225.1 alphaproteobacteria
WP_102883896.1 GAP1-N1+GAP1-M+GAP1-C AB_hydrolase+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 681 Phaeobacter inhibens GCA_002892085.1 alphaproteobacteria
WP_103025358.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 604 Vibrio campbellii GCF_002893865.1 gammaproteobacteria
WP_103162222.1 GAP1-N1+GAP1-M+GAP1-C GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 869 Pectobacterium carotovorum GCA_002904025.1 gammaproteobacteria
WP_104015000.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 813 Aeromonas jandaei GCA_002925765.1 gammaproteobacteria
WP_105260592.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ CASPASE+EAD1→ 827 Rhodoferax sp. TS-BS-61-7 GCA_002943465.1 betaproteobacteria
WP_105807446.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 880 Burkholderia multivorans GCA_002981255.1 betaproteobacteria
WP_106138897.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 786 Spirosoma oryzae GCF_003002825.1 bacteroidetes
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acc architecture operon len species gca taxend
WP_106139082.1 GAP1-N1+GAP1-M+GAP1-C+EAD1 ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C+EAD1*→ PNP_UDP_1+EAD1→ 830 Spirosoma oryzae GCA_003002825.1 bacteroidetes
WP_106448472.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ 684 Simplicispira sp. SC1-8 GCA_003008595.1 betaproteobacteria
WP_107607145.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ PSE→ PSE→ ZnR+DO-GTPase2.1→ DO-GTPase1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 238 Leptospira santarosai GCF_001008325.2 spirochaetes
WP_108195516.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 611 Vibrio splendidus GCA_003049865.1 gammaproteobacteria
WP_108311778.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ PSE→ GAP1-N1+GAP1-M+GAP1-C*→ 687 Limnohabitans parvus GCA_003063455.1 betaproteobacteria
WP_108419298.1 GAP1-N1+GAP1-M+GAP1-C Calcineurin+GAPEAD1→ GAP2→ ZnR+DO-GTPase2.1→ DO-GTPase1→ GAP1-N1+GAP1-M+GAP1-C*→ 871 Klebsiella aerogenes GCF_003057255.1 gammaproteobacteria
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GAP1-N2-type GTPase-centric systems

acc architecture operon len species gca taxend
ADB15798.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 844 Pirellula staleyi DSM 6068 GCA_000025185.1 planctomycetes
ADB76255.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 552 Geodermatophilus obscurus DSM

43160
GCA_000025345.1 actinobacteria

ADI12266.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces bingchenggensis
BCW-1

GCA_000092385.1 actinobacteria

AFP36529.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 866 Mycolicibacterium smegmatis
MC2 155

GCA_000283295.1 actinobacteria

AGS49281.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→ unknown+CASPASE→ HSP70→ 762 uncultured bacterium esnapd2 - bacteria
AJE68329.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_000828015.1 actinobacteria
AJI77744.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 611 Corynebacterium singulare GCA_000833575.1 actinobacteria
AKA68369.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 891 Clostridium scatologenes GCA_000968375.1 firmicutes
AKN30804.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 891 Clostridium carboxidivorans P7 GCA_001038625.1 firmicutes
AKN72246.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ Pkinase+ZnR+beta-rich→ 951 Streptomyces sp. PBH53 GCA_001040905.1 actinobacteria
ALP34837.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1007 Paenibacillus sp. IHB B 3084 GCA_001447315.1 firmicutes
ALP51108.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_001447865.2 actinobacteria
AMA01136.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_001518935.2 actinobacteria
AMV18226.1 GAP1-N2+GAP1-M+TM+GAP1-C DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+Trypsin→ 871 Planctomyces sp. SH-PL14 GCA_001610835.1 planctomycetes
AMV18442.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+Trypsin→ Pkinase+low_complexity+TM→ 896 Planctomyces sp. SH-PL14 GCA_001610835.1 planctomycetes
ANE05409.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→ 647 Corynebacterium crudilactis GCA_001643015.1 actinobacteria
APA96797.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→?→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 742 Nocardia seriolae GCA_001865855.1 actinobacteria
APB71256.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_001874405.2 firmicutes
APB76202.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ PSE→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_001874425.2 firmicutes
APS18487.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 821 Streptomyces sp. Tue 6075 GCA_001931635.1 actinobacteria
APT08387.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_001936195.1 actinobacteria
ARI51644.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 882 Streptomyces sp. S8 GCA_002094995.1 actinobacteria
ARX88353.1 GAP1-N2+GAP1-M+GAP1-C Pkinase→?→?→?→?→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 764 Streptomyces alboflavus GCA_002189675.1 actinobacteria
AUG76307.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 807 Kitasatospora sp. MMS16-BH015 GCA_002943525.1 actinobacteria
BAC00114.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 662 Corynebacterium glutamicum

ATCC 13032
GCA_000011325.1 actinobacteria

BAF55637.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 662 Corynebacterium glutamicum R GCA_000010225.1 actinobacteria
BAG18277.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 915 Streptomyces griseus subsp.

griseus NBRC 13350
GCA_000010605.1 actinobacteria

BAH49624.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 851 Rhodococcus opacus B4 GCA_000010805.1 actinobacteria
BAU97076.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 654 Corynebacterium glutamicum GCA_002355155.1 actinobacteria
BAV22155.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→??+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 805 Corynebacterium glutamicum GCA_002355675.1 actinobacteria
BAV24350.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 654 Corynebacterium glutamicum GCA_002355675.1 actinobacteria
BAV84920.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ 695 Actinomyces naeslundii GCA_002355915.1 actinobacteria
CAF20743.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 654 Corynebacterium glutamicum

ATCC 13032
GCA_000196335.1 actinobacteria

CCI52713.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 883 Tetrasphaera jenkinsii Ben 74 GCA_001046875.1 actinobacteria
CDB93702.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ 713 Firmicutes bacterium CAG:41 GCA_000431615.1 firmicutes
CDC62438.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ 699 Clostridium sp. CAG:448 GCA_000433415.1 firmicutes
CDE12586.1 GAP1-N2+GAP1-M+TM+GAP1-C HSP70(frag)+vWA(canonical)→?→ DO-GTPase2.1→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 767 Ruminococcus sp. CAG:330 GCA_000437175.1 firmicutes
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CDE84522.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 451 Coraliomargarita sp. CAG:312 GCA_000438015.1 verrucomicrobia
CNG08901.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 656 Mycobacterium tuberculosis GCA_001160225.1 actinobacteria
CQD15063.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 532 Corynebacterium striatum GCA_001261935.1 actinobacteria
EDK33704.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 353 Clostridium kluyveri DSM 555 GCA_000016505.1 firmicutes
EEB63587.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 868 Corynebacterium amycolatum

SK46
GCA_000173655.1 actinobacteria

EET86374.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→ GAP1-N2+GAP1-M→ 144 Clostridium carboxidivorans P7 GCA_000175595.1 firmicutes
EET86375.1 GAP1-M TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C→ GAP1-M*→ 216 Clostridium carboxidivorans P7 GCA_000175595.1 firmicutes
EFE84745.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 1002 Streptomyces albus J1074 GCA_000156475.1 actinobacteria
EFL03271.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 785 Streptomyces sp. SPB78 GCA_000158855.1 actinobacteria
EFL18295.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 293 Streptomyces sp. C GCA_000158895.1 actinobacteria
EFL28264.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 725 Streptomyces himastatinicus

ATCC 53653
GCA_000158915.1 actinobacteria

EGV41882.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum
S9114

GCA_000224315.2 actinobacteria

EHM28476.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 805 Streptomyces sp. W007 GCA_000239075.2 actinobacteria
EHQ63001.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1034 Paenibacillus dendritiformis C454 GCA_000245555.2 firmicutes
EJZ04364.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ 133 Mycolicibacterium fortuitum

subsp. fortuitum DSM 46621 =
ATCC 6841

GCA_000295855.1 actinobacteria

EPH39666.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ 870 Streptomyces aurantiacus JA 4570 GCA_000414115.1 actinobacteria
EQB68984.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+TM+TM+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→??→ TM_region+DO-GTPase1→ 556 Thermoplasmatales archaeon Gpl GCA_001856845.1 euryarchaeota
EQD81319.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 434 Saccharopolyspora erythraea D GCA_000448385.1 actinobacteria
EST36721.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich→||←STAND_NTPase+TM+TM+TM+TM+TM+TM+TM 371 Streptomyces roseochromogenus

subsp. oscitans DS 12.976
GCA_000497445.1 actinobacteria

ETJ06992.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C(frag)*→ 492 Actinomyces urogenitalis
DORA_12

GCA_000508425.1 actinobacteria

ETT33608.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 796 Paenibacillus sp. FSL R7-269 GCA_000517865.1 firmicutes
ETT49033.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1067 Paenibacillus sp. FSL H7-689 GCA_000517905.1 firmicutes
ETT60645.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 837 Paenibacillus sp. FSL R7-277 GCA_000517965.1 firmicutes
ETZ98452.1 GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C→ GAP1-M+GAP1-C*→?→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 598 Mycobacterium kansasii 824 GCA_000524095.1 actinobacteria
EYT47746.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 325 Dietzia sp. UCD-THP GCA_000349585.1 actinobacteria
GAK49946.1 GAP1-N2+GAP1-M+low_complexity+TM+TM DO-GTPase2.1→ GAP1-N2+GAP1-M+low_complexity+TM+TM*→ 480 Candidatus Moduliflexus

flocculans
GCA_000739515.1 bacteria

GAS84505.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1062 Paenibacillus amylolyticus GCA_001570725.1 firmicutes
GAV11658.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 947 Paenibacillus sp. NAIST15-1 GCA_001894745.1 firmicutes
GAV98212.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_002003445.1 actinobacteria
KAJ49549.1 GAP1-N2+GAP1-M ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 387 Clostridium tetanomorphum DSM

665
GCA_000647895.1 firmicutes

KAJ53559.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 387 Clostridium tetanomorphum DSM
665

GCA_000647895.1 firmicutes

KDQ04749.1 GAP1-M+GAP1-C GrpE→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→?→ GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ vWA(canonical)→ 701 Rhodococcus qingshengii GCA_000698455.1 actinobacteria
KFI97917.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 967 Bifidobacterium stellenboschense GCA_000741785.1 actinobacteria
KGF17444.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 854 Corynebacterium freneyi

DNF00450
GCA_000758965.1 actinobacteria

KHD07856.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 813 Candidatus Thiomargarita nelsonii GCA_000785145.2 gammaproteobacteria
KHD08233.1 GAP1-N2+GAP1-M+GAP1-C DO-GTPase1→?→ GAP1-N2+GAP1-M+GAP1-C*→ DO-GTPase2?→ 914 Candidatus Thiomargarita nelsonii GCA_000785145.2 gammaproteobacteria
KHD11963.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 668 Candidatus Thiomargarita nelsonii - gammaproteobacteria
KHD12726.1 GAP1-N2+GAP1-M DO-GTPase1→?→ GAP1-N2+GAP1-M*→ 187 Candidatus Thiomargarita nelsonii - gammaproteobacteria
KHD13072.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 662 Candidatus Thiomargarita nelsonii - gammaproteobacteria
KIF04207.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 206 Streptomyces sp. RSD-27 GCA_000817655.1 actinobacteria
KIF72394.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces sp. AcH 505 GCA_000818175.1 actinobacteria
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KIH72595.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_000819915.1 actinobacteria
KIX33869.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 821 Streptomyces griseus - actinobacteria
KIX77715.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 135 Streptomyces sp. MBRL 601 GCA_000932205.1 actinobacteria
KJY25356.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 204 Streptomyces katrae GCA_000966975.1 actinobacteria
KJY44650.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 273 Streptomyces sp. NRRL S-444 GCA_000966985.1 actinobacteria
KMK66000.1 GAP1-N2+GAP1-M+TM+GAP1-C DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 551 Puniceibacterium sp. IMCC21224 GCA_001038505.1 alphaproteobacteria
KMS85951.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ Pkinase+ZnR+beta-rich→ 879 Streptomyces regensis GCA_001047335.1 actinobacteria
KNB71604.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 825 Brevibacillus reuszeri GCA_001187725.1 firmicutes
KOG83654.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 840 Streptomyces griseus subsp.

rhodochrous
GCA_001270675.1 actinobacteria

KOP69111.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1010 Bacillus sp. FJAT-18019 GCA_001275645.1 firmicutes
KOR29103.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 440 Achromatium sp. WMS3 GCA_001276615.1 gammaproteobacteria
KOR33350.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 839 Achromatium sp. WMS3 GCA_001276615.1 gammaproteobacteria
KOR82125.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1011 Paenibacillus solani GCA_001277345.1 firmicutes
KOS01186.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1006 Paenibacillus polymyxa GCA_001277855.1 firmicutes
KOU00955.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 840 Streptomyces sp. NRRL F-2295 GCA_001279425.1 actinobacteria
KOU49584.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 840 Streptomyces sp. MMG1522 GCA_001279735.1 actinobacteria
KOV83698.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ Pkinase+ZnR+beta-rich→ 780 Streptomyces sp. NRRL WC-3723 GCA_001280045.1 actinobacteria
KOY14601.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1078 Paenibacillus sp. A59 GCA_001280595.1 firmicutes
KOY55812.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 834 Streptomyces sp. XY332 GCA_001280885.1 actinobacteria
KPI13878.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 344 Actinobacteria bacterium OV450 GCA_001298555.1 actinobacteria
KPL06138.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 393 candidate division BRC1

bacterium SM23_51
GCA_001304075.1 bacteria

KUO19072.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 1166 Streptomyces sp. RV15 GCA_001514305.1 actinobacteria
KXA22897.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 884 Gardnerella vaginalis GCA_001546485.1 actinobacteria
KXK18278.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 1057 Chloroflexi bacterium OLB15 GCA_001567085.1 chloroflexi
OAA27476.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 998 Frankia sp. EI5c GCA_001636565.1 actinobacteria
OAI50476.1 GAP1-N2+GAP1-M+TM+low_complexity GAP1-N2+GAP1-M+TM+low_complexity*→ 435 Planctomycetaceae bacterium

SCGC AG-212-F19
GCA_001644415.1 planctomycetes

ODS34705.1 GAP1-N2+GAP1-M+GAP1-C DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 595 Candidatus Scalindua rubra GCA_001723765.1 planctomycetes
OFT57549.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 611 Corynebacterium sp. HMSC05E07 GCA_001807225.1 actinobacteria
OFU52656.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 854 Corynebacterium sp. HMSC11E11 GCA_001807025.1 actinobacteria
OGV44577.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like+??+ZnR+ZnR+DO-GTPase2.2+??→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 747 Lentisphaerae bacterium

GWF2_57_35
GCA_001804865.1 lentisphaerae

OGV69332.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→??+TM+??+beta-rich??→ 279 Lentisphaerae bacterium
RIFOXYA12_64_32

GCA_001803235.1 lentisphaerae

OHB70404.1 GAP1-N2+GAP1-M+GAP1-C FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 472 Planctomycetes bacterium
RBG_13_63_9

GCA_001828265.1 planctomycetes

OHB78921.1 GAP1-N2+GAP1-M+GAP1-C FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C(frag)*→ 318 Planctomycetes bacterium
RBG_16_64_10

GCA_001828305.1 planctomycetes

OHB82388.1 GAP1-N2+GAP1-M+GAP1-C ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 456 Planctomycetes bacterium
RBG_16_64_12

GCA_001828335.1 planctomycetes

OHE80810.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ 912 Verrucomicrobia bacterium
GWF2_62_7

GCA_001831115.1 verrucomicrobia

OHV41104.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 984 Frankia sp. Cc1.17 GCA_001854655.1 actinobacteria
OJW24960.1 GAP1-N2+GAP1-M+GAP1-C ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 1040 Planctomycetales bacterium 71-10 GCA_001898385.1 planctomycetes
OJW26983.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→ 222 Planctomycetales bacterium 71-10 GCA_001898385.1 planctomycetes
OKH62121.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C(frag)*→ 396 Mycobacterium sp. SWH-M5 GCA_001905305.1 actinobacteria
OKI26354.1 GAP1-N2+GAP1-M+GAP1-C HSP70→||←?||GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 781 Saccharothrix sp. CB00851 GCA_001905065.1 actinobacteria
OKI77275.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 817 Streptomyces sp. TSRI0395 GCA_001905525.1 actinobacteria
OKJ17675.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 807 Streptomyces sp. CB00316 GCA_001905595.1 actinobacteria
OKJ37923.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 830 Streptomyces sp. CB02366 GCA_001905905.1 actinobacteria
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OKX84744.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_001912755.2 actinobacteria
OKX87375.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 661 Corynebacterium glutamicum GCA_001912725.1 actinobacteria
OLA86335.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 443 Verrucomicrobia bacterium

CAG:312_58_20
GCA_001917305.1 verrucomicrobia

OME85740.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1046 Paenibacillus pabuli GCA_001955985.1 firmicutes
OMF04519.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1073 Paenibacillus amylolyticus GCA_001956035.1 firmicutes
OMG48224.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1139 Paenibacillus macerans GCA_001956835.1 firmicutes
OMO95906.1 TM+TM+TM+vWA+TM+TM+TM+ZnR+GTPase+GAP1-N2+GAP1-M+GAP1-

C+ATP_grasp+ATP_grasp+Rossmann-like+thioredoxin_fold
TM+TM+TM+vWA+TM+TM+TM+ZnR+GTPase+GAP1-N2+GAP1-M+GAP1-C+ATP_grasp+ATP_grasp+Rossmann-like+thioredoxin_fold*→ 3618 Corchorus olitorius GCA_001974825.1 viridiplantae

ONI53537.1 GAP1-N2+GAP1-M+GAP1-C vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 807 Streptomyces sp. IB2014 011-1 GCA_001983595.1 actinobacteria
OQY57022.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→||←HSP70←GrpE 844 Beggiatoa sp. 4572_84 GCA_002085445.1 gammaproteobacteria
ORB87026.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCA_002086865.1 actinobacteria
ORB92406.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCA_002086855.1 actinobacteria
ORB97806.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCA_002086925.1 actinobacteria
ORC04457.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 734 Mycobacterium kansasii GCA_002086935.1 actinobacteria
OSC69297.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 817 Streptomyces sp. BF-3 GCA_002104865.1 actinobacteria
OUT55991.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 691 Rhodopirellula GCA_002167455.1 planctomycetes
OUT61367.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 256 Rhodopirellula sp. TMED11 GCA_002167455.1 planctomycetes
OUU82773.1 GAP1-N2+GAP1-M+low_complexity+TM+TM FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+low_complexity+TM+TM*→ 524 Verrucomicrobia bacterium

TMED71
GCA_002170515.1 verrucomicrobia

OUU88014.1 GAP1-N2+GAP1-M+TM+beta-rich+?? FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+beta-rich+??*→??+TM+??→ 1016 Verrucomicrobiaceae bacterium
TMED76

GCA_002170435.1 verrucomicrobia

OWP54298.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+TM+TM+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→??→ TM_region+DO-GTPase1→ 556 Cuniculiplasma sp. C_DKE GCA_002204655.1 euryarchaeota
OXY86693.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 807 Streptomyces sp. 2R GCA_002242735.1 actinobacteria
OYT35071.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→ 330 archaeon ex4484_74 GCA_002254715.1 archaea
OYV90204.1 ??+GAP1-N2+GAP1-M+??+TM+TM ??+GAP1-N2+GAP1-M+??+TM+TM*→ 1329 Planctomycetia bacterium 21-64-5 GCA_002279215.1 planctomycetes
OYW70936.1 GAP1-N2+GAP1-M+TM FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM*→ 441 Verrucomicrobia bacterium

12-59-8
GCA_002279765.1 verrucomicrobia

OYW74544.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 918 Verrucomicrobia bacterium
12-59-8

GCA_002279765.1 verrucomicrobia

OZQ64785.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1079 Paenibacillus taichungensis GCA_002264305.1 firmicutes
PAU68390.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 849 Bifidobacterium criceti GCA_002286935.1 actinobacteria
PAW85721.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 713 Opitutae bacterium Tous-C2FEB GCA_002304375.1 verrucomicrobia
PAZ01797.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 713 Opitutae bacterium AMD-G3 GCA_002290585.1 verrucomicrobia
PAZ04443.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 709 Opitutae bacterium AMD-G1 GCA_002290595.1 verrucomicrobia
PHS09131.1 GAP1-N2+GAP1-M+GAP1-C FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 464 Blastopirellula sp. GCA_002733575.1 planctomycetes
PHX68902.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 709 Opitutae bacterium GCA_002737185.1 verrucomicrobia
PHX78035.1 GAP1-N2+GAP1-M+TM ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM*→ 359 Planctomycetaceae bacterium GCA_002737585.1 planctomycetes
PHX79082.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 709 Opitutae bacterium GCA_002737235.1 verrucomicrobia
PHX79721.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 711 Opitutae bacterium GCA_002737235.1 verrucomicrobia
PHX79760.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 710 Opitutae bacterium GCA_002737235.1 verrucomicrobia
PIE36367.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 586 candidate division KSB3

bacterium
GCA_002748445.1 bacteria

PIG42998.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 857 Streptomyces sp. 61 GCA_002754535.1 actinobacteria
PIH58188.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1056 Paenibacillus sp. LK1 GCA_002750415.1 firmicutes
PIS64671.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ PSE→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C(frag)*→?→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 199 Corynebacterium striatum GCA_002775095.1 actinobacteria
PIS66423.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ PSE→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 496 Corynebacterium striatum GCA_002775105.1 actinobacteria
PJF21892.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 794 Chloroflexi bacterium GCA_002794505.1 chloroflexi
PJF22367.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ 560 Chloroflexi bacterium GCA_002794505.1 chloroflexi
PJF23276.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ Pkinase+helical_region+TM_region→ 1045 Chloroflexi bacterium GCA_002794505.1 chloroflexi
PJF38527.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→ 220 Chloroflexi bacterium GCA_002794585.1 chloroflexi
PJF41071.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 915 Chloroflexi bacterium GCA_002794595.1 chloroflexi
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PJF45050.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 819 Chloroflexi bacterium GCA_002794585.1 chloroflexi
PJT46684.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces albidoflavus GCA_002808645.1 actinobacteria
PKB09493.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 622 Streptomyces sp. Ag109_G2-1 GCA_002813225.1 actinobacteria
PKK14792.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 784 Thermomonospora sp. CIF 1 GCA_001896795.2 actinobacteria
PKQ21887.1 GAP1-N2+GAP1-M+low_complexity ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+low_complexity*→ 403 Actinobacteria bacterium

HGW-Actinobacteria-5
GCA_002843035.1 actinobacteria

PLS26070.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 968 Bifidobacterium parmae GCA_002860365.1 actinobacteria
SBT88951.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 305 Streptomyces sp. DI166 GCA_900091315.1 actinobacteria
SCD96045.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 694 Streptomyces sp. BpilaLS-43 GCA_900091875.1 actinobacteria
SCE10320.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 239 Streptomyces sp. TverLS-915 GCA_900091755.1 actinobacteria
SCE16867.1 GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C→ GAP1-M+GAP1-C*→ 707 Streptomyces sp.

Termitarium-T10T-6
GCA_900091795.1 actinobacteria

SCE16889.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ GAP1-N2+GAP1-M+GAP1-C→ 126 Streptomyces sp.
Termitarium-T10T-6

GCA_900091795.1 actinobacteria

SCE26370.1 GAP1-M+GAP1-C GAP1-M+GAP1-C*→ 412 Streptomyces sp. DpondAA-F4a GCA_900091715.1 actinobacteria
SCE41839.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. IgraMP-1 GCA_900091895.1 actinobacteria
SCG07756.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 831 Streptomyces sp. Ncost-T6T-2b GCA_900091965.1 actinobacteria
SCK36440.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 807 Streptomyces sp. ScaeMP-e48 GCA_900090155.1 actinobacteria
SDD36788.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1062 Paenibacillus sp. CF095 GCA_900101225.1 firmicutes
SDM18502.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 554 Geodermatophilus siccatus GCA_900103785.1 actinobacteria
SDO47351.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 553 Geodermatophilus sp. DSM 45219 GCA_900104025.1 actinobacteria
SDX59550.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 556 Geodermatophilus africanus GCA_900107105.1 actinobacteria
SED53293.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces griseus GCA_900105705.1 actinobacteria
SEE68325.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 895 Streptomyces sp. 3213.3 GCA_900105265.1 actinobacteria
SEF85085.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 965 Paenibacillus sp. UNC499MF GCA_900107975.1 firmicutes
SEG04795.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 791 Actinomadura echinospora GCA_900108175.1 actinobacteria
SEH00144.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 755 Nonomuraea solani GCA_900108335.1 actinobacteria
SEK51062.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1059 Paenibacillus sp. OK003 GCA_900109515.1 firmicutes
SEO61305.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1058 Paenibacillus sp. OK076 GCA_900110055.1 firmicutes
SES36605.1 GAP1-N2+GAP1-M CASPASE+TPR_region→?→ GAP1-N2+GAP1-M*→ 182 Actinokineospora terrae GCA_900111175.1 actinobacteria
SET23369.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 552 Geodermatophilus poikilotrophus GCA_900111455.1 actinobacteria
SEU01591.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1013 Paenibacillus sp. NFR01 GCA_900111565.1 firmicutes
SFL38747.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 564 Geodermatophilus ruber GCA_900114385.1 actinobacteria
SFN59903.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 778 Actinomadura madurae GCA_900115095.1 actinobacteria
SHN70262.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 552 Geodermatophilus obscurus GCA_900143215.1 actinobacteria
SHX49947.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 697 Mycobacteroides abscessus subsp.

abscessus
GCA_900134035.1 actinobacteria

SIM65459.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+TM+TM+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→??→ TM_region+DO-GTPase1→ 556 Cuniculiplasma divulgatum GCA_900083515.1 euryarchaeota
SIO30381.1 GAP1-N2+GAP1-M+GAP1-C DO-GTPase2.1+TM→ GAP1-N2+GAP1-M+GAP1-C*→ 484 Singulisphaera sp. GP187 GCA_900129635.1 planctomycetes
SIO90030.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 674 Nocardiopsis sp. JB363 GCA_900143625.1 actinobacteria
SJM69463.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 654 Corynebacterium glutamicum GCA_900163685.1 actinobacteria
SLL09269.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Mycobacteroides abscessus subsp.

abscessus
GCA_900132645.1 actinobacteria

SMF90090.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus uliginis N3/975 GCA_900177425.1 firmicutes
SNS80072.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ Pkinase+low_complexity→ 553 Geodermatophilus pulveris GCA_900188375.1 actinobacteria
SOC51163.1 GAP1-N2+GAP1-M+TM+GAP1-C+TM Pkinase+TM_region→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C+TM*→ 652 Ornithinimicrobium pekingense GCA_900221015.1 actinobacteria
WP_002646734.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+DZnR+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 858 Gimesia maris GCA_000181475.1 planctomycetes
WP_002648417.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 861 Gimesia maris GCA_000181475.1 planctomycetes
WP_002648419.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 873 Gimesia maris GCA_000181475.1 planctomycetes
WP_002655127.1 GAP1-N2+GAP1-M+GAP1-C FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 459 Blastopirellula marina GCA_000153105.1 planctomycetes
WP_003334069.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_000219535.3 firmicutes
WP_003342911.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_000237005.2 firmicutes
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WP_003388640.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 898 Brevibacillus borstelensis GCA_000353565.1 firmicutes
WP_003862914.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium GCA_002243555.1 actinobacteria
WP_003883300.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycobacteriaceae GCA_000416365.2 actinobacteria
WP_003884602.1 GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ PSE→ PSE→ HRDC-like?+Fibronectin-like_repeats→ PSE→ GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 699 Mycolicibacterium fortuitum GCA_000295855.1 actinobacteria
WP_003891373.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ ZnR+ZnR+DO-GTPase2.2→ 822 Mycolicibacterium smegmatis - actinobacteria
WP_003965489.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces sp. ACT-1 GCA_000177175.2 actinobacteria
WP_004074144.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TPR_region→ 836 Clostridium sp. ASF502 GCA_000364245.1 firmicutes
WP_004942138.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 838 Streptomyces mobaraensis GCA_000342125.1 actinobacteria
WP_005191940.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 901 Gordonia amarae GCA_000241345.2 actinobacteria
WP_005252622.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Rhodococcus opacus GCA_000599545.1 actinobacteria
WP_005394499.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 668 Corynebacterium

glucuronolyticum
GCA_000159595.1 actinobacteria

WP_005514168.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 842 Rhodococcus hoagii GCA_000164155.2 actinobacteria
WP_005522822.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 523 Corynebacterium matruchotii GCA_000158635.1 actinobacteria
WP_005524888.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 523 Corynebacterium matruchotii GCA_000175375.1 actinobacteria
WP_005530380.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 532 Corynebacterium striatum GCA_000159135.1 actinobacteria
WP_005830175.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 834 Brevibacillus agri GCA_000328345.1 firmicutes
WP_005883244.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→?→||←?←?←TM+TM+vWA(canonical)+TM←TM+TM+vWA(canonical)+TM 930 Brevibacterium mcbrellneri GCA_000178455.1 actinobacteria
WP_005986730.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 808 Actinomyces graevenitzii GCA_000239695.1 actinobacteria
WP_006128441.1 GAP1-N2+GAP1-M - 790 Streptomyces filamentosus GCA_000156455.1 actinobacteria
WP_006246539.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→?→?→?→ HSP70→ vWA(canonical)→ 796 Mycolicibacterium tusciae GCF_000243415.2 actinobacteria
WP_006284418.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 956 Paenibacillus popilliae GCA_000315235.1 firmicutes
WP_006350590.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 812 Streptomyces tsukubensis GCA_000297155.2 actinobacteria
WP_006542074.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 970 Frankia sp. EUN1f GCA_000177675.1 actinobacteria
WP_006548379.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 891 Actinomyces urogenitalis GCA_000159035.1 actinobacteria
WP_006552801.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ PSE→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Rhodococcus pyridinivorans GCA_000236965.2 actinobacteria
WP_007062064.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ PSE→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 794 Clostridium carboxidivorans GCA_000175595.1 firmicutes
WP_007064688.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ PSE→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 369 Clostridium carboxidivorans GCA_001038625.1 firmicutes
WP_007083299.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 928 Bacillus bataviensis GCA_000307875.1 firmicutes
WP_007166499.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C(frag)*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 364 Mycobacterium GCA_000164135.1 actinobacteria
WP_007319238.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 890 Gordonia effusa GCA_000241305.2 actinobacteria
WP_007320746.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 938 Gordonia araii GCA_000241265.2 actinobacteria
WP_007430267.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1000 Paenibacillus sp. Aloe-11 GCA_000245715.1 firmicutes
WP_007451403.1 GAP1-N2+GAP1-M - 821 Streptomyces sp. W007 GCA_000239075.2 actinobacteria
WP_007724671.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 831 Brevibacillus sp. BC25 GCA_000282075.1 firmicutes
WP_007770561.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ PSE→ PSE→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→?→?→ TM+DUF4190+TM+PknH_C→ 829 Mycobacterium colombiense GCA_000222105.4 actinobacteria
WP_007778305.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 834 Brevibacillus sp. CF112 GCA_000282015.1 firmicutes
WP_007820797.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 772 Streptomyces sp. Tu6071 GCA_000213055.1 actinobacteria
WP_008098874.1 GAP1-N2+GAP1-M+TM+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 709 Verrucomicrobiae bacterium

DG1235
GCA_000155695.1 verrucomicrobia

WP_008195826.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+beta-sandwich+NTF-like→ GrpE→ 850 Microcystis sp. T1-4 GCA_000297435.1 cyanobacteria
WP_008379378.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 866 Gordonia malaquae GCA_000344135.1 actinobacteria
WP_008410972.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces GCA_000299175.2 actinobacteria
WP_008714732.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 904 Rhodococcus sp. AW25M09 GCA_000333955.1 actinobacteria
WP_008729950.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 909 Actinomyces massiliensis GCA_000296275.1 actinobacteria
WP_009474379.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Rhodococcus sp. JVH1 GCA_000280725.1 actinobacteria
WP_009526733.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→?→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 886 Peptoanaerobacter stomatis GCA_000238095.2 firmicutes
WP_009530652.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 830 Peptoanaerobacter stomatis GCA_000293035.1 firmicutes
WP_009589527.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 990 Paenibacillus sp. HGF5 GCA_000204455.2 firmicutes
WP_009649088.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→?→?→?→ HSP70→ vWA(canonical)→ 818 Actinomyces sp. ICM47 GCA_000278725.1 actinobacteria
WP_009672117.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 965 Paenibacillus GCA_000214295.2 firmicutes
WP_009741053.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ 792 Frankia sp. QA3 GCA_000262465.1 actinobacteria
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WP_009748877.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ PSE→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 920 Actinomyces sp. oral taxon 448 GCA_000220835.1 actinobacteria
WP_009945310.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→||←?←?←HSP70←unknown+CASPASE 802 Saccharopolyspora erythraea GCA_000062885.1 actinobacteria
WP_009947927.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 787 Saccharopolyspora erythraea GCA_000062885.1 actinobacteria
WP_010045066.1 GAP1-N2+GAP1-M+TM GAP1-N2+GAP1-M+TM*→ 274 Gemmata obscuriglobus GCA_003149495.1 planctomycetes
WP_010047932.1 GAP1-N2+GAP1-M+TM+low_complexity+TM DO-GTPase2.1→?→ GAP1-N2+GAP1-M+TM+low_complexity+TM*→ 908 Gemmata obscuriglobus GCA_003149495.1 planctomycetes
WP_010188424.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 557 Corynebacterium aurimucosum GCA_000022905.1 actinobacteria
WP_010272083.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 772 Streptomyces sp. SA3_actG GCF_000179195.1 actinobacteria
WP_010346131.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 999 Paenibacillus peoriae GCF_000236805.1 firmicutes
WP_010493411.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 936 Paenibacillus elgii GCF_000213315.1 firmicutes
WP_010585440.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+ZnR+TM+TM+TM→ 875 Schlesneria paludicola GCF_000255655.1 planctomycetes
WP_010641232.1 GAP1-N2+GAP1-M - 789 Streptomyces sp. S4 - actinobacteria
WP_010696001.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→ vWA(canonical)→ 800 Saccharopolyspora spinosa GCA_002846475.1 actinobacteria
WP_011015330.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_000011325.1 actinobacteria
WP_011557476.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 829 Mycobacterium GCA_000014165.1 actinobacteria
WP_011594626.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Rhodococcus jostii GCA_000014565.1 actinobacteria
WP_011726629.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 822 Mycolicibacterium smegmatis - actinobacteria
WP_011775814.1 GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM PP2C→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM*→ 763 Paenarthrobacter aurescens GCA_000014925.1 actinobacteria
WP_011854161.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 829 Mycobacteriaceae GCA_000016005.1 actinobacteria
WP_012102064.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M→ 886 Clostridium kluyveri GCA_000010265.1 firmicutes
WP_012620487.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M+GAP1-C→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 359 Clostridium kluyveri GCA_000010265.1 firmicutes
WP_012851763.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 792 Thermomonospora curvata GCA_000024385.1 actinobacteria
WP_012852227.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 784 Thermomonospora curvata GCA_000024385.1 actinobacteria
WP_012913508.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 246 Pirellula staleyi GCA_000025185.1 planctomycetes
WP_013237251.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ 868 Clostridium ljungdahlii GCA_000143685.1 firmicutes
WP_013237261.1 GAP1-N2+GAP1-M Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 351 Clostridium ljungdahlii GCA_000143685.1 firmicutes
WP_013310112.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_000146875.2 firmicutes
WP_013370937.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_000164985.2 firmicutes
WP_013564717.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 231 Isosphaera pallida GCA_000186345.1 planctomycetes
WP_013655639.1 GAP1-N2+GAP1-M+GAP1-C+TM+polar_tail+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+TM+polar_tail+beta-rich*→ 870 Cellulosilyticum lentocellum GCA_000178835.2 firmicutes
WP_013914661.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 921 Paenibacillus mucilaginosus GCA_000218915.1 firmicutes
WP_014011376.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 579 Corynebacterium variabile GCA_000179395.2 actinobacteria
WP_014049056.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces GCA_000177195.2 actinobacteria
WP_014153312.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces pratensis GCA_000176115.2 actinobacteria
WP_014173128.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 815 Streptomyces GCA_000092385.1 actinobacteria
WP_014281329.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1005 Paenibacillus terrae GCA_000235585.1 firmicutes
WP_014368531.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ PSE→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 921 Paenibacillus mucilaginosus GCA_000250655.1 firmicutes
WP_014695139.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 740 Actinoplanes GCA_000237145.1 actinobacteria
WP_014910933.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 868 Nocardiopsis alba GCA_000294515.1 actinobacteria
WP_014965367.1 GAP1-N2+GAP1-M+TM+low_complexity GAP1-N2+GAP1-M+TM+low_complexity*→ 602 Nitrosopumilus GCA_000299395.1 thaumarchaeota
WP_015245331.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 1116 Singulisphaera acidiphila GCA_000242455.3 planctomycetes
WP_015246829.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 220 Singulisphaera acidiphila GCA_000242455.3 planctomycetes
WP_015250492.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 469 Singulisphaera acidiphila GCA_000242455.3 planctomycetes
WP_015506890.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces GCA_000359525.1 actinobacteria
WP_015579268.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces sp. PAMC 26508 GCA_000364805.1 actinobacteria
WP_015612204.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces fulvissimus GCA_000385945.1 actinobacteria
WP_015652149.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ 654 Corynebacterium callunae GCA_000344785.1 actinobacteria
WP_015657008.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 832 Streptomyces davaonensis GCA_000349325.1 actinobacteria
WP_015710909.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 889 Treponema azotonutricium GCA_000214355.1 spirochaetes
WP_015737595.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→?→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 992 Paenibacillus sp. Y412MC10 GCA_000024685.1 firmicutes
WP_015893872.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCA_000010165.1 firmicutes
WP_016202160.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 750 Bacillus nealsonii GCA_000401235.1 firmicutes
WP_016362300.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 921 Paenibacillus mucilaginosus GCA_000258535.2 firmicutes
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WP_016431979.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 785 Streptomyces sp. HGB0020 GCA_000411315.1 actinobacteria
WP_016739560.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Bacillales GCA_001184755.1 firmicutes
WP_016821154.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_000597985.1 firmicutes
WP_016882979.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Rhodococcus sp. DK17 GCF_000263875.1 actinobacteria
WP_017194728.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 909 Actinomyces massiliensis GCF_000269805.1 actinobacteria
WP_017246635.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCA_000296715.2 firmicutes
WP_017428408.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_000307675.1 firmicutes
WP_017535628.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 868 Nocardiopsis alba GCF_000341225.1 actinobacteria
WP_017542441.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ 813 Nocardiopsis prasina GCF_000341265.1 actinobacteria
WP_017565406.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+ZnR+ZnR+DO-GTPase2.2→ 943 Nocardiopsis synnemataformans GCF_000340945.1 actinobacteria
WP_017569953.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 781 Nocardiopsis halotolerans GCF_000341065.1 actinobacteria
WP_017576279.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 857 Nocardiopsis kunsanensis GCF_000340965.1 actinobacteria
WP_017583227.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ vWA(canonical)→ 790 Nocardiopsis valliformis GCF_000340985.1 actinobacteria
WP_017589329.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 861 Nocardiopsis ganjiahuensis GCF_000341085.1 actinobacteria
WP_017606786.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 830 Nocardiopsis alkaliphila GCF_000341005.1 actinobacteria
WP_017609551.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ PSE→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 879 Nocardiopsis xinjiangensis GCF_000341145.1 actinobacteria
WP_017814015.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1138 Paenibacillus sp. A9 GCF_000346635.1 firmicutes
WP_018019435.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 583 Corynebacterium ciconiae GCF_000372385.1 actinobacteria
WP_018023270.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→?→ TM+TM+TM→ 526 Corynebacterium ulceribovis GCF_000372445.1 actinobacteria
WP_018100677.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 815 Streptomyces GCF_000375725.1 actinobacteria
WP_018384902.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PSE→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 792 Streptomyces vitaminophilus GCA_001445835.1 actinobacteria
WP_018469179.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. LaPpAH-202 GCA_003688775.1 actinobacteria
WP_018491644.1 GAP1-N2+GAP1-M - 877 Streptomyces sp. CcalMP-8W - actinobacteria
WP_018514559.1 GAP1-N2+GAP1-M - 859 Streptomyces sp. ScaeMP-e10 - actinobacteria
WP_018554808.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 820 Streptomyces sp. ATexAB-D23 GCF_000373645.1 actinobacteria
WP_018657913.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 818 Actinomadura flavalba GCF_000374305.1 actinobacteria
WP_018671154.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_002706795.1 firmicutes
WP_018680664.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→ vWA(canonical)→ 847 Actinokineospora enzanensis GCF_000374445.1 actinobacteria
WP_018758407.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 956 Paenibacillus terrigena GCF_000374845.1 firmicutes
WP_018883185.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1000 Paenibacillus massiliensis GCF_000377505.1 firmicutes
WP_018895729.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. CNY228 GCF_000377545.1 actinobacteria
WP_018978026.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1089 Saccharibacillus kuerlensis GCF_000378145.1 firmicutes
WP_019061048.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich→||←STAND_NTPase+TM+TM+TM+TM+TM+TM+TM 512 Streptomyces prunicolor GCF_000367365.1 actinobacteria
WP_019062737.1 GAP1-N2+GAP1-M - 1082 Streptomyces prunicolor - actinobacteria
WP_019071485.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 920 Streptomyces hokutonensis GCF_000376565.1 actinobacteria
WP_019359896.1 GAP1-N2+GAP1-M - 861 Streptomyces sp. AA1529 - actinobacteria
WP_019422337.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1006 Paenibacillus sp. OSY-SE GCF_000283315.1 firmicutes
WP_019513906.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ PSE→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 840 Mycobacteriaceae GCA_000317305.3 actinobacteria
WP_019606768.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 903 Nocardiopsis sp. CNS-639 GCF_000381685.1 actinobacteria
WP_019634286.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 775 Actinomadura atramentaria GCF_000381885.1 actinobacteria
WP_019635347.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1152 Paenibacillus fonticola GCF_000381905.1 firmicutes
WP_019687104.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_900454525.1 firmicutes
WP_019913381.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1038 Paenibacillus sp. HW567 GCF_000374185.1 firmicutes
WP_020384555.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+TM+TM→ 526 Corynebacterium doosanense GCA_000767055.1 actinobacteria
WP_020440145.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 613 Corynebacterium terpenotabidum GCA_000418365.1 actinobacteria
WP_020464398.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 887 Frankia sp. EAN1pec GCA_000018005.1 actinobacteria
WP_020471914.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 831 Zavarzinella formosa GCF_000255705.1 planctomycetes
WP_020504915.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 1131 Lamprocystis purpurea GCF_000379525.1 gammaproteobacteria
WP_020509485.1 GAP1-N2+GAP1-M+GAP1-C HSP70→||←?||GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 817 Actinoplanes globisporus GCF_000379645.1 actinobacteria
WP_020610518.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNY243 GCF_000377165.1 actinobacteria
WP_020617137.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1061 Paenibacillus daejeonensis GCF_000378385.1 firmicutes
WP_020629738.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→||←?←?←HSP70 816 Amycolatopsis alba GCA_002234385.1 actinobacteria
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WP_020679048.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNQ766 GCF_000377105.1 actinobacteria
WP_020679138.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNS335 GCF_000377125.1 actinobacteria
WP_020933904.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+TM+TM→ 631 Corynebacterium maris GCA_000442645.1 actinobacteria
WP_020942943.1 GAP1-N2+GAP1-M - 967 Streptomyces collinus GCA_000444875.1 actinobacteria
WP_021836295.1 GAP1-N2+GAP1-M+GAP1-C DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2(frag)→?→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+beta-sandwich+NTF-like→ GrpE→ HSP70→?→?→ HSP70+vWA(canonical)→ 849 Crocosphaera watsonii GCA_001039615.1 cyanobacteria
WP_022586058.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_000472325.2 firmicutes
WP_023162773.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ 868 Clostridium autoethanogenum GCA_000484505.1 firmicutes
WP_023162785.1 GAP1-N2+GAP1-M Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 351 Clostridium autoethanogenum GCA_000484505.1 firmicutes
WP_023373955.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 819 Mycobacterium kansasii GCA_000157895.2 actinobacteria
WP_023416404.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. PVA 94-07 GCA_000495755.1 actinobacteria
WP_023421402.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. GBA 94-10 GCA_000495635.1 actinobacteria
WP_023537168.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 865 Streptomyces niveus GCA_000497425.1 actinobacteria
WP_023552702.1 GAP1-N2+GAP1-M+GAP1-C Pkinase→?→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 815 Streptomyces roseochromogenus GCA_000497445.1 actinobacteria
WP_023559201.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 836 Brevibacillus panacihumi GCA_000503775.1 firmicutes
WP_023921833.1 GAP1-N2+GAP1-M+GAP1-C ??→??+HTH?+GrpE→ HSP70→ DnaJ+DnaJ+ZnR+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 861 Ruminococcus lactaris GCA_000507785.1 firmicutes
WP_023964422.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 989 Paenibacillus sp. JCM 10914 GCA_000509425.1 firmicutes
WP_023988392.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_000507205.2 firmicutes
WP_024027639.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 953 Bacillus vireti GCA_000508325.2 firmicutes
WP_024264121.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 829 Streptomyces filamentosus GCA_000156695.2 actinobacteria
WP_024391768.1 GAP1-N2+GAP1-M+GAP1-C HSP70→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 697 Streptococcus suis GCF_000440555.1 firmicutes
WP_024494939.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 735 Streptomyces sp. AW19M42 GCF_000470535.1 actinobacteria
WP_024632788.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1079 Paenibacillus GCA_000499205.1 firmicutes
WP_024984503.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 920 Brevibacillus borstelensis GCF_000612185.1 firmicutes
WP_025333415.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1025 Paenibacillus sabinae GCA_000612505.1 firmicutes
WP_025677111.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1000 Paenibacillus massiliensis GCF_000520695.1 firmicutes
WP_025679141.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1009 Paenibacillus polymyxa GCF_000520795.1 firmicutes
WP_025685528.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1006 Paenibacillus sp. 1-49 GCF_000520815.1 firmicutes
WP_025702099.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 750 Paenibacillus forsythiae GCF_000520735.1 firmicutes
WP_025717315.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1019 Paenibacillus sp. 1-18 GCF_000520755.1 firmicutes
WP_025724191.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCF_000520775.1 firmicutes
WP_025848105.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 834 Brevibacillus agri GCF_000612125.1 firmicutes
WP_025849411.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 935 Paenibacillus ehimensis GCF_000612225.1 firmicutes
WP_026400369.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 810 Actinomadura rifamycini GCF_000425065.1 actinobacteria
WP_026408761.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→??+Fibronectin→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 808 Actinomyces dentalis GCF_000429225.1 actinobacteria
WP_026414948.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 767 Actinomadura oligospora GCF_000518265.1 actinobacteria
WP_026423378.1 GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich vWA(canonical)+beta-rich+low_complexity→?→?→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*→ 605 Actinokineospora inagensis GCF_000482865.1 actinobacteria
WP_026557639.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 834 Bacillus sp. NSP2.1 GCF_000470975.1 firmicutes
WP_026567693.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 947 Bacillus sp. UNC41MFS5 GCF_000686805.1 firmicutes
WP_027013014.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 708 Corynebacterium freiburgense GCF_000428805.1 actinobacteria
WP_027019792.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→||←?||TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 816 Corynebacterium sputi GCF_000427865.1 actinobacteria
WP_027344127.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 799 Hamadaea tsunoensis GCF_000428945.1 actinobacteria
WP_027623024.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 888 Clostridium lundense GCF_000619945.1 firmicutes
WP_027740791.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNT371 GCF_000514995.1 actinobacteria
WP_027752538.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Streptomyces sp. CNH099 GCF_000514715.1 actinobacteria
WP_027761039.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 861 Streptomyces sp. CNT318 GCF_000424765.1 actinobacteria
WP_027766703.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNQ865 GCF_000424805.1 actinobacteria
WP_027871381.1 GAP1-N2+GAP1-M+low_complexity+TM+TM TM+vWA(canonical)+YtKA-like+IG-like+TM+??→ Tubulin+coiled_coil+??→?→?→ ZnR+insert+ZnR+DO-GTPase2.2+ZnR→ GAP1-N2+GAP1-M+low_complexity+TM+TM*→ 517 [Eubacterium] cellulosolvens GCF_000621585.1 firmicutes
WP_028128959.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 709 Selenomonas sp. AE3005 GCF_000686945.1 firmicutes
WP_028418123.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 877 Streptomyces sp.

SolWspMP-sol2th
GCF_000647875.1 actinobacteria

WP_028442687.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces GCA_900091745.1 actinobacteria
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WP_028507202.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+IG-like+TM+??→ Tubulin+coiled_coil+??→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→?→?→?→ Tubulin+coiled_coil+??→ 853 Ruminococcaceae bacterium

AB4001
GCF_000621765.1 firmicutes

WP_028510139.1 GAP1-N2+GAP1-M+GAP1-C HSP70→?→ HSP70(frag)+vWA(canonical)→?→ ZnR+ZnR+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→?→ GAP1-N2+GAP1-M+GAP1-C*→ 898 Ruminococcus sp. NK3A76 GCF_000686125.1 firmicutes
WP_028510938.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ HSP70+vWA(canonical)→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 920 Ruminococcus sp. NK3A76 GCF_000686125.1 firmicutes
WP_028542357.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus GCA_900116035.1 firmicutes
WP_028547019.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 966 Paenibacillus taiwanensis GCF_000425125.1 firmicutes
WP_028636929.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 716 Nocardioides sp. URHA0032 GCF_000620645.1 actinobacteria
WP_029110494.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycobacterium sp. URHD0025 GCF_000426065.1 actinobacteria
WP_029162797.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 368 Clostridium scatologenes GCA_000968375.1 firmicutes
WP_029368928.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 837 Mycobacterium sp. UM_WWY GCF_000455145.1 actinobacteria
WP_029519151.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1005 Paenibacillus polymyxa GCA_003941845.1 firmicutes
WP_030124720.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces GCF_000716815.1 actinobacteria
WP_030172525.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 612 Spirillospora albida GCF_000718255.1 actinobacteria
WP_030350718.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 791 Streptomyces scopuliridis GCA_003073355.1 actinobacteria
WP_030360297.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 970 Streptomyces GCF_000716675.1 actinobacteria
WP_030386043.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ PSE→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 810 Streptomyces sp. NRRL S-241 GCF_000717925.1 actinobacteria
WP_030442497.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 726 Actinoplanes subtropicus GCF_000721705.1 actinobacteria
WP_030455001.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 749 Herbidospora cretacea GCF_000719065.1 actinobacteria
WP_030466420.1 GAP1-N2+GAP1-M+SLATT+SLATT vWA(canonical)+beta-rich+low_complexity→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+SLATT+SLATT*→ 653 Lechevalieria aerocolonigenes GCF_000974445.1 actinobacteria
WP_030466670.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+TM→ HSP70→??+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→||←GrpE 736 Lechevalieria aerocolonigenes GCF_000974445.1 actinobacteria
WP_030562288.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 850 Streptomyces cyaneofuscatus GCF_000718135.1 actinobacteria
WP_030626361.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces GCF_000720535.1 actinobacteria
WP_030637776.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces flavovirens GCF_000720395.1 actinobacteria
WP_030670494.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich→||←STAND_NTPase+TM+TM+TM+TM+TM+TM+TM 476 Streptomyces cellulosae GCF_000721105.1 actinobacteria
WP_030687754.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 812 Streptomyces sp. NRRL B-1347 GCF_000720325.1 actinobacteria
WP_030699417.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces griseus GCF_000719495.1 actinobacteria
WP_030703758.1 GAP1-N2+GAP1-M - 808 Streptomyces griseus - actinobacteria
WP_030709903.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces griseus GCA_003989035.1 actinobacteria
WP_030719916.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 814 Streptomyces sp. NRRL S-237 GCF_000718935.1 actinobacteria
WP_030760536.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→||←PSE||vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 814 Streptomyces sp. NRRL S-575 GCF_000718955.1 actinobacteria
WP_030766999.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces griseus GCF_000719435.1 actinobacteria
WP_030779616.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 840 Streptomyces sp. NRRL S-920 GCF_000717945.1 actinobacteria
WP_030804300.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 830 Streptomyces mediolani GCF_000721685.1 actinobacteria
WP_030878351.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 792 Streptomyces sp. NRRL S-1868 GCF_000721305.1 actinobacteria
WP_030879622.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces sp. NRRL B-24051 GCF_000720405.1 actinobacteria
WP_030885101.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 792 Streptomyces sp. NRRL F-5053 GCF_000721445.1 actinobacteria
WP_030900988.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 833 Streptomyces sp. NRRL F-5126 GCF_000721265.1 actinobacteria
WP_030902783.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→||←PSE||vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 814 Streptomyces sp. NRRL S-515 GCF_000720795.1 actinobacteria
WP_030917603.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 802 Streptomyces sp. NRRL B-24720 GCF_000721715.1 actinobacteria
WP_030974850.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 806 Streptomyces sp. NRRL S-1824 GCF_000719575.1 actinobacteria
WP_030998168.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 777 Streptomyces sp. NRRL F-5630 GCF_000719475.1 actinobacteria
WP_031086456.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces sp. NRRL WC-3549 GCF_000721935.1 actinobacteria
WP_031095640.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces GCA_001294345.1 actinobacteria
WP_031176954.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. NRRL B-3253 GCF_000725635.1 actinobacteria
WP_031186232.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 880 Streptomyces GCF_000725655.1 actinobacteria
WP_031192409.1 GAP1-N2+GAP1-M+GAP1-C Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Streptomyces GCF_000716675.1 actinobacteria
WP_031412702.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus - firmicutes
WP_031463423.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCF_000735775.1 firmicutes
WP_031498745.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 953 Streptomyces bicolor GCF_000725465.1 actinobacteria
WP_031540405.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Bacillus GCF_001076885.1 firmicutes
WP_031932515.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 920 Brevibacillus borstelensis GCA_000738785.1 firmicutes
WP_032079599.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 369 Clostridium drakei GCA_003096175.1 firmicutes
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WP_032748152.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 830 Streptomyces globisporus GCA_000261345.2 actinobacteria
WP_032786924.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. JS01 GCA_000743295.1 actinobacteria
WP_032791831.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ PSE→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 833 Streptomyces sp. W007 - actinobacteria
WP_032917154.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 820 Streptomyces rimosus GCF_000720725.1 actinobacteria
WP_033090710.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 696 Nocardia seriolae GCA_002356035.1 actinobacteria
WP_033217760.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 814 Streptomyces virginiae GCF_000716685.1 actinobacteria
WP_033238161.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces griseus GCF_000717375.1 actinobacteria
WP_033281599.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 814 Streptomyces sp. NRRL F-525 GCF_000716605.1 actinobacteria
WP_033300149.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 806 Streptomyces atroolivaceus GCF_000717025.1 actinobacteria
WP_033322584.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 806 Streptomyces yerevanensis GCF_000716805.1 actinobacteria
WP_033359526.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→||←HSP70_domain_1 782 Dactylosporangium aurantiacum GCF_000716715.1 actinobacteria
WP_033439532.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 751 Saccharothrix sp. NRRL B-16314 GCF_000716595.1 actinobacteria
WP_033947549.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. CNQ431 GCF_000797385.1 actinobacteria
WP_034236272.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 891 Actinomyces urogenitalis GCA_000758745.1 actinobacteria
WP_034382650.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 725 Herbidospora cretacea GCF_000719065.1 actinobacteria
WP_034412972.1 GAP1-N2+GAP1-M+GAP1-C HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 825 Candidatus Entotheonella

palauensis
GCA_000522425.1 nitrospinae/tectomicrobia group

WP_034447882.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+IG-like+TM+??→ Tubulin+coiled_coil+??→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→?→?→?→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+??→ 810 Butyrivibrio sp. AE2032 GCF_000702965.1 firmicutes
WP_034527772.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 968 Bifidobacterium stellenboschense GCF_000741785.1 actinobacteria
WP_035113596.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→?→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→?→??+DO-GTPase2.2→ 393 Corynebacterium auriscanis GCA_000767255.1 actinobacteria
WP_035144553.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 888 Clostridium tetanomorphum GCA_000647895.1 firmicutes
WP_035377609.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 853 Fervidicella metallireducens GCA_000601455.1 firmicutes
WP_035417827.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 685 Bacillus sp. JCM 19045 GCA_000576325.1 firmicutes
WP_035441099.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 618 Bacillus sp. JCM 19046 GCA_000576345.1 firmicutes
WP_035847394.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 909 Kitasatospora azatica GCF_000744785.1 actinobacteria
WP_036337168.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 559 Modestobacter caceresii GCA_000761485.1 actinobacteria
WP_036390676.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium farcinogenes GCA_000723385.1 actinobacteria
WP_036430320.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 826 Mycolicibacterium mageritense GCA_000612825.1 actinobacteria
WP_036443731.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium GCA_000612885.1 actinobacteria
WP_036550689.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 696 Nocardia seriolae GCA_000583715.2 actinobacteria
WP_036663727.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 992 Paenibacillus sp. FSL H8-457 GCA_000517945.1 firmicutes
WP_036667820.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1072 Paenibacillus GCA_000517845.1 firmicutes
WP_036684993.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 936 Paenibacillus tyrfis GCA_000722545.1 firmicutes
WP_037285325.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1075 Saccharibacillus sacchari GCF_000585395.1 firmicutes
WP_037629188.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 880 Streptomyces GCF_000716535.1 actinobacteria
WP_037664262.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ 763 Streptomyces aurantiacus GCF_000414115.1 actinobacteria
WP_037687853.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 737 Streptomyces lavendulae GCA_002803845.1 actinobacteria
WP_037701615.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 805 Streptomyces atratus GCF_000745675.1 actinobacteria
WP_037715874.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 968 Streptomyces mirabilis GCF_000745715.1 actinobacteria
WP_037741390.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 939 Streptomyces mirabilis GCF_000746395.1 actinobacteria
WP_037748429.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNQ-525 GCA_004217635.1 actinobacteria
WP_037831065.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces sp. NRRL S-325 GCF_000721595.1 actinobacteria
WP_037842919.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. NRRL F-6628 GCF_000721455.1 actinobacteria
WP_037880477.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
WP_037911982.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 880 Streptomyces sp. NRRL WC-3744 GCF_000717895.1 actinobacteria
WP_037933696.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 772 Streptomyces GCF_900091485.1 actinobacteria
WP_038563339.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycobacteriaceae GCA_000416365.2 actinobacteria
WP_039273358.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1005 Paenibacillus polymyxa GCA_000714835.1 firmicutes
WP_039326669.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium setense GCA_000805375.1 actinobacteria
WP_039376607.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium setense GCA_000805385.1 actinobacteria
WP_039775456.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 919 Actinomyces oris GCF_000180155.1 actinobacteria
WP_039870046.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→||←?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1111 Paenibacillus sp. FSL R7-0273 GCA_000758625.1 firmicutes
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WP_040101454.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1009 Paenibacillus polymyxa GCA_000819665.1 firmicutes
WP_040195797.1 GAP1-N2+GAP1-M+TM+GAP1-C+TM ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C+TM*→ 776 Candidatus Soleaferrea

massiliensis
GCF_000820765.1 firmicutes

WP_040333054.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→||←Pkinase 611 Butyricicoccus pullicaecorum GCF_900143195.1 firmicutes
WP_040361063.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 863 Corynebacterium amycolatum GCF_000173655.1 actinobacteria
WP_040373124.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ PSE→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 868 Bacillus psychrosaccharolyticus GCF_000305495.1 firmicutes
WP_040705664.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→ 805 Nocardia takedensis GCF_000308695.1 actinobacteria
WP_040816614.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 705 Nocardia concava GCF_000308815.1 actinobacteria
WP_040860755.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 742 Nocardia niigatensis GCF_000308655.1 actinobacteria
WP_041241565.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←?←?||?→ Pkinase+low_complexity→ 555 Geodermatophilus obscurus GCF_000025345.1 actinobacteria
WP_041992098.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 824 Streptomyces sp. AcH 505 GCF_000818175.1 actinobacteria
WP_042229672.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 965 Paenibacillus chitinolyticus GCA_004117095.1 firmicutes
WP_042284210.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 868 Nocardiopsis alba GCF_000710955.1 actinobacteria
WP_042495823.1 GAP1-N2+GAP1-M - 808 Streptomyces griseus - actinobacteria
WP_043195346.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 880 Streptomyces sp. NRRL WC-3725 GCF_000720295.1 actinobacteria
WP_043231379.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 820 Streptomyces sp. NRRL F-5193 GCF_000721515.1 actinobacteria
WP_043454546.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 870 Streptomyces fulvoviolaceus GCF_000718165.1 actinobacteria
WP_043492539.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 808 Streptomyces bingchenggensis GCF_000092385.1 actinobacteria
WP_043524316.1 GAP1-N2+GAP1-M+TM+GAP1-C DO-GTPase1→ GAP1-N2+GAP1-M+TM+GAP1-C*→?→?→ TM+vWA(canonical)+TM+low_complexity→ CASPASE+low_complexity→ TPR_region+CASPASE→ 872 Actinoplanes utahensis GCA_000785985.1 actinobacteria
WP_043930432.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 725 Bacillus sp. EB01 GCF_000613125.1 firmicutes
WP_044181099.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 815 Pirellula staleyi - planctomycetes
WP_044486087.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium colombiense GCA_000661085.1 actinobacteria

WP_044514372.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium septicum GCF_000455325.1 actinobacteria
WP_044647174.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1028 Paenibacillus terrae GCA_000943545.1 firmicutes
WP_044785686.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_000943535.1 firmicutes
WP_045317275.1 GAP1-N2+GAP1-M+SLATT+SLATT vWA(canonical)+beta-rich+low_complexity→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+SLATT+SLATT*→ 650 Lechevalieria aerocolonigenes GCA_000955955.1 actinobacteria
WP_045745420.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 796 Actinoplanes rectilineatus GCF_000962825.1 actinobacteria
WP_046202033.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→?→?→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 626 Corynebacterium kroppenstedtii GCA_002871755.1 actinobacteria
WP_046205281.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 665 Corynebacterium kroppenstedtii GCF_000971855.1 actinobacteria
WP_046213785.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1125 Paenibacillus wulumuqiensis GCF_000971965.1 firmicutes
WP_046225918.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1143 Paenibacillus dauci GCF_000971985.1 firmicutes
WP_046260777.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 918 Streptomyces sp. WM6386 GCA_000972385.1 actinobacteria
WP_046496261.1 GAP1-N2+GAP1-M - 845 Streptomyces odonnellii - actinobacteria
WP_046704594.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 811 Streptomyces europaeiscabiei GCF_000988945.1 actinobacteria
WP_047040408.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium GCA_001012795.1 actinobacteria
WP_047070091.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus formosus GCA_006540185.1 firmicutes
WP_047141722.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. KE1 GCA_001014595.1 actinobacteria
WP_047179414.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 833 Streptomyces sp. MNU77 - actinobacteria
WP_047464182.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. M10 GCF_000800535.1 actinobacteria
WP_047840765.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1069 Paenibacillus sp. VT-400 GCA_001029205.1 firmicutes
WP_047871140.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 883 Nocardiopsis sp. RV163 GCF_001029525.1 actinobacteria
WP_047943646.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Bacillus circulans GCA_001029855.1 firmicutes
WP_048035300.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCA_001039275.2 firmicutes
WP_048037372.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 882 Methanosarcina mazei GCA_000978965.1 euryarchaeota
WP_048041778.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 882 Methanosarcina mazei GCA_000979335.1 euryarchaeota
WP_048398625.1 GAP1-N2 - 569 Candidatus Achromatium palustre - gammaproteobacteria
WP_048462046.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 613 Methylobacterium aquaticum GCA_001043915.1 alphaproteobacteria
WP_048760431.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 862 Corynebacterium vitaeruminis GCF_001054325.1 actinobacteria
WP_049157802.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 565 Corynebacterium aurimucosum GCF_001059615.1 actinobacteria
WP_049714333.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 921 Streptomyces caatingaensis GCF_001187435.1 actinobacteria
WP_049740646.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 840 Brevibacillus reuszeri GCF_006540225.1 firmicutes
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WP_049744098.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 817 Mycolicibacterium goodii GCA_001187505.1 actinobacteria
WP_049895018.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1072 Paenibacillus antibioticophila GCF_000455265.1 firmicutes
WP_049978494.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces wadayamensis GCA_000698945.1 actinobacteria
WP_050024924.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→||←?||HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+PDZ+PDZ→ 785 Verrucomicrobium sp. BvORR034 GCF_000739635.1 verrucomicrobia
WP_050054084.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ vWA(canonical)→ 791 Pseudarthrobacter siccitolerans GCA_001046895.1 actinobacteria
WP_050343801.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+IG-like+TM+??→ Tubulin+coiled_coil+??→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→??+Pkinase→?→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+??→ 831 Olsenella sp. oral taxon 807 GCA_001189515.2 actinobacteria
WP_050357186.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 827 Streptomyces europaeiscabiei GCA_001189025.1 actinobacteria
WP_050588178.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 607 Streptomyces sp. HCCB10043 GCF_000498935.1 actinobacteria
WP_050979382.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1022 Paenibacillus dendritiformis GCF_000245555.1 firmicutes
WP_051154095.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1064 Paenibacillus sp. PAMC 26794 GCF_000316035.1 firmicutes
WP_051215300.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→||←?||Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Granulicoccus phenolivorans GCF_000423085.1 actinobacteria
WP_051217355.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→?→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 965 Paenibacillus assamensis GCF_000422445.1 firmicutes
WP_051235971.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 977 Paenibacillus pinihumi GCF_000422505.1 firmicutes
WP_051289601.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1000 Paenibacillus panacisoli GCF_000426545.1 firmicutes
WP_051387685.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 777 Saccharopolyspora rectivirgula GCF_000497205.1 actinobacteria
WP_051446081.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 921 Rhodococcus rhodochrous GCA_000517665.1 actinobacteria
WP_051447278.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1068 Paenibacillus sp. FSL H7-689 GCF_000517905.1 firmicutes
WP_051449334.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus GCA_001632305.1 firmicutes
WP_051478511.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 830 Paenibacillus sp. FSL R7-277 GCF_000517965.1 firmicutes
WP_051480884.1 GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ GAP_unknown1+TM+TM+GAP_unknown2→ PSE→ GAP1-M+GAP1-C*→ GAP1-N2+GAP1-M+GAP1-C→?→ beta-rich+vWA(canonical)→ 150 Mycobacterium kansasii GCA_000524095.1 actinobacteria
WP_051480886.1 GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ GAP_unknown1+TM+TM+GAP_unknown2→ PSE→ GAP1-N2+GAP1-M+GAP1-C→ GAP1-M+GAP1-C*→?→ beta-rich+vWA(canonical)→ 614 Mycobacterium kansasii GCF_000524095.1 actinobacteria
WP_051491151.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus GCA_000517925.1 firmicutes
WP_051494057.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 789 Paenibacillus sp. FSL R7-269 GCF_000517865.1 firmicutes
WP_051541673.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 389 Clostridium lundense GCF_000619945.1 firmicutes
WP_051620670.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 972 Paenibacillus sp. UNC451MF GCF_000686845.1 firmicutes
WP_051707761.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 777 Saccharopolyspora rectivirgula GCF_000710755.1 actinobacteria
WP_051716628.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 828 Streptomyces sp. NRRL F-5727 GCF_000719555.1 actinobacteria
WP_051730664.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 968 Rhodococcus GCA_000949305.1 actinobacteria
WP_051735597.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→||←TPR_region+CASPASE 815 Streptomyces sp. NRRL B-3229 GCF_000719505.1 actinobacteria
WP_051735910.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→?→||←HSP70←unknown+CASPASE 827 Amycolatopsis rifamycinica GCA_000695625.1 actinobacteria
WP_051742302.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 837 Streptomyces xylophagus GCF_000716435.1 actinobacteria
WP_051787773.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→?→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 823 Microtetraspora glauca - actinobacteria
WP_051807387.1 GAP1-N2+GAP1-M+GAP1-C TPR_region+CASPASE||GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 792 Actinoplanes subtropicus GCF_000721705.1 actinobacteria
WP_051985757.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1144 Paenibacillus macerans GCA_000746875.1 firmicutes
WP_052020486.1 GAP1-N2+GAP1-M Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ PSE→ GAP1-N2+GAP1-M*→ 250 Paenibacillus pini GCA_000576305.1 firmicutes
WP_052038875.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→?→?→ HSP70→ vWA(canonical)→ 687 Actinomyces sp. S4-C9 GCF_000758775.1 actinobacteria
WP_052047688.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 904 Rhodococcus GCA_002259145.1 actinobacteria
WP_052054083.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→||←?||HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 850 Corynebacterium freneyi GCF_000758965.1 actinobacteria
WP_052063153.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 904 Rhodococcus fascians GCF_000760815.1 actinobacteria
WP_052087819.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 977 Paenibacillus wynnii GCF_000757885.1 firmicutes
WP_052091824.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1048 Paenibacillus sp. FSL H7-0357 GCF_000758525.1 firmicutes
WP_052096792.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCF_000758725.1 firmicutes
WP_052098204.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1027 Paenibacillus stellifer GCF_000758685.1 firmicutes
WP_052146961.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ PSE→ PSE→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1061 Paenibacillus sp. P1XP2 GCA_000787385.1 firmicutes
WP_052205935.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→?→||←?←?←HSP70 326 Corynebacterium riegelii GCA_001263755.1 actinobacteria
WP_052319616.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 559 Corynebacterium minutissimum GCA_900478045.1 actinobacteria
WP_052339668.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 911 Gorillibacterium massiliense GCF_000455485.1 firmicutes
WP_052352962.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 933 Bacillus dielmoensis GCF_000612665.1 firmicutes
WP_052353844.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 728 Bacillus GCF_000612625.1 firmicutes
WP_052380394.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→||←?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1088 Paenibacillus camerounensis GCF_000723885.1 firmicutes
WP_052404160.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 986 Paenibacillus sp. FSL H7-0737 GCF_000758545.1 firmicutes
WP_052410072.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1028 Paenibacillus durus GCF_000756615.1 firmicutes
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WP_052414459.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 994 Paenibacillus sp. FSL R5-0345 GCF_000758585.1 firmicutes
WP_052415693.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1027 Paenibacillus graminis GCF_000758705.1 firmicutes
WP_052415985.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1075 Paenibacillus sp. FSL R5-0912 GCF_000758605.1 firmicutes
WP_052418904.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1087 Paenibacillus sp. FSL R7-0331 GCF_000758645.1 firmicutes
WP_052421677.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1070 Paenibacillus sp. FSL P4-0081 GCF_000758565.1 firmicutes
WP_052424850.1 GAP1-N2+GAP1-M+TM+GAP1-C DO-GTPase1→ GAP1-N2+GAP1-M+TM+GAP1-C*→?→ TM+vWA(canonical)+TM+low_complexity→ 839 Streptomyces fulvoviolaceus GCF_000718165.1 actinobacteria
WP_052429335.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1036 Paenibacillus borealis GCF_000758665.1 firmicutes
WP_052433373.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+DO-GTPase2→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 672 Streptacidiphilus carbonis GCF_000787775.1 actinobacteria
WP_052437872.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 456 Corynebacterium humireducens GCA_000819445.1 actinobacteria
WP_052489237.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 811 Streptomyces sp. 150FB GCF_000818195.1 actinobacteria
WP_052503686.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Micromonospora carbonacea GCF_000876225.1 actinobacteria
WP_052552158.1 GAP1-N2+GAP1-M+TM GAP1-N2+GAP1-M+TM*→ 273 Gemmata sp. SH-PL17 GCA_001610855.1 planctomycetes
WP_052649326.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus vortex GCF_000193415.1 firmicutes
WP_052676055.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1011 Paenibacillus sp. IHBB 10380 GCF_000949425.1 firmicutes
WP_052737023.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1065 Paenibacillus algorifonticola GCA_900112925.1 firmicutes
WP_052741416.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1037 Paenibacillus riograndensis GCA_000981585.1 firmicutes
WP_052755973.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1030 Paenibacillus durus GCF_000993825.1 firmicutes
WP_052770211.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1006 Paenibacillus sp. IHB B 3415 GCF_000802655.2 firmicutes
WP_052844786.1 GAP1-N2+GAP1-M+low_complexity+TM+TM polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+low_complexity+TM+TM*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 511 Corynebacterium mustelae GCA_001020985.1 actinobacteria
WP_052890323.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 973 Thermogemmatispora

carboxidivorans
GCF_000702505.1 chloroflexi

WP_052947460.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail(frag)→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 800 Aneurinibacillus tyrosinisolvens GCF_001015055.1 firmicutes
WP_052953154.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 496 Corynebacterium striatum GCF_000988225.1 actinobacteria
WP_053084988.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium striatum GCA_002803965.1 actinobacteria
WP_053086271.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium striatum GCF_001059955.1 actinobacteria
WP_053088001.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium striatum GCF_001058455.1 actinobacteria
WP_053177183.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ PSE→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 821 Streptomyces virginiae GCA_001270565.1 actinobacteria
WP_053211495.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 880 Streptomyces antibioticus GCA_001270635.1 actinobacteria
WP_053240737.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 883 Clostridium sp. DMHC 10 GCA_001270375.1 firmicutes
WP_053241473.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ PSE→ GAP1-N2+GAP1-M+GAP1-C(frag)*→ GAP1-N2+GAP1-M→?→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ PSE→?→ Tubulin+coiled_coil+HTH?+??→ 86 Clostridium sp. DMHC 10 GCA_001270375.1 firmicutes
WP_053241474.1 GAP1-N2+GAP1-M Fibronectin-like_repeats+??→ PSE→ GAP1-N2+GAP1-M+GAP1-C(frag)→ GAP1-N2+GAP1-M*→?→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ PSE→?→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ 224 Clostridium sp. DMHC 10 GCA_001270375.1 firmicutes
WP_053241483.1 GAP1-N2+GAP1-M TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ PSE→?→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 432 Clostridium sp. DMHC 10 GCF_001270375.1 firmicutes
WP_053325329.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus peoriae GCA_001272655.2 firmicutes
WP_053375319.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 985 Paenibacillus sp. FJAT-27812 GCF_001273905.1 firmicutes
WP_053478937.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 908 Bacillus sp. FJAT-21945 GCA_001275655.1 firmicutes
WP_053491362.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1022 Bacillus sp. FJAT-18019 GCF_001275645.1 firmicutes
WP_053558754.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 885 Streptomyces sp. CFMR 7 GCA_001278095.1 actinobacteria
WP_053558761.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 894 Streptomyces sp. CFMR 7 GCA_001278095.1 actinobacteria
WP_053585907.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→??+Fibronectin→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 808 Actinomyces sp. oral taxon 414 GCA_001278845.1 actinobacteria
WP_053585921.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 901 Actinomyces sp. oral taxon 414 GCA_001278845.1 actinobacteria
WP_053619425.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 895 Nocardiopsis sp. NRRL B-16309 GCA_001279585.1 actinobacteria
WP_053731464.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+TM→ HSP70→??+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→||←GrpE 747 Nocardia sp. NRRL S-836 GCA_001279525.1 actinobacteria
WP_053732589.1 GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich vWA(canonical)+beta-rich+low_complexity→?→?→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*→?→||←?||Pkinase+TM+Septum_form→ 607 Nocardia sp. NRRL S-836 GCA_001279525.1 actinobacteria
WP_053777217.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C(frag)*→?→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 367 Gordonia sp. NB4-1Y GCF_000347295.2 actinobacteria
WP_053782792.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1079 Paenibacillus sp. A59 GCF_001280595.1 firmicutes
WP_054027553.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 979 Bacillus sp. FJAT-28004 GCF_001280845.1 firmicutes
WP_054245673.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Rhodococcus jostii GCF_001292845.1 actinobacteria
WP_054291506.1 GAP1-N2+GAP1-M Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M*→ 400 Kibdelosporangium phytohabitans GCA_001302585.1 actinobacteria
WP_054404307.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1023 Paenibacillus solani GCF_001277345.1 firmicutes
WP_054569407.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 984 Frankia sp. R43 GCA_001306465.1 actinobacteria
WP_054600667.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001307545.1 actinobacteria
WP_054601302.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001307545.1 actinobacteria
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WP_054706231.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 660 Paenibacillus pinihumi GCF_001312305.1 firmicutes
WP_054716519.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+ZnR+ZnR+DO-GTPase2.2+TM+SH3→ FGS-fold_domain→ 815 Marinifilum fragile GCF_001310955.1 bacteroidetes
WP_054792823.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C(frag)*→ 128 Bacillus sp. JCM 19035 GCF_001310595.1 firmicutes
WP_054874870.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 842 Oxobacter pfennigii GCA_001317355.1 firmicutes
WP_054875772.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 901 Oxobacter pfennigii GCA_001317355.1 firmicutes
WP_054938931.1 GAP1-N2+GAP1-M TM+vWA(canonical)+YtKA-like+TM+??→ PSE→ PSE→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich→ 206 Paenibacillus ihuae GCF_001368795.1 firmicutes
WP_054938932.1 GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ PSE→ PSE→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M→ GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 864 Paenibacillus ihuae GCF_001368795.1 firmicutes
WP_054971920.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 933 Paenibacillus sp. A3 GCA_001399685.1 firmicutes
WP_055106677.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1114 Paenibacillus ihumii GCF_001403875.1 firmicutes
WP_055117479.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium peregrinum GCA_002102345.1 actinobacteria
WP_055119270.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium peregrinum GCA_002102345.1 actinobacteria
WP_055544059.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 811 Streptomyces kanamyceticus GCF_001418465.1 actinobacteria
WP_055702748.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 806 Streptomyces silaceus GCF_001419745.1 actinobacteria
WP_055745894.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 819 Brevibacillus choshinensis GCA_001420695.1 firmicutes
WP_056032052.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1067 Paenibacillus sp. Leaf72 GCA_001422685.1 firmicutes
WP_056489107.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus sp. Leaf182 GCA_001423865.2 firmicutes
WP_056641465.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ HRDC-like?+Fibronectin-like_repeats→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 996 Paenibacillus sp. Soil522 GCA_001428245.1 firmicutes
WP_056682743.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 908 Bacillus solani GCA_001420595.1 firmicutes
WP_056698357.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 827 Streptomyces GCA_001426325.1 actinobacteria
WP_056702032.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1059 Paenibacillus sp. Root52 GCA_001426865.1 firmicutes
WP_056752398.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 706 Nocardioides sp. Root190 GCA_001428565.1 actinobacteria
WP_056791870.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces GCA_001426615.1 actinobacteria
WP_057666511.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 827 Streptomyces anulatus GCA_001434355.1 actinobacteria
WP_057760601.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 908 Bacillus praedii GCF_001439605.1 firmicutes
WP_058124885.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 822 Mycolicibacterium smegmatis GCA_001457595.1 actinobacteria
WP_058301504.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 911 Gorillibacterium timonense GCF_001457415.1 firmicutes
WP_058554430.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ HSP70+vWA(canonical)→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TIR→ TM+ZnR+ZnR+DO-GTPase2.2+PEGA+PEGA→ 859 Thiohalocapsa sp. ML1 GCF_001469165.1 gammaproteobacteria
WP_058624998.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 670 Microbacterium testaceum GCA_001476655.1 actinobacteria
WP_058710444.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus GCA_002872435.1 firmicutes
WP_058829597.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus GCF_001049835.1 firmicutes
WP_059013430.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 460 Streptomyces specialis GCF_001493375.1 actinobacteria
WP_059036584.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 882 Gordonia desulfuricans GCF_001485495.1 actinobacteria
WP_059061848.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→?→ HSP70→ vWA(canonical)→ 677 Leucobacter sp. G161 GCA_001482305.1 actinobacteria
WP_059088768.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 824 Mycobacterium sp. GA-2829 GCA_001499965.1 actinobacteria
WP_059096306.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 830 Mycobacterium sp. IS-1742 GCA_001500125.1 actinobacteria
WP_059160459.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 830 Mycobacterium sp. IS-1496 GCA_001499995.1 actinobacteria
WP_059213934.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces griseus GCA_001509565.1 actinobacteria
WP_059253638.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 941 Streptomyces reticuli GCA_001511815.1 actinobacteria
WP_060532175.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→||←?||TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→?→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 363 Paenibacillus bovis GCA_001421015.2 firmicutes
WP_060625106.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus etheri GCA_001012825.2 firmicutes
WP_060651579.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Rhodococcus pyridinivorans GCF_001465325.1 actinobacteria
WP_060729914.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 820 Streptomyces albus GCA_001541145.1 actinobacteria
WP_060862421.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1028 Paenibacillus riograndensis GCF_001546065.1 firmicutes
WP_060893378.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 811 Streptomyces europaeiscabiei GCF_001550375.1 actinobacteria
WP_060941976.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 673 Corynebacterium kroppenstedtii GCA_001552955.1 actinobacteria
WP_060957505.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 933 Actinomyces oris GCA_001553935.1 actinobacteria
WP_061043383.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 925 Rhodococcus sp. SC4 GCA_001555475.1 actinobacteria
WP_061082632.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 902 Nocardiopsis dassonvillei - actinobacteria
WP_061265397.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001570465.1 actinobacteria
WP_061265617.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001570465.1 actinobacteria
WP_061294805.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 721 Herbidospora cretacea GCF_001570605.1 actinobacteria
WP_061300064.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 765 Herbidospora cretacea GCF_001570605.1 actinobacteria
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WP_061403985.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces albus GCA_001577385.1 actinobacteria
WP_061696939.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 925 Rhodococcus sp. LB1 GCA_001583455.1 actinobacteria
WP_061798000.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Bacillus circulans GCA_900445325.1 firmicutes
WP_061831359.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1013 Paenibacillus polymyxa GCA_001593085.1 firmicutes
WP_061920078.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium GCA_001579275.1 actinobacteria
WP_062036226.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 519 Corynebacterium simulans GCA_001586215.1 actinobacteria
WP_062042647.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium simulans GCA_001586235.1 actinobacteria
WP_062149433.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 959 Streptomyces curacoi GCA_001513975.1 actinobacteria
WP_062321561.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1077 Paenibacillus pabuli GCF_001514495.1 firmicutes
WP_062331965.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→ 733 Herbidospora sakaeratensis GCF_001570525.1 actinobacteria
WP_062337280.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 753 Herbidospora sakaeratensis GCF_001570525.1 actinobacteria
WP_062339928.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 725 Herbidospora sakaeratensis GCF_001570525.1 actinobacteria
WP_062349315.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 750 Herbidospora yilanensis GCF_001570565.1 actinobacteria
WP_062357812.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 725 Herbidospora yilanensis GCF_001570565.1 actinobacteria
WP_062440995.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 744 Herbidospora daliensis GCF_001570585.1 actinobacteria
WP_062443634.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 725 Herbidospora daliensis GCF_001570585.1 actinobacteria
WP_062519551.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1037 Paenibacillus jilunlii GCF_001546055.1 firmicutes
WP_062530245.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 965 Lysinimicrobium rhizosphaerae GCF_000971455.1 actinobacteria
WP_062775528.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 790 Streptomyces sp. NRRL S-1521 GCA_001509505.1 actinobacteria
WP_062795562.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 913 Williamsia muralis GCA_003634525.1 actinobacteria
WP_062829464.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 837 Mycolicibacterium brisbanense GCA_001570425.1 actinobacteria
WP_062836883.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1061 Paenibacillus amylolyticus GCF_001570725.1 firmicutes
WP_063180107.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 936 Paenibacillus elgii GCA_001619725.1 firmicutes
WP_063212701.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus jamilae GCA_001619755.1 firmicutes
WP_063231512.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 836 Brevibacillus parabrevis GCA_001619605.1 firmicutes
WP_063477831.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus glucanolyticus GCA_001633025.1 firmicutes
WP_063555795.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ PSE→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ 870 Clostridium ljungdahlii GCA_001636845.1 firmicutes
WP_063555805.1 GAP1-N2+GAP1-M TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→?→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 351 Clostridium ljungdahlii GCA_001636845.1 firmicutes
WP_063566909.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1056 Paenibacillus sp. O199 GCF_001636635.1 firmicutes
WP_063601386.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ 868 Clostridium coskatii GCA_001636835.1 firmicutes
WP_063601394.1 GAP1-N2+GAP1-M TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→?→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 351 Clostridium coskatii GCA_001636835.1 firmicutes
WP_063726900.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 823 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_063792856.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 936 Streptomyces aurantiacus GCF_001418335.1 actinobacteria
WP_063938666.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→?→||←?←?←HSP70←GrpE 536 Corynebacterium afermentans GCA_001639025.1 actinobacteria
WP_063973810.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→ 806 Dietzia cinnamea GCA_001643175.1 actinobacteria
WP_064018298.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus sp. SKDU10 GCA_001645205.1 firmicutes
WP_064063188.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Rhodococcus gordoniae GCA_900455725.1 actinobacteria
WP_064200137.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCF_001649505.1 firmicutes
WP_064346714.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 914 Gardnerella vaginalis GCF_001546485.1 actinobacteria
WP_064641835.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1058 Paenibacillus sp. AD87 GCA_001659845.1 firmicutes
WP_064797897.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1009 Paenibacillus polymyxa GCA_001663585.1 firmicutes
WP_064850367.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001665455.1 actinobacteria
WP_064851038.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001665455.1 actinobacteria
WP_064865881.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001665415.1 actinobacteria
WP_064869821.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001665415.1 actinobacteria
WP_064871995.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium setense GCA_001665445.1 actinobacteria
WP_064872981.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 829 Mycobacterium sp.

852013-50142_SCH4511227
GCA_001665825.1 actinobacteria

WP_064878447.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium peregrinum GCA_001665625.1 actinobacteria
WP_064878646.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium peregrinum GCA_001665625.1 actinobacteria
WP_064894838.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium conceptionense GCA_001665335.1 actinobacteria
WP_064900244.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001665315.1 actinobacteria
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WP_064901077.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001665315.1 actinobacteria
WP_064912096.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001666795.1 actinobacteria
WP_064917033.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 829 Mycobacterium sp.

852002-10379_SCH5584320
GCA_001667465.1 actinobacteria

WP_064924697.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001666985.1 actinobacteria
WP_064932157.1 GAP1-N2+GAP1-M+GAP1-C TM+[lc_insert+]vWA(canonical)+Fibronectin-like_repeats+TM+??+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium peregrinum GCA_001665785.1 actinobacteria
WP_064932166.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 821 Mycolicibacterium peregrinum GCA_001665785.1 actinobacteria
WP_064948402.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycobacterium sp.

852013-50091_SCH5140682
GCA_001665685.1 actinobacteria

WP_064957532.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium peregrinum GCA_001667205.1 actinobacteria
WP_064958974.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium peregrinum GCA_001667205.1 actinobacteria
WP_064963236.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1009 Paenibacillus polymyxa GCA_001662815.1 firmicutes
WP_065021493.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001672855.1 actinobacteria
WP_065030538.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium colombiense GCA_001672755.1 actinobacteria

WP_065052210.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001673325.1 actinobacteria
WP_065052315.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001673325.1 actinobacteria
WP_065063415.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium conceptionense GCA_001673265.1 actinobacteria
WP_065063837.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→ vWA(canonical)→ 802 Mycolicibacterium conceptionense GCA_001673265.1 actinobacteria
WP_065069046.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001672845.1 actinobacteria
WP_065069842.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001672845.1 actinobacteria
WP_065070980.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001673275.1 actinobacteria
WP_065071663.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001673275.1 actinobacteria
WP_065077085.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ 868 Clostridium ragsdalei GCA_001675165.1 firmicutes
WP_065077095.1 GAP1-N2+GAP1-M TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→?→?→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M*→ 351 Clostridium ragsdalei GCA_001675165.1 firmicutes
WP_065147874.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001673485.1 actinobacteria
WP_065148828.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium fortuitum GCA_001673485.1 actinobacteria
WP_065294008.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ PSE→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 976 Paenibacillus sp. KS1 GCA_001680695.1 firmicutes
WP_065361675.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 933 Actinomyces oris GCA_001682715.1 actinobacteria
WP_065383863.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 985 Bacillus sp. FJAT-26390 GCA_001682865.1 firmicutes
WP_065458973.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium vulneris GCA_001686835.1 actinobacteria
WP_065509700.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium vulneris GCA_001686755.1 actinobacteria
WP_065513488.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium vulneris GCA_001686675.1 actinobacteria
WP_065847559.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces mutomycini GCF_001700505.1 actinobacteria
WP_065919640.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→?→?→?→||←PSE←unknown+CASPASE 385 Lentzea guizhouensis GCA_001701025.1 actinobacteria
WP_066065304.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→||←?||Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 953 Bacillus soli GCF_001591665.1 firmicutes
WP_066091978.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 954 Bacillus novalis GCF_001591805.1 firmicutes
WP_066199613.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 726 Bacillus sp. FJAT-27225 GCA_001685025.1 firmicutes
WP_066315334.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 942 Bacillus sp. FJAT-29814 GCF_001510715.1 firmicutes
WP_066362451.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 717 Herbidospora mongoliensis GCF_001570545.1 actinobacteria
WP_066375919.1 GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM+low_complexity+TM*→ 776 Herbidospora mongoliensis GCF_001570545.1 actinobacteria
WP_066377148.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1010 Bacillus sp. FJAT-27264 GCA_001682855.1 firmicutes
WP_066829668.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 825 Mycobacterium sp.

852013-51886_SCH5428379
GCA_001665575.1 actinobacteria

WP_066869695.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 829 Mycobacterium sp. 1482292.6 GCA_001672995.1 actinobacteria
WP_066876398.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM→ 829 Mycobacterium sp. 1245801.1 GCA_001673055.1 actinobacteria
WP_066944787.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 841 Streptomyces lushanensis GCF_001700515.1 actinobacteria
WP_066997562.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 892 Streptomyces cellostaticus GCA_001513965.1 actinobacteria
WP_067021906.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ PSE→?→ TM+DUF4190+TM+PknH_C→ 829 Mycobacterium GCA_001673415.1 actinobacteria
WP_067040969.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→||←PSE||ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich→||←STAND_NTPase+TM+TM+TM+TM+TM+TM+TM 478 Streptomyces sp. FXJ1.172 GCA_001636945.1 actinobacteria
WP_067095811.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium sp.

852002-40037_SCH5390672
GCA_001665875.1 actinobacteria
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WP_067124860.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→
829 Mycobacterium sp.

852002-51971_SCH5477799-a
GCA_001667145.1 actinobacteria

WP_067142841.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 829 Mycobacterium sp. 1245852.3 GCA_001669335.1 actinobacteria
WP_067348783.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 829 Mycobacterium sp. 1165178.9 GCA_001673555.1 actinobacteria
WP_067416587.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sampsonii GCA_004195765.1 actinobacteria
WP_067457622.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 675 Actinomadura macra GCF_001552215.1 actinobacteria
WP_067491281.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 795 Actinomadura hibisca GCF_001552635.1 actinobacteria
WP_067535570.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 738 Nocardia crassostreae GCF_001613405.1 actinobacteria
WP_067574519.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 735 Nocardia acidivorans GCF_001625085.1 actinobacteria
WP_067597429.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 653 Nocardiopsis listeri GCF_001570765.1 actinobacteria
WP_067635518.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 665 Actinomadura latina GCF_001552195.1 actinobacteria
WP_067654758.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→ 809 Nocardia harenae GCF_001612885.1 actinobacteria
WP_067687461.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→ 739 Nocardia jejuensis GCF_001613145.1 actinobacteria
WP_067772887.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→ vWA(canonical)→ 802 Mycobacterium sp. E802 GCA_001666875.1 actinobacteria
WP_067774504.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 816 Mycobacterium sp. E802 GCA_001666875.1 actinobacteria
WP_067777628.1 GAP1-N2+GAP1-M+GAP1-C FHA-like?+ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 807 Akkermansia glycaniphila GCA_001683795.1 verrucomicrobia
WP_067800015.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 666 Actinomadura formosensis GCF_001552155.1 actinobacteria
WP_067803927.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→?→ TM+DUF4190+TM+PknH_C→ 807 Mycobacterium sp. ACS1612 GCA_001667505.1 actinobacteria
WP_067811217.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 818 Actinomadura kijaniata GCF_001552175.1 actinobacteria
WP_067834668.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium sp. E3078 GCA_001667835.1 actinobacteria

WP_067849806.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium wolinskyi GCA_001545135.1 actinobacteria
WP_067890081.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 738 Actinomadura chibensis GCF_001552135.1 actinobacteria
WP_067901346.1 GAP1-N2+GAP1-M+GAP1-C+TM vWA(canonical)→ DO-GTPase1→ GAP1-N2+GAP1-M+GAP1-C+TM*→ 683 Actinomadura chibensis GCF_001552135.1 actinobacteria
WP_067912468.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium GCA_001667865.1 actinobacteria

WP_067913448.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ unknown+CASPASE→ HSP70→ 796 Actinomadura GCA_003001795.1 actinobacteria
WP_067914006.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 745 Actinomadura GCA_003001795.1 actinobacteria
WP_068075338.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→ 831 Mycobacterium GCA_001666755.1 actinobacteria
WP_068133906.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 259 Roseimaritima ulvae GCF_001642915.1 planctomycetes
WP_068245530.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 841 Mycobacterium sp. ACS4331 GCA_001667265.1 actinobacteria
WP_068269433.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium sp. E2660 GCA_001667995.1 actinobacteria

WP_068287942.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 831 Mycobacterium sp. E2462 GCA_001672685.1 actinobacteria
WP_068420276.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→ 229 Planctomyces sp. SH-PL62 GCA_001610895.1 planctomycetes
WP_068496114.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1001 Paenibacillus kribbensis GCF_001705305.1 firmicutes
WP_068528494.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1052 Paenibacillus glacialis GCA_001637205.1 firmicutes
WP_068592502.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1046 Paenibacillus macquariensis GCA_001637165.1 firmicutes
WP_068599101.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1053 Paenibacillus macquariensis GCA_001637215.1 firmicutes
WP_068613626.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1085 Paenibacillus tuaregi GCF_900086655.1 firmicutes
WP_068650918.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1053 Paenibacillus antarcticus GCA_001637225.1 firmicutes
WP_068660114.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1045 Paenibacillus crassostreae GCA_001857945.1 firmicutes
WP_068687038.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 915 Paenibacillus oryzae GCA_001675045.1 firmicutes
WP_068723609.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 892 Paenibacillus sp. DMB5 GCA_001517085.1 firmicutes
WP_068779552.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1143 Paenibacillus sp. GM2 GCF_900069005.1 firmicutes
WP_068792246.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCF_001696705.1 firmicutes
WP_068940787.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus GCA_001707685.1 firmicutes
WP_069079658.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_001709135.1 firmicutes
WP_069169430.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces griseus GCF_001715295.1 actinobacteria
WP_069291808.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1009 Paenibacillus polymyxa GCA_001719045.1 firmicutes
WP_069329620.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1077 Paenibacillus sp. TI45-13ar GCA_001721045.1 firmicutes
WP_069389143.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70_domain_1→ HSP70→ vWA(canonical)→ 806 Dietzia alimentaria GCA_001722515.1 actinobacteria
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WP_069601145.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 978 Brevibacterium linens GCA_001729525.1 actinobacteria
WP_069630652.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 865 Streptomyces niveus GCF_001723055.1 actinobacteria
WP_069756381.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 827 Streptomyces sp. EN16 GCF_001746285.1 actinobacteria
WP_069849891.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCF_001748185.1 firmicutes
WP_069887175.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 803 Streptomyces luteocolor GCF_001748305.1 actinobacteria
WP_069992599.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 862 Streptomyces GCA_001751375.1 actinobacteria
WP_070026458.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Streptomyces sp. F-1 GCA_900079405.3 actinobacteria
WP_070185344.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium sp. (ex

Dasyatis americana)
GCA_001756795.1 actinobacteria

WP_070192257.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 638 Humibacillus sp. DSM 29435 GCA_001758225.1 actinobacteria
WP_070204686.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 820 Streptomyces nanshensis GCA_001751305.1 actinobacteria
WP_070420959.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium sp. HMSC06C06 GCA_001807295.1 actinobacteria
WP_070433390.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium sp. HMSC06D04 GCA_001807315.1 actinobacteria
WP_070444258.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 565 Corynebacterium sp. HMSC05D03 GCA_001807205.1 actinobacteria
WP_070455659.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ PSE→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium GCA_001810285.1 actinobacteria
WP_070494624.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→?→||←?←?←HSP70 326 Corynebacterium sp. HMSC30G07 GCA_001806945.1 actinobacteria
WP_070497539.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium sp. HMSC06G04 GCA_001807365.1 actinobacteria
WP_070508819.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium sp. HMSC05D08 GCA_001807215.1 actinobacteria
WP_070509672.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 560 Corynebacteriaceae GCA_001811545.1 actinobacteria
WP_070516323.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 560 Turicella sp. HMSC076G08 GCA_001811515.1 actinobacteria
WP_070523249.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 850 Corynebacterium sp. HMSC11E11 GCF_001807025.1 actinobacteria
WP_070524552.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 565 Corynebacteriaceae GCA_001811845.1 actinobacteria
WP_070525195.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 567 Corynebacterium sp.

HMSC074E01
GCA_001808885.1 actinobacteria

WP_070533827.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Corynebacteriaceae GCA_001811255.1 actinobacteria
WP_070546917.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 560 Corynebacterium sp.

HMSC070E08
GCA_001808895.1 actinobacteria

WP_070562458.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Corynebacterium sp.
HMSC072A02

GCA_001810085.1 actinobacteria

WP_070564251.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Corynebacterium GCA_001811565.1 actinobacteria
WP_070662349.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 933 Actinomyces GCA_001812965.1 actinobacteria
WP_070671429.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 559 Corynebacterium sp.

HMSC078H07
GCA_001812805.1 actinobacteria

WP_070679262.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 560 Turicella sp. HMSC034H07 GCA_001815175.1 actinobacteria
WP_070683138.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Corynebacterium sp.

HMSC056E09
GCA_001813425.1 actinobacteria

WP_070685436.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Turicella sp. HMSC059E07 GCA_001814395.1 actinobacteria
WP_070701282.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 564 Corynebacterium sp.

HMSC068G04
GCA_001814885.1 actinobacteria

WP_070731489.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 565 Corynebacterium sp.
HMSC066C02

GCA_001814945.1 actinobacteria

WP_070731802.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ PSE→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium sp.
HMSC076D02

GCA_001813815.1 actinobacteria

WP_070818055.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 567 Corynebacterium sp.
HMSC036D02

GCA_001836165.1 actinobacteria

WP_070823728.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 515 Corynebacterium sp.
HMSC036D03

GCA_001836185.1 actinobacteria

WP_070946690.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycobacterium sp. 24999 GCA_001853525.1 actinobacteria
WP_071065126.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 887 Frankia sp. NRRL B-16219 GCA_001854695.1 actinobacteria
WP_071220916.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 991 Paenibacillus sp. LC231 GCA_001860525.1 firmicutes
WP_071289221.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ vWA(canonical)→ 802 Mycolicibacterium llatzerense GCF_001865165.1 actinobacteria
WP_071339378.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces albidoflavus GCF_001865795.1 actinobacteria
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WP_071386702.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 832 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
WP_071409829.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 564 Corynebacterium sp.

HMSC074H12
GCA_001813755.1 actinobacteria

WP_071621470.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 903 Nocardiopsis dassonvillei GCA_001877055.1 actinobacteria
WP_071963824.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 863 Streptomyces cinnamoneus GCF_001885705.1 actinobacteria
WP_072333059.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 919 Paenibacillus GCA_900101595.1 firmicutes
WP_072417066.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ ZnR+ZnR+DO-GTPase2.2→?→?→ GAP1-N2+GAP1-M+GAP1-C*→ 916 Ruminococcus GCA_900103235.1 firmicutes
WP_072485992.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 820 Streptomyces atratus GCA_900119365.1 actinobacteria
WP_072537017.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 866 Anaerococcus mediterraneensis GCF_900128415.1 firmicutes
WP_072634855.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 921 Rhodococcus sp. M8 - actinobacteria
WP_072728943.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 935 Paenibacillus sp. NAIST15-1 GCF_001894745.1 firmicutes
WP_072733669.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1058 Paenibacillus sp. ov031 GCA_900143165.1 firmicutes
WP_072804085.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 906 Rhodococcus yunnanensis GCF_001895005.1 actinobacteria
WP_072845700.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 922 Rhodococcus tukisamuensis GCA_900101735.1 actinobacteria
WP_072944212.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 914 Rhodococcus koreensis GCA_900105905.1 actinobacteria
WP_072949111.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ HSP70+vWA(canonical)→?→?→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 879 Ruminococcus flavefaciens GCA_900143025.1 firmicutes
WP_073186675.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 452 Tessaracoccus bendigoensis GCA_900141915.1 actinobacteria
WP_073221137.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 831 Streptomyces sp. NBRC 110465 GCF_001895105.1 actinobacteria
WP_073366343.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 924 Rhodococcus GCA_002300155.1 actinobacteria
WP_073375663.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 805 Nocardiopsis flavescens GCA_900141985.1 actinobacteria
WP_073538748.1 GAP1-N2+GAP1-M+GAP1-C Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ 887 Clostridium kluyveri GCA_001902295.1 firmicutes
WP_073702812.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 926 Nocardiopsis sp. TSRI0078 GCA_001905145.1 actinobacteria
WP_073719114.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 807 Streptomyces sp. TSRI0281 GCA_001905125.1 actinobacteria
WP_073734900.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 825 Streptomyces sp. CB02488 GCA_001905365.1 actinobacteria
WP_073743189.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 822 Streptomyces sp. CB02115 GCA_001905645.1 actinobacteria
WP_073748419.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces sp. CB02058 GCA_001905505.1 actinobacteria
WP_073764134.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 820 Streptomyces sp. CB02923 GCA_001905005.1 actinobacteria
WP_073778800.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. TSRI0445 GCA_001905405.1 actinobacteria
WP_073785338.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 836 Streptomyces sp. CB01580 GCA_001905795.1 actinobacteria
WP_073822958.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 830 Streptomyces sp. CB02130 GCA_001905785.1 actinobacteria
WP_073846654.1 GAP1-N2+GAP1-M+GAP1-C+TM vWA(canonical)+beta-rich+low_complexity→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+TM*→ 476 Amycolatopsis sp. CB00013 GCA_001905755.1 actinobacteria
WP_073861388.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 815 Streptomyces sp. CB01249 GCA_001905735.1 actinobacteria
WP_073869343.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C→ 821 Streptomyces sp. CB00072 GCA_001905575.1 actinobacteria
WP_073869350.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 823 Streptomyces sp. CB00072 GCA_001905575.1 actinobacteria
WP_073881706.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 855 Streptomyces sp. CB00316 GCA_001905595.1 actinobacteria
WP_073884323.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 577 Corynebacterium variabile GCA_900015285.1 actinobacteria
WP_073906675.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PSE→ Pkinase+ZnR+beta-rich→ 851 Streptomyces sp. CB02009 GCA_001905825.1 actinobacteria
WP_073907729.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 826 Mycobacterium sp. SWH-M3 GCA_001907615.1 actinobacteria
WP_073966110.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 815 Streptomyces sp. CB02460 GCA_001905705.1 actinobacteria
WP_074082948.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1030 Paenibacillus sp. P32E GCA_001909085.1 firmicutes
WP_074092586.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1069 Paenibacillus xylanexedens GCA_001908275.1 firmicutes
WP_074100231.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1030 Paenibacillus sp. P3E GCA_001909045.1 firmicutes
WP_074108094.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1030 Paenibacillus sp. P26E GCA_001909055.1 firmicutes
WP_074110925.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1025 Paenibacillus sp. P46E GCA_001909095.1 firmicutes
WP_074311174.1 GAP1-N2+GAP1-M+GAP1-C DO-GTPase2.1+TM→ GAP1-N2+GAP1-M+GAP1-C*→ 468 Singulisphaera sp. GP187 GCF_900129635.1 planctomycetes
WP_074315831.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 1117 Singulisphaera sp. GP187 GCA_900129635.1 planctomycetes
WP_074469694.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium GCF_000010225.1 actinobacteria
WP_074492419.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_001912725.1 actinobacteria
WP_074505991.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_001912755.2 actinobacteria
WP_074508404.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_000828015.1 actinobacteria
WP_074648449.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1037 Paenibacillus jilunlii GCA_900102965.1 firmicutes
WP_074991431.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Streptomyces misionensis GCA_900104815.1 actinobacteria
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WP_074999863.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 862 Streptomyces qinglanensis GCA_900111245.1 actinobacteria
WP_075092843.1 GAP1-N2+GAP1-M+TM+GAP1-C DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+Trypsin→ 874 Planctomyces sp. SH-PL14 GCF_001610835.1 planctomycetes
WP_075093035.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+Trypsin→ Pkinase+low_complexity+TM→ 907 Planctomyces sp. SH-PL14 GCF_001610835.1 planctomycetes
WP_075154132.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus polymyxa GCA_001922145.1 firmicutes
WP_075249976.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 934 Actinomyces oris GCA_001929375.1 actinobacteria
WP_075348368.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_001936195.1 actinobacteria
WP_075373507.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 919 Actinomyces oris GCA_001937485.1 actinobacteria
WP_075389620.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 920 Actinomyces oris GCA_001937415.1 actinobacteria
WP_075392311.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 920 Actinomyces oris GCA_001937725.1 actinobacteria
WP_075401773.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→||←?||GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 933 Actinomyces oris GCA_001937425.1 actinobacteria
WP_075510382.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCA_001632895.1 actinobacteria
WP_075544871.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ 832 Mycobacterium kansasii GCA_001632905.1 actinobacteria
WP_075549506.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCA_001632975.1 actinobacteria
WP_075690388.1 GAP1-N2+GAP1-M+GAP1-C SP+vWA+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 727 Bacillus sp. MRMR6 GCA_001940785.1 firmicutes
WP_075691160.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 792 Corynebacterium sphenisci GCA_001941505.1 actinobacteria
WP_075727653.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 793 Corynebacterium aquilae GCF_001941445.1 actinobacteria
WP_075728933.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 512 Corynebacterium flavescens GCA_006539465.1 actinobacteria
WP_075861320.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium GCA_001683055.1 actinobacteria
WP_075910081.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycobacterium sp. 27335 GCA_001942625.1 actinobacteria
WP_075924409.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium porcinum GCA_001942045.1 actinobacteria
WP_075986039.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. FR-008 GCA_001431765.1 actinobacteria
WP_076078930.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1057 Paenibacillus sp. FSL R7-0333 GCA_001955915.1 firmicutes
WP_076094863.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+Jelly_roll+beta-sandwich→||←STAND_NTPase+TM+TM+TM+TM+TM+TM+TM 477 Streptomyces sp. IMTB 2501 GCA_001953885.1 actinobacteria
WP_076099552.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954285.1 firmicutes
WP_076104210.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954345.1 firmicutes
WP_076110325.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1050 Paenibacillus borealis GCA_001954415.1 firmicutes
WP_076119840.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 994 Paenibacillus odorifer GCA_001954425.1 firmicutes
WP_076129586.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954575.1 firmicutes
WP_076137120.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_003255855.1 firmicutes
WP_076141765.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955765.1 firmicutes
WP_076147313.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955785.1 firmicutes
WP_076151715.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus glucanolyticus GCA_001955865.1 firmicutes
WP_076157013.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1055 Paenibacillus sp. FSL R7-0337 GCA_001955925.1 firmicutes
WP_076157214.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→ HSP70→ vWA(canonical)→||←?←?←HSP70←unknown+CASPASE 818 Amycolatopsis coloradensis GCA_001953865.1 actinobacteria
WP_076160261.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus peoriae GCA_001956115.1 firmicutes
WP_076172998.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1087 Paenibacillus rhizosphaerae GCA_001956185.1 firmicutes
WP_076180470.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 828 Mycolicibacterium fortuitum GCA_001954035.1 actinobacteria
WP_076182326.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001954035.1 actinobacteria
WP_076185019.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954455.1 firmicutes
WP_076194447.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954515.1 firmicutes
WP_076195840.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 816 Mycobacterium sp. GA-1841 GCA_001954135.1 actinobacteria
WP_076207257.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium fortuitum GCA_001954145.1 actinobacteria
WP_076207875.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954595.1 firmicutes
WP_076209732.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1072 Paenibacillus sp. FSL R5-0765 GCA_001955855.1 firmicutes
WP_076210572.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium conceptionense GCA_001954205.1 actinobacteria
WP_076214936.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954655.1 firmicutes
WP_076219742.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 853 Paenibacillus odorifer GCA_001955595.1 firmicutes
WP_076224971.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955775.1 firmicutes
WP_076229825.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 962 Paenibacillus sp. FSL H7-0331 GCA_001956045.1 firmicutes
WP_076240572.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 816 Mycobacterium sp. NS-7484 GCA_001953975.1 actinobacteria
WP_076247349.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1070 Paenibacillus sp. FSL H8-0259 GCA_001956105.1 firmicutes
WP_076253673.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1067 Paenibacillus GCA_001956175.1 firmicutes
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WP_076265333.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus peoriae GCA_001956225.1 firmicutes
WP_076269554.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 982 Paenibacillus sp. FSL A5-0031 GCA_001956295.1 firmicutes
WP_076274908.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954335.1 firmicutes
WP_076276824.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954535.1 firmicutes
WP_076279866.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954675.1 firmicutes
WP_076282101.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955555.1 firmicutes
WP_076283866.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 986 Paenibacillus odorifer GCA_001955545.1 firmicutes
WP_076287520.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1045 Paenibacillus pabuli GCF_001955985.1 firmicutes
WP_076294127.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus peoriae GCA_001956155.1 firmicutes
WP_076294845.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1002 Paenibacillus peoriae GCA_001956235.1 firmicutes
WP_076296144.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954375.1 firmicutes
WP_076299117.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 986 Paenibacillus odorifer GCA_001954445.1 firmicutes
WP_076302827.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954495.1 firmicutes
WP_076305104.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954505.1 firmicutes
WP_076307182.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954585.1 firmicutes
WP_076308976.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001954665.1 firmicutes
WP_076309542.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955495.1 firmicutes
WP_076316998.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_001955835.1 firmicutes
WP_076319273.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1067 Paenibacillus amylolyticus GCA_001955995.1 firmicutes
WP_076325290.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→?→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 991 Paenibacillus lautus GCA_001955975.1 firmicutes
WP_076332474.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1061 Paenibacillus amylolyticus GCA_001956055.1 firmicutes
WP_076335950.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1004 Paenibacillus sp. FSL H8-0548 GCA_001956095.1 firmicutes
WP_076344520.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→??+TM+??+beta-rich??→ 788 Paludisphaera borealis GCA_001956985.1 planctomycetes
WP_076347977.1 GAP1-N2+GAP1-M GAP1-N2+GAP1-M*→ 231 Paludisphaera borealis GCA_001956985.1 planctomycetes
WP_076683998.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 790 Streptomyces alfalfae GCA_001975025.1 actinobacteria
WP_076780654.1 GAP1-N2+GAP1-M+TM+TM PP2C→?→ DO-GTPase2.1→ GAP1-N2+GAP1-M+TM+TM*→ 389 Lachnoclostridium phocaeense GCF_900120345.1 firmicutes
WP_076820656.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 879 Frankia asymbiotica GCA_001983105.1 actinobacteria
WP_076827099.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 984 Frankia sp. CcI49 GCA_001983215.1 actinobacteria
WP_076966755.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 846 Streptomyces sp. IB2014 011-1 GCA_001983595.1 actinobacteria
WP_077008701.1 GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich vWA(canonical)+beta-rich+low_complexity→?→?→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*→ 610 Saccharothrix sp. ALI-22-I GCA_001984175.1 actinobacteria
WP_077026942.1 GAP1-N2+GAP1-M+TM ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM*→ 370 Fuerstia marisgermanicae GCA_001983935.1 planctomycetes
WP_077061502.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 501 Streptomyces sp. MP131-18 GCA_001984575.1 actinobacteria
WP_077076330.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+TM+TM+DO-GTPase2.1→ GAP1-N2+GAP1-M+GAP1-C*→??→ TM_region+DO-GTPase1→ 556 Cuniculiplasma divulgatum GCA_900090055.1 euryarchaeota
WP_077092367.1 GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ PSE→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ PSE→ GAP1-M+GAP1-C*→ PSE→?→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→
669 Mycobacterium colombiense - actinobacteria

WP_077313322.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCA_000742735.1 actinobacteria
WP_077343605.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 864 Tessaracoccus flavus GCA_001997295.1 actinobacteria
WP_077349637.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 456 Tessaracoccus flavescens GCA_001998865.1 actinobacteria
WP_077686749.1 GAP1-N2+GAP1-M+GAP1-C ??+TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→?→?→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→ 455 Tessaracoccus aquimaris GCA_001997345.1 actinobacteria
WP_077693371.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 932 Nocardiopsis sinuspersici GCA_001998325.1 actinobacteria
WP_077739729.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium boenickei GCA_002553535.1 actinobacteria
WP_077936954.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Micromonospora sp. Rc5 GCA_002006875.1 actinobacteria
WP_078074070.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 866 Streptomyces niveus GCA_002009175.1 actinobacteria
WP_078501498.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 968 Paenibacillus selenitireducens GCA_002021565.1 firmicutes
WP_078533238.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces sp. ScaeMP-e10 GCF_000373405.1 actinobacteria
WP_078543661.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ HSP70+vWA→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 859 Bacillus alkalitelluris GCF_002019645.1 firmicutes
WP_078567012.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces sp. CNS654 GCF_000702365.1 actinobacteria
WP_078580392.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces GCF_000717015.1 actinobacteria
WP_078585189.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 822 Streptomyces anulatus GCF_000717105.1 actinobacteria
WP_078608964.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces floridae GCF_000717665.1 actinobacteria
WP_078611209.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 840 Streptomyces baarnensis GCF_000716025.1 actinobacteria
WP_078612349.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces vinaceus GCF_000717215.1 actinobacteria
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WP_078613167.1 GAP1-N2+GAP1-M - 834 Streptomyces katrae - actinobacteria
WP_078615787.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces cyaneofuscatus GCF_000718135.1 actinobacteria
WP_078621939.1 GAP1-N2+GAP1-M - 865 Streptomyces sp. NRRL S-244 - actinobacteria
WP_078625710.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 837 Streptomyces sp. CNB091 GCF_000377965.1 actinobacteria
WP_078630913.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces GCF_000718915.1 actinobacteria
WP_078652198.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 836 Streptomyces globisporus GCF_000718455.1 actinobacteria
WP_078654581.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces albus GCF_000716945.1 actinobacteria
WP_078657336.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces GCF_002633395.1 actinobacteria
WP_078696361.1 GAP1-N2+GAP1-M+GAP1-C PNPase→?→ GAP1-N2+GAP1-M+GAP1-C*→ 826 Caloramator quimbayensis GCA_900167605.1 firmicutes
WP_078845919.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 841 Streptomyces albus GCF_000720915.1 actinobacteria
WP_078859204.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces sp. NRRL F-2202 GCF_000719925.1 actinobacteria
WP_078860453.1 GAP1-N2+GAP1-M - 841 Streptomyces sp. NRRL F-2747 - actinobacteria
WP_078866750.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces griseus group GCF_000718695.1 actinobacteria
WP_078874345.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces sp. NRRL F-5702 GCF_000721415.1 actinobacteria
WP_078879411.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces sp. NRRL F-5681 GCF_000719585.1 actinobacteria
WP_078883114.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces GCF_000720065.1 actinobacteria
WP_078890683.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces sp. NRRL B-1381 GCF_000719655.1 actinobacteria
WP_078908052.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces sp. NRRL S-623 GCF_000725705.1 actinobacteria
WP_078939583.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces sp. NRRL F-2295 GCF_001279425.1 actinobacteria
WP_078951059.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces griseus GCF_000718235.1 actinobacteria
WP_078955659.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces griseus group GCA_003147545.1 actinobacteria
WP_078968860.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces sp. MMG1522 GCF_001279735.1 actinobacteria
WP_078987566.1 GAP1-N2+GAP1-M - 886 Streptomyces sp. XY332 - actinobacteria
WP_079036103.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 811 Streptomyces luridiscabiei GCF_001418625.1 actinobacteria
WP_079133999.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 838 Streptomyces sp. EN23 GCF_001746305.1 actinobacteria
WP_079137652.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. PTY087I2 GCA_001687325.1 actinobacteria
WP_079149733.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 846 Streptomyces sp. EN27 GCF_001746315.1 actinobacteria
WP_079181260.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces sp. CB00316 GCF_001905595.1 actinobacteria
WP_079181421.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. Tue 6075 GCF_001931635.1 actinobacteria
WP_079185375.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 822 Streptomyces sp. TSRI0395 GCF_001905525.1 actinobacteria
WP_079190473.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces sp. CB02366 GCF_001905905.1 actinobacteria
WP_079251362.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces sp. IB2014 011-1 GCA_003367645.1 actinobacteria
WP_079277259.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 838 Streptomyces sp. TSRI0261 GCA_001905485.1 actinobacteria
WP_079347757.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ PSE→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1070 Paenibacillus sp. VT-16-81 GCA_002027255.1 firmicutes
WP_079430303.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 618 Streptomyces katrae GCA_003814735.1 actinobacteria
WP_079695570.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1057 Paenibacillus GCA_900168305.1 firmicutes
WP_079913482.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 974 Paenibacillus sp. 32352 GCF_002042965.1 firmicutes
WP_080793004.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 529 Corynebacterium sp.

Marseille-P2417
GCF_900169525.1 actinobacteria

WP_080807098.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→??→ 984 Desulfamplus magnetovallimortis GCA_900170035.1 deltaproteobacteria
WP_081099609.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_001518935.2 actinobacteria
WP_081558132.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 992 Rhodococcus sp. BH4 GCA_002079265.1 actinobacteria
WP_082276470.1 GAP1-N2+GAP1-M+GAP1-C GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ GAP1-M→ GAP1-N2+GAP1-M+GAP1-C→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 150 Mycobacterium kansasii GCA_002003625.1 actinobacteria
WP_082868838.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→ 652 Corynebacterium crudilactis GCF_001643015.1 actinobacteria
WP_083030877.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→||←PSE||PSE→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 827 Mycolicibacterium insubricum GCA_002086255.1 actinobacteria
WP_083099237.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→

TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→
829 Mycobacterium mantenii GCA_002086335.1 actinobacteria

WP_083156298.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium persicum GCA_002086675.1 actinobacteria
WP_083164133.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycobacterium aquaticum GCA_002086485.1 actinobacteria
WP_083193497.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces violaceoruber GCA_002082175.1 actinobacteria
WP_084131735.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 885 Frankia sp. Cc1.17 GCF_001854655.1 actinobacteria
WP_084424213.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ vWA(canonical)→ unknown+CASPASE→ HSP70→ 819 Kibdelosporangium aridum GCA_900176515.1 actinobacteria
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WP_084751128.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 813 Kitasatospora albolonga GCA_002082585.1 actinobacteria
WP_084848445.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 842 Rhodococcus hoagii GCA_003013675.1 actinobacteria
WP_084991422.1 GAP1-N2+GAP1-M - 877 Streptomyces sp. S8 - actinobacteria
WP_085020611.1 GAP1-N2+GAP1-M+low_complexity+TM+TM ??→ PP2C→ Pkinase+helical_region+TM_region→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+low_complexity+TM+TM*→ 536 Cnuibacter physcomitrellae GCA_002096055.1 actinobacteria
WP_085086797.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ HSP70+vWA(canonical)→?→ DO-GTPase2.2(frag)→ GAP1-N2+GAP1-M+GAP1-C*→?→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 865 Azospirillum oryzae GCA_900177515.1 alphaproteobacteria
WP_085096640.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 807 Mycolicibacterium fallax GCA_002101995.1 actinobacteria
WP_085140691.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium conceptionense GCA_001052995.1 actinobacteria
WP_085143633.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 820 Mycolicibacterium wolinskyi GCA_002101965.1 actinobacteria
WP_085151380.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→ ZnR+ZnR+DO-GTPase2.2→ 840 Mycolicibacterium confluentis GCA_002102105.1 actinobacteria
WP_085190682.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 833 Mycolicibacterium doricum GCA_002102115.1 actinobacteria
WP_085470330.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Rhodococcus rhodochrous GCA_900177695.1 actinobacteria
WP_085478530.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces albidoflavus GCA_004196125.1 actinobacteria
WP_085494889.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 974 Paenibacillus aquistagni GCA_900177815.1 firmicutes
WP_085549323.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 653 Corynebacterium pollutisoli GCA_900177745.1 actinobacteria
WP_086160702.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ PSE→ PP2C→ Pkinase+ZnR+beta-rich→?→?→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 520 Streptomyces sp. SCSIO 03032 GCA_002128305.1 actinobacteria
WP_086665133.1 GAP1-N2+GAP1-M+SLATT+SLATT vWA(canonical)+beta-rich+low_complexity→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+SLATT+SLATT*→ TIR+??→?→?→ STAND_NTPase+TPR_region→ 634 Lentzea kentuckyensis GCF_002150765.1 actinobacteria
WP_086671185.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces albovinaceus GCF_002154385.1 actinobacteria
WP_086778841.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 838 Streptomyces fimicarius GCF_002154345.1 actinobacteria
WP_086817677.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 792 Streptomyces cacaoi GCA_006539165.1 actinobacteria
WP_086843588.1 GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich vWA(canonical)+beta-rich+low_complexity→?→?→ Tubulin+alpha_helical+??+??→??+TM+TM+TM+TM+??→ Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+TM+beta-rich*→ 578 Amycolatopsis kentuckyensis GCF_002155975.1 actinobacteria
WP_086860305.1 GAP1-M+GAP1-C GAP1-M+GAP1-C*→ 690 Streptomyces milbemycinicus GCF_002154605.1 actinobacteria
WP_086892272.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 527 Corynebacterium striatum GCA_002156805.1 actinobacteria
WP_087063454.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_900163685.1 actinobacteria
WP_087081230.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ PSE→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycobacterium dioxanotrophicus GCA_002157835.1 actinobacteria
WP_087101546.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 659 Nocardiopsis sp. JB363 GCF_900143625.1 actinobacteria
WP_087117134.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 604 Corynebacterium

urinapleomorphum
GCF_900155535.1 actinobacteria

WP_087166954.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+IG-like+TM+??→ Tubulin+coiled_coil+??→?→?→ ZnR+insert+ZnR+DO-GTPase2.2+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→ Pkinase→ 816 Drancourtella sp. An12 GCA_002160935.1 firmicutes
WP_087218558.1 GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM+TM Tubulin+coiled_coil+??→ Tubulin+coiled_coil+??→?→??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C+TM+TM+TM*→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ 808 Lachnoclostridium sp. An14 GCA_002160755.1 firmicutes
WP_087225396.1 GAP1-N2+GAP1-M+GAP1-C Tubulin+coiled_coil+??→ Tubulin+coiled_coil+??→?→?→ ZnR+insert+ZnR+DO-GTPase2.2+??→ GAP1-N2+GAP1-M+GAP1-C*→?→?→ Pkinase→ 953 Blautia sp. An249 GCA_002159835.1 firmicutes
WP_087230700.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 923 Pseudoflavonifractor sp. An176 GCA_002160435.1 firmicutes
WP_087348406.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus brevis GCA_002161835.1 firmicutes
WP_087435055.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 971 Paenibacillus apiarius GCF_002161865.1 firmicutes
WP_087442672.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1019 Paenibacillus thiaminolyticus GCF_004001005.1 firmicutes
WP_087557944.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 914 Rhodococcus sp. NCIMB 12038 GCA_002165735.1 actinobacteria
WP_087764506.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 833 Streptomyces sp. CS057 GCA_002188345.1 actinobacteria
WP_087772515.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. CS227 GCA_002188355.1 actinobacteria
WP_087799167.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→?→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1140 Saccharibacillus sp. O16 GCA_002189105.1 firmicutes
WP_087886241.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 950 Streptomyces alboflavus GCA_002189675.1 actinobacteria
WP_087919925.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1019 Paenibacillus donghaensis GCA_002192415.1 firmicutes
WP_088089667.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 939 Bacillus sp. OV166 GCA_900177675.1 firmicutes
WP_088252361.1 GAP1-N2+GAP1-M+TM+low_complexity+TM GAP1-N2+GAP1-M+TM+low_complexity+TM*→ 828 Fimbriiglobus ruber GCA_002197845.1 planctomycetes
WP_088259456.1 GAP1-N2+GAP1-M+TM+GAP1-C GAP1-N2+GAP1-M+TM+GAP1-C*→ 738 Fimbriiglobus ruber GCA_002197845.1 planctomycetes
WP_088304970.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ TM+DUF4190+TM+PknH_C→ TM+DUF4190+TM+PknH_C→ 828 Mycolicibacterium peregrinum GCA_002198105.1 actinobacteria
WP_088488102.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→?→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1136 Saccharibacillus sp. O23 GCA_002205895.1 firmicutes
WP_088548123.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 974 Paenibacillus sp. St-s GCF_900188525.1 firmicutes
WP_088574934.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces sp. PgraA7 GCA_900187925.1 actinobacteria
WP_088831747.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 936 Paenibacillus elgii GCF_900188505.1 firmicutes
WP_088896775.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 909 Rhodococcus sp. BUPNP1 GCA_002215235.1 actinobacteria
WP_088909953.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 832 Brevibacillus formosus GCA_002215075.1 firmicutes
WP_088943649.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ 802 Rhodococcus sp. 1168 GCA_002091955.1 actinobacteria
WP_089000279.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 797 Micromonospora echinofusca GCA_900091445.1 actinobacteria
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WP_089116955.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. SS07 GCF_002217715.1 actinobacteria
WP_089295102.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ TPR_region+CASPASE→?→||←CASPASE+low_complexity 787 Actinoplanes regularis GCA_900188005.1 actinobacteria
WP_089306581.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ Pkinase+low_complexity→ 556 Geodermatophilus pulveris GCF_900188375.1 actinobacteria
WP_089315832.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 740 Actinomadura mexicana GCA_900188105.1 actinobacteria
WP_089326036.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ 670 Actinomadura meyerae GCA_900188445.1 actinobacteria
WP_089507784.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 817 Streptomyces sp. NBS 14/10 GCA_002224125.1 actinobacteria
WP_089509957.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 808 Streptomyces sp. NBS 14/10 GCA_002224125.1 actinobacteria
WP_089549257.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1087 Paenibacillus sp. SSG-1 GCA_002224835.1 firmicutes
WP_090263386.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 916 Eubacteriaceae bacterium

CHKCI005
GCA_900067065.1 firmicutes

WP_090429383.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycobacterium GCA_900110825.1 actinobacteria
WP_090516748.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 819 Mycolicibacterium neworleansense GCA_001245615.1 actinobacteria
WP_090669001.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→?→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 933 Paenibacillus tianmuensis GCA_900100345.1 firmicutes
WP_090719954.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1035 Paenibacillus typhae GCA_900099765.1 firmicutes
WP_090761118.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 935 Bacillus sp. OK048 GCA_900103525.1 firmicutes
WP_090808992.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1058 Paenibacillus sp. 276b GCA_900107875.1 firmicutes
WP_090834503.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1028 Paenibacillus sophorae GCA_900110315.1 firmicutes
WP_090886938.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1009 Paenibacillus sp. 181mfcol5.1 GCA_900109125.1 firmicutes
WP_090903430.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1057 Paenibacillus sp. OK076 GCF_900110055.1 firmicutes
WP_090913398.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 991 Paenibacillus sp. cl141a GCA_900109305.1 firmicutes
WP_090924169.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1071 Paenibacillus polysaccharolyticus GCA_900102085.1 firmicutes
WP_090952035.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1057 Paenibacillus sp. OK060 GCA_900101205.1 firmicutes
WP_090995055.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1060 Paenibacillus sp. OK003 GCF_900109515.1 firmicutes
WP_091012817.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1072 Paenibacillus amylolyticus GCF_900095775.1 firmicutes
WP_091036116.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1063 Paenibacillus sp. CF095 GCF_900101225.1 firmicutes
WP_091069568.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1006 Paenibacillus sp. NFR01 - firmicutes
WP_091151701.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←?←?||?→ Pkinase+low_complexity→ 559 Geodermatophilus africanus - actinobacteria
WP_091171406.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 965 Paenibacillus sp. 1_12 GCA_900114475.1 firmicutes
WP_091216627.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←?←?||?→ Pkinase+low_complexity→ 557 Geodermatophilus siccatus - actinobacteria
WP_091235374.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1024 Fontibacillus panacisegetis GCA_900102215.1 firmicutes
WP_091280726.1 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2 GAP1-N2+GAP1-M+GAP1-C+ZnR+DO-GTPase2*→ 1000 Frankia sp. G2 GCA_001536285.1 actinobacteria
WP_091284384.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 814 Micromonospora haikouensis GCA_900091595.1 actinobacteria
WP_091326582.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 567 Geodermatophilus ruber GCF_900114385.1 actinobacteria
WP_091381672.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←?←?||?→ Pkinase+low_complexity→ 556 Geodermatophilus sp. DSM 45219 GCF_900104025.1 actinobacteria
WP_091442415.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←?←?||?→ Pkinase+low_complexity→ 555 Geodermatophilus poikilotrophus - actinobacteria
WP_091450228.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→||←?←?←HSP70 801 Alloactinosynnema iranicum GCA_900101685.1 actinobacteria
WP_091525929.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ HSP70_domain_1→ 980 Microlunatus soli GCA_900105385.1 actinobacteria
WP_092053099.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→?→ GYF+GYF+ZnR+TM+TM+TM→ 842 Planctomicrobium piriforme GCA_900113665.1 planctomycetes
WP_092271867.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 834 Brevibacillus sp. OK042 GCA_900114075.1 firmicutes
WP_092611337.1 GAP1-N2+GAP1-M+low_complexity ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+low_complexity*→ 541 Raineyella antarctica GCA_900092135.1 actinobacteria
WP_092783364.1 GAP1-N2+GAP1-M CASPASE+TPR_region→?→ GAP1-N2+GAP1-M*→ 183 Actinokineospora terrae GCF_900111175.1 actinobacteria
WP_092943636.1 GAP1-N2+GAP1-M+GAP1-C HSP70→ HSP70+??→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 843 Ruminococcaceae bacterium

YRB3002
GCA_900099715.1 firmicutes

WP_093149955.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→?→||←?←?←HSP70←unknown+CASPASE 798 Saccharopolyspora antimicrobica GCA_003635025.1 actinobacteria
WP_093275372.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ HSP70→ vWA(canonical)→ 800 Saccharopolyspora shandongensis GCA_900106995.1 actinobacteria
WP_093351331.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→?→?→||←?←?←HSP70←unknown+CASPASE 798 Saccharopolyspora GCA_003053965.1 actinobacteria
WP_093442214.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 828 Streptomyces sp. Cmuel-A718b GCA_900092005.1 actinobacteria
WP_093485969.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 822 Streptomyces GCA_002797835.1 actinobacteria
WP_093527826.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces GCA_900091765.1 actinobacteria
WP_093542234.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 822 Streptomyces sp. DvalAA-43 GCA_900091725.1 actinobacteria
WP_093562468.1 GAP1-N2+GAP1-M+GAP1-C HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 843 Streptomyces sp. OspMP-M43 GCA_900091905.1 actinobacteria
WP_093599040.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 860 Streptomyces sp. MnatMP-M17 GCA_900091995.1 actinobacteria
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WP_093675522.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 803 Streptomyces sp. OspMP-M45 GCA_900090065.1 actinobacteria
WP_093684623.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 813 Streptomyces sp. MnatMP-M77 GCA_900090075.1 actinobacteria
WP_093686110.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 811 Streptomyces sp. ScaeMP-e83 GCA_900091775.1 actinobacteria
WP_093705090.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 816 Streptomyces sp. 2131.1 GCA_900105515.1 actinobacteria
WP_093755654.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C→||←PSE||vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ PSE→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 894 Streptomyces sp. DvalAA-19 GCA_900091865.1 actinobacteria
WP_093755661.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→||←PSE||vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ PSE→||←?←?←?||GAP1-N2+GAP1-M+GAP1-C→ 873 Streptomyces sp. DvalAA-19 GCA_900091865.1 actinobacteria
WP_093776162.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 802 Streptomyces sp. 136MFCol5.1 GCA_900101975.1 actinobacteria
WP_093813336.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces sp. Ncost-T6T-1 GCA_900090085.1 actinobacteria
WP_093831399.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 775 Streptomyces sp. SolWspMP-5a-2 GCA_900091845.1 actinobacteria
WP_093845333.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. ScaeMP-6W GCA_900091885.1 actinobacteria
WP_093899303.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 814 Streptomyces sp. Ncost-T10-10d GCA_900091955.1 actinobacteria
WP_093902175.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 845 Streptomyces sp. LaPpAH-199 GCA_900090135.1 actinobacteria
WP_093910651.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 981 Streptomyces sp. cf386 GCA_900103585.1 actinobacteria
WP_093930224.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 802 Streptomyces sp. ok210 GCA_900116325.1 actinobacteria
WP_094017499.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+Cadherin-like*→ 975 Paenibacillus rigui GCA_002234615.1 firmicutes
WP_094079172.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 908 Leptotrichia sp. oral taxon 498 GCA_002240055.1 fusobacteria
WP_094155297.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1000 Paenibacillus kribbensis GCA_002240415.1 firmicutes
WP_094213059.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 812 Streptomyces sp. 2R GCF_002242735.1 actinobacteria
WP_094274170.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 981 Rhodococcus sp. OK302 GCA_002245895.1 actinobacteria
WP_094360273.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→?→?→?→?→ HSP70→ 800 Propionibacteriaceae bacterium

NML 150272
GCA_002250525.1 actinobacteria

WP_094365183.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 881 Propionibacteriaceae bacterium
NML 130396

GCA_002250625.1 actinobacteria

WP_094372855.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PSE→||←PSE||Pkinase+ZnR+beta-rich→ 941 Streptomyces sp. FBKL.4005 GCA_002251155.1 actinobacteria
WP_094415864.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 698 Rhodopirellula GCA_002251265.1 planctomycetes
WP_094418663.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 257 Rhodopirellula GCA_002251265.1 planctomycetes
WP_094449561.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 904 Propionibacteriaceae bacterium

NML 160184
GCA_002250475.1 actinobacteria

WP_094452326.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 1040 Propionibacteriaceae bacterium
NML 150081

GCA_002250565.1 actinobacteria

WP_094598055.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→?→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1078 Paenibacillus sp. XY044 GCA_002257645.1 firmicutes
WP_094639927.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 904 Rhodococcus GCA_002259035.1 actinobacteria
WP_094661437.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 933 Pseudoscardovia radai GCA_002259605.1 actinobacteria
WP_094661875.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 946 Bifidobacterium tissieri GCA_002259645.1 actinobacteria
WP_094700136.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCF_002259955.1 firmicutes
WP_094801232.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 903 Nocardiopsis dassonvillei GCA_002260685.1 actinobacteria
WP_094871510.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 986 Paenibacillus sp. VTT E-133280 GCA_002264385.1 firmicutes
WP_094875450.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 986 Paenibacillus sp. VTT E-133291 GCA_002264395.1 firmicutes
WP_094903431.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 998 Paenibacillus odorifer GCA_002264345.1 firmicutes
WP_094925398.1 GAP1-N2+GAP1-M+GAP1-C PIN+WG_repeats+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 878 Bacillus sp. SA5d-4 GCA_002262935.1 firmicutes
WP_094938700.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1078 Paenibacillus taichungensis GCF_002264305.1 firmicutes
WP_095258437.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Bacillus circulans GCA_002271635.1 firmicutes
WP_095291104.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1063 Paenibacillus sp. 7516 GCA_002272715.1 firmicutes
WP_095329927.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 746 Bacillus circulans GCA_002271985.1 firmicutes
WP_095360032.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1062 Paenibacillus sp. 7523-1 GCA_002276415.1 firmicutes
WP_095414977.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 731 Thermogutta terrifontis GCA_002277955.1 planctomycetes
WP_095614595.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 850 Bifidobacterium criceti GCF_002286935.1 actinobacteria
WP_095681866.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 772 Streptomyces sp. CLI2509 GCA_002288075.1 actinobacteria
WP_095709542.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 698 Streptomyces albidoflavus GCA_002289305.1 actinobacteria
WP_095739059.1 GAP1-N2+GAP1-M+TM+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+TM+GAP1-C*→??+TM+??+beta-rich??→ GYF+GYF+TM+TM+TM→ 642 Rhodopirellula sp. SM50 GCA_002289565.1 planctomycetes
WP_095741743.1 GAP1-N2+GAP1-M FGS-fold_domain→ ZnR+DO-GTPase2.1→ GAP1-N2+GAP1-M*→ 257 Rhodopirellula sp. SM50 GCA_002289565.1 planctomycetes
WP_095795750.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C(frag)*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 363 Mycobacterium chimaera GCA_002292625.1 actinobacteria
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WP_095865817.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 914 Rhodococcus sp. ACS1 GCA_002300155.1 actinobacteria
WP_095969334.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→??→ HSP70→ vWA(canonical)→ 798 Rhodococcus erythropolis GCA_002303875.1 actinobacteria
WP_096095445.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 751 Streptomyces albidoflavus GCA_002317035.1 actinobacteria
WP_096096486.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces albidoflavus GCA_002317005.1 actinobacteria
WP_096168500.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 978 Brevibacterium linens GCA_002332445.1 actinobacteria
WP_096179030.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 693 Brevibacterium GCA_002332325.1 actinobacteria
WP_096212307.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ PSE→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 822 Streptomyces sp. 2323.1 GCA_900221035.1 actinobacteria
WP_096337284.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 519 Corynebacterium accolens GCA_002351405.1 actinobacteria
WP_096458547.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 631 Corynebacterium glutamicum GCF_002355155.1 actinobacteria
WP_096626114.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 811 Streptomyces sp. WZ.A104 GCA_002382885.1 actinobacteria
WP_096776860.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 992 Paenibacillus lautus GCA_002407025.1 firmicutes
WP_096886357.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_002412145.1 firmicutes
WP_097059724.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 891 Salinibacterium xinjiangense GCA_900230175.1 actinobacteria
WP_097156225.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1056 Paenibacillus sp. RU26A GCF_900221045.1 firmicutes
WP_097207620.1 GAP1-N2+GAP1-M+GAP1-C Pkinase+TM→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→?→||←?←?||?→ Pkinase+low_complexity→ 554 Geodermatophilus sabuli GCA_900215145.1 actinobacteria
WP_097242200.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces microflavus GCA_003268965.1 actinobacteria
WP_097632881.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats+extended_insert+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+ZnR+ZnR+DO-GTPase2.2→ 947 Glycomyces fuscus GCA_002529455.1 actinobacteria
WP_097871377.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 817 Streptomyces sp. rh34 GCF_002551245.1 actinobacteria
WP_097874842.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 864 Streptomyces sp. ms184 GCF_002551335.1 actinobacteria
WP_097885163.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. st140 GCF_002551135.1 actinobacteria
WP_097894259.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 598 Streptomyces sp. st170 GCF_002551105.1 actinobacteria
WP_097912485.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C*→ 838 Streptomyces sp. b84 GCF_002551465.1 actinobacteria
WP_097912493.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←?←?||GAP1-N2+GAP1-M+GAP1-C→ 821 Streptomyces sp. b84 GCF_002551465.1 actinobacteria
WP_097923466.1 GAP1-N2+GAP1-M+GAP1-C TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 821 Streptomyces sp. wa1063 GCF_002551045.1 actinobacteria
WP_097935545.1 GAP1-M+GAP1-C GAP1-M+GAP1-C*→ 708 Streptomyces sp. rh207 GCF_002551215.1 actinobacteria
WP_097946084.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 830 Streptomyces sp. ms115 GCF_002551345.1 actinobacteria
WP_097957547.1 GAP1-N2+GAP1-M+GAP1-C ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2+TM→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→ 821 Streptomyces GCF_002551015.1 actinobacteria
WP_097965558.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 828 Streptomyces sp. or20 GCF_002551305.1 actinobacteria
WP_097974788.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 829 Streptomyces sp. gb14 GCF_002551375.1 actinobacteria
WP_097985987.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. f150 GCF_002551435.1 actinobacteria
WP_097991446.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 829 Streptomyces sp. f51 GCF_002551415.1 actinobacteria
WP_098009831.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 848 Streptomyces sp. sk226 GCF_002551185.1 actinobacteria
WP_098014371.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 828 Streptomyces sp. rh195 GCF_002551235.1 actinobacteria
WP_098018841.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 826 Streptomyces sp. b62 GCF_002551475.1 actinobacteria
WP_098025836.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 842 Streptomyces sp. st115 GCF_002551145.1 actinobacteria
WP_098245459.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ vWA(canonical)→ PP2C→ Pkinase+ZnR+beta-rich→||←TPR_containing_alpha_helical+Fibronectin-like_repeats 813 Streptomyces formicae GCA_002556545.1 actinobacteria
WP_098530876.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→ 641 Bacillus sp. AFS076308 GCA_002565135.1 firmicutes
WP_098749063.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→?→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 991 Paenibacillus sp. EZ-K15 GCF_002573715.1 firmicutes
WP_098893115.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 827 Streptomyces sp. or3 GCF_002551295.1 actinobacteria
WP_098895192.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 787 Streptomyces sp. t99 GCF_002551065.1 actinobacteria
WP_098898971.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 835 Streptomyces sp. st77 GCF_002551175.1 actinobacteria
WP_098933598.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 939 Bacillus sp. AFS031507 GCA_002584635.1 firmicutes
WP_098996413.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→ 641 Bacillus sp. AFS037270 GCA_002585305.1 firmicutes
WP_099174916.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 804 Streptomyces sp. LamerLS-316 GCA_900090175.1 actinobacteria
WP_099202720.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 811 Streptomyces cinnamoneus GCA_002727115.1 actinobacteria
WP_099219868.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 865 Streptomyces sp. AmelKG-D3 GCA_900090185.1 actinobacteria
WP_099318715.1 GAP1-N2+GAP1-M+GAP1-C TM+DUF4190+TM→ polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 818 Mycobacterium kansasii GCF_002705925.1 actinobacteria
WP_099321913.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 916 Anaeromassilibacillus sp.

Marseille-P4683
GCF_900232885.1 firmicutes

WP_099431986.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 880 Collinsella aerofaciens GCA_002736145.1 actinobacteria
WP_099517532.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1053 Paenibacillus sp. BIHB4019 GCA_002741035.1 firmicutes
WP_099857417.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 1057 Paenibacillus polymyxa GCF_002750415.1 firmicutes
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WP_100086938.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium striatum GCA_002775065.1 actinobacteria
WP_100301097.1 GAP1-N2+GAP1-M+GAP1-C PP2C→ Pkinase→?→?→?→ HSP70_domain_2+low_complexity+domain_betaX→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 816 Streptomyces sp. CNZ306 GCA_002797655.1 actinobacteria
WP_100453397.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. TSRI0384-2 GCA_002802945.1 actinobacteria
WP_100516541.1 GAP1-N2+GAP1-M+GAP1-C HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→??+DO-GTPase2.2→ 818 Mycolicibacterium goodii GCA_002798385.1 actinobacteria
WP_100528329.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C+polar_tail*→ 1068 Paenibacillus sp. GM1FR GCA_002803315.1 firmicutes
WP_100541388.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 989 Paenibacillus sp. GM2FR GCA_002803325.1 firmicutes
WP_100562496.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 833 Streptomyces sp. CB02613 GCA_002803175.1 actinobacteria
WP_100619210.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 535 Corynebacterium striatum GCA_002804085.1 actinobacteria
WP_100862631.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 612 Streptomyces sp. Ag109_G2-1 GCF_002813225.1 actinobacteria
WP_101281520.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C*→ 789 Streptomyces sp. EAG2 GCA_002844215.1 actinobacteria
WP_101432330.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→?→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 916 Bifidobacterium asteroides GCA_002846895.1 actinobacteria
WP_101557442.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ 978 Brevibacterium aurantiacum GCA_003335365.1 actinobacteria
WP_101600910.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 677 Brevibacterium sp. Mu109 GCA_900169375.1 actinobacteria
WP_101623189.1 GAP1-N2+GAP1-M+GAP1-C TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ GrpE→ HSP70→ HSP70+vWA(canonical)→ DnaJ+DnaJ+ZnR+ZnR+coiled_coil+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ 969 Bifidobacterium parmae GCF_002860365.1 actinobacteria
WP_101648094.1 GAP1-N2+GAP1-M+GAP1-C TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C*→ 562 Bacillus cucumis GCA_002860255.1 firmicutes
WP_101669369.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich TM+vWA(canonical)+YtKA-like+TM+??→ Tubulin+coiled_coil+??→ Tubulin+coiled_coil+HTH?+??→ TM+TM+TM+vWA(canonical)+TM+TM+TM+polar_tail→ Fibronectin-like_repeats+??→ ZnR+ZnR+DO-GTPase2.2+ZnR+ZnR→ GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 833 Brevibacillus laterosporus GCA_002865525.1 firmicutes
WP_101729374.1 GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich GAP1-N2+GAP1-M+GAP1-C+polar_tail+TM+beta-rich*→ 750 Clostridiales bacterium mt7 GCF_900199695.1 firmicutes
WP_101734776.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→?→||←?←?←HSP70 326 Corynebacterium riegelii GCA_002861325.1 actinobacteria
WP_101736469.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 577 Corynebacterium aurimucosum GCA_002861385.1 actinobacteria
WP_102234493.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→ beta-rich+vWA(canonical)→??+DO-GTPase2.2→ polar_leader+TM+TM+TM→ 565 Corynebacterium aurimucosum GCA_002871735.1 actinobacteria
WP_102239224.1 GAP1-N2+GAP1-M+GAP1-C polar_leader+TM+TM+TM→ TM+vWA(canonical)+Fibronectin-like_repeats+TM+beta-rich+lc_tail→ Tubulin+alpha_helical+??+??→ GAP_unknown1+TM+TM+GAP_unknown2→ HRDC-like?+Fibronectin-like_repeats→ GAP1-N2+GAP1-M+GAP1-C*→?→??+DO-GTPase2.2→?→||←?←?←TM+TM+vWA(canonical)+TM←TM+TM+vWA(canonical)+TM 962 Brevibacterium paucivorans GCA_002871875.1 actinobacteria
WP_102240421.1 GAP1-N2+GAP1-M+GAP1-C GrpE→ HSP70→ TPR_containing_alpha_helical+Fibronectin-like_repeats→ ZnR+ZnR+DO-GTPase2.2→ GAP1-N2+GAP1-M+GAP1-C*→ TM+TM+TM+TM+ZnR+ZnR+DO-GTPase2.2→ 808 Actinomyces graevenitzii GCA_002871975.1 actinobacteria
XP_021300519.1 GAP1-N2+GAP1-M+GAP1-C GAP1-N2+GAP1-M+GAP1-C(frag)*→ 514 Herrania umbratica GCF_002168275.1 viridiplantae
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NucA endonuclease-containing systems

acc architecture operon len species gca taxend
WP_053082004.1 EAD1+Trypsin+EAD1+STAND EAD1+Trypsin+EAD1+STAND*→ low_complexity+TM+NucA(inactive)+iSvmX2→||←?←CASPASE+??||Trypsin→ 841 Methylobacterium aquaticum GCF_001043915.1 alphaproteobacteria
WP_084627253.1 EAD1+Trypsin+TM+TM+disordered EAD1+Trypsin+TM+TM+disordered*→ 465..487&TM Mesorhizobium sp. LSHC422A00 GCF_000503075.1 -
WP_084629776.1 EAD1+Trypsin+TM+NPLC_P60 EAD1+Trypsin+TM+NPLC_P60*→ 768 Mesorhizobium sp. LSHC412B00 GCF_000503035.1 alphaproteobacteria
WP_023715941.1 EAD1+Trypsin+TM+NPLC_P60 EAD1+Trypsin+TM+NPLC_P60*→ 757 Mesorhizobium sp. LSHC422A00 GCF_000503075.1 alphaproteobacteria
ESX81659.1 EAD1+Trypsin+TM+NPLC_P60 EAD1+Trypsin+TM+NPLC_P60*→ 746 Mesorhizobium sp. LSHC412B00 GCA_000503035.1 alphaproteobacteria
WP_092161432.1 EAD1+Trypsin Trypsin_2+NucA+Calcineurin←?←?||EAD1+Trypsin*→?→??+TM+??+??+iSvmX2→ 409 Bosea sp. DSM 18164 GCF_900112185.1 alphaproteobacteria
WP_083786386.1 EAD1+Trypsin lysozyme+peptidase_MD→||←Trypsin+NucA||EAD1+Trypsin*→?→??+TM+SH3+iSvmX2→ 401 Methylobacterium nodulans GCF_000022085.1 alphaproteobacteria
WP_012044960.1 EAD1+Trypsin EAD1+Trypsin*→?→ Ploop_NTPase+TM+??→ 382 Bradyrhizobium sp. BTAi1 GCF_000015165.1 alphaproteobacteria
WP_082364706.1 EAD1+Trypsin EAD1+Trypsin*→?→ AAA_ATPase(inactive)+TM+SH3+iSvmX2→||←PSE||?→ Trypsin+NucA→ 381 Novosphingobium sp. AAP93 GCF_001296055.1 alphaproteobacteria
WP_083554684.1 EAD1+Trypsin EAD1+Trypsin*→?→ AAA_ATPase(inactive)+TM+SH3+iSvmX2→||←PSE||?→ Trypsin+NucA→ 381 Novosphingobium sp. NDB2Meth1 GCF_900117425.1 alphaproteobacteria
WP_046612924.1 EAD1+Trypsin Trypsin+NucA||lysozyme+PGBD→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ GDSL→ 373 Neorhizobium galegae GCF_000985995.1 alphaproteobacteria
WP_056528335.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→?→ STAND+TM+iSvmX2→ 373 Sphingomonas sp. Leaf339 GCF_001426195.1 alphaproteobacteria
WP_068292622.1 EAD1+Trypsin EAD1+Trypsin*→ EADunk+helical_domain→??+TM+??→ 372 Labrys sp. WJW GCF_001676615.1 alphaproteobacteria
WP_015667733.1 EAD7+helical_domain EAD1+Trypsin→ EAD7+helical_domain→ STAND+TM+TPRs→ 370 Bradyrhizobium oligotrophicum GCF_000344805.1 alphaproteobacteria
PLR28184.1 EAD1+Trypsin EAD1+Trypsin*→?→||←?←?||Trypsin→ 369 Caulobacter zeae GCA_002858925.1 alphaproteobacteria
WP_068414758.1 EAD1+Trypsin Trypsin_2+NucA+Subtilisin→ Trypsin→ bDLD2+Trypsin+STAND→ STAND+wHTH+TPRs→ EAD1+Trypsin*→?→ low_complexity+Pentapeptide_repeats+TPRs→ 368 Labrenzia sp. OB1 GCF_001624695.1 alphaproteobacteria
WP_003613698.1 EAD1+Trypsin subtilase→ EAD1+Trypsin*→ STAND+TM+TPRs→||←PLD+PLD 368 Methylosinus GCF_000178815.2 alphaproteobacteria
WP_096786388.1 EAD1+Trypsin GDSL←lysozyme+PGBD||??+Trypsin→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 368 Rhodobacter sp. CZR27 GCF_002407205.1 alphaproteobacteria
WP_101341742.1 EAD1+Trypsin GDSL←lysozyme+PGBD||??+Trypsin→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 363 Rhodobacter azotoformans GCF_002844445.1 alphaproteobacteria
WP_011909377.1 EAD1+Trypsin GDSL←lysozyme+PGBD||??+Trypsin→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 363 Rhodobacter sphaeroides GCF_000016405.1 alphaproteobacteria
WP_091925409.1 EAD1+Trypsin EAD1+Trypsin*→||←?←?←Ploop_NTPase+TM+?? 362 Phyllobacterium sp. CL33Tsu GCF_900113985.1 alphaproteobacteria
WP_027229487.1 EAD1+Trypsin EAD1+Trypsin*→||←?←?←Ploop_NTPase+TM+?? 362 Phyllobacterium sp. UNC302MFCol5.2 GCF_000686005.1 alphaproteobacteria
WP_091943939.1 EAD1+Trypsin EAD1+Trypsin*→||←?←?←Ploop_NTPase+TM+?? 362 Phyllobacterium sp. YR620 GCF_900104165.1 alphaproteobacteria
WP_018082322.1 EAD1+Trypsin Trypsin+NucA→?→ EAD1+Trypsin→ EAD1+Trypsin→?→ AAA_ATPase(inactive)+TM+SH3+iSvmX2→ 361 Asticcacaulis benevestitus GCF_000376105.1 alphaproteobacteria
WP_069910982.1 EAD1+Trypsin EAD1+Trypsin*→ 359 Devosia insulae GCF_000970465.2 alphaproteobacteria
SDW97151.1 EAD1+Trypsin Trypsin+NucA||EAD1+Trypsin*→?→??+TM+SH3+iSvmX2→ GDSL→ 359 Paracoccus sanguinis GCA_900106665.1 alphaproteobacteria
WP_023690135.1 EAD1+Trypsin EAD1+Trypsin*→?→ STAND+wHTH+TPRs→ 357 Mesorhizobium sp. LSJC269B00 GCF_000502815.1 alphaproteobacteria
WP_066997244.1 EAD1+Trypsin Trypsin←subtilase←?←?←??+GDSL←PSE||EAD1+Trypsin*→?→ STAND+wHTH+TPRs→ 355 Mesorhizobium sp. WSM3873 GCF_001672445.1 alphaproteobacteria
WP_069907699.1 EAD1+Trypsin Trypsin→ EAD1+lysozyme→ EAD1+Trypsin→ EAD1+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ Trypsin+NucA→ 347 Devosia insulae GCF_000970465.2 alphaproteobacteria
WP_052172061.1 EAD1+Trypsin Trypsin+NucA||EAD1+Trypsin*→ 347 Paracoccus sanguinis GCF_000763825.1 alphaproteobacteria
WP_084582114.1 EAD1+Trypsin Trypsin+NucA→?→?→ AAA_ATPase(inactive)+TM+SH3+iSvmX2→?→ EAD1+Trypsin*→ 346 Sphingomonas azotifigens GCF_002091475.1 alphaproteobacteria
CCD95925.1 EAD1+Trypsin EAD1+Trypsin→ EAD1+??+Ploop_NTPase+??→ 345 Bradyrhizobium sp. ORS 375 GCA_000239775.2 alphaproteobacteria
WP_050995937.1 EAD1+Trypsin EAD1+Trypsin*→||←EAD5+Trypsin←STAND+wHTH+TPRs←?←PLD+PLD←Trypsin 344 Bradyrhizobium yuanmingense GCF_000261805.1 alphaproteobacteria
WP_006205238.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ 327 Mesorhizobium amorphae GCF_000233995.1 alphaproteobacteria
WP_023829837.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 Mesorhizobium sp. L103C120A0 GCF_000502255.1 alphaproteobacteria
WP_023824922.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ PSE→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 Mesorhizobium sp. L103C565B0 GCF_000502295.1 alphaproteobacteria
WP_023730574.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 Mesorhizobium sp. LNJC405B00 GCF_000502615.1 alphaproteobacteria
WP_023702264.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 Mesorhizobium sp. LSJC264A00 GCF_000502755.1 alphaproteobacteria
WP_023696135.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 Mesorhizobium sp. LSJC265A00 GCF_000502775.1 alphaproteobacteria
WP_017270711.1 EAD1+Trypsin GDSL+CASPASE→ subtilase→?→ EAD1+Trypsin*→ 327 Sinorhizobium meliloti GCF_000427585.1 alphaproteobacteria
WP_023755269.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502475.1 alphaproteobacteria
WP_023745069.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502555.1 alphaproteobacteria
WP_023710499.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502695.1 alphaproteobacteria
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WP_023691332.1 EAD1+Trypsin NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502795.1 alphaproteobacteria
WP_023688493.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502815.1 alphaproteobacteria
WP_023738836.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000502995.1 alphaproteobacteria
WP_023726582.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000503035.1 alphaproteobacteria
WP_023668985.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 327 unclassified Mesorhizobium GCF_000503155.1 alphaproteobacteria
WP_023832170.1 EAD1+Trypsin Trypsin+NucA→ EAD1+Trypsin*→ EADunk+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ 325 Mesorhizobium sp. L103C119B0 GCF_000502235.1 alphaproteobacteria
WP_014497152.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 643 Bradyrhizobium japonicum GCF_000284375.1 alphaproteobacteria
WP_049824938.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 611 Bradyrhizobium japonicum GCF_000472985.1 alphaproteobacteria
WP_041955985.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 643 Bradyrhizobium japonicum GCF_000773865.1 alphaproteobacteria
WP_015666606.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 674 Bradyrhizobium oligotrophicum GCF_000344805.1 alphaproteobacteria
WP_065745691.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 661 Bradyrhizobium sp. LMTR 3 GCF_001693485.1 alphaproteobacteria
WP_063691614.1 Trypsin+EAD1+coiled_coil calcineurin(low_complexity_insert)→ Trypsin+EAD1+coiled_coil*→ wHTH+TM+PPRs+TPRs→ 643 Bradyrhizobium stylosanthis GCF_001641335.1 alphaproteobacteria
BAM90641.1 EAD7+Lysozyme EAD1+Trypsin→ EAD7+Lysozyme*→ STAND+TM+TPRs→ 440 Bradyrhizobium oligotrophicum S58 GCA_000344805.1 alphaproteobacteria
WP_091921759.1 IG-like+EAD1 IG-like+EAD1*→ 233..255&TM Phyllobacterium sp. CL33Tsu GCF_900113985.1 -
WP_027231496.1 IG-like+EAD1 IG-like+EAD1*→ 233..255&TM Phyllobacterium sp. UNC302MFCol5.2 GCF_000686005.1 -
WP_011082909.1 HNH+PNPase+EAD7 HNH+PNPase+EAD7*→ 474 Bradyrhizobium GCF_000011365.1 alphaproteobacteria
WP_069907698.1 EAD1+TM+coiled_coil Trypsin→ EAD1+TM+coiled_coil*→ EAD1+Trypsin→ EAD1+helical_domain→ low_complexity+TM+NucA(inactive)+iSvmX2→ Trypsin+NucA→ 359 Devosia insulae - alphaproteobacteria
OWK18362.1 EAD1 Trypsin→ Trypsin→ NucA→ EAD1*→ Trypsin→ EAD1→ EADunk+helical_domain→??+TM+??→ NucA→ 108 Mesorhizobium amorphae CCBAU 01583 GCA_002200945.1 alphaproteobacteria
WP_089387726.1 EAD1+Trypsin Trypsin→||←?||EAD1+Trypsin→ EAD1+STAND→ STAND+wHTH+TPRs→ 349 Paracoccus sediminis GCF_900188295.1 alphaproteobacteria
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Effector Associated Constant Component 1 (EACC1)-containing two gene conflict system

acc architecture operon len species gca taxend
AAZ23093.1 EACC1 EACC1*→ CASPASE+Pkinase+??→ 139 Streptomyces fradiae - actinobacteria
AEM80885.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 129 Streptomyces violaceusniger Tu 4113 GCA_000147815.3 actinobacteria
AEM84200.1 EACC1 EACC1*→ CASPASE+TM+TM→ 127 Streptomyces violaceusniger Tu 4113 GCA_000147815.3 actinobacteria
AEV85592.1 EACC1 EACC1*→ CASPASE+JAB→ 115 Actinoplanes sp. SE50/110 GCA_000237145.1 actinobacteria
AGP55504.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 132 Streptomyces rapamycinicus NRRL

5491
GCA_000418455.1 actinobacteria

AGP55984.1 EACC1 EACC1*→ 147 Streptomyces rapamycinicus NRRL
5491

GCA_000418455.1 actinobacteria

AGZ40359.1 EACC1 EACC1*→ 116 Actinoplanes friuliensis DSM 7358 GCA_000494755.1 actinobacteria
AGZ45935.1 EACC1 EACC1*→ CASPASE+DUF179→ SIR2+??→??→ 117 Actinoplanes friuliensis DSM 7358 GCA_000494755.1 actinobacteria
AHH15007.1 EACC1 EACC1*→ TM+TM→ 86 Nocardia nova SH22a GCA_000523235.1 actinobacteria
AHH97879.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→?→ CASPASE+??+TPRs?→ 119 Kutzneria albida DSM 43870 GCA_000525635.1 actinobacteria
AIA00737.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 134 Streptomyces albulus GCA_000695235.1 actinobacteria
AJE85450.1 EACC1 EACC1*→ CASPASE+HisKA+HATPase_c→ 139 Streptomyces albus GCA_000827005.1 actinobacteria
AJP05873.1 EACC1 EACC1*→ 107 Streptomyces cyaneogriseus subsp.

noncyanogenus
GCA_000931445.1 actinobacteria

AJT62559.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 155 Streptomyces lydicus GCA_000952035.2 actinobacteria
AKG44342.1 EACC1 TM+TM+TM+PP2C→ EACC1*→ CASPASE+PBPB+vWA→ 152 Streptomyces xiamenensis GCA_000993785.2 actinobacteria
AKJ15647.1 EACC1 EACC1*→ CASPASE+TPRs→ 138 Streptomyces incarnatus GCA_001027185.1 actinobacteria
AKN69758.1 EACC1 ??→??→ EACC1*→ CASPASE+??→ 129 Streptomyces sp. PBH53 GCA_001040905.1 actinobacteria
AKN75595.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 128 Streptomyces sp. PBH53 GCA_001040905.1 actinobacteria
ANO41895.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. SAT1 - actinobacteria
AOP46710.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ TM+TM+BaxI_1→?→ NUDIX→ 191 Streptomyces lydicus GCA_001729485.1 actinobacteria
AOR36787.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 121 Streptomyces puniciscabiei GCA_001735805.1 actinobacteria
AOS63691.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 126 Actinoalloteichus hymeniacidonis GCA_001747425.1 actinobacteria
APA99415.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 123 Nocardia seriolae GCA_001865855.1 actinobacteria
APE36223.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Nocardia sp. Y48 GCA_001886715.1 actinobacteria
APE38064.1 EACC1 EACC1*→ 109 Nocardia sp. Y48 GCA_001886715.1 actinobacteria
APU44471.1 EACC1 EACC1*→ CASPASE+RE_Eco29kI+??→ 117 Streptomyces sp. TN58 GCA_001941845.1 actinobacteria
AQU70505.1 EACC1 EACC1*→ CASPASE+??→ 130 Streptomyces niveus GCA_002009175.1 actinobacteria
AQW52911.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 129 Streptomyces hygroscopicus GCA_002021875.1 actinobacteria
AQY20485.1 EACC1 EACC1*→ 87 Streptomyces lydicus GCA_000952035.2 actinobacteria
ASQ93024.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 141 Streptomyces sp. 11-1-2 GCA_003595545.1 actinobacteria
ASQ93155.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Streptomyces sp. 11-1-2 GCA_003595545.1 actinobacteria
ATL84945.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 131 Streptomyces malaysiensis GCA_002591335.1 actinobacteria
ATL88100.1 EACC1 EACC1*→ CASPASE+HisKA+HATPase_c→ 164 Streptomyces malaysiensis GCA_002591335.1 actinobacteria
AUA11757.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 141 Streptomyces sp. M56 GCA_002812405.1 actinobacteria
AUG75451.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 125 Kitasatospora sp. MMS16-BH015 GCA_002943525.1 actinobacteria
AUG81298.1 EACC1 EACC1*→ 115 Kitasatospora sp. MMS16-BH015 GCA_002943525.1 actinobacteria
AUI64191.1 EACC1 EACC1*→ TM+ZU5+??→ 67 Amycolatopsis sp. BJA-103 GCA_002849735.1 actinobacteria
BAL90824.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Actinoplanes missouriensis 431 GCA_000284295.1 actinobacteria
CAJ62793.1 EACC1+EAD1 FHA+??+low-complexity+FHA+ABC-ATPase+TM→||←?||EACC1+EAD1*→||←CASPASE+STAND+polar_region+TM+BetaPropeller 233 Frankia alni ACN14a GCA_000058485.1 actinobacteria
CCF64831.1 EACC1 RNR_N+Ribonuc_red_lgN+Ribonuc_red_lgC→ EACC1*→ CASPASE+FTSK+FTSK+FTSK+FTSK→ 118 Nocardia cyriacigeorgica GUH-2 GCA_000284035.1 actinobacteria
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CDR06555.1 EACC1 EACC1*→ 113 Streptomyces iranensis GCA_000938975.1 actinobacteria
CEL16981.1 EACC1 PALP→ Trp_syntA→ TM+LGT→ EACC1*→ 132 Kibdelosporangium sp. MJ126-NF4 GCA_000826545.1 actinobacteria
CUW28376.1 EACC1 ??→??→ EACC1*→ CASPASE+??→ 135 Streptomyces reticuli GCA_001511815.1 actinobacteria
CUW29406.1 EACC1 EACC1*→ CASPASE+TM?+DUF3558+DUF3558→ 145 Streptomyces reticuli GCA_001511815.1 actinobacteria
CUW32072.1 EACC1 AMP-binding+AMP-binding_C→ AMP-binding+AMP-binding_C→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 156 Streptomyces reticuli GCA_001511815.1 actinobacteria
EDN65281.1 EACC1 EACC1*→ 131 Beggiatoa sp. PS GCA_000170715.1 gammaproteobacteria
EDY66027.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 125 Streptomyces pristinaespiralis ATCC

25486
GCA_000154945.1 actinobacteria

EEP70832.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 191 Micromonospora sp. ATCC 39149 GCA_000158815.1 actinobacteria
EFE74311.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 138 Streptomyces roseosporus NRRL

15998
GCA_000156455.1 actinobacteria

EFF88992.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. e14 GCA_000162775.1 actinobacteria
EFL23145.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA→ 138 Streptomyces himastatinicus ATCC

53653
GCA_000158915.1 actinobacteria

EFL27052.1 EACC1 HATPase_c_2→ EACC1*→ 131 Streptomyces himastatinicus ATCC
53653

GCA_000158915.1 actinobacteria

EFL39449.1 EACC1 MglB→?→ sGTP-MglA→?→ Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 133 Streptomyces griseoflavus Tu4000 GCA_000158975.1 actinobacteria
EHM26604.1 EACC1 EACC1*→ CASPASE+PBPB→ 116 Streptomyces sp. W007 GCA_000239075.2 actinobacteria
EHR51770.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 121 Saccharomonospora marina XMU15 GCA_000244955.1 actinobacteria
EMF56432.1 EACC1 EACC1*→ CASPASE+TPRs→ 109 Streptomyces bottropensis ATCC

25435
GCA_000340335.2 actinobacteria

EOD64476.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ CASPASE+??+TM+TM→||←Glyco_trans_4_4+UDPGT 135 Amycolatopsis vancoresmycina DSM
44592

GCA_000388135.1 actinobacteria

EPH45012.1 EACC1 EACC1*→ 141 Streptomyces aurantiacus JA 4570 GCA_000414115.1 actinobacteria
EST24898.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 128 Streptomyces niveus NCIMB 11891 GCA_000497425.1 actinobacteria
EST29781.1 EACC1 EACC1*→ CASPASE+BetaPropeller→||←?←?||HATPase_c_2→ 139 Streptomyces roseochromogenus

subsp. oscitans DS 12.976
GCA_000497445.1 actinobacteria

ESU49840.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 131 Streptomyces sp. HCCB10043 GCA_000498935.1 actinobacteria
EWC63377.1 EACC1 EACC1*→ CASPASE+??+ART→ 111 Actinokineospora spheciospongiae GCA_000564855.1 actinobacteria
EYT80103.1 EACC1 EACC1*→ 114 Streptomyces sp. Tu 6176 GCA_000611795.1 actinobacteria
EYT80250.1 EACC1 EACC1*→ 134 Streptomyces sp. Tu 6176 GCA_000611795.1 actinobacteria
GAT70183.1 EACC1 EACC1*→ CASPASE+SAD+HNH→ 116 Planomonospora sphaerica GCA_001653075.1 actinobacteria
GAT71384.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 123 Planomonospora sphaerica GCA_001653075.1 actinobacteria
GAT81834.1 EACC1 EACC1*→ CASPASE+??→ 114 Streptomyces sp. F-3 GCA_001653115.1 actinobacteria
KDN73846.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 153 Streptomyces olindensis GCA_000696115.1 actinobacteria
KDN73958.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 171 Streptomyces olindensis GCA_000696115.1 actinobacteria
KDQ68047.1 EACC1 EACC1*→ CASPASE+STAND+PBPB→ 138 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
KEF14169.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ REase+STAND→ 138 Streptomyces rimosus R6-500 GCA_000707925.1 actinobacteria
KIA61331.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1*→ 122 Nocardia vulneris GCA_000811985.1 actinobacteria
KIF00454.1 EACC1 EACC1*→ CASPASE+STAND(fragment)→ AAA(fragment-helical-region)+wHTH+TM+BetaPropeller→ 135 Streptomyces sp. RSD-27 GCA_000817655.1 actinobacteria
KIX79887.1 EACC1 EACC1*→ CASPASE+STAND+TM+polar_region+TM+BetaPropeller→ 80 Streptomyces sp. MBRL 601 GCA_000932205.1 actinobacteria
KJY28680.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ 132 Streptomyces sp. NRRL S-495 GCA_000966955.1 actinobacteria
KJY43406.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 133 Streptomyces sp. NRRL B-1568 GCA_000967025.1 actinobacteria
KMS82330.1 EACC1 EACC1*→ 137 Streptomyces regensis GCA_001047335.1 actinobacteria
KND30816.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 116 Streptomyces acidiscabies GCA_001189015.1 actinobacteria
KND37468.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→??+SUKH→ 143 Streptomyces europaeiscabiei GCA_001189025.1 actinobacteria
KOU85740.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 120 Streptomyces sp. XY593 GCA_001279885.1 actinobacteria
KOV11283.1 EACC1 EACC1*→ 110 Streptomyces sp. XY431 GCA_001279805.1 actinobacteria
KOV50628.1 EACC1 EACC1*→ 104 Streptomyces sp. AS58 GCA_001279985.1 actinobacteria
KOV61478.1 EACC1 EACC1*→ 121 Streptomyces sp. NRRL WC-3618 GCA_001280005.1 actinobacteria
KOV91281.1 EACC1 EACC1*→ 145 Streptomyces sp. NRRL B-3648 GCA_001279545.1 actinobacteria
KPH99478.1 EACC1 EACC1*→ CASPASE+TPRs→ 130 Actinobacteria bacterium OK006 GCA_001298565.1 actinobacteria
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KPI03761.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 186 Actinobacteria bacterium OK006 GCA_001298565.1 actinobacteria
KPI06058.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Actinobacteria bacterium OK074 GCA_001298575.1 actinobacteria
KPI29333.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 115 Actinobacteria bacterium OK074 GCA_001298575.1 actinobacteria
KQU66405.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM→ 135 Phycicoccus sp. Root101 GCA_001426245.1 actinobacteria
KQX58974.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→||←MFS_1 174 Streptomyces sp. Root1304 GCA_001426405.1 actinobacteria
KSU68257.1 EACC1 EACC1*→ CASPASE+??→ 128 Rhodococcus enclensis GCA_001456965.1 actinobacteria
KUF13397.1 EACC1 EACC1*→ CASPASE+Type_III_YscG+VHL→ 82 Streptomyces silvensis GCA_001482415.1 actinobacteria
KUJ54561.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces albus subsp. albus GCA_001507455.1 actinobacteria
KUJ66425.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces albus subsp. albus GCA_001507455.1 actinobacteria
KUJ70077.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 133 Streptomyces albus subsp. albus GCA_001507455.1 actinobacteria
KUL21378.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 114 Streptomyces regalis GCA_001509475.1 actinobacteria
KUL31772.1 EACC1 EACC1*→ CASPASE+??→ 105 Actinoplanes awajinensis subsp.

mycoplanecinus
GCA_001509495.1 actinobacteria

KUM90168.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 141 Streptomyces cellostaticus GCA_001513965.1 actinobacteria
KWT62307.1 EACC1 EACC1*→ 210 Streptomyces albus subsp. albus GCA_001541145.1 actinobacteria
KZB85498.1 EACC1 EACC1*→ 67 Amycolatopsis regifaucium GCA_001613935.1 actinobacteria
OBG60369.1 EACC1 EACC1*→ TM+TM→ 96 Mycobacterium sp. E188 GCA_001666935.1 actinobacteria
OCC10925.1 EACC1 EACC1*→ CASPASE+TPRs→ 87 Streptomyces sp. PTY087I2 GCA_001687325.1 actinobacteria
OEJ28906.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 149 Streptomyces agglomeratus GCA_001746415.1 actinobacteria
OEV32520.1 EACC1 EACC1*→ 127 Kitasatospora aureofaciens GCA_001188955.3 actinobacteria
OIJ66728.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 124 Streptomyces mangrovisoli GCA_000974985.2 actinobacteria
OIJ93039.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 145 Streptomyces sp. MUSC 14 GCA_001866675.1 actinobacteria
OIK01659.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 131 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
OIK08128.1 EACC1 EACC1*→ 123 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
OKJ53082.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→??+SUKH→ 143 Streptomyces sp. CB02115 GCA_001905645.1 actinobacteria
OKJ90725.1 EACC1 EACC1*→ 134 Streptomyces sp. TSRI0107 GCA_001905845.1 actinobacteria
OKK02612.1 EACC1 EACC1*→ 119 Streptomyces sp. CB03234 GCA_001905885.1 actinobacteria
OKK04987.1 EACC1 FAD_binding_4+??+BBE→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 123 Streptomyces sp. CB03234 GCA_001905885.1 actinobacteria
OKK25374.1 EACC1 MglB→ DUF742→ sGTP-MglA→?→?→ EACC1*→ 114 Streptomyces sp. CB02488 GCA_001905365.1 actinobacteria
OLB75938.1 EACC1 EACC1*→ 123 Actinobacteria bacterium

13_2_20CM_2_71_6
GCA_001917385.1 actinobacteria

OLB81125.1 EACC1 EACC1*→ CASPASE+FTSK+FTSK+FTSK+FTSK→ 127 Actinobacteria bacterium
13_2_20CM_2_71_6

GCA_001917385.1 actinobacteria

OLE22616.1 EACC1+CASPASE+TPR_repeats+low_complex-
ity+TM_region

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→ 748 Actinobacteria bacterium
13_1_20CM_3_71_11

GCA_001920275.1 actinobacteria

OLE22806.1 EACC1 EACC1*→ CASPASE+PBPB→ 123 Catenulispora sp.
13_1_20CM_3_70_7

GCA_001920315.1 actinobacteria

OLE29346.1 EACC1 EACC1*→ CASPASE+DUF179→ SIR2+??→ 112 Actinobacteria bacterium
13_1_20CM_3_71_11

GCA_001920275.1 actinobacteria

OLT26847.1 EACC1 EACC1*→ 130 Nocardiopsis sp. CNR-923 GCA_001942255.1 actinobacteria
ONK14370.1 EACC1 EACC1*→ CASPASE+TPRs→ 154 Streptomyces sp. MP131-18 GCA_001984575.1 actinobacteria
OON81606.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces tsukubensis GCA_002007125.1 actinobacteria
OPF83920.1 EACC1 EACC1*→ CASPASE+Peripla_BP_5→ 122 Streptomyces antioxidans GCA_000968685.2 actinobacteria
OPG04755.1 EACC1 EACC1*→ 114 Streptomyces sp. GKU 895 GCA_002027195.1 actinobacteria
OSC72785.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 124 Streptomyces sp. 4F GCA_002104855.1 actinobacteria
OSY45817.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 133 Streptomyces platensis GCA_002119195.1 actinobacteria
OXL29487.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces sp. NBS 14/10 GCA_002224125.1 actinobacteria
OXY99187.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+BetaPropeller→ 148 Streptomyces diastatochromogenes GCA_002242805.1 actinobacteria
OXY99708.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 137 Streptomyces diastatochromogenes GCA_002242805.1 actinobacteria
PAK26487.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces sp. alain-838 GCA_002276245.1 actinobacteria
PBC97306.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 205 Streptomyces sp. Ag82_O1-15 GCA_002300485.1 actinobacteria
PFG48271.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 138 Amycolatopsis sulphurea GCA_002564045.1 actinobacteria
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PIF83911.1 EACC1 EACC1*→ 126 Micromonospora sp. CNZ299 GCA_002754415.1 actinobacteria
PIF88722.1 EACC1 Phage_int_SAM_3+Phage_integrase→ EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. 2233.5 GCA_002754455.1 actinobacteria
PIG15861.1 EACC1 EACC1*→ CASPASE+TM+??→ 125 Streptomyces sp. 94 GCA_002754555.1 actinobacteria
PIG17351.1 EACC1 EACC1*→ CASPASE+TPRs+LysM+PG-binding→ 120 Streptomyces sp. 94 GCA_002754555.1 actinobacteria
PIG38694.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Streptomyces sp. 93 GCA_002754595.1 actinobacteria
PIG46972.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces sp. 61 GCA_002754535.1 actinobacteria
PIY08225.1 EACC1 EACC1*→ CASPASE+??→ 123 Flexibacter sp.

CG_4_10_14_3_um_filter_32_15
GCA_002784125.1 bacteroidetes

PKB35290.1 EACC1 EACC1*→ CASPASE+STAND→ TM+BetaPropeller→ TM+Acid_phosphat_B→ 148 Streptomyces sp. 69 GCA_002813405.1 actinobacteria
PKB39967.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 129 Streptomyces sp. 69 GCA_002813405.1 actinobacteria
PKK11963.1 EACC1 EACC1*→ CASPASE+??+NUDIX→ 140 Thermomonospora sp. CIF 1 GCA_001896795.2 actinobacteria
PKT68436.1 EACC1 EACC1*→ CASPASE(fragment)→ 120 Streptomyces populi GCA_002911015.1 actinobacteria
PKV35908.1 EACC1 EACC1*→?→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 137 Streptomyces sp. 59 GCA_002846295.1 actinobacteria
PKV38657.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 140 Streptomyces sp. 59 GCA_002846295.1 actinobacteria
PKV55963.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 138 Streptomyces sp. 73 GCA_002846315.1 actinobacteria
PKV70128.1 EACC1 EACC1*→ CASPASE+??+STAND+??→ 144 Streptomyces sp. GP55 GCA_002846355.1 actinobacteria
PKV72783.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 122 Streptomyces sp. GP55 GCA_002846355.1 actinobacteria
PKV83071.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 157 Streptomyces sp. TLI_146 GCA_002846415.1 actinobacteria
PKV88670.1 EACC1 EACC1*→ 157 Streptomyces sp. TLI_146 GCA_002846415.1 actinobacteria
PKW40573.1 EACC1 EACC1*→ CASPASE+TPRs→ Pkinase+??→ 141 Streptomyces sp. OK885 GCA_002846625.1 actinobacteria
PLK97651.1 EACC1 EACC1*→ 93 Klebsiella pneumoniae GCA_002855875.1 gammaproteobacteria
POG43333.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 132 Streptomyces sp. ZL-24 GCA_002907485.1 actinobacteria
POX40554.1 EACC1 EACC1*→ 90 Streptomyces sp. Ru73 GCA_002920575.1 actinobacteria
POX56155.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 59 Streptomyces sp. Ru71 GCA_002920535.1 actinobacteria
PPK63807.1 EACC1 EACC1*→ CASPASE+TM+TM→ TM+PBPB→ 117 Actinokineospora auranticolor GCA_002934265.1 actinobacteria
PPQ61001.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 136 Streptomyces sp. QL37 GCA_002941025.1 actinobacteria
PRX04721.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→ STAND+TPRs→ 819 Actinoplanes italicus GCA_003001815.1 actinobacteria

PRX21968.1 EACC1 Glyco_trans_4_4+UDPGT→ EACC1*→ CASPASE+PBPB+vWA→ TM+PBPB→ 141 Actinoplanes italicus GCA_003001815.1 actinobacteria
PRX63748.1 EACC1 EACC1*→ CASPASE+PBPB→ 130 Nonomuraea fuscirosea GCA_003001935.1 actinobacteria
PRY54979.1 EACC1 EACC1*→ CASPASE+TPRs→ 112 Glycomyces artemisiae GCA_003002955.1 actinobacteria
PTH84465.1 EACC1 EACC1*→ CASPASE+??→ 123 Streptomyces sp. A244 GCA_003041235.1 actinobacteria
PWK45066.1 EACC1 EACC1*→ CASPASE+TM+PASTA+PASTA+PASTA→ 128 Actinoplanes xinjiangensis GCA_003148685.1 actinobacteria
PWV79680.1 EACC1 EACC1*→ CASPASE+TPRs→ 125 Nocardia neocaledoniensis GCA_003182135.1 actinobacteria
SAP16349.1 EACC1 EACC1*→ CASPASE→?+BetaPropeller→ 119 Nonomuraea gerenzanensis - actinobacteria
SBO93207.1 EACC1 ARSR-HTH+RHOD-CDC25→??→??→ EACC1*→ 132 Nonomuraea gerenzanensis - actinobacteria
SBW28797.1 EACC1 EACC1*→ CASPASE+SF1-helicase→ 126 Candidatus Frankia californiensis GCA_900067225.1 actinobacteria
SCD30855.1 EACC1 EACC1*→ CASPASE+??→ 122 Streptomyces sp. DvalAA-14 GCA_900091855.1 actinobacteria
SCD65879.1 low_complexity+EACC1 low_complexity+EACC1*→ CASPASE+GAF+PAS→ 245 Streptomyces sp.

Termitarium-T10T-6
GCA_900091795.1 actinobacteria

SCD80496.1 EACC1 EACC1*→ CASPASE+STAND+PBPB→ 88 Streptomyces sp. PpalLS-921 GCA_900091835.1 actinobacteria
SCF06083.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 153 Micromonospora carbonacea GCA_900091535.1 actinobacteria
SCF09290.1 EACC1 EACC1*→ 123 Micromonospora chokoriensis GCA_900091505.1 actinobacteria
SCF63949.1 EACC1 EACC1*→ 134 Streptomyces sp. Ncost-T6T-2b GCA_900091965.1 actinobacteria
SCF67305.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+TPRs→ 139 Streptomyces sp. MnatMP-M27 GCA_900092015.1 actinobacteria
SCF81128.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 133 Streptomyces sp. Ncost-T10-10d GCA_900091955.1 actinobacteria
SCK28094.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 163 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
SCK31176.1 EACC1 EACC1*→ TM+TM→ 73 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
SCK35005.1 EACC1 EACC1*→ CASPASE+TPRs→ 166 Streptomyces sp. AmelKG-E11A GCA_900090165.1 actinobacteria
SDC39793.1 EACC1+CASPASE(frag) CASPASE←?←?||HATPase_c_2→ EACC1+CASPASE(frag)*→ 235 Streptomyces prasinopilosus GCA_900101585.1 actinobacteria
SDE31791.1 EACC1 EACC1*→ CASPASE+TPRs→ 112 Glycomyces harbinensis GCA_900101745.1 actinobacteria
SDJ48636.1 EACC1 EACC1*→ CASPASE+low-complexity+DUF4190(has2TM)→ 129 Frankineae bacterium MT45 GCA_900100325.1 actinobacteria
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SDN31180.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. cf386 GCA_900103585.1 actinobacteria
SDQ56450.1 EACC1 EACC1*→ CASPASE+Astro_capsid_N→ 119 Thermostaphylospora chromogena GCA_900099985.1 actinobacteria
SDT41267.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 141 Streptomyces sp. TLI_053 GCA_900105395.1 actinobacteria
SDW24590.1 EACC1 ??+TM+TM+??+TM→ PBPB→ EACC1*→ CASPASE+TPRs→ PknG_rubred+Pkinase+PknG_TPR→ ZnR+PP2C→ vWA+alpha-helical→ 113 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
SDW32577.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 166 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
SDY41344.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 127 Saccharopolyspora shandongensis GCA_900106995.1 actinobacteria
SEC47799.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 130 Streptomyces melanosporofaciens GCA_900105695.1 actinobacteria
SED09207.1 EACC1 PBPB→?→?→?→ EACC1*→ CASPASE+TM+TM→ 130 Amycolatopsis tolypomycina GCA_900105945.1 actinobacteria
SED41685.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 133 Streptomyces melanosporofaciens GCA_900105695.1 actinobacteria
SEF56362.1 EACC1 ARSR-HTH+RHOD-CDC25→??→??→ EACC1*→ 127 Nonomuraea solani GCA_900108335.1 actinobacteria
SEG70419.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ BetaPropeller(fragment)→ 121 Saccharopolyspora hirsuta GCA_900108315.1 actinobacteria
SEG73472.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 206 Streptomyces yanglinensis GCA_900107965.1 actinobacteria
SEH02685.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 75 Nonomuraea solani GCA_900108335.1 actinobacteria
SEJ62319.1 EACC1 EACC1*→ CASPASE+Pkinase→ 112 Xiangella phaseoli GCA_900109115.1 actinobacteria
SES39042.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM→ 123 Actinokineospora terrae GCA_900111175.1 actinobacteria
SEU35263.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 103 Nonomuraea wenchangensis GCA_900111685.1 actinobacteria
SEU43169.1 EACC1 TM+TM+vWA+TM→ TM+TM+vWA+TM→ EACC1*→ CASPASE+TPRs→ 115 Nonomuraea wenchangensis GCA_900111685.1 actinobacteria
SFF46366.1 EACC1 EACC1*→ 155 Streptomyces alni GCA_900112845.1 actinobacteria
SFQ15972.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ vWA→ 124 Amycolatopsis rubida GCA_900115345.1 actinobacteria
SFQ20437.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM→ 126 Actinomadura madurae GCA_900115095.1 actinobacteria
SFW52991.1 EACC1 MFS_1→||←?||GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 118 Amycolatopsis australiensis GCA_900119165.1 actinobacteria
SFY01652.1 EACC1 EACC1*→ 139 Streptomyces atratus GCA_900119365.1 actinobacteria
SHM52898.1 EACC1 EACC1*→ CASPASE+TM+MFS_1+TM+TM+TM+TM+TM+TM+TM+TM→ 125 Streptomyces yunnanensis GCA_900142595.1 actinobacteria
SHM78180.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 152 Streptomyces paucisporeus GCA_900142575.1 actinobacteria
SIM83978.1 EACC1 EACC1*→ 131 Micromonospora cremea GCA_900143515.1 actinobacteria
SNB88651.1 EACC1 EACC1*→ 74 Streptomyces sp. PgraA7 GCA_900187925.1 actinobacteria
SNR23901.1 EACC1 EACC1*→ CASPASE+TM+TM→ 85 Actinomadura mexicana GCA_900188105.1 actinobacteria
SNR32426.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM+TM+TM→ Aminotran_5→ 124 Blastococcus sp. DSM 44272 GCA_900188025.1 actinobacteria
SNR65625.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Actinoplanes regularis GCA_900188005.1 actinobacteria
SNS54572.1 EACC1 EACC1*→ CASPASE+??+TM+TM→ 132 Geodermatophilus saharensis GCA_900188205.1 actinobacteria
SNS82844.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM→ 130 Actinomadura mexicana GCA_900188105.1 actinobacteria
SNT19761.1 EACC1 EACC1*→ 75 Streptosporangium subroseum GCA_900188345.1 actinobacteria
SOD66767.1 EACC1 EACC1*→ CASPASE+JAB→ 163 Streptomyces zhaozhouensis GCA_900230195.1 actinobacteria
SOD71875.1 EACC1 EACC1*→ CASPASE+low-complexity+DUF4190(has2TM)→?→ Glyoxalase→ 129 Jatrophihabitans sp. GAS493 GCA_900230215.1 actinobacteria
SOD87477.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 137 Streptomyces sp. Ag109_G2-15 GCA_900215565.1 actinobacteria
SOE74808.1 EACC1 EACC1*→ CASPASE+TM+PBPI→ 140 Streptomyces sp. OV198 GCA_900230275.1 actinobacteria
SOE81020.1 EACC1 EACC1*→ Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5→ CASPASE+TPRs→ 131 Burkholderia sp. OK806 GCA_900230245.1 betaproteobacteria
SOR77037.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 175 Streptomyces chartreusis NRRL

3882
GCA_900236475.1 actinobacteria

WP_003079032.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 104 Amycolatopsis vancoresmycina GCA_000388135.1 actinobacteria
WP_003962152.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 141 Streptomyces clavuligerus GCA_001693675.1 actinobacteria
WP_003966577.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 133 Streptomyces sp. ACT-1 GCA_000177175.2 actinobacteria
WP_003971296.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces GCA_000177175.2 actinobacteria
WP_003979897.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 174 Streptomycetaceae GCA_000331185.1 actinobacteria
WP_004559361.1 EACC1 EACC1*→ CASPASE+Cpn60_TCP1→ 112 Amycolatopsis vancoresmycina GCA_000388135.1 actinobacteria
WP_004945484.1 EACC1 EACC1*→ 106 Streptomyces mobaraensis GCA_000342125.1 actinobacteria
WP_005165699.1 EACC1 CASPASE+TPRs→?→ EACC1*→ 131 Amycolatopsis azurea GCA_000340415.1 actinobacteria
WP_005165783.1 EACC1 EACC1*→ CASPASE+TPRs→ 110 Amycolatopsis azurea GCA_000340415.1 actinobacteria
WP_006134566.1 EACC1 TM+TM+TM+PP2C→??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces GCA_000342345.1 actinobacteria
WP_006378561.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 128 Streptomyces turgidiscabies GCA_000331005.1 actinobacteria
WP_007024301.1 EACC1 CASPASE+??→ EACC1*→ 129 Saccharomonospora paurometabolica GCF_000231035.2 actinobacteria
WP_007032113.1 EACC1 MFS_1→?→||←?||EACC1*→ 104 Amycolatopsis decaplanina GCA_000342005.1 actinobacteria
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WP_007385288.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 129 Streptomyces sviceus GCA_000154965.1 actinobacteria
WP_007461575.1 EACC1 EACC1*→ 137 Micromonospora lupini GCA_000297395.2 actinobacteria
WP_007498037.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 130 Streptomyces zinciresistens GCA_000225525.2 actinobacteria
WP_007905045.1 EACC1 EACC1*→ CASPASE+STAND+??→ 114 Ktedonobacter racemifer GCA_000178855.1 chloroflexi
WP_008736615.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 154 Streptomyces sp. Mg1 GCA_000154885.1 actinobacteria
WP_009085569.1 EACC1 EACC1*→ 108 Actinobacteria GCA_002796545.1 actinobacteria
WP_009945795.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 127 Saccharopolyspora erythraea GCA_000448385.1 actinobacteria
WP_010033024.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 173 Streptomyces chartreusis GCF_000226455.1 actinobacteria
WP_010311167.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 121 Saccharopolyspora spinosa GCA_002846475.1 actinobacteria
WP_010354247.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 115 Streptomyces acidiscabies GCA_001485105.1 actinobacteria
WP_010692477.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 131 Saccharopolyspora spinosa GCA_002846475.1 actinobacteria
WP_011031247.1 EACC1 - 114 Streptomyces coelicolor GCF_000203835.1 actinobacteria
WP_012379217.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 133 Streptomyces griseus GCA_000010605.1 actinobacteria
WP_012894232.1 EACC1+?? EACC1+??*→ 456 Streptosporangium roseum GCA_000024865.1 actinobacteria
WP_013015649.1 EACC1 Clp_N+ClpABN-AAA+CASPASE→ EACC1*→ 139 Stackebrandtia nassauensis GCA_000024545.1 actinobacteria
WP_013016199.1 EACC1 EACC1*→ 115 Stackebrandtia nassauensis GCA_000024545.1 actinobacteria
WP_013153739.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 126 Nocardiopsis dassonvillei GCA_000092985.1 actinobacteria
WP_013222002.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis mediterranei GCA_000196835.1 actinobacteria
WP_013223403.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→||←Glyco_trans_4_4+UDPGT 125 Amycolatopsis mediterranei GCA_000196835.1 actinobacteria
WP_013227198.1 EACC1 EACC1*→ CASPASE+??→ 123 Amycolatopsis mediterranei GCA_000196835.1 actinobacteria
WP_013423591.1 EACC1 EACC1*→ CASPASE+TIR→ 110 Frankia inefficax GCA_000166135.1 actinobacteria
WP_014142088.1 EACC1 EACC1→ CASPASE+low-complexity+BetaPropeller__*_##→ 140 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014144110.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 151 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014145359.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 144 Streptomyces cattleya GCA_000240165.1 actinobacteria
WP_014182282.1 EACC1 EACC1*→ CASPASE+TM+TM+??+TM+TM+??+TM+TM+??→ 120 Streptomyces GCA_000092385.1 actinobacteria
WP_014445973.1 EACC1 EACC1*→ Clp_N+Clp_N+ClpABN-AAA+CASPASE→ 118 Actinoplanes missouriensis GCA_000284295.1 actinobacteria
WP_014670064.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 140 Streptomyces hygroscopicus GCA_000245355.1 actinobacteria
WP_014673606.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ META→ 116 Streptomyces hygroscopicus GCA_000245355.1 actinobacteria
WP_014796470.1 EACC1 EACC1*→ CASPASE+??→ 123 Bernardetia litoralis GCA_000265505.1 bacteroidetes
WP_015073716.1 EACC1 EACC1*→ CASPASE+GAPEAD1→ 113 Gluconobacter oxydans GCA_000311765.1 alphaproteobacteria
WP_015099360.1 EACC1 TM+TM+TM→ CASPASE+STAND+polar_region+TM+BetaPropeller→ EACC1*→ 127 Saccharothrix espanaensis GCA_000328705.1 actinobacteria
WP_015102978.1 EACC1 EACC1*→ CASPASE+TM+TM→ TM+PBPB→ 118 Saccharothrix espanaensis GCA_000328705.1 actinobacteria
WP_015655483.1 EACC1 EAD2+VMAP-M0+CASPASE→ EACC1*→ 134 Streptomyces davaonensis GCA_000349325.1 actinobacteria
WP_015655816.1 EACC1 EACC1*→ 110 Streptomyces davaonensis GCA_000349325.1 actinobacteria
WP_015656507.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 123 Streptomyces davaonensis GCA_000349325.1 actinobacteria
WP_015662965.1 EACC1 EACC1*→ CASPASE+TM?+DUF3558+DUF3558→ 120 Streptomyces davaonensis GCA_000349325.1 actinobacteria
WP_015792459.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ CASPASE+low-complexity+BetaPropeller→ 115 Catenulispora acidiphila GCA_000024025.1 actinobacteria
WP_015801011.1 EACC1 EACC1*→ 121 Actinosynnema mirum GCA_000023245.1 actinobacteria
WP_016332521.1 EACC1 EACC1*→ 104 Amycolatopsis orientalis GCA_000400635.2 actinobacteria
WP_016335695.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 122 Amycolatopsis orientalis GCA_000400635.2 actinobacteria
WP_016432744.1 EACC1 EACC1*→ CASPASE+TPRs→ 75 Streptomyces sp. HGB0020 GCA_000411315.1 actinobacteria
WP_016435707.1 EACC1 EACC1*→ CASPASE+??+TM+??→ 118 Streptomyces sp. HGB0020 GCA_000411315.1 actinobacteria
WP_016572868.1 EACC1 EACC1*→ 124 Streptomyces albulus GCA_000963515.1 actinobacteria
WP_016640036.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 142 Streptomyces aurantiacus GCA_000414115.1 actinobacteria
WP_017301504.1 EACC1 EACC1*→ CASPASE+DUF4062+??+HATPase_c_4+STAND→ 125 Nodosilinea nodulosa GCF_000309385.1 cyanobacteria
WP_017594165.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 146 Nocardiopsis potens GCF_000341105.1 actinobacteria
WP_017616278.1 EACC1 EACC1*→ 122 Nocardiopsis salina GCF_000341025.1 actinobacteria
WP_017982730.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 122 Amycolatopsis methanolica GCA_000739085.1 actinobacteria
WP_018087816.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ TM+TM+BaxI_1→?→ NUDIX→ 134 Streptomyces sp. FxanaC1 GCF_000375625.1 actinobacteria
WP_018088837.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces sp. FxanaC1 GCF_000375625.1 actinobacteria
WP_018089822.1 EACC1 - 155 Streptomyces sp. FxanaC1 - actinobacteria
WP_018348269.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 123 Longispora albida GCF_000379825.1 actinobacteria
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WP_018382060.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces vitaminophilus GCA_001445835.1 actinobacteria
WP_018487316.1 EACC1 EACC1*→ CASPASE+TPRs??+GHKL_ATPase+TPRs??→ 121 Streptomyces sp. CcalMP-8W GCF_000373305.1 actinobacteria
WP_018537276.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 126 Streptomyces sp. MspMP-M5 GCF_000373585.1 actinobacteria
WP_018538327.1 EACC1 EACC1*→ CASPASE+TM+Beta_rich→ 116 Streptomyces sp. MspMP-M5 GCF_000373585.1 actinobacteria
WP_018540178.1 EACC1 EACC1*→ CASPASE+TM+??→ 78 Streptomyces sp. MspMP-M5 GCF_000373585.1 actinobacteria
WP_018541940.1 EACC1 EACC1*→ CASPASE+TM+BetaPropeller→ 117 Streptomyces sp. MspMP-M5 GCF_000373585.1 actinobacteria
WP_018549570.1 EACC1 - 149 Streptomyces sp. LaPpAH-108 - actinobacteria
WP_018554561.1 EACC1 - 127 Streptomyces sp. ATexAB-D23 - actinobacteria
WP_018558425.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 122 Streptomyces sp. BoleA5 GCF_000373665.1 actinobacteria
WP_018569469.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. PsTaAH-124 GCF_000373685.1 actinobacteria
WP_018654763.1 EACC1 EACC1*→ CASPASE+SAD+HNH→ 123 Actinomadura flavalba GCF_000374305.1 actinobacteria
WP_018683317.1 EACC1 EACC1*→ CASPASE+TPRs→ 139 Actinokineospora enzanensis GCF_000374445.1 actinobacteria
WP_018842129.1 EACC1 - 135 Streptomyces sp. CNS335 - actinobacteria
WP_018851576.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces sp. CNY243 GCF_000377165.1 actinobacteria
WP_018895946.1 EACC1 TM+REase→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 132 Streptomyces sp. CNY228 GCF_000377545.1 actinobacteria
WP_018956197.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 133 Streptomyces sp. CNB091 GCF_000377965.1 actinobacteria
WP_019060213.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 159 Streptomyces prunicolor GCF_000367365.1 actinobacteria
WP_019075768.1 EACC1 EACC1*→ CASPASE+STAND+BetaPropeller→ 167 Streptomyces hokutonensis GCF_000376565.1 actinobacteria
WP_019325097.1 EACC1 EACC1*→ CASPASE+TPRs→ 138 Streptomyces sp. TOR3209 GCF_000259895.1 actinobacteria
WP_019329427.1 EACC1 Trypsin+HDxxH+VMAP-M0+CASPASE→ EACC1*→ - - GCF_000259895.1 -
WP_019608401.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 126 Nocardiopsis GCA_002260685.1 actinobacteria
WP_019750099.1 EACC1 EACC1*→ CASPASE+??→ 128 Rhodococcus GCF_000469645.1 actinobacteria
WP_019885900.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 204 Streptomyces purpureus GCF_000384175.1 actinobacteria
WP_019927514.1 EACC1 EACC1*→ CASPASE+TM+BetaPropeller→ CASPASE+TM+TM+BetaPropeller→ CASPASE+TM+BetaPropeller→ 191 Nocardia sp. BMG111209 GCF_000381925.1 actinobacteria
WP_019929385.1 EACC1 EACC1*→ 96 Nocardia sp. BMG111209 GCF_000381925.1 actinobacteria
WP_019930719.1 EACC1 EACC1*→ CASPASE+TPRs→ 116 Nocardia sp. BMG111209 GCF_000381925.1 actinobacteria
WP_019983234.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. Amel2xE9 GCF_000383935.1 actinobacteria
WP_020115005.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces bottropensis GCF_000340335.1 actinobacteria
WP_020117476.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 124 Streptomyces canus GCF_000383615.1 actinobacteria
WP_020135550.1 EACC1 EACC1*→ CASPASE+TPRs→ 151 Streptomyces sp. 351MFTsu5.1 GCF_000383655.1 actinobacteria
WP_020141601.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM→ 124 Terracoccus sp. 273MFTsu3.1 GCF_000383675.1 actinobacteria
WP_020419828.1 EACC1 Pkinase+TM+TM+DUF3298+PSBP→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→||←?||?→||←PSE←?←?←FAD_binding_4+??+BBE 125 Amycolatopsis sp. ATCC 39116 GCF_000231075.2 actinobacteria
WP_020464182.1 TIR+EACC1+EAD1 ??+TM+BetaPropeller→ TIR+EACC1+EAD1*→ 405 Frankia sp. EAN1pec GCA_000018005.1 actinobacteria
WP_020509053.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 118 Actinoplanes globisporus GCF_000379645.1 actinobacteria
WP_020629315.1 EACC1 EACC1*→ CASPASE+TPRs→ 109 Amycolatopsis alba GCA_002234385.1 actinobacteria
WP_020631088.1 EACC1 EACC1*→ 74 Amycolatopsis alba GCA_002234385.1 actinobacteria
WP_020642628.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 104 Amycolatopsis balhimycina GCA_003947255.1 actinobacteria
WP_020663538.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 108 Amycolatopsis benzoatilytica GCF_000383915.1 actinobacteria
WP_020666482.1 EACC1 ??+TM+TM+??+TM→ PBPB→ EACC1*→ CASPASE+TPRs→ PknG_rubred+Pkinase+PknG_TPR→ ZnR+PP2C→ vWA+alpha-helical→ 114 Amycolatopsis nigrescens GCF_000384315.1 actinobacteria
WP_023539736.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces niveus GCA_000497425.1 actinobacteria
WP_023560335.1 EACC1 EACC1*→ CASPASE+??→ 122 Actinoplanes friuliensis GCA_000494755.1 actinobacteria
WP_024806583.1 EACC1 EACC1*→ CASPASE+??→ 116 Nocardia sp. BMG51109 GCF_000526215.1 actinobacteria
WP_024934407.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM→ 126 Actinomadura madurae GCF_000468475.2 actinobacteria
WP_025327428.1 EACC1 EACC1*→ 119 Aeromonas hydrophila GCF_000512185.1 gammaproteobacteria
WP_025348143.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1*→ CASPASE+TPRs→ 122 Nocardia nova GCA_000523235.1 actinobacteria
WP_025357936.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→?→ CASPASE+??+TPRs?→ 116 Kutzneria albida GCF_000525635.1 actinobacteria
WP_026047540.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces GCA_900116145.1 actinobacteria
WP_026469049.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ 126 Amycolatopsis balhimycina GCA_003947255.1 actinobacteria
WP_026855269.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM+TM+TM→ 124 Geodermatophilaceae bacterium

URHB0062
GCF_000620185.1 actinobacteria

WP_026931303.1 EACC1 EACC1*→ 113 Glycomyces tenuis GCF_000427885.1 actinobacteria
WP_027003174.1 EACC1 EACC1*→ CASPASE+??→ 131 Hugenholtzia roseola GCF_000422585.1 bacteroidetes
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WP_027746727.1 EACC1 EACC1*→ CASPASE+TPRs→ 149 Streptomyces sp. CNT371 GCF_000514995.1 actinobacteria
WP_027770853.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 132 Streptomyces sp. CNQ329 GCF_000482585.1 actinobacteria
WP_027930057.1 EACC1 Pkinase+TM+TM+DUF3298+PSBP→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 125 Amycolatopsis thermoflava GCF_000473265.1 actinobacteria
WP_028419166.1 EACC1 EACC1*→ CASPASE+TPRs??+GHKL_ATPase+TPRs??→ 121 Streptomyces sp. SolWspMP-sol2th GCF_000647875.1 actinobacteria
WP_028435836.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. TAA486 GCF_000426165.1 actinobacteria
WP_028661367.1 EACC1 EACC1*→ 128 Nocardioides insulae GCF_000422825.1 actinobacteria
WP_029721226.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 130 Saccharopolyspora rectivirgula GCA_000710755.1 actinobacteria
WP_030029222.1 EACC1 - 118 Streptomyces flavotricini - actinobacteria
WP_030076799.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces decoyicus GCA_001270575.1 actinobacteria
WP_030116247.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 135 Streptomyces GCF_000717015.1 actinobacteria
WP_030125864.1 EACC1 EACC1*→ 118 [Kitasatospora] papulosa GCF_000717245.1 actinobacteria
WP_030154375.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 136 Streptomyces sp. NRRL S-244 GCF_000717915.1 actinobacteria
WP_030154700.1 EACC1 EACC1*→ CASPASE+TPRs→ 112 Glycomyces sp. NRRL B-16210 GCA_004364985.1 actinobacteria
WP_030177526.1 EACC1 ??→ EACC1*→ 114 Streptomyces sp. NRRL S-813 GCF_000718945.1 actinobacteria
WP_030192630.1 EACC1 EACC1*→ CASPASE+Concanavalin?→ 126 Streptomyces GCA_900090135.1 actinobacteria
WP_030192767.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 134 Streptomyces sp. NRRL S-87 GCF_000719335.1 actinobacteria
WP_030195455.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 135 Streptomyces GCA_002082175.1 actinobacteria
WP_030219435.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ HTH+N6_Mtase+Methylase_S→ 129 Streptomyces sp. NRRL WC-3626 GCF_000718785.1 actinobacteria
WP_030241573.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 78 Streptomyces GCF_000717875.1 actinobacteria
WP_030253333.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 139 Streptomyces violens GCF_000717745.1 actinobacteria
WP_030294927.1 EACC1 EACC1*→ CASPASE+Concanavalin?→ 126 Streptomyces GCA_001279425.1 actinobacteria
WP_030312162.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ REase+STAND→ 138 Streptomycetaceae GCA_000707945.1 actinobacteria
WP_030334374.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 130 Micromonospora parva GCF_000718515.1 actinobacteria
WP_030338292.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 109 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
WP_030339067.1 EACC1 EACC1*→ CASPASE+Concanavalin?→ 126 Streptomyces floridae GCF_000717665.1 actinobacteria
WP_030348773.1 EACC1 EACC1*→ 119 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
WP_030398398.1 EACC1 EACC1*→ CASPASE+HSP70→ 151 Kitasatospora purpeofusca GCF_000718025.1 actinobacteria
WP_030411720.1 EACC1 EACC1*→ CASPASE+TM+PBPB+vWA→ 147 Streptomyces sp. NRRL S-1448 GCF_000719365.1 actinobacteria
WP_030453461.1 EACC1 EACC1*→ 156 Herbidospora cretacea GCF_000719065.1 actinobacteria
WP_030489041.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 134 Micromonospora chokoriensis GCF_000718555.1 actinobacteria
WP_030490635.1 EACC1 EACC1*→ 105 Micromonospora chokoriensis GCF_000718555.1 actinobacteria
WP_030494645.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 141 Microtetraspora glauca - actinobacteria
WP_030498129.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 162 Microtetraspora glauca - actinobacteria
WP_030521461.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Nocardia rhamnosiphila GCF_001613485.1 actinobacteria
WP_030546253.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 129 Streptomyces albus GCF_000719865.1 actinobacteria
WP_030546694.1 EACC1 EACC1*→ CASPASE+TPRs→??→??→ 118 Streptomyces albus GCF_000719865.1 actinobacteria
WP_030575480.1 EACC1 EACC1*→??+vWA→?→ CASPASE+TPRs→ 113 Streptomyces sclerotialus - actinobacteria
WP_030609229.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 127 Streptomyces achromogenes GCF_000720835.1 actinobacteria
WP_030629352.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces GCA_900090065.1 actinobacteria
WP_030639116.1 EACC1 EACC1*→ 118 Streptomyces sp. NRRL B-24051 GCF_000720405.1 actinobacteria
WP_030648078.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→??→ 145 Streptomyces rimosus GCF_000718675.1 actinobacteria
WP_030656920.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ META→ 116 Streptomyces GCA_001047335.1 actinobacteria
WP_030679573.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces cellulosae GCF_000721105.1 actinobacteria
WP_030705286.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 133 Streptomyces GCA_900090075.1 actinobacteria
WP_030715834.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 135 Streptomyces sp. NRRL F-2580 GCF_000720115.1 actinobacteria
WP_030733252.1 EACC1 - 142 Streptomyces sp. NRRL F-2890 - actinobacteria
WP_030738956.1 EACC1 EACC1*→ CASPASE+TPRs→??→??→ 117 Streptomyces sp. NRRL F-2890 GCF_000719915.1 actinobacteria
WP_030741736.1 EACC1 EACC1*→ CASPASE+TPRs→ 112 Streptomyces griseus GCF_000718235.1 actinobacteria
WP_030777398.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 127 Streptomyces lavenduligriseus GCF_000718625.1 actinobacteria
WP_030783977.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 133 Streptomyces lavenduligriseus GCF_000718625.1 actinobacteria
WP_030815966.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 156 Streptomyces sp. NRRL S-337 GCF_000720175.1 actinobacteria
WP_030821552.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 140 Streptomyces GCA_000966965.1 actinobacteria
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WP_030833567.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs→ 133 Streptomyces GCA_001279005.1 actinobacteria
WP_030850288.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. NRRL F-4474 GCF_000719855.1 actinobacteria
WP_030860065.1 EACC1 - 116 Streptomyces sp. NRRL F-2747 - actinobacteria
WP_030874413.1 EACC1 EACC1*→ CASPASE+Pkinase+TM?+??→ 121 Streptomyces varsoviensis GCA_001270595.1 actinobacteria
WP_030882299.1 EACC1 EACC1*→ CASPASE+TPRs→ 165 Streptomyces sp. NRRL S-1868 GCF_000721305.1 actinobacteria
WP_030892741.1 EACC1 EACC1*→ CASPASE+TPRs→ 162 Streptomyces sp. NRRL F-5053 GCF_000721445.1 actinobacteria
WP_030924025.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. NRRL S-384 GCF_000721625.1 actinobacteria
WP_030935869.1 EACC1 EACC1*→ 118 Streptomyces sp. NRRL B-24720 GCF_000721715.1 actinobacteria
WP_030968235.1 EACC1 DUF262+DUF1524+DNA_binding_1+??→?→ polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ 124 Streptomyces sp. NRRL S-1824 GCF_000719575.1 actinobacteria
WP_030987664.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 111 Streptomyces sp. NRRL S-1813 GCF_000719605.1 actinobacteria
WP_030991892.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces sp. NRRL S-1813 GCF_000719605.1 actinobacteria
WP_031005419.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 141 Streptomyces sp. NRRL F-5727 GCF_000719555.1 actinobacteria
WP_031014439.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 123 Streptomyces sp. NRRL F-5727 GCF_000719555.1 actinobacteria
WP_031080561.1 EACC1 EACC1*→ CASPASE+TPRs→ TPRs→ 118 Streptomyces sp. NRRL WC-3549 GCF_000721935.1 actinobacteria
WP_031084685.1 EACC1 EACC1*→ 134 Streptomyces sp. NRRL WC-3549 GCF_000721935.1 actinobacteria
WP_031146689.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 140 Streptomyces erythrochromogenes GCF_000725555.1 actinobacteria
WP_031160229.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 126 Streptomyces durhamensis GCF_000725475.1 actinobacteria
WP_031484390.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ 117 Streptomyces bicolor GCF_000725465.1 actinobacteria
WP_032291538.1 EACC1 EACC1*→ 116 Enterobacteriaceae GCA_004219385.1 gammaproteobacteria
WP_032773793.1 EACC1 - 118 Streptomyces griseus - actinobacteria
WP_032798005.1 EACC1 EACC1*→ 131 Streptomyces filamentosus GCF_000156455.1 actinobacteria
WP_033030163.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→??→ 145 Streptomyces rimosus GCA_003947585.1 actinobacteria
WP_033085337.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 125 Nocardia seriolae GCA_000583715.2 actinobacteria
WP_033263563.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ CASPASE+??+TM+TM→||←Glyco_trans_4_4+UDPGT 125 Amycolatopsis vancoresmycina GCF_000388135.1 actinobacteria
WP_033263828.1 EACC1 EACC1*→ CASPASE+TPRs→ 117 Streptomyces GCA_002189675.1 actinobacteria
WP_033269153.1 EACC1 Glyoxalase→ EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces lydicus GCF_001984445.1 actinobacteria
WP_033291480.1 EACC1 EACC1→ CASPASE+TPRs→?→ EACC1*→ 109 Amycolatopsis jejuensis GCF_000717335.1 actinobacteria
WP_033314394.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 121 Streptomyces iakyrus GCF_000717055.1 actinobacteria
WP_033355495.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 131 Kitasatospora aureofaciens GCF_000716885.1 actinobacteria
WP_033946822.1 EACC1 EACC1*→ CASPASE+??→ 154 Streptomyces sp. CNQ431 GCF_000797385.1 actinobacteria
WP_034092777.1 EACC1 EACC1*→ CASPASE+TPRs→ Pkinase+??→ 116 Streptacidiphilus albus GCF_000787755.1 actinobacteria
WP_034262749.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 149 Actinospica robiniae GCF_000504285.1 actinobacteria
WP_034267997.1 EACC1 EACC1*→ CASPASE+??→ 113 Actinospica robiniae GCF_000504285.1 actinobacteria
WP_034484638.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 111 Actinomadura oligospora GCF_000518265.1 actinobacteria
WP_035279790.1 EACC1 EACC1*→ CASPASE+??+ART→ 117 Actinokineospora spheciospongiae GCA_003182415.1 actinobacteria
WP_035302986.1 EACC1 EACC1*→ 118 Actinokineospora inagensis GCF_000482865.1 actinobacteria
WP_036372545.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 140 Micromonospora sp. ATCC 39149 GCF_000158815.1 actinobacteria
WP_036514812.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Nocardia rhamnosiphila GCF_001613485.1 actinobacteria
WP_036538668.1 EACC1 RNR_N+Ribonuc_red_lgN+Ribonuc_red_lgC→ EACC1*→ 119 Nocardia cyriacigeorgica GCA_005863225.1 actinobacteria
WP_037320246.1 EACC1 EACC1*→ 110 Amycolatopsis orientalis GCF_000478275.1 actinobacteria
WP_037342923.1 EACC1 EACC1*→ 101 Amycolatopsis sp. MJM2582 GCA_000754115.1 actinobacteria
WP_037367462.1 EACC1 EACC1*→ 108 Amycolatopsis orientalis GCF_000411975.1 actinobacteria
WP_037570982.1 EACC1 EACC1*→ CASPASE+TPRs→ 122 Streptacidiphilus oryzae GCF_000744815.1 actinobacteria
WP_037662633.1 EACC1 - 150 Streptomyces griseofuscus - actinobacteria
WP_037683222.1 EACC1 EACC1*→ CASPASE+Trypsin+STAND+??+TM→ 134 Streptomyces griseus GCF_000720255.1 actinobacteria
WP_037710889.1 EACC1 EACC1*→ CASPASE+STAND+PBPB→ 138 Streptomyces sp. ATexAB-D23 GCF_000373645.1 actinobacteria
WP_037726786.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Streptomyces scopuliridis GCA_003073355.1 actinobacteria
WP_037735136.1 EACC1 ??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 126 Streptomyces mirabilis GCF_000746395.1 actinobacteria
WP_037737687.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 135 Streptomyces sp. CNT371 GCF_000514995.1 actinobacteria
WP_037738220.1 EACC1 EACC1*→ CASPASE+Cpn60_TCP1→ 128 Streptomyces mirabilis GCF_000746395.1 actinobacteria
WP_037738505.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 135 Streptomyces sp. CNQ865 GCF_000424805.1 actinobacteria
WP_037743072.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 132 Streptomyces mirabilis GCF_000746395.1 actinobacteria
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WP_037743851.1 EACC1 EACC1*→ CASPASE+TPRs→ 144 Streptomyces sp. CNQ-525 GCA_004217635.1 actinobacteria
WP_037743995.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 150 Streptomyces mirabilis GCF_000746395.1 actinobacteria
WP_037754092.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 135 Streptomyces sp. CNQ-525 GCF_000701285.1 actinobacteria
WP_037792010.1 EACC1 EACC1*→ CASPASE+??→ 132 Streptomyces sp. CNS606 GCF_000426325.1 actinobacteria
WP_037809200.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 109 Streptomyces sp. NRRL F-3213 GCF_000720075.1 actinobacteria
WP_037811931.1 EACC1 EACC1*→ CASPASE+??+TM+TM→ 189 Streptomyces sp. MspMP-M5 GCF_000373585.1 actinobacteria
WP_037873834.1 EACC1 EACC1*→ 120 Streptomyces GCF_000373685.1 actinobacteria
WP_037877852.1 EACC1 EACC1*→ CASPASE+STAND+PBPB→ 127 Streptomyces sp. NTK 937 GCF_000698495.1 actinobacteria
WP_037879140.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
WP_037891842.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. Tu 6176 GCA_000611795.1 actinobacteria
WP_037958524.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 144 Streptomyces sp. PRh5 GCA_000590515.1 actinobacteria
WP_038508877.1 EACC1 EACC1*→ CASPASE+??→ 121 Amycolatopsis japonica GCA_000732925.1 actinobacteria
WP_038516952.1 EACC1 EACC1*→ CASPASE+TPRs→ 110 Amycolatopsis japonica GCA_000732925.1 actinobacteria
WP_039656817.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 127 Streptomyces GCA_000802245.2 actinobacteria
WP_039795335.1 EACC1 EACC1*→ CASPASE+TM+TM→ 124 Nocardia araoensis GCF_000308435.1 actinobacteria
WP_040694361.1 EACC1 EACC1*→ CASPASE+TM+BetaPropeller→ 122 Nocardia vinacea GCF_000308835.1 actinobacteria
WP_040712577.1 EACC1 EACC1*→ 120 Nocardia takedensis GCF_000308695.1 actinobacteria
WP_040745697.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Nocardia transvalensis GCF_000308875.1 actinobacteria
WP_040815634.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 139 Nocardia concava GCF_000308815.1 actinobacteria
WP_040828294.1 EACC1 DUF262+DUF1524+DNA_binding_1+??→?→ EACC1*→ CASPASE+STAND+TPRs+OMPdecase→ 128 Nocardia jiangxiensis GCF_000308615.1 actinobacteria
WP_040836686.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 111 Streptomyces acidiscabies GCF_000242715.1 actinobacteria
WP_040857178.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 132 Nocardia niigatensis GCF_000308655.1 actinobacteria
WP_041840760.1 EACC1 EACC1*→ 119 Actinoplanes friuliensis GCF_000494755.1 actinobacteria
WP_042150750.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 133 Streptomyces sp. NBRC 110027 GCA_000829715.2 actinobacteria
WP_042157862.1 EACC1 EACC1*→ CASPASE→ TPRs→ 114 Streptomyces sp. NBRC 110027 GCA_000829715.2 actinobacteria
WP_042254254.1 EACC1 EACC1*→ CASPASE+??→ 122 Nocardia brasiliensis GCA_000308475.2 actinobacteria
WP_043262060.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. e14 GCF_000162775.1 actinobacteria
WP_043450256.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 127 Streptomyces nodosus GCA_000819545.1 actinobacteria
WP_043453717.1 EACC1 - 149 Streptomyces fulvoviolaceus - actinobacteria
WP_043457436.1 EACC1 EACC1*→ CASPASE+TPRs→ 120 Streptomyces fulvoviolaceus GCF_000718165.1 actinobacteria
WP_043464872.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 129 Streptomyces GCA_001190165.1 actinobacteria
WP_043631880.1 EACC1 EACC1*→ CASPASE+SAD+HNH→ 121 Nonomuraea candida GCF_000725485.1 actinobacteria
WP_043686591.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces xylophagus GCF_000716435.1 actinobacteria
WP_043735402.1 EACC1 EACC1*→ CASPASE+STAND+BetaPropeller+BetaPropeller→ 128 Nocardia asiatica GCF_000308415.1 actinobacteria
WP_043775607.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ 125 Amycolatopsis rifamycinica GCA_000695625.1 actinobacteria
WP_043787005.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis rifamycinica GCA_000695625.1 actinobacteria
WP_043814231.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 122 Allokutzneria albata GCA_900103775.1 actinobacteria
WP_043831325.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 109 Amycolatopsis orientalis GCF_000411995.1 actinobacteria
WP_043967418.1 EACC1 ??+TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 141 Micromonospora carbonacea GCA_000876225.1 actinobacteria
WP_044381661.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 80 Streptomyces cyaneogriseus GCA_000931445.1 actinobacteria
WP_044384776.1 EACC1 EACC1*→ CASPASE+Pkinase→ 114 Streptomyces cyaneogriseus GCF_000931445.1 actinobacteria
WP_044473271.1 EACC1 HTH+CASPASE→ EACC1*→ 125 Streptomyces GCF_000331005.1 actinobacteria
WP_044851652.1 EACC1 EACC1*→ 110 Amycolatopsis orientalis GCA_000943515.2 actinobacteria
WP_045318341.1 EACC1 EACC1*→ 113 Lechevalieria aerocolonigenes GCA_000955955.1 actinobacteria
WP_045558679.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 125 Streptomyces sp. FxanaA7 GCF_000958545.1 actinobacteria
WP_045743884.1 EACC1 EACC1*→ CASPASE+TPRs→ 107 Actinoplanes rectilineatus GCF_000962825.1 actinobacteria
WP_046567869.1 EACC1 EACC1*→ 134 Micromonospora sp. HK10 GCA_000982955.1 actinobacteria
WP_046569306.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 131 Micromonospora sp. HK10 GCA_000982955.1 actinobacteria
WP_046724302.1 EACC1 - 150 Streptomyces xiamenensis - actinobacteria
WP_046928395.1 EACC1 Phage_int_SAM_3+Phage_integrase→ EACC1*→ CASPASE+TPRs→ 121 Streptomyces lydicus - actinobacteria
WP_047178561.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces sp. MNU77 - actinobacteria
WP_047179412.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+Beta_rich_repeat→ 143 Streptomyces sp. MNU77 - actinobacteria
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WP_047400359.1 EACC1 EACC1*→ 116 Enterobacteriaceae GCA_003687835.1 gammaproteobacteria
WP_048818821.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 124 Streptomyces turgidiscabies GCF_000331005.1 actinobacteria
WP_048830083.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ TM+TM+BaxI_1→?→ NUDIX→ 136 Streptomyces decoyicus GCA_001270575.1 actinobacteria
WP_048831498.1 EACC1 EACC1*→ CASPASE+Pkinase+TM?+??→ 113 Streptomyces varsoviensis GCF_000718635.1 actinobacteria
WP_048910577.1 EACC1 EACC1*→ PSE→ MDMPI_N+MDMPI_C→ META→ 98 Streptomyces GCA_001280045.1 actinobacteria
WP_049567493.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 97 Nonomuraea sp. SBT364 GCF_001083785.1 actinobacteria
WP_049715171.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 127 Streptomyces caatingaensis GCA_001187435.1 actinobacteria
WP_049715549.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Streptomyces caatingaensis GCA_001187435.1 actinobacteria
WP_050008892.1 EACC1 EACC1*→ 118 Escherichia coli GCF_900092705.1 gammaproteobacteria
WP_050360662.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces GCA_001189025.1 actinobacteria
WP_050367089.1 EACC1 EACC1*→ 133 Kitasatospora aureofaciens GCF_000719175.1 actinobacteria
WP_050372991.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 120 Streptomyces acidiscabies GCF_001189015.1 actinobacteria
WP_050375602.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 120 Streptomyces acidiscabies GCA_001189015.1 actinobacteria
WP_050500757.1 EACC1 - 172 Streptomyces rimosus - actinobacteria
WP_050503036.1 EACC1 EACC1*→ 125 Streptomyces monomycini GCF_000715845.1 actinobacteria
WP_050504262.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 175 Streptomyces rimosus GCF_000718675.1 actinobacteria
WP_050506763.1 EACC1 - 185 Streptomyces rimosus - actinobacteria
WP_050507927.1 EACC1 - 172 Streptomyces peucetius - actinobacteria
WP_050508826.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 174 Streptomyces rimosus GCF_000716515.1 actinobacteria
WP_050514958.1 EACC1 - 155 Streptomyces rimosus - actinobacteria
WP_050593059.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 122 Salinispora arenicola GCF_000514555.1 actinobacteria
WP_050782610.1 EACC1 MglB→ DUF742→ sGTP-MglA→?→ Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 129 Streptomyces griseoflavus GCF_000158975.1 actinobacteria
WP_050791603.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 120 Streptomyces pristinaespiralis GCF_000154945.1 actinobacteria
WP_050799858.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA→ 118 Streptomyces himastatinicus GCF_001650215.1 actinobacteria
WP_050997167.1 EACC1+EAD1 FHA+??+low-complexity+FHA+ABC-ATPase+TM→ EACC1+EAD1*→||←CASPASE+STAND+polar_region+TM+BetaPropeller 227 Frankia alni GCF_000058485.1 actinobacteria
WP_051022391.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 128 Nocardia pneumoniae GCF_000308755.1 actinobacteria
WP_051042155.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Actinoplanes missouriensis GCF_000284295.1 actinobacteria
WP_051044348.1 EACC1 EACC1*→ CASPASE+TPRs→??→??→ 129 Streptomyces viridosporus GCF_000316095.1 actinobacteria
WP_051047444.1 EACC1 EACC1*→ CASPASE+STAND→ BetaPropeller→ 107 Nocardia asiatica GCF_000308415.1 actinobacteria
WP_051104136.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 133 Streptomyces sp. FxanaC1 GCF_000375625.1 actinobacteria
WP_051158321.1 EACC1 EACC1*→ 123 Nocardia carnea GCF_000308515.1 actinobacteria
WP_051169530.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 107 Nocardia abscessus GCF_000308455.1 actinobacteria
WP_051175242.1 EACC1 Pkinase+TM+LppX_LprAFG→ CASPASE+TPRs→ EACC1*→ 128 Nocardia exalbida GCF_000308575.1 actinobacteria
WP_051182412.1 EACC1 EACC1*→ CASPASE+??→ 115 Nocardia vinacea GCF_000308835.1 actinobacteria
WP_051182843.1 EACC1 EACC1*→ CASPASE+EAL→ 117 Nocardia vinacea GCF_000308835.1 actinobacteria
WP_051274390.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 123 Cellulomonas sp. URHD0024 GCF_000426185.1 actinobacteria
WP_051338412.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 177 Streptomyces flavidovirens GCF_000429085.1 actinobacteria
WP_051362899.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 116 Amycolatopsis thermoflava GCA_003752125.1 actinobacteria
WP_051367990.1 EACC1 PBPB→?→?→?→?→?→ EACC1*→ 111 Hamadaea tsunoensis GCF_000428945.1 actinobacteria
WP_051436354.1 EACC1 EACC1*→ CASPASE→ 128 Streptomyces sp. CNT371 GCF_000514995.1 actinobacteria
WP_051450489.1 EACC1 EACC1*→ 177 Actinospica robiniae GCF_000504285.1 actinobacteria
WP_051450899.1 EACC1 EACC1*→ CASPASE+Pkinase+TM?+??→ 118 Actinospica robiniae GCF_000504285.1 actinobacteria
WP_051450927.1 EACC1 EACC1*→ CASPASE+TPRs→ 115 Actinospica robiniae GCF_000504285.1 actinobacteria
WP_051467403.1 EACC1 EACC1*→ CASPASE+SAD+HNH→?→||←METHYLASE 126 Actinomadura oligospora GCF_000518265.1 actinobacteria
WP_051467905.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 140 Actinomadura oligospora GCF_000518265.1 actinobacteria
WP_051572740.1 EACC1 EACC1*→ 93 Streptomyces sp. PRh5 GCA_000590515.1 actinobacteria
WP_051581547.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 133 Pseudonocardia acaciae GCF_000620785.1 actinobacteria
WP_051581839.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 152 Pseudonocardia acaciae GCF_000620785.1 actinobacteria
WP_051653552.1 EACC1 EACC1*→ CASPASE+??+ZnR+ZnR→ 120 Kitasatospora cheerisanensis GCA_000696185.1 actinobacteria
WP_051661499.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 141 Streptomyces albulus GCF_000695235.1 actinobacteria
WP_051661885.1 EACC1 EACC1*→ 124 Streptomyces albulus GCA_000695235.1 actinobacteria
WP_051673827.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 132 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
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WP_051674065.1 EACC1 EACC1*→ CASPASE+STAND+PBPB→ 150 Streptomyces sp. NTK 937 GCA_000698495.1 actinobacteria
WP_051674712.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 172 Streptomyces sp. URHA0041 GCF_000701325.1 actinobacteria
WP_051698691.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. NRRL F-5917 GCA_001294325.1 actinobacteria
WP_051707420.1 EACC1 - 133 Streptomyces sp. NRRL B-12105 - actinobacteria
WP_051708894.1 EACC1 EACC1*→ 118 Micromonospora parva GCF_000718515.1 actinobacteria
WP_051711433.1 EACC1 - 124 Streptomyces sp. NRRL S-350 - actinobacteria
WP_051715268.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Nocardia rhamnosiphila GCF_001613485.1 actinobacteria
WP_051715276.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Nocardia rhamnosiphila GCF_001613485.1 actinobacteria
WP_051723090.1 EACC1 - 129 Streptomyces albus - actinobacteria
WP_051723267.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 138 Streptomyces albus GCF_000719865.1 actinobacteria
WP_051724817.1 EACC1 EACC1*→ CASPASE+TPRs→ Pkinase+??→ 131 Streptacidiphilus jeojiense GCF_000719095.1 actinobacteria
WP_051727252.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces griseus GCF_000719495.1 actinobacteria
WP_051733700.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 126 Streptomyces GCA_001729485.1 actinobacteria
WP_051737317.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 148 Pseudonocardia autotrophica GCF_000717175.1 actinobacteria
WP_051740136.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ CASPASE+TPRs→?→ Clp_N+Clp_N+ClpABN-AAA→ 122 Kitasatospora sp. MBT66 GCF_000710405.2 actinobacteria
WP_051747232.1 EACC1 EACC1*→ 133 Streptomyces sp. NRRL B-5680 GCF_000719415.1 actinobacteria
WP_051747308.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces sp. NRRL B-5680 GCF_000719415.1 actinobacteria
WP_051751250.1 EACC1 - 123 Streptomyces griseoluteus - actinobacteria
WP_051751806.1 EACC1 EACC1*→ BetaPropeller(fragment)→ 121 Streptosporangium amethystogenes GCF_000721075.1 actinobacteria
WP_051753396.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 127 Streptosporangium amethystogenes GCF_000721075.1 actinobacteria
WP_051753712.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 125 Streptosporangium amethystogenes GCF_000721075.1 actinobacteria
WP_051754873.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 122 Kitasatospora purpeofusca GCF_000718025.1 actinobacteria
WP_051769029.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
774 Lentzea albidocapillata GCA_900176525.1 actinobacteria

WP_051771299.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 117 Streptomyces sp. NRRL F-6131 GCF_000719695.1 actinobacteria
WP_051789358.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 132 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
WP_051790042.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 141 Streptomyces sp. NRRL S-1022 GCF_000720135.1 actinobacteria
WP_051791754.1 EACC1 EACC1*→ CASPASE+TPRs→?→ EACC1→ 73 Amycolatopsis jejuensis GCF_000717335.1 actinobacteria
WP_051797235.1 EACC1 METHYLASE→ EACC1*→ CASPASE+TM+TM+TM+TM→ 122 Catenuloplanes japonicus GCF_000717135.1 actinobacteria
WP_051797407.1 EACC1 EACC1*→ CASPASE+TM+Beta_rich→ 138 Streptomyces sp. NRRL S-337 GCF_000720175.1 actinobacteria
WP_051817603.1 EACC1 EACC1*→ CASPASE+alpha-helical+TM+TM+??+TM+TM→ 183 Kitasatospora sp. NRRL B-11411 GCF_000721345.1 actinobacteria
WP_051818683.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ 146 Streptomyces sp. NRRL S-1813 GCF_000719605.1 actinobacteria
WP_051820037.1 EACC1 EACC1*→ CASPASE+GAF+PAS+GGDEF→ 116 Streptomyces sp. NRRL S-920 GCF_000717945.1 actinobacteria
WP_051820891.1 EACC1 EACC1*→ CASPASE+TPRs+LysM+PG-binding→ 120 Streptomyces flavochromogenes GCF_000717595.1 actinobacteria
WP_051822893.1 EACC1 EACC1*→ CASPASE+TM+Beta_rich→ 138 Streptomyces sp. NRRL S-1448 GCF_000719365.1 actinobacteria
WP_051825763.1 EACC1 EACC1*→ 133 Kitasatospora aureofaciens GCF_000716885.1 actinobacteria
WP_051826953.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 129 Streptomyces violaceoruber GCF_000720805.1 actinobacteria
WP_051827480.1 EACC1 EACC1*→ CASPASE+TM+PBPI→ 133 Streptomyces bicolor GCF_000725465.1 actinobacteria
WP_051828064.1 EACC1 EACC1*→ CASPASE+alpha-helical+TM+TM+??+TM+TM→ 155 Streptomyces sp. NRRL S-384 GCF_000721625.1 actinobacteria
WP_051828389.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 143 Streptomyces bicolor GCF_000725465.1 actinobacteria
WP_051830699.1 EACC1 EACC1*→ CASPASE+TPRs→ 136 Streptomyces violens GCF_000717745.1 actinobacteria
WP_051831085.1 EACC1 - 103 Streptomyces violens - actinobacteria
WP_051831682.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 103 Streptomyces violens GCF_000717745.1 actinobacteria
WP_051832798.1 EACC1 EACC1*→ CASPASE+GAF+PAS→ 149 Streptomyces GCA_001513955.1 actinobacteria
WP_051833041.1 EACC1 EACC1*→ CASPASE+??+TM+??→ 120 Streptomyces sp. NRRL S-646 GCF_000720765.1 actinobacteria
WP_051833578.1 EACC1 EACC1*→ CASPASE+??→ 116 Streptomyces katrae GCF_000717655.1 actinobacteria
WP_051837966.1 EACC1 EACC1*→ CASPASE+??+TPRs→ 114 Streptomyces sp. NRRL WC-3742 GCF_000720635.1 actinobacteria
WP_051840661.1 EACC1 - 93 Streptomyces sp. NRRL F-5126 - actinobacteria
WP_051843364.1 EACC1 EACC1*→ CASPASE+TPRs→ 132 Streptomyces sp. NRRL S-623 GCF_000725705.1 actinobacteria
WP_051843551.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Streptomyces GCF_000718375.1 actinobacteria
WP_051850144.1 EACC1 EACC1*→ 141 Streptomyces griseofuscus GCF_000718315.1 actinobacteria
WP_051850290.1 EACC1 EACC1*→ CASPASE+GAF+PAS→ 150 Streptomyces griseofuscus GCA_003933295.1 actinobacteria
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WP_051853232.1 EACC1 EACC1*→ CASPASE+PBPB→ 120 Streptomyces aureocirculatus GCF_000720475.1 actinobacteria
WP_051860348.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 125 Streptomyces anulatus GCA_003846255.1 actinobacteria
WP_051860360.1 EACC1 - 150 Streptomyces anulatus - actinobacteria
WP_051865517.1 EACC1 ??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 108 Streptomyces griseus GCF_000720255.1 actinobacteria
WP_051871299.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 141 Streptomyces sclerotialus - actinobacteria
WP_051872051.1 EACC1 EACC1*→ CASPASE+TM+PBPB+vWA→ 143 Streptomyces sclerotialus - actinobacteria
WP_051872372.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 122 Streptomyces sclerotialus - actinobacteria
WP_051874280.1 EACC1 EACC1*→ CASPASE+TPRs→ DUF664→ 121 Streptomyces exfoliatus GCF_000725545.1 actinobacteria
WP_051877232.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 114 Streptomyces natalensis GCF_000935125.1 actinobacteria
WP_051877321.1 EACC1 PAS+GAF+PP2C+HATPase_c_2→ EACC1*→ CASPASE+TM+Beta_rich→ 133 Streptomyces natalensis GCF_000935125.1 actinobacteria
WP_051919877.1 EACC1 EACC1*→ CASPASE+??→ 126 Streptomyces sp. PAN_FS17 GCA_900105465.1 actinobacteria
WP_051927179.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 163 Streptomyces durhamensis GCF_000725475.1 actinobacteria
WP_051951601.1 EACC1 EACC1*→ CASPASE+TPRs→ 123 Streptomyces yeochonensis GCF_000745345.1 actinobacteria
WP_051969288.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_C+DnaJ_C+TM+TM→ 106 Kitasatospora azatica GCF_000744785.1 actinobacteria
WP_052069324.1 EACC1 EACC1*→||←?←?||Pkinase+??→ 119 Streptacidiphilus albus GCF_000744705.1 actinobacteria
WP_052163187.1 EACC1 EACC1*→ CASPASE+??→ 118 Actinoplanes utahensis GCF_000785985.1 actinobacteria
WP_052281097.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1*→ CASPASE+TPRs→ 125 Nocardia vulneris GCF_001613425.1 actinobacteria
WP_052287016.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces sp. 769 GCA_000816025.1 actinobacteria
WP_052287199.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 126 Streptomyces GCA_000816025.1 actinobacteria
WP_052359567.1 EACC1 EACC1*→ CASPASE+DUF179→ SIR2+??→??→ 115 Actinoplanes friuliensis GCF_000494755.1 actinobacteria
WP_052371933.1 EACC1 EACC1*→ CASPASE+CLP_protease→ 120 Amycolatopsis taiwanensis GCF_000519205.1 actinobacteria
WP_052392347.1 EACC1 - 132 Streptomyces roseoverticillatus - actinobacteria
WP_052397909.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 130 Streptomyces sp. NRRL F-5123 GCF_000721495.1 actinobacteria
WP_052398340.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 93 Streptomyces sp. NRRL F-5123 GCF_000721495.1 actinobacteria
WP_052407300.1 EACC1 EACC1*→ 121 Allokutzneria albata GCA_900103775.1 actinobacteria
WP_052412073.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces luteus GCF_000739045.1 actinobacteria
WP_052413571.1 EACC1 EACC1*→ AB_hydrolase→ 142 Streptomyces glaucescens GCA_000761215.1 actinobacteria
WP_052423238.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 125 Nonomuraea candida GCF_000725485.1 actinobacteria
WP_052423634.1 EACC1 EACC1*→ CASPASE+TM+TM+??→ 119 Nonomuraea candida GCF_000725485.1 actinobacteria
WP_052478239.1 EACC1 PALP→ Trp_syntA→ TM+LGT→ EACC1*→ 120 Kibdelosporangium sp. MJ126-NF4 GCF_000826545.1 actinobacteria
WP_052482684.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 141 Streptomyces albus GCA_000827005.1 actinobacteria
WP_052577225.1 EACC1 - 149 Actinosporangium sp. NRRL B-3428 - actinobacteria
WP_052701361.1 EACC1 EACC1*→ 67 Streptomyces iranensis GCF_000938975.1 actinobacteria
WP_052701406.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 130 Streptomyces iranensis GCA_000938975.1 actinobacteria
WP_052701431.1 EACC1 EACC1*→ CASPASE+TM+??→ 147 Streptomyces iranensis GCA_000938975.1 actinobacteria
WP_052705912.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 89 Streptomyces sp. NRRL B-1568 GCF_000967025.1 actinobacteria
WP_052709520.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 126 Streptomyces sp. NRRL S-495 GCF_000966955.1 actinobacteria
WP_052714810.1 EACC1 EACC1*→ 113 Streptomyces GCF_000720235.1 actinobacteria
WP_052720941.1 EACC1 EACC1*→||←CASPASE+STAND+TM+polar_region+TM+BetaPropeller 88 Actinoplanes rectilineatus GCF_000962825.1 actinobacteria
WP_052731619.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces sp. MBT28 GCA_005490965.1 actinobacteria
WP_052742894.1 EACC1 EACC1*→ CASPASE+alpha-helical+TM+TM+??+TM+TM→ 67 Streptomyces mangrovisoli GCA_000974985.2 actinobacteria
WP_052743230.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 125 Streptomyces mangrovisoli GCF_000974985.2 actinobacteria
WP_052770426.1 EACC1+CASPASE+BetaPropeller EACC1+CASPASE+BetaPropeller*→ BetaPropeller→ 703 Streptomyces sp. CNQ-509 GCF_001011035.1 actinobacteria
WP_052845486.1 EACC1 EACC1*→ CASPASE+TM+??→ 78 Streptomyces sp. NRRL S-31 GCF_000718775.1 actinobacteria
WP_053048421.1 EACC1 EACC1*→ CASPASE+TM+??→ 141 Streptomyces antioxidans GCA_000968685.2 actinobacteria
WP_053048662.1 EACC1 EACC1*→ CASPASE+Peripla_BP_5→ 127 Streptomyces antioxidans - actinobacteria
WP_053080830.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces roseus GCF_001044425.1 actinobacteria
WP_053116041.1 EACC1 EACC1*→ CASPASE+TPRs→ 109 Streptomyces xiamenensis GCA_000993785.2 actinobacteria
WP_053164263.1 EACC1 - 134 Streptomyces ahygroscopicus - actinobacteria
WP_053164556.1 EACC1 EACC1*→ CASPASE+PBPB→ 120 Streptomyces albulus GCF_000935185.3 actinobacteria
WP_053271602.1 EACC1 EACC1*→ 116 Enterobacteriaceae GCA_002249075.1 gammaproteobacteria
WP_053626492.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces GCA_001279445.1 actinobacteria
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WP_053634092.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces GCA_001279855.1 actinobacteria
WP_053650957.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 126 Streptomyces sp. XY431 GCF_001279805.1 actinobacteria
WP_053652889.1 EACC1 EACC1*→ 117 Micromonospora sp. NRRL B-16802 GCA_001279555.1 actinobacteria
WP_053670302.1 EACC1 ??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 121 Streptomyces sp. NRRL B-1140 GCA_001280065.1 actinobacteria
WP_053674387.1 EACC1 EACC1*→ CASPASE→ TPRs→ 117 Streptomyces sp. NRRL B-1140 GCA_001280065.1 actinobacteria
WP_053676249.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 139 Streptomyces sp. WM4235 GCF_001279725.1 actinobacteria
WP_053683135.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 123 Streptomyces sp. WM4235 GCA_001279725.1 actinobacteria
WP_053684084.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 140 Streptomyces sp. XY593 GCF_001279885.1 actinobacteria
WP_053692927.1 EACC1 EACC1*→ CASPASE+??→ 109 Streptomyces sp. WM6372 GCF_001279655.1 actinobacteria
WP_053694030.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 137 Streptomyces sp. WM6372 GCA_001279655.1 actinobacteria
WP_053694048.1 EACC1 EACC1*→ CASPASE+??→ 116 Streptomyces sp. WM6372 GCA_001279655.1 actinobacteria
WP_053707259.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Streptomyces sp. NRRL B-3648 GCF_001279545.1 actinobacteria
WP_053711694.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Streptomyces sp. NRRL B-3648 GCA_001279545.1 actinobacteria
WP_053711828.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 153 Streptomyces sp. NRRL B-3648 GCF_001279545.1 actinobacteria
WP_053733409.1 EACC1 EACC1*→ CASPASE+Cpn60_TCP1→ 111 Nocardia sp. NRRL S-836 GCA_001279525.1 actinobacteria
WP_053751185.1 EACC1 EACC1*→ 113 Streptomyces sp. MMG1533 GCA_001279775.1 actinobacteria
WP_053754404.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 133 Streptomyces sp. MMG1533 GCF_001279775.1 actinobacteria
WP_053763839.1 EACC1 - 116 Streptomyces sp. AS58 - actinobacteria
WP_053764190.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 76 Streptomyces sp. AS58 GCA_001279985.1 actinobacteria
WP_053790627.1 EACC1 EACC1*→ CASPASE+??→ 116 Streptomyces sp. XY332 GCF_001280885.1 actinobacteria
WP_053802205.1 EACC1 EACC1*→ 180 Streptomyces rimosus GCF_001279345.1 actinobacteria
WP_053847006.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 136 Streptomyces sp. NRRL B-24085 GCF_001282115.1 actinobacteria
WP_053923404.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces chattanoogensis GCA_001294335.1 actinobacteria
WP_053926881.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 156 Streptomyces chattanoogensis GCA_001294335.1 actinobacteria
WP_053927196.1 EACC1 PAS+GAF+PP2C+HATPase_c_2→ EACC1*→ 128 Streptomyces chattanoogensis GCF_001294335.1 actinobacteria
WP_054001110.1 EACC1 EACC1*→ CASPASE+TM+??→ 120 Shimia sp. SK013 GCA_001292625.1 alphaproteobacteria
WP_054048388.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 106 Alloactinosynnema sp. L-07 GCA_900070365.1 actinobacteria
WP_054066041.1 EACC1 EACC1*→ 125 Comamonas kerstersii GCA_002056725.1 betaproteobacteria
WP_054212290.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 108 Actinobacteria bacterium OK074 GCF_001298575.1 actinobacteria
WP_054217804.1 EACC1 EACC1*→ 141 Actinobacteria bacterium OK074 GCF_001298575.1 actinobacteria
WP_054294680.1 EACC1 PALP→ Trp_syntA→ TM+LGT→ EACC1*→ 117 Kibdelosporangium phytohabitans GCA_001302585.1 actinobacteria
WP_054812365.1 EACC1 EACC1*→ 97 Nocardia arizonensis GCF_001618405.1 actinobacteria
WP_055409063.1 EACC1+EAD1 CASPASE+STAND+polar_region+TM+BetaPropeller||EACC1+EAD1*→ 291 Frankia sp. ACN1ag GCA_001414035.1 actinobacteria
WP_055418791.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 145 Streptomyces pactum GCA_002005225.1 actinobacteria
WP_055472090.1 EACC1 EACC1*→ CASPASE+Peripla_BP_5→ 122 Streptomyces pathocidini GCF_001418495.1 actinobacteria
WP_055519506.1 EACC1 EACC1*→ 117 Streptomyces ossamyceticus GCF_001418475.1 actinobacteria
WP_055520371.1 EACC1 EACC1*→ CASPASE→ TPRs→ 117 Streptomyces ossamyceticus GCF_001418475.1 actinobacteria
WP_055529698.1 EACC1 EACC1*→ CASPASE+PBPB→ 113 Streptomyces graminilatus GCF_001418565.1 actinobacteria
WP_055547602.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+Clp_N+Clp_N+ClpABN-AAA→ 118 Streptomyces sp. NBRC 110028 GCF_001417735.1 actinobacteria
WP_055554425.1 EACC1 HATPase_c_2→ EACC1*→ 118 Streptomyces sp. NBRC 110028 GCF_001417735.1 actinobacteria
WP_055555440.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 150 Streptomyces sp. NBRC 110028 GCF_001417735.1 actinobacteria
WP_055564004.1 EACC1 EACC1*→ CASPASE+TPRs→ 138 Streptomyces atriruber GCF_001418325.1 actinobacteria
WP_055574191.1 EACC1 ??+CASPASE→ EACC1*→ 132 Streptomyces prasinopilosus GCA_900101585.1 actinobacteria
WP_055582923.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 141 Streptomyces GCF_000935185.3 actinobacteria
WP_055591440.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 129 Streptomyces griseoplanus GCF_001418575.1 actinobacteria
WP_055593759.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 167 Streptomyces hirsutus GCF_001418415.1 actinobacteria
WP_055607204.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 130 Streptomyces prasinus - actinobacteria
WP_055607684.1 EACC1 TIR+CASPASE→ EACC1*→ 141 Streptomyces prasinus GCF_001418165.1 actinobacteria
WP_055628150.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces hirsutus GCF_001418175.1 actinobacteria
WP_055689145.1 EACC1 - 168 Streptomyces prasinus - actinobacteria
WP_055690018.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 130 Streptomyces prasinus GCF_001419705.1 actinobacteria
WP_055690138.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces prasinus GCF_001419705.1 actinobacteria
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WP_055693189.1 EACC1 ??+CASPASE→ EACC1*→ 132 Streptomyces prasinopilosus GCF_001419695.1 actinobacteria
WP_055698908.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces GCF_001748305.1 actinobacteria
WP_055704881.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 126 Streptomyces puniciscabiei - actinobacteria
WP_055721366.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 105 Streptomyces GCA_003129505.1 actinobacteria
WP_055751765.1 EACC1+EAD1 FHA+??+low-complexity+FHA+ABC-ATPase+TM→ EACC1+EAD1*→||←CASPASE+STAND+polar_region+TM+BetaPropeller 233 Frankia sp. AvcI1 GCF_001420875.1 actinobacteria
WP_056700872.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces GCA_001426325.1 actinobacteria
WP_056780488.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM→ 124 Terrabacter sp. Soil811 GCA_001429655.1 actinobacteria
WP_056790650.1 EACC1 ??+CASPASE→ EACC1*→ 127 Streptomyces GCA_001426615.1 actinobacteria
WP_056799763.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 139 Streptomyces sp. Root55 GCA_001427245.1 actinobacteria
WP_056823413.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM→ 124 Terrabacter sp. Root85 GCA_001429185.1 actinobacteria
WP_057235967.1 EACC1 EACC1*→ CASPASE+TPRs→ 135 Kitasatospora sp. Root107 GCA_001424875.1 actinobacteria
WP_057238329.1 EACC1 EACC1*→ CASPASE+TPRs→ 131 Kitasatospora GCA_001424875.1 actinobacteria
WP_057240280.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 117 Kitasatospora GCA_001424875.1 actinobacteria
WP_058081073.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ META→ 116 Streptomyces hygroscopicus GCA_001447075.1 actinobacteria
WP_058084346.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 140 Streptomyces hygroscopicus GCA_001447075.1 actinobacteria
WP_058228238.1 EACC1 EACC1*→ CASPASE+??→ 122 Rhodococcus enclensis GCA_900094765.1 actinobacteria
WP_059065682.1 EACC1 EACC1*→ 82 Klebsiella pneumoniae GCA_002903025.1 gammaproteobacteria
WP_059144748.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ 130 Streptomyces GCA_001509775.1 actinobacteria
WP_059145485.1 EACC1 EACC1*→ 133 Streptomyces GCA_001509775.1 actinobacteria
WP_059193393.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM→ 136 Streptomyces antibioticus GCA_001514065.1 actinobacteria
WP_059193417.1 EACC1 EACC1*→ CASPASE+STAND+BetaPropeller→ 125 Streptomyces antibioticus GCA_001514065.1 actinobacteria
WP_059195108.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 133 Streptomyces antibioticus GCA_001514065.1 actinobacteria
WP_059195220.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces antibioticus GCA_001514065.1 actinobacteria
WP_059249456.1 EACC1 - 133 Streptomyces reticuli - actinobacteria
WP_059253791.1 EACC1 AMP-binding+AMP-binding_C→ AMP-binding+AMP-binding_C→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 152 Streptomyces GCA_002251155.1 actinobacteria
WP_059263747.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ META→ 116 Streptomyces corchorusii GCA_001514055.1 actinobacteria
WP_059265627.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 140 Streptomyces corchorusii GCA_001514055.1 actinobacteria
WP_059267207.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces corchorusii GCA_001514055.1 actinobacteria
WP_060888019.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain+TM+TM+bPH_domain+TM+TM→ 134 Streptomyces GCA_900114955.1 actinobacteria
WP_060904615.1 EACC1 EACC1*→ CASPASE+TPRs→ 127 Streptomyces scabiei GCF_001550235.1 actinobacteria
WP_061446668.1 EACC1 - 153 Streptomyces sp. CCM_MD2014 - actinobacteria
WP_061446671.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. CCM_MD2014 GCA_000772045.1 actinobacteria
WP_061989687.1 EACC1 EACC1*→ 120 Amycolatopsis regifaucium GCA_001613935.1 actinobacteria
WP_062133880.1 EACC1 EACC1*→ CASPASE(fragment)→ 117 Streptomyces sp. CC71 GCA_001595515.1 actinobacteria
WP_062205207.1 EACC1 - 186 Streptomyces sp. NBRC 109706 - actinobacteria
WP_062208870.1 EACC1 TM+TM+TM+PP2C→ EACC1*→ CASPASE+PBPB+vWA→ 135 Streptomyces sp. NBRC 109706 GCF_000974485.1 actinobacteria
WP_062331945.1 EACC1 EACC1*→ 119 Herbidospora sakaeratensis GCF_001570525.1 actinobacteria
WP_062707009.1 EACC1 TPRs→ EACC1*→ CASPASE+TPRs→ 114 Streptomyces regalis GCA_001509475.1 actinobacteria
WP_062720803.1 EACC1 - 135 Streptomyces caeruleatus GCA_001514235.1 actinobacteria
WP_062752525.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 181 Streptomyces GCA_002943895.1 actinobacteria
WP_062924605.1 EACC1 EACC1*→ CASPASE+RE_Eco29kI+??→ 124 Streptomyces sp. S10(2016) GCA_001611795.1 actinobacteria
WP_062928059.1 EACC1 TM+TM+TM+PP2C→??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 121 Streptomyces sp. S10(2016) GCA_001611795.1 actinobacteria
WP_062976308.1 EACC1 EACC1*→ CASPASE+TPRs→ 147 Nocardia flavorosea GCF_001613385.1 actinobacteria
WP_062989910.1 EACC1 EACC1*→ CASPASE+TPRs→ 117 Nocardia anaemiae GCF_001612725.1 actinobacteria
WP_063006009.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1→ CASPASE+TPRs→ EACC1*→ CASPASE+EAL→ 128 Nocardia cummidelens GCF_001612865.1 actinobacteria
WP_063006011.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1*→ CASPASE+TPRs→ EACC1→ CASPASE+EAL→ 125 Nocardia cummidelens - actinobacteria
WP_063038312.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 125 Nocardia pseudovaccinii GCF_001613225.1 actinobacteria
WP_063038929.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Nocardia grenadensis GCF_001613445.1 actinobacteria
WP_063044051.1 EACC1 EACC1*→ CASPASE+TPRs→ 169 Nocardia pseudovaccinii GCF_001613225.1 actinobacteria
WP_063047902.1 EACC1 EACC1*→ CASPASE+TPRs→ 138 Nocardia pseudovaccinii GCF_001613225.1 actinobacteria
WP_063057431.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Nocardia sienata GCF_001613205.1 actinobacteria
WP_063273430.1 EACC1 EACC1*→ 101 Amycolatopsis keratiniphila - actinobacteria
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WP_063276304.1 EACC1 MFS_1→ EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 122 Amycolatopsis keratiniphila - actinobacteria
WP_063483685.1 EACC1 EACC1*→ CASPASE+GTP_EFTU+GTP_EFTU_D2+GTP_EFTU_D3→ 127 Streptomyces ambofaciens GCA_001632865.1 actinobacteria
WP_063792803.1 EACC1 EACC1*→ 127 Streptomyces aurantiacus GCF_001418335.1 actinobacteria
WP_063837497.1 EACC1 EACC1*→ 98 Streptomyces sp. NRRL WC-3549 GCF_000721935.1 actinobacteria
WP_064068784.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 141 Streptomyces albulus GCA_001646665.1 actinobacteria
WP_064534223.1 EACC1 ??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces sp. SAT1 GCA_001654495.1 actinobacteria
WP_065003909.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 130 Streptomyces sp. H-KF8 GCA_001672315.1 actinobacteria
WP_065479927.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→??→ 143 Streptomyces sp. PTY087I2 GCA_001687325.1 actinobacteria
WP_065484169.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. PTY087I2 GCF_001687325.1 actinobacteria
WP_065807622.1 EACC1 EACC1*→ 93 Enterobacteriaceae GCA_002844785.1 gammaproteobacteria
WP_066361324.1 EACC1 EACC1*→ 81 Herbidospora mongoliensis GCF_001570545.1 actinobacteria
WP_066890950.1 EACC1 - 131 Streptomyces thermoautotrophicus - actinobacteria
WP_066927619.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Streptomyces sp. NBRC 110611 GCA_001590865.1 actinobacteria
WP_066927855.1 EACC1 - 138 Streptomyces sp. NBRC 110611 GCA_001590865.1 actinobacteria
WP_066954369.1 EACC1 EACC1*→ 200 Streptomyces lushanensis GCF_001700515.1 actinobacteria
WP_066956024.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 136 Streptomyces lushanensis GCF_001700515.1 actinobacteria
WP_066985804.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 148 Streptomyces sp. NRRL F-4489 GCA_001509485.1 actinobacteria
WP_067008945.1 EACC1 EACC1*→ CASPASE+PBPB→ 152 Streptomyces cellostaticus GCA_001513965.1 actinobacteria
WP_067118993.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Streptomyces yokosukanensis GCA_001514035.1 actinobacteria
WP_067155823.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 125 Streptomyces sp. ERV7 GCA_001653515.1 actinobacteria
WP_067166979.1 EACC1 EACC1*→ CASPASE+BetaPropeller→||←DUF664 126 Streptomyces sp. ERV7 GCA_001653515.1 actinobacteria
WP_067237622.1 EACC1 EACC1*→ CASPASE+STAND+??→ 119 Streptomyces longwoodensis GCA_001514125.1 actinobacteria
WP_067253610.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 108 Streptomyces sp. DSM 15324 GCA_001514285.1 actinobacteria
WP_067303920.1 EACC1 EACC1*→ CASPASE+wHTH+BetaPropeller→ 127 Streptomyces griseochromogenes GCA_001542625.2 actinobacteria
WP_067304265.1 EACC1 EACC1*→ CASPASE+TM+TM→ PBPB→ 145 Micromonospora rifamycinica GCA_001542325.1 actinobacteria
WP_067309664.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 118 Streptomyces griseochromogenes GCA_001542625.2 actinobacteria
WP_067312463.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 125 Streptomyces griseochromogenes GCA_001542625.2 actinobacteria
WP_067315441.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 155 Micromonospora rifamycinica GCA_001542325.1 actinobacteria
WP_067353812.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces noursei GCA_001704275.1 actinobacteria
WP_067470360.1 low_complexity+EACC1 low_complexity+EACC1*→ 315 Nocardia amamiensis GCF_001612745.1 actinobacteria
WP_067487973.1 EACC1 EACC1*→ CASPASE+EAL→ 122 Nocardia ignorata GCA_004362495.1 actinobacteria
WP_067499062.1 EACC1 EACC1*→ CASPASE+SF1-helicase→ 126 Actinoplanes sp. TFC3 GCF_001553785.1 actinobacteria
WP_067529228.1 EACC1 EACC1*→ CASPASE+??→ 128 Nocardia uniformis GCF_001613345.1 actinobacteria
WP_067578379.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 109 Amycolatopsis GCA_001651785.1 actinobacteria
WP_067670342.1 EACC1 EACC1*→ 80 Nocardia miyunensis GCF_001613065.1 actinobacteria
WP_067690701.1 EACC1 EACC1*→ CASPASE+TPRs→ 122 Nocardia jejuensis GCF_001613145.1 actinobacteria
WP_067694339.1 EACC1 EACC1*→ CASPASE+STAND+BetaPropeller→ 156 Nocardia jejuensis GCF_001613145.1 actinobacteria
WP_067792914.1 EACC1 EACC1*→ CASPASE+TPRs→ 75 Nocardia amikacinitolerans GCF_001612615.1 actinobacteria
WP_067804861.1 EACC1 Pkinase+TM+LppX_LprAFG→ CASPASE+TPRs→ EACC1*→ 128 Nocardia beijingensis GCF_001612785.1 actinobacteria
WP_067806049.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 129 Nocardia beijingensis GCF_001612785.1 actinobacteria
WP_067827015.1 EACC1 EACC1*→ CASPASE+??→ 136 Nocardia inohanensis GCF_001612945.1 actinobacteria
WP_067915216.1 EACC1 EACC1*→ CASPASE+??+NUDIX→ 126 Actinomadura GCF_001552235.1 actinobacteria
WP_067978771.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM+TM+TM→ 75 Nocardia caishijiensis GCF_001612825.1 actinobacteria
WP_068032713.1 EACC1 EACC1*→ 157 Nocardia mexicana GCF_001613165.1 actinobacteria
WP_068902202.1 EACC1 EACC1*→ CASPASE+SAD+HNH→ 120 Planomonospora sphaerica GCF_001653075.1 actinobacteria
WP_068904454.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 119 Planomonospora sphaerica GCF_001653075.1 actinobacteria
WP_068927089.1 EACC1 EACC1*→ 90 Planobispora rosea GCF_001696485.1 actinobacteria
WP_068928249.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM+BetaPropeller→ 129 Planobispora rosea GCF_001696485.1 actinobacteria
WP_069571402.1 EACC1 Glyoxalase→ EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces lydicus GCA_001729485.1 actinobacteria
WP_069571866.1 EACC1 EACC1*→ CASPASE+??→ 119 Streptomyces lydicus GCA_001729485.1 actinobacteria
WP_069628874.1 EACC1 EACC1*→?→ PALP→ 120 Streptomyces niveus GCA_004563805.1 actinobacteria
WP_069734965.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. EN27 GCA_003353555.1 actinobacteria
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WP_069755251.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces sp. EN16 GCF_001746285.1 actinobacteria
WP_069756375.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→??+SUKH→ 137 Streptomyces sp. EN16 GCF_001746285.1 actinobacteria
WP_069767498.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 126 Streptomyces sp. LUP30 GCF_001746365.1 actinobacteria
WP_069768493.1 EACC1 - 119 Streptomyces sp. LUP30 - actinobacteria
WP_069776394.1 EACC1 EACC1*→ CASPASE+Pkinase+TM?+??→ 138 Streptomyces puniciscabiei GCA_001735805.1 actinobacteria
WP_069864785.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 140 Streptomyces sp. SPMA113 - actinobacteria
WP_069865414.1 EACC1 EACC1*→ CASPASE+TM+??→ 122 Streptomyces GCA_002812405.1 actinobacteria
WP_070017995.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs→ 132 Streptomyces nanshensis GCA_001751255.1 actinobacteria
WP_070025777.1 EACC1 EACC1*→ CASPASE+??+ZnR+ZnR→ 119 Streptomyces GCA_900104815.1 actinobacteria
WP_070029270.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Streptomyces sp. F-1 GCA_900079405.3 actinobacteria
WP_070029920.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 162 Streptomyces sp. F-1 GCA_900079405.3 actinobacteria
WP_070205154.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces GCA_001751305.1 actinobacteria
WP_071284407.1 EACC1 EACC1*→ 118 Enterobacter cloacae complex

‘Hoffmann cluster IV’
GCA_001858135.1 gammaproteobacteria

WP_071366246.1 EACC1 EACC1*→ CASPASE+??+TM+TM+??→ 139 Streptomyces sp. MUSC 93 GCA_001866645.1 actinobacteria
WP_071386200.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 135 Streptomyces sp. MUSC 1 GCA_001866665.1 actinobacteria
WP_071655689.1 EACC1 DUF742→?→?→||←?←?||EACC1*→?→ CASPASE+PBPB+vWA→?→||←?||MFS_1→ 156 Streptomyces gilvigriseus GCA_001879105.1 actinobacteria
WP_071806911.1 EACC1 EACC1*→ CASPASE+DUF179→ SIR2+??→??→ 117 Couchioplanes caeruleus GCA_001884705.1 actinobacteria
WP_071967634.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 103 Streptomyces cinnamoneus GCF_001885705.1 actinobacteria
WP_072475297.1 EACC1 MFS_1→||←?||GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1→ CASPASE+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis australiensis GCA_900119165.1 actinobacteria
WP_072475299.1 EACC1 MFS_1→||←?||GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ CASPASE+TM+TM+TM+TM→ EACC1→ 109 Amycolatopsis australiensis GCF_900119165.1 actinobacteria
WP_072480727.1 EACC1 EACC1*→ CASPASE+TPRs→ 116 Amycolatopsis australiensis GCA_900119165.1 actinobacteria
WP_072656118.1 EACC1 EACC1*→ 151 Streptomyces viridifaciens GCA_001888885.1 actinobacteria
WP_073215496.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 105 Streptomyces sp. NBRC 110465 GCF_001895105.1 actinobacteria
WP_073384278.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 140 Nocardiopsis flavescens GCA_900141985.1 actinobacteria
WP_073444062.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 126 Streptomyces yunnanensis GCA_900142595.1 actinobacteria
WP_073445437.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces yunnanensis GCA_900142595.1 actinobacteria
WP_073500553.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 146 Streptomyces paucisporeus GCF_900142575.1 actinobacteria
WP_073500803.1 EACC1 EACC1*→ CASPASE+HSP70→ 119 Streptomyces paucisporeus GCF_900142575.1 actinobacteria
WP_073719518.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 137 Streptomyces sp. TSRI0281 GCA_001905125.1 actinobacteria
WP_073727530.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. CB02414 GCA_001905385.1 actinobacteria
WP_073729973.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 173 Streptomyces sp. CB02414 GCF_001905385.1 actinobacteria
WP_073748875.1 EACC1 EACC1*→ CASPASE+??→ 119 Streptomyces sp. CB02058 GCA_001905505.1 actinobacteria
WP_073752659.1 EACC1 - 141 Streptomyces sp. CB02058 - actinobacteria
WP_073753325.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs→ 123 Streptomyces sp. CB02058 GCA_001905505.1 actinobacteria
WP_073760381.1 EACC1 EACC1*→ 118 Streptomyces sp. CB03234 GCA_001905885.1 actinobacteria
WP_073762288.1 EACC1 SF2-helicase+RecQ_Zn_bind+RQC+HRDC→ EACC1*→ 147 Streptomyces sp. CB02923 GCA_001905005.1 actinobacteria
WP_073781011.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 154 Streptomyces sp. MJM1172 GCA_001905425.1 actinobacteria
WP_073799165.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 154 Streptomyces GCA_001905025.1 actinobacteria
WP_073800187.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces sp. TSRI0261 GCA_001905485.1 actinobacteria
WP_073802404.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 122 Streptomyces sp. TSRI0261 GCA_001905485.1 actinobacteria
WP_073803866.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→??+SUKH→ 143 Streptomyces sp. TSRI0261 GCA_001905485.1 actinobacteria
WP_073808816.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 143 Kitasatospora sp. CB01950 GCA_001905465.1 actinobacteria
WP_073846533.1 EACC1 EACC1*→ 101 Amycolatopsis sp. CB00013 GCA_001905755.1 actinobacteria
WP_073863288.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. CB01249 GCA_001905735.1 actinobacteria
WP_073871277.1 EACC1 EACC1*→ 153 Streptomyces sp. CB00072 GCA_001905575.1 actinobacteria
WP_073910694.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 134 Streptomyces sp. CB00455 GCA_001905445.1 actinobacteria
WP_073920305.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 167 Streptomyces sp. CB00455 GCA_001905445.1 actinobacteria
WP_073931364.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ HTH+N6_Mtase+Methylase_S→ 156 Streptomyces sp. CB02400 GCF_001905725.1 actinobacteria
WP_073946764.1 EACC1 ←CASPASE+HATPase_c_4+STAND+TPRs||EACC1*→ 111 Streptomyces kebangsaanensis GCF_001906585.1 actinobacteria
WP_074266816.1 EACC1 EACC1*→ CASPASE+TPRs→ 116 Paraburkholderia phenazinium GCA_900141745.1 betaproteobacteria
WP_074311352.1 EACC1 EACC1*→ 93 Micromonospora cremea GCF_900143515.1 actinobacteria
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WP_074474396.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 159 Micromonospora carbonacea - actinobacteria
WP_074475907.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Micromonospora carbonacea GCA_900091535.1 actinobacteria
WP_074990165.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 162 Streptomyces misionensis GCA_900104815.1 actinobacteria
WP_074990255.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Streptomyces misionensis GCA_900104815.1 actinobacteria
WP_075136975.1 EACC1 EACC1*→ CASPASE+TM+TM→ TM+PBPB→ 129 Actinophytocola xinjiangensis GCA_001921215.1 actinobacteria
WP_075138181.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 123 Actinophytocola xinjiangensis GCA_001921215.1 actinobacteria
WP_075733352.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 111 Streptomyces acidiscabies GCF_001941275.1 actinobacteria
WP_075735850.1 EACC1 EACC1*→ CASPASE+TPRs→ 112 Streptomyces acidiscabies GCF_001941275.1 actinobacteria
WP_075740780.1 EACC1 EACC1*→ CASPASE+??→ 131 Actinoalloteichus GCA_001941625.1 actinobacteria
WP_075976363.1 EACC1 EACC1*→ CASPASE+GTP_EFTU+GTP_EFTU_D2→ 126 Actinokineospora bangkokensis GCA_001940455.1 actinobacteria
WP_076086048.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 120 Streptomyces sp. IMTB 2501 GCA_001953885.1 actinobacteria
WP_076166549.1 EACC1 EACC1*→ 110 Amycolatopsis coloradensis GCA_001953865.1 actinobacteria
WP_076818503.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 156 Frankia asymbiotica GCA_001983105.1 actinobacteria
WP_076978205.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. M1013 GCA_001970135.1 actinobacteria
WP_076986698.1 EACC1 EACC1*→ 132 Actinosynnema sp. ALI-1.44 GCA_001984155.1 actinobacteria
WP_076994204.1 EACC1 PALP→ Trp_syntA→ TM+LGT→ EACC1*→ 117 Actinosynnema sp. ALI-1.44 GCA_001984155.1 actinobacteria
WP_077059651.1 EACC1 EACC1*→ CASPASE+JAB→?→ MFS_1→ 128 Streptomyces sp. MP131-18 GCA_001984575.1 actinobacteria
WP_077939109.1 EACC1 ??+TM+TM+TM+Peptidase_M48+TM+DUF4864+??→?→ EACC1*→ 75 Micromonospora sp. Rc5 GCA_002006875.1 actinobacteria
WP_077964689.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 158 Streptomyces tsukubensis GCA_002007125.1 actinobacteria
WP_077965477.1 EACC1 EACC1*→ CASPASE+TPRs→ Pkinase+??→ 141 Streptomyces tsukubensis GCA_002007125.1 actinobacteria
WP_078630203.1 EACC1 EACC1*→ CASPASE+TPRs→ 120 Streptomyces roseochromogenus GCF_000497445.1 actinobacteria
WP_078644979.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 147 Streptomyces hygroscopicus GCA_002021875.1 actinobacteria
WP_078884333.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces sp. NRRL S-340 GCF_000720185.1 actinobacteria
WP_078974305.1 EACC1 EACC1*→ 123 Streptomyces scabrisporus GCA_002024165.1 actinobacteria
WP_079076561.1 EACC1 EACC1*→ CASPASE+TPRs→ 116 Streptomyces GCF_001572115.1 actinobacteria
WP_079129943.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces sp. F-3 GCA_001653115.1 actinobacteria
WP_079136578.1 EACC1 - 117 Streptomyces sp. MJM8645 - actinobacteria
WP_079151662.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 133 Streptomyces sp. RTd22 GCF_001650215.1 actinobacteria
WP_079161065.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 144 Streptomyces puniciscabiei GCF_001735805.1 actinobacteria
WP_079172843.1 EACC1 EACC1*→ 129 Streptomyces sp. MUSC 1 GCF_001866665.1 actinobacteria
WP_079178867.1 EACC1 EACC1*→ CASPASE+TPRs→ 122 Streptomyces humi GCF_001005085.2 actinobacteria
WP_079182070.1 EACC1 EACC1*→ CASPASE+TM+MFS_1+TM+TM+TM+TM+TM+TM+TM+TM→ 90 Streptomyces yunnanensis GCF_900142595.1 actinobacteria
WP_079186679.1 EACC1 - 130 Streptomyces sp. TSRI0107 - actinobacteria
WP_079189196.1 EACC1 ??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces kebangsaanensis GCF_001906585.1 actinobacteria
WP_079193145.1 EACC1 MglB→ DUF742→ sGTP-MglA→?→?→ EACC1*→ CASPASE+TPRs→||←?||?→?→ DUF664→ 118 Streptomyces sp. CB02488 GCF_001905365.1 actinobacteria
WP_079258527.1 EACC1 EACC1*→ CASPASE+TM+??→ 122 Streptomyces autolyticus GCA_001983975.1 actinobacteria
WP_079273211.1 EACC1 EACC1*→ CASPASE+RE_Eco29kI+??→ 119 Streptomyces sp. TN58 GCF_001941845.1 actinobacteria
WP_079277600.1 EACC1 FAD_binding_4+??+BBE→ EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 125 Streptomyces sp. CB03234 GCF_001905885.1 actinobacteria
WP_079310450.1 EACC1 EACC1*→ 120 Streptomyces sp. GKU 895 GCF_002027195.1 actinobacteria
WP_079314406.1 EACC1+CASPASE+TPR_region EACC1+CASPASE+TPR_region*→ 511 Microbispora sp. GKU 823 GCA_002027145.1 actinobacteria
WP_079565090.1 EACC1 EACC1*→ CASPASE+??+TM→ 124 Bradyrhizobium erythrophlei GCA_900129505.1 alphaproteobacteria
WP_079659971.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces GCA_002754515.1 actinobacteria
WP_080042215.1 EACC1 ARSR-HTH+RHOD-CDC25→??→??→ EACC1*→ 126 Nonomuraea sp. ATCC 55076 GCA_002057455.1 actinobacteria
WP_081238712.1 EACC1 EACC1*→ CASPASE+TPRs→??→??→ 129 Streptomyces viridosporus GCF_002078235.1 actinobacteria
WP_081546165.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 144 Streptomyces sp. B9173 - actinobacteria
WP_081550423.1 EACC1 EACC1*→ CASPASE+TPRs→ 148 Streptomyces sp. B9173 - actinobacteria
WP_082310112.1 EACC1 EACC1*→ 113 Nonomuraea sp. SBT364 GCF_001083785.1 actinobacteria
WP_082411107.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 130 Actinobacteria bacterium OV450 GCA_001298555.1 actinobacteria
WP_082417613.1 low_complexity+EACC1 low_complexity+EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 255 Actinobacteria bacterium OK006 GCF_001298565.1 actinobacteria
WP_082553406.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM→ 131 Phycicoccus GCF_001426245.1 actinobacteria
WP_082857637.1 EACC1 EACC1*→ 110 Amycolatopsis regifaucium GCA_900113515.1 actinobacteria
WP_083103658.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+PBPB→ 152 Streptomyces gilvosporeus GCA_002082195.1 actinobacteria
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WP_083108843.1 EACC1 PAS+GAF+PP2C+HATPase_c_2→ EACC1*→ CASPASE+TM+Beta_rich→ 133 Streptomyces gilvosporeus GCA_002082195.1 actinobacteria
WP_083971536.1 EACC1 EACC1*→ CASPASE+??→ 125 Actinoplanes awajinensis GCF_001509495.1 actinobacteria
WP_083976228.1 cNMP_cyclase+EACC1 cNMP_cyclase+EACC1*→ CASPASE+TPRs→ 608 Kitasatospora azatica GCF_000744785.1 actinobacteria
WP_083979002.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM→ 99 Micromonospora rosaria GCA_001567585.1 actinobacteria
WP_084531937.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 137 Nocardia miyunensis GCF_001613065.1 actinobacteria
WP_084747233.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Kitasatospora albolonga GCA_002082585.1 actinobacteria
WP_084759454.1 EACC1 EACC1*→ 130 Nocardia sp. Y48 GCF_001886715.1 actinobacteria
WP_084772597.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 126 Streptomyces sp. MOE7 GCA_002090335.1 actinobacteria
WP_084774643.1 EACC1 Glyoxalase→ EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 135 Streptomyces sp. MOE7 GCA_002090335.1 actinobacteria
WP_084896276.1 EACC1 EACC1*→ CASPASE→ 143 Streptomyces sp. CB03238 GCA_002099185.1 actinobacteria
WP_085565198.1 EACC1 EACC1*→ CASPASE+GAF+PAS→ 150 Streptomyces griseofuscus GCA_002114065.1 actinobacteria
WP_085570882.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. 13-12-16 GCA_002114215.1 actinobacteria
WP_085571424.1 EACC1 ??→ EACC1*→ CASPASE+TPRs→ 169 Streptomyces sp. 13-12-16 GCA_002114215.1 actinobacteria
WP_085922372.1 EACC1 EACC1*→ CASPASE→ TPRs→ 114 Streptomyces platensis GCA_002119195.1 actinobacteria
WP_085924689.1 EACC1 - 127 Streptomyces platensis - actinobacteria
WP_086157994.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 128 Streptomyces sp. SCSIO 03032 GCA_002128305.1 actinobacteria
WP_086168353.1 EACC1 EACC1*→ CASPASE(fragment)→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 173 Streptomyces pharetrae GCA_002128465.1 actinobacteria
WP_086172729.1 EACC1 EACC1*→?→ AB_hydrolase→ 136 Streptomyces pharetrae GCA_002128465.1 actinobacteria
WP_086577439.1 EACC1+?? EACC1+??*→ 459 Streptosporangium minutum GCA_002149035.1 actinobacteria
WP_086662191.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
984 Lentzea kentuckyensis GCF_002150765.1 actinobacteria

WP_086676010.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis pretoriensis GCA_900107925.1 actinobacteria
WP_086696600.1 EACC1 ??→??→ EACC1*→ CASPASE+??→ 129 Streptomyces tricolor GCF_002155905.1 actinobacteria
WP_086697136.1 EACC1 AMP-binding+AMP-binding_C→ AMP-binding+AMP-binding_C→ EACC1*→ 143 Streptomyces tricolor GCF_002155905.1 actinobacteria
WP_086721557.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces angustmyceticus GCF_002154415.1 actinobacteria
WP_086727347.1 EACC1 ??→ EACC1*→ 114 Streptomyces carpinensis GCF_002154505.1 actinobacteria
WP_086729273.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 128 Streptomyces carpinensis GCF_002154505.1 actinobacteria
WP_086733927.1 EACC1 EACC1*→ PSE→ AB_hydrolase→ 136 Streptomyces glaucescens GCF_002154375.1 actinobacteria
WP_086735375.1 EACC1 EACC1*→ CASPASE+??+BsuPI→ 99 Streptomyces glaucescens GCF_002154375.1 actinobacteria
WP_086740326.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 173 Streptomyces glaucescens GCF_002154375.1 actinobacteria
WP_086754885.1 EACC1 EACC1*→ CASPASE+??→ 120 Streptomyces scabiei GCF_002156075.1 actinobacteria
WP_086766728.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 143 Streptomyces bobili GCF_002154575.1 actinobacteria
WP_086796440.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Streptomyces scabiei GCF_002155725.1 actinobacteria
WP_086816558.1 EACC1 EACC1*→ CASPASE+TPRs→ 162 Streptomyces cacaoi GCA_006539165.1 actinobacteria
WP_086819105.1 EACC1 EACC1*→ 121 Allokutzneria sp. NRRL B-24872 GCF_002155965.1 actinobacteria
WP_086825751.1 EACC1 EACC1*→ CASPASE+TPRs→ 128 Allokutzneria sp. NRRL B-24872 GCF_002155965.1 actinobacteria
WP_086839407.1 EACC1 EACC1*→ 130 Amycolatopsis kentuckyensis GCF_002155975.1 actinobacteria
WP_086844622.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ 125 Amycolatopsis kentuckyensis GCF_002155975.1 actinobacteria
WP_086847557.1 EACC1 EACC1*→ CASPASE+TPRs→ 110 Amycolatopsis kentuckyensis GCF_002155975.1 actinobacteria
WP_086848657.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis kentuckyensis GCF_002155975.1 actinobacteria
WP_086856190.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis lexingtonensis GCA_003937945.1 actinobacteria
WP_086876208.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 138 Streptomyces rochei GCF_002155895.1 actinobacteria
WP_086885313.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→ 144 Streptomyces rhizosphaericus GCF_002155885.1 actinobacteria
WP_087684270.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 141 Streptomyces autolyticus GCA_001983975.1 actinobacteria
WP_087764507.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 143 Streptomyces sp. CS057 GCA_002188345.1 actinobacteria
WP_087765136.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces sp. CS057 GCA_002188345.1 actinobacteria
WP_087765178.1 EACC1 EACC1*→ 117 Streptomyces sp. CS057 GCA_002188345.1 actinobacteria
WP_087812330.1 EACC1 EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. CS113 GCA_002188365.1 actinobacteria
WP_088574340.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 95 Streptomyces sp. PgraA7 GCA_900187925.1 actinobacteria
WP_088643096.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 132 Micromonospora wenchangensis GCA_002210435.1 actinobacteria
WP_088646394.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→||←TM+TM+TM 119 Micromonospora wenchangensis GCA_002210435.1 actinobacteria
WP_088797080.1 EACC1 EACC1*→ CASPASE+TM+PBPB+vWA→ 147 Streptomyces GCA_002300315.1 actinobacteria
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WP_088800827.1 EACC1 EACC1*→ 132 Streptomyces GCA_002300315.1 actinobacteria
WP_088948769.1 EACC1 EACC1*→ 126 Micromonospora zamorensis GCA_900090275.1 actinobacteria
WP_088949309.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 138 Micromonospora zamorensis GCA_900090275.1 actinobacteria
WP_088961186.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 130 Micromonospora

purpureochromogenes
GCA_900091515.1 actinobacteria

WP_088982801.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM→ 137 Micromonospora echinospora GCA_002266845.1 actinobacteria
WP_088988490.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 130 Micromonospora chokoriensis GCA_900091505.1 actinobacteria
WP_088989057.1 EACC1 EACC1*→ 126 Micromonospora chokoriensis GCF_900091505.1 actinobacteria
WP_088992833.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ TPRs+CASPASE→ 133 Micromonospora echinaurantiaca GCA_900090235.1 actinobacteria
WP_089020355.1 EACC1 EACC1*→ 128 Micromonospora coriariae GCA_900091455.1 actinobacteria
WP_089158195.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 129 Micromonospora sp. NBS 11-29 GCF_002140155.1 actinobacteria
WP_089205289.1 EACC1 EACC1*→ CASPASE+??→ 115 Streptosporangium subroseum GCA_900188345.1 actinobacteria
WP_089209902.1 EACC1 EACC1*→ 61 Streptosporangium subroseum GCF_900188345.1 actinobacteria
WP_089222615.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 122 Streptomyces glauciniger GCA_900188405.1 actinobacteria
WP_089290989.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 127 Actinoplanes regularis GCA_900188005.1 actinobacteria
WP_089293414.1 EACC1 EACC1*→ CASPASE+TPRs→ 125 Actinoplanes regularis GCF_900188005.1 actinobacteria
WP_089309665.1 EACC1 EACC1*→ CASPASE+TM+TM→ 102 Actinomadura mexicana GCF_900188105.1 actinobacteria
WP_089316989.1 ??+EACC1 ??+EACC1*→ 227 Actinomadura mexicana GCA_900188105.1 actinobacteria
WP_089335170.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM+TM+TM+TM+TM→ Aminotran_5→ 127 Blastococcus sp. DSM 44272 GCF_900188025.1 actinobacteria
WP_089404658.1 EACC1 EACC1*→ 134 Geodermatophilus saharensis - actinobacteria
WP_089510392.1 EACC1 - 126 Streptomyces sp. NBS 14/10 - actinobacteria
WP_089513739.1 EACC1 EACC1*→ CASPASE+TM+TM+??+TM+TM+??+TM+TM+??→ 124 Streptomyces sp. NBS 14/10 GCA_002224125.1 actinobacteria
WP_089918135.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 115 Lentzea albida GCA_900111005.1 actinobacteria
WP_089919256.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
794 Lentzea albida GCA_900111005.1 actinobacteria

WP_089938606.1 EACC1 RVT_1→23S_rRNA_IVP→ EACC1*→ 127 Candidatus Entotheonella palauensis GCA_000522445.1 nitrospinae/tectomicrobia group
WP_089951186.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
817 Lechevalieria xinjiangensis GCA_900110955.1 actinobacteria

WP_090011727.1 EACC1+CASPASE+TPR_repeats+low_complex-
ity+TM_region

TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→

772 Lentzea violacea GCA_900100275.1 actinobacteria

WP_090048966.1 EACC1+CASPASE+TPR_repeats+low_complex-
ity+TM_region

TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→

828 Lechevalieria fradiae GCA_900100955.1 actinobacteria

WP_090068728.1 EACC1+CASPASE+TPR_repeats+low_complex-
ity+TM_region

TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→

895 Lentzea flaviverrucosa GCA_003350445.1 actinobacteria

WP_090097831.1 EACC1+CASPASE+TPR_repeats+low_complex-
ity+TM_region

TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PSE→ TM+Beta_rich+TM+Beta_rich+TM+TM→
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→

750 Lentzea jiangxiensis GCA_900104175.1 actinobacteria

WP_090797923.1 EACC1 TPRs+CASPASE→?→?→ EACC1*→?→ CASPASE+TPRs→ 128 Asanoa ishikariensis GCA_900107455.1 actinobacteria
WP_090800042.1 EACC1 EACC1*→ CASPASE+PRTase→ 113 Asanoa ishikariensis GCA_900107455.1 actinobacteria
WP_091039878.1 EACC1 EACC1*→ CASPASE+TPRs→ 109 Glycomyces harbinensis GCF_900101745.1 actinobacteria
WP_091046058.1 EACC1 EACC1*→ 121 Glycomyces sambucus GCA_900102815.1 actinobacteria
WP_091088895.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 113 Nonomuraea wenchangensis GCF_900111685.1 actinobacteria
WP_091092856.1 EACC1 TM+TM+vWA+TM→ TM+TM+vWA+TM→ EACC1*→ CASPASE+TPRs→ 111 Nonomuraea wenchangensis GCF_900111685.1 actinobacteria
WP_091237393.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 129 Micromonospora matsumotoense GCA_900091525.1 actinobacteria
WP_091239083.1 EACC1 EACC1*→ CASPASE+STAND+TPRs→||←?←?←?←TM+TM+TM 119 Micromonospora matsumotoense GCA_900091525.1 actinobacteria
WP_091280673.1 EACC1+EAD1 EACC1+EAD1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 234 Frankia sp. G2 GCA_001536285.1 actinobacteria
WP_091285508.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 126 Amycolatopsis xylanica GCF_900107045.1 actinobacteria
WP_091288897.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 79 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
WP_091289305.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 122 Amycolatopsis xylanica GCA_900107045.1 actinobacteria
WP_091305099.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis tolypomycina GCA_900105945.1 actinobacteria
WP_091306292.1 EACC1 EACC1*→ 118 Amycolatopsis tolypomycina GCA_900105945.1 actinobacteria
WP_091360655.1 EACC1 EACC1*→ CASPASE+low-complexity+DUF4190(has2TM)→ 132 Frankineae bacterium MT45 GCF_900100325.1 actinobacteria
WP_091399541.1 EACC1 EACC1*→ 121 Micromonospora saelicesensis GCA_900091575.1 actinobacteria
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WP_091407867.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 130 Micromonospora saelicesensis GCA_900091575.1 actinobacteria
WP_091435315.1 EACC1 EACC1*→ CASPASE+SF1-helicase→ 125 Micromonospora yangpuensis GCA_900091615.1 actinobacteria
WP_091447807.1 EACC1 EACC1*→ 136 Alloactinosynnema iranicum GCA_900101685.1 actinobacteria
WP_091453106.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Alloactinosynnema iranicum GCA_900101685.1 actinobacteria
WP_091516393.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 120 Amycolatopsis sacchari GCA_900114035.1 actinobacteria
WP_091597524.1 EACC1 EACC1*→ 121 Amycolatopsis lurida GCA_000749465.3 actinobacteria
WP_091624407.1 EACC1 EACC1*→ 114 Amycolatopsis saalfeldensis GCA_900110575.1 actinobacteria
WP_092380860.1 EACC1 EACC1*→ CASPASE+Pkinase→ 67 Xiangella phaseoli GCF_003253475.1 actinobacteria
WP_092555827.1 ??+STAND+EACC1 ??+STAND+??→??+STAND+EACC1*→ 770 Actinoplanes derwentensis GCA_900104725.1 actinobacteria
WP_092704916.1 EACC1 EACC1*→ 108 Rhodanobacter glycinis GCF_900114325.1 gammaproteobacteria
WP_092783696.1 EACC1 EACC1*→ 113 Actinokineospora terrae GCA_900111175.1 actinobacteria
WP_092783891.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM+TM→ CASPASE+??+TM+TM+TM+TM+TM+TM+TM+TM→ 128 Actinokineospora terrae GCF_900111175.1 actinobacteria
WP_093160608.1 EACC1 EACC1*→ CASPASE+FTSK+FTSK+FTSK+FTSK→ 128 Saccharopolyspora antimicrobica GCA_003635025.1 actinobacteria
WP_093258118.1 EACC1 EACC1*→ CASPASE+Astro_capsid_N→ 84 Thermostaphylospora chromogena - actinobacteria
WP_093344959.1 EACC1 EACC1*→ CASPASE+FTSK+FTSK+FTSK+FTSK→ 128 Saccharopolyspora GCA_003053965.1 actinobacteria
WP_093345617.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 125 Saccharopolyspora GCF_900112555.1 actinobacteria
WP_093405879.1 EACC1 EACC1*→ CASPASE+TPRs→ 123 Verrucosispora sediminis GCA_900112325.1 actinobacteria
WP_093468834.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 129 Streptomyces melanosporofaciens GCF_900105695.1 actinobacteria
WP_093485252.1 EACC1 EACC1*→ CASPASE+??→ 119 Streptomyces GCA_002797835.1 actinobacteria
WP_093491400.1 EACC1 EACC1*→ 132 Streptomyces sp. 2112.3 GCA_003610145.1 actinobacteria
WP_093497024.1 EACC1 EACC1*→ CASPASE+TM+TM+BetaPropeller→ 128 Streptomyces sp. Ag109_O5-10 GCA_900105755.1 actinobacteria
WP_093588272.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
831 Lentzea waywayandensis GCA_900115955.1 actinobacteria

WP_093595983.1 EACC1 EACC1*→ CASPASE+TM+TM+bPH_domain?→ 162 Streptomyces sp. MnatMP-M17 GCA_900091995.1 actinobacteria
WP_093598336.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 123 Lentzea waywayandensis GCA_900115955.1 actinobacteria
WP_093604360.1 EACC1 EACC1*→ 145 Streptomyces sp. MnatMP-M17 GCA_900091995.1 actinobacteria
WP_093615170.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ TM+PBPB→ 118 Actinoplanes philippinensis GCA_900113015.1 actinobacteria
WP_093641700.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 155 Streptomyces sp. SceaMP-e96 GCF_900090095.1 actinobacteria
WP_093643256.1 EACC1 Phage_int_SAM_3+Phage_integrase→ EACC1*→ CASPASE+TPRs→ 119 Streptomyces sp. SceaMP-e96 GCF_900090095.1 actinobacteria
WP_093643475.1 EACC1 EACC1*→ 135 Streptomyces GCA_003173275.1 actinobacteria
WP_093647855.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ TM+TM+BaxI_1→?→ NUDIX→ 134 Streptomyces sp. SceaMP-e96 GCA_900090095.1 actinobacteria
WP_093700286.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ 140 Streptomyces sp. MnatMP-M27 - actinobacteria
WP_093709954.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 135 Streptomyces sp. 2131.1 GCA_900105515.1 actinobacteria
WP_093715662.1 EACC1 EACC1*→ 134 Streptomyces alni GCF_900112845.1 actinobacteria
WP_093717772.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 117 Streptomyces alni GCA_900112845.1 actinobacteria
WP_093734734.1 EACC1 EACC1*→ 127 Streptomyces sp. DvalAA-14 GCF_900091855.1 actinobacteria
WP_093737778.1 EACC1 EACC1*→ CASPASE+TPRs→ 126 Streptomyces sp. DvalAA-14 GCA_900091855.1 actinobacteria
WP_093744297.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. PAN_FS17 GCA_900105465.1 actinobacteria
WP_093749236.1 EACC1 EACC1*→ 63 Streptomyces sp. PAN_FS17 GCA_900105465.1 actinobacteria
WP_093760390.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces sp. BpilaLS-43 GCA_900091875.1 actinobacteria
WP_093764368.1 EACC1 TM+TM+TM+PP2C→??→ EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces sp. F-7 GCF_900079415.1 actinobacteria
WP_093782548.1 EACC1 EACC1*→ CASPASE+TPRs→ 132 Streptomyces guanduensis GCA_900103985.1 actinobacteria
WP_093799277.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ 152 Streptomyces sp. Wb2n-11 GCF_001049855.1 actinobacteria
WP_093859836.1 EACC1 FAD_binding_4+FAD-oxidase_C→ DAGK_cat+DAGK_acc→ EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 135 Streptomyces sp. TLI_053 GCF_900105395.1 actinobacteria
WP_093863049.1 EACC1 EACC1*→ CASPASE+HSP70→ 139 Streptomyces sp. TLI_053 GCA_900105395.1 actinobacteria
WP_093896825.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces sp. Ncost-T10-10d GCA_900091955.1 actinobacteria
WP_093897822.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 106 Streptomyces sp. Ncost-T10-10d - actinobacteria
WP_093905892.1 EACC1 EACC1*→ CASPASE+TPRs→ 179 Streptomyces sp. cf386 GCF_900103585.1 actinobacteria
WP_093937741.1 EACC1 EACC1*→ 109 Amycolatopsis thailandensis GCA_002234405.1 actinobacteria
WP_093945735.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1→ CASPASE+EAD2+TM+TM+TM+TM→ EACC1*→ 104 Amycolatopsis sp. H5 GCA_002234595.1 actinobacteria
WP_093945737.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ CASPASE+EAD2+TM+TM+TM+TM→ EACC1→ 118 Amycolatopsis sp. H5 GCA_002234595.1 actinobacteria
WP_093950342.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→ CASPASE+??+TM+TM→ 126 Amycolatopsis sp. H5 GCA_002234595.1 actinobacteria
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WP_094006827.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 113 Amycolatopsis sp. KNN50.9b GCA_002234605.1 actinobacteria
WP_094103272.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 142 Streptomyces phaeoluteigriseus GCA_001896135.2 actinobacteria
WP_094212107.1 EACC1 EACC1*→ CASPASE+TPRs+LysM+PG-binding→ 118 Streptomyces sp. 2R GCA_002242735.1 actinobacteria
WP_094214728.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 141 Streptomyces diastatochromogenes GCF_002242805.1 actinobacteria
WP_094215070.1 EACC1 EACC1*→ CASPASE+low-complexity+TM+TM+TM+TM+TM+TM+TM+TM+TM+TM+BetaPropeller→ 143 Streptomyces diastatochromogenes GCF_002242805.1 actinobacteria
WP_094299657.1 EACC1 EACC1*→ 120 Salmonella enterica GCA_002234475.1 gammaproteobacteria
WP_094374006.1 EACC1 ??→??→ EACC1*→ CASPASE+??→ 129 Streptomyces sp. FBKL.4005 GCA_002251155.1 actinobacteria
WP_095709382.1 EACC1 EACC1*→ CASPASE+Trypsin+TPRs→ 132 Streptomyces GCA_003428925.1 actinobacteria
WP_095751376.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 133 Streptomyces sp. SA15 GCA_002291145.1 actinobacteria
WP_095757213.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 129 Streptomyces xinghaiensis GCF_000220705.2 actinobacteria
WP_095853409.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 139 Streptomyces sp. Ag82_O1-15 GCA_003633975.1 actinobacteria
WP_095854532.1 EACC1 EACC1*→ CASPASE+TM+PBPI→ 108 Streptomyces GCA_002300485.1 actinobacteria
WP_096058917.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 135 Streptomyces thermoautotrophicus GCF_001543895.1 actinobacteria
WP_096302135.1 EACC1 EACC1*→ CASPASE+low-complexity+DUF4190(has2TM)→?→ Glyoxalase→ 132 Jatrophihabitans sp. GAS493 GCF_900230215.1 actinobacteria
WP_096492710.1 EACC1 EACC1*→ 121 Actinosynnema pretiosum GCA_002354875.1 actinobacteria
WP_096901987.1 EACC1 EACC1*→ 103 Klebsiella pneumoniae GCA_002411735.1 gammaproteobacteria
WP_097190236.1 EACC1 EACC1→ Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5→ CASPASE+TPRs→ EACC1→ CASPASE(fragment)→ EACC1*→ CASPASE+CASPASE+TM+TPRs→

CASPASE(fragment)→
135 Burkholderia sp. OK806 GCA_900230245.1 betaproteobacteria

WP_097190238.1 EACC1 EACC1→ Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5→ CASPASE+TPRs→ EACC1*→ CASPASE(fragment)→ EACC1→ CASPASE+CASPASE+TM+TPRs→
CASPASE(fragment)→

138 Burkholderia sp. OK806 GCA_900230245.1 betaproteobacteria

WP_097190240.1 EACC1 EACC1*→ Tnp_DNA_bind+DDE_Tnp_1+Dimer_Tnp_Tn5→ CASPASE+TPRs→ EACC1→ CASPASE(fragment)→ EACC1→ CASPASE+CASPASE+TM+TPRs→
CASPASE(fragment)→

135 Burkholderia sp. OK806 GCF_900230245.1 betaproteobacteria

WP_097217245.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM→ 125 Streptomyces sp. Ag82_G6-1 GCA_900215615.1 actinobacteria
WP_097229463.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 144 Streptomyces zhaozhouensis GCA_900230195.1 actinobacteria
WP_097231130.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 149 Streptomyces zhaozhouensis GCA_900230195.1 actinobacteria
WP_097233812.1 EACC1 EACC1*→ CASPASE+JAB→ 130 Streptomyces zhaozhouensis - actinobacteria
WP_097244713.1 EACC1 EACC1*→ CASPASE+TPRs→ 113 Nocardia amikacinitolerans GCA_900215415.1 actinobacteria
WP_097255380.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 141 Streptomyces sp. Ag109_G2-15 GCF_900215565.1 actinobacteria
WP_097257754.1 EACC1 EACC1*→ CASPASE+??+TM+TM+TM+TPRs→ 112 Streptomyces GCA_002846295.1 actinobacteria
WP_097317403.1 EACC1 EACC1*→ CASPASE+Pentapeptide_repeats→ 112 Actinoplanes atraurantiacus GCA_900215205.1 actinobacteria
WP_097327188.1 EACC1 EACC1*→ CASPASE+TPRs→ 108 Actinoplanes atraurantiacus GCA_900215205.1 actinobacteria
WP_097478582.1 EACC1 EACC1*→ 116 Escherichia coli GCF_002518865.1 gammaproteobacteria
WP_097868186.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces sp. rh34 GCF_002551245.1 actinobacteria
WP_097873431.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. ms184 GCF_002551335.1 actinobacteria
WP_097883263.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. st140 GCF_002551135.1 actinobacteria
WP_097932812.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs+??→ 119 Streptomyces GCF_002551215.1 actinobacteria
WP_097944194.1 EACC1 EACC1*→ CASPASE+TPRs→ 121 Streptomyces sp. ms115 GCF_002551345.1 actinobacteria
WP_097965555.1 EACC1 HATPase_c_2→ EACC1*→ CASPASE+Beta_rich_repeat→ 143 Streptomyces sp. or20 GCF_002551305.1 actinobacteria
WP_097984112.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. f150 GCF_002551435.1 actinobacteria
WP_098020341.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. b62 GCF_002551475.1 actinobacteria
WP_098083203.1 EACC1 DUF2510(W3)+BicD+DUF4041+T5orf172→ EACC1*→ CASPASE+TPRs→ 121 Nocardia sp. FDAARGOS_372 GCA_002554515.1 actinobacteria
WP_098512379.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 110 Amycolatopsis sulphurea GCA_003600245.1 actinobacteria
WP_098750929.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 130 Streptomyces sp. Ru87 GCA_002573955.1 actinobacteria
WP_098752253.1 EACC1 EACC1*→ 141 Streptomyces sp. Ru87 GCA_002573955.1 actinobacteria
WP_098753503.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 159 Streptomyces sp. Ru87 GCA_002573955.1 actinobacteria
WP_098753773.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→||←DUF664 121 Streptomyces sp. Ru87 GCA_002573955.1 actinobacteria
WP_098891783.1 EACC1 EACC1*→ CASPASE+TPRs→ 125 Streptomyces sp. or3 GCF_002551295.1 actinobacteria
WP_098897631.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 95 Streptomyces sp. st77 GCF_002551175.1 actinobacteria
WP_099014516.1 EACC1 EACC1*→ CASPASE+TM+??→ 122 Streptomyces malaysiensis GCA_002591335.1 actinobacteria
WP_099014682.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 137 Streptomyces malaysiensis GCF_002591335.1 actinobacteria
WP_099127615.1 EACC1 EACC1→ CASPASE+low-complexity+BetaPropeller__*_##→ 122 Streptomyces sp. ScaeMP-e48 GCA_900090155.1 actinobacteria
WP_099174769.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 130 Streptomyces sp. LamerLS-316 GCA_900090175.1 actinobacteria
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WP_099198034.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 99 Streptomyces cinnamoneus GCA_002727115.1 actinobacteria
WP_099217477.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces GCA_003173635.1 actinobacteria
WP_099281823.1 EACC1 EACC1*→ 129 Streptomyces sp. AmelKG-E11A GCF_002705975.1 actinobacteria
WP_099502446.1 EACC1 EACC1*→ CASPASE+TPRs→ 122 Streptomyces GCA_002946835.1 actinobacteria
WP_099847282.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 136 Verrucosispora sp. CNZ293 GCA_002754655.1 actinobacteria
WP_099854647.1 EACC1 EACC1*→ 120 Micromonospora sp. CNZ299 GCF_002754415.1 actinobacteria
WP_099855908.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 138 Micromonospora sp. CNZ299 GCA_002754415.1 actinobacteria
WP_099871303.1 EACC1 Glyoxalase→ EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_ZnR+DnaJ_C→ 136 Streptomyces sp. 76 GCA_002754435.1 actinobacteria
WP_099871939.1 EACC1 EACC1*→ CASPASE+??→ 137 Streptomyces sp. 76 GCA_002754435.1 actinobacteria
WP_099892682.1 EACC1 EACC1*→ CASPASE+GAF+PAS+GGDEF→ 120 Streptomyces sp. 61 GCF_002754535.1 actinobacteria
WP_099893747.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces sp. 61 GCF_002754535.1 actinobacteria
WP_099898397.1 EACC1 polar_lead?+TM+TM+TM+polar_tail?+low-complexity→??→ EACC1*→ CASPASE+TPRs→ 118 Streptomyces sp. 1 GCA_002754615.1 actinobacteria
WP_099904499.1 EACC1 Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 148 Streptomyces sp. 1 GCA_002754615.1 actinobacteria
WP_099918141.1 EACC1 EACC1*→ CASPASE+TM+??→ 90 Streptomyces sp. 94 GCF_002754555.1 actinobacteria
WP_099919284.1 EACC1 EACC1*→ CASPASE+TPRs+LysM+PG-binding→ 127 Streptomyces sp. 94 GCF_002754555.1 actinobacteria
WP_099922540.1 EACC1 EACC1*→ CASPASE+TM+PBPI→ 145 Streptomyces sp. 94 GCA_002754555.1 actinobacteria
WP_099943888.1 EACC1 EACC1*→ 143 Streptomyces sp. 93 GCF_002754595.1 actinobacteria
WP_100047576.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 137 Streptomyces sp. Alain-F2R5 GCA_002277855.1 actinobacteria
WP_100568343.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 114 Streptomyces sp. CB01373 GCA_002803075.1 actinobacteria
WP_100579415.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 113 Streptomyces sp. CB01201 GCA_002803085.1 actinobacteria
WP_100590194.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 117 Kitasatospora sp. CB02891 GCA_002803145.1 actinobacteria
WP_100598629.1 EACC1 - 139 Streptomyces sp. CB01635 - actinobacteria
WP_100602265.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces sp. CB02959 GCA_002803155.1 actinobacteria
WP_100605450.1 low_complexity+EACC1 low_complexity+EACC1*→ CASPASE+TM+TM+bPH_domain?→ 229 Streptomyces sp. CB02959 GCA_002803155.1 actinobacteria
WP_100806405.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 142 Streptomyces sp. M56 GCF_002812405.1 actinobacteria
WP_100825534.1 EACC1 EACC1*→ CASPASE+STAND→ TM+BetaPropeller→ TM+Acid_phosphat_B→ 135 Streptomyces sp. 69 GCF_002813405.1 actinobacteria
WP_100841017.1 EACC1 EACC1*→ CASPASE+TM+TM+??+TM+TM+??+TM+TM+??→ 110 Streptomyces sp. 4121.5 GCA_002813165.1 actinobacteria
WP_101277357.1 EACC1 EACC1*→ CASPASE+TPRs→ 126 Streptomyces sp. EAG2 GCA_002844215.1 actinobacteria
WP_101373080.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ TM+Acid_phosphat_B→ 141 Streptomyces sp. 59 GCF_002846295.1 actinobacteria
WP_101373258.1 EACC1 Pkinase+??→?→?→||←?←?||HATPase_c_2→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 130 Streptomyces sp. 59 GCA_002846295.1 actinobacteria
WP_101378381.1 EACC1 EACC1*→ CASPASE+DnaJ_ZnR+DnaJ_C+DnaJ_C+TM+TM→ 106 Streptomyces sp. GP55 GCA_002846355.1 actinobacteria
WP_101380473.1 EACC1 EACC1*→ CASPASE+??+STAND+??→ 108 Streptomyces sp. GP55 GCF_002846355.1 actinobacteria
WP_101386063.1 EACC1 EACC1*→ CASPASE+low-complexity+BetaPropeller→ 133 Streptomyces sp. TLI_146 GCF_002846415.1 actinobacteria
WP_101387394.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 128 Streptomyces sp. TLI_146 GCA_002846415.1 actinobacteria
WP_101407060.1 EACC1 EACC1*→ CASPASE+TPRs→ Pkinase+??→ 135 Streptomyces sp. OK885 - actinobacteria
WP_101417477.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 93 Streptomyces sp. 73 GCF_002846315.1 actinobacteria
WP_101422506.1 EACC1+CASPASE+BetaPropeller EACC1+CASPASE+BetaPropeller*→ BetaPropeller→||←METHYLASE 703 Streptomyces sp. CMB-StM0423 GCA_002847285.1 actinobacteria
WP_101436672.1 EACC1 EACC1*→ 109 Amycolatopsis niigatensis GCA_002846615.1 actinobacteria
WP_101468971.1 EACC1 EACC1*→ CASPASE+FTSK+FTSK+FTSK→ 118 Nocardia fluminea GCA_002846365.1 actinobacteria
WP_101606153.1 EACC1 EACC1*→ TM+ZU5+??→ 107 Amycolatopsis sp. BJA-103 GCF_002849735.1 actinobacteria
WP_101608477.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 128 Amycolatopsis sp. BJA-103 GCA_002849735.1 actinobacteria
WP_102005349.1 EACC1 EACC1*→ 103 Klebsiella quasipneumoniae GCA_002853675.1 gammaproteobacteria
WP_102923658.1 EACC1 low-complexity+HD+Tox-RelA+TGS+ACT→ Pkinase+TPRs→ EACC1*→ CASPASE+TPRs→ 131 Streptomyces noursei GCA_002891315.1 actinobacteria
WP_102937470.1 EACC1 TetR_N+TetR_C_6→ EACC1*→ CASPASE+low-complexity+TM+PBPB→ 140 Streptomyces malaysiensis GCA_002891865.1 actinobacteria
WP_103335469.1 EACC1 EACC1*→ CASPASE+HSP70→ 118 Amycolatopsis sp. CA-126428 GCF_002904335.1 actinobacteria
WP_103335615.1 EACC1 PBPB→?→?→ Aminotran_5+PAS_6+HTH_22→ EACC1*→||←Glyco_trans_4_4+UDPGT 125 Amycolatopsis sp. CA-126428 GCF_002904335.1 actinobacteria
WP_103338162.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 105 Amycolatopsis sp. CA-126428 GCF_002904335.1 actinobacteria
WP_103353785.1 EACC1 GATase→ ABC-ATPase+DUF4162→ cNMP_cyclase+TM+TM+TM+TM+TM+TM→ EACC1*→ 104 Amycolatopsis sp. CA-128772 GCF_002904295.1 actinobacteria
WP_103417476.1 EACC1 Beta_rich?→ EACC1*→ CASPASE+TPRs→??→??→ 105 Streptomyces sp. ZL-24 GCA_002907485.1 actinobacteria
WP_103490228.1 EACC1 EACC1*→ CASPASE+TPRs→ 118 Streptomyces GCA_002910775.2 actinobacteria
WP_103506858.1 EACC1 TM+REase→ EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 132 Streptomyces GCA_001577385.1 actinobacteria
WP_103509194.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 127 Streptomyces sp. SM13 GCF_002910875.1 actinobacteria
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WP_103512661.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 157 Streptomyces sp. SM13 GCF_002910875.1 actinobacteria
WP_103780861.1 EACC1 EACC1*→ CASPASE+TPRs→ Clp_N+Clp_N+ClpABN-AAA→ 74 Streptomyces sp. Ru71 GCF_002920535.1 actinobacteria
WP_103817220.1 EACC1 EACC1*→ CASPASE+TM?+BetaPropeller→ MDMPI_N+MDMPI_C→ META→ 116 Streptomyces sp. Ru62 GCA_002920615.1 actinobacteria
WP_103832810.1 EACC1 EACC1*→ 89 Streptomyces sp. Ru73 GCF_002920575.1 actinobacteria
WP_103908125.1 EACC1 EACC1*→ CASPASE+BetaPropeller→ 121 Saccharopolyspora hirsuta GCA_003053965.1 actinobacteria
WP_103922458.1 EACC1 RVT_1→?→ EACC1*→ 138 Thiotrichales bacterium HS_08 GCA_900099115.2 gammaproteobacteria
WP_104380153.1 EACC1 EACC1*→ CASPASE+TPRs→ 114 Nocardia nova GCA_002933535.1 actinobacteria
WP_104477267.1 EACC1 EACC1*→ CASPASE+TPRs→ 130 Actinokineospora auranticolor GCA_002934265.1 actinobacteria
WP_104482422.1 EACC1 EACC1*→ CASPASE+TM+TM→ TM+PBPB→ 115 Actinokineospora auranticolor GCF_002934265.1 actinobacteria
WP_104482994.1 EACC1+CASPASE EACC1+CASPASE*→?→ BetaPropeller→ 201 Actinokineospora auranticolor GCA_002934265.1 actinobacteria
WP_104790638.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 115 Streptomyces sp. QL37 GCA_002941025.1 actinobacteria
WP_105971700.1 EACC1 EACC1*→ CASPASE+STAND+??+TPRs→ 123 Streptomyces geranii GCF_002954775.1 actinobacteria
WP_105975684.1 TPR_region+EACC1 TPR_region+EACC1*→ 355 Streptomyces geranii GCF_002954775.1 actinobacteria
WP_106126014.1 EACC1 EACC1*→ CASPASE+DUF179→ SIR2+??→??→ 117 Pseudosporangium ferrugineum GCA_003002065.1 actinobacteria
WP_106127751.1 EACC1 EACC1*→ CASPASE+TPRs→ 113 Pseudosporangium ferrugineum GCA_003002065.1 actinobacteria
WP_106188106.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 117 Umezawaea tangerina GCA_003002815.1 actinobacteria
WP_106243198.1 EACC1 EACC1*→ CASPASE+PBPB→ 123 Nonomuraea fuscirosea GCF_003001935.1 actinobacteria
WP_106318500.1 EACC1 Glyco_trans_4_4+UDPGT→ EACC1*→ CASPASE+PBPB+vWA→ TM+PBPB→ 130 Actinoplanes italicus GCF_003001815.1 actinobacteria
WP_106331136.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→ STAND+TPRs→ 854 Actinoplanes italicus GCF_003001815.1 actinobacteria

WP_106677146.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 139 Streptosporangium nondiastaticum GCA_003011965.1 actinobacteria
WP_106956679.1 EACC1 EACC1*→ CASPASE+TM+TM+TM+TM→ 116 Nocardia sp. MDA0666 GCA_003023875.1 actinobacteria
WP_106958984.1 EACC1 EACC1*→ 138 Streptomyces GCF_000156695.2 actinobacteria
WP_107079341.1 EACC1 EACC1*→ 117 Micromonospora sp. MH33 GCA_003013775.1 actinobacteria
WP_107082547.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 152 Streptomyces sp. Mg1 GCF_000412265.2 actinobacteria
WP_107089790.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 133 Streptomyces sp. WM6373 GCF_001279685.1 actinobacteria
WP_107096587.1 EACC1 EACC1*→ CASPASE+TPRs→ 126 Actinobacteria bacterium OK006 GCF_001298565.1 actinobacteria
WP_107103604.1 low_complexity+EACC1 low_complexity+EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→||←MFS_1 277 Streptomyces GCF_001426405.1 actinobacteria
WP_107256709.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Plantactinospora sp. BB1 GCA_003030385.1 actinobacteria
WP_107267269.1 EACC1 EACC1*→ CASPASE+TPRs→ 124 Plantactinospora sp. BC1 GCA_003030345.1 actinobacteria
WP_107288274.1 EACC1 EACC1*→ 134 Streptomyces sp. NBRC 110611 GCF_001590865.1 actinobacteria
WP_107450456.1 EACC1 EACC1*→ CASPASE+TPRs→ 113 Streptomyces sp. LUP30 GCF_001746365.1 actinobacteria
WP_107456389.1 EACC1 EACC1*→ CASPASE+TM+TM+PBPB+vWA→ 121 Streptomyces sp. A244 GCA_003041235.1 actinobacteria
WP_107458939.1 EACC1 EACC1*→ CASPASE+??→ 117 Streptomyces sp. A244 GCF_003041235.1 actinobacteria
WP_107471257.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 135 Streptomyces sp. MUSC 1 GCF_001866665.1 actinobacteria
WP_107475813.1 EACC1 EACC1*→ CASPASE+TM?+DUF3558+DUF3558→ 145 Streptomyces sp. FBKL.4005 GCF_002251155.1 actinobacteria
WP_107657320.1 EACC1 EACC1*→ CASPASE+STAND+BetaPropeller+BetaPropeller→ 128 Nocardia suismassiliense GCF_900269665.1 actinobacteria
WP_108907227.1 EACC1 EACC1*→ CASPASE+STAND+??→ 116 Streptomyces sp. HNM0039 GCA_003097515.1 actinobacteria
WP_109174941.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 95 Streptomyces sp. CS147 GCA_003116775.1 actinobacteria
WP_109185243.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 157 Streptomyces sp. CS081A GCA_003116715.1 actinobacteria
WP_109279769.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 130 Streptomyces orinoci GCF_003121295.1 actinobacteria
WP_109321412.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ 149 Streptomyces xinghaiensis GCF_001756925.1 actinobacteria
WP_109378190.1 EACC1 EACC1*→ CASPASE+STAND+polar_region+TM+BetaPropeller→ 161 Streptomyces sp. NWU339 GCA_003143855.1 actinobacteria
WP_109494743.1 EACC1 EACC1*→ CASPASE+TPRs→ 120 Streptomyces sp. Act143 GCA_003143935.1 actinobacteria
WP_109508239.1 EACC1 EACC1*→ 121 Nocardioides sp. YIM ART13 GCF_003121585.1 actinobacteria
WP_109530806.1 EACC1+CASPASE EACC1+CASPASE*→ 475 Nocardia sp. SYSU K10002 GCF_003123685.1 actinobacteria
WP_109593304.1 EACC1 EACC1*→ CASPASE+PBPB+vWA→ TM+PBPB→ 140 Actinoplanes xinjiangensis GCA_003148685.1 actinobacteria
WP_109638580.1 EACC1+CASPASE+TPR_repeats+low_complex-

ity+TM_region
TM+TM+BPD_transp_1→ OppC_N+TM+TM+BPD_transp_1→ ABC-ATPase+ABC-ATPase→ PBPB→ TM+Beta_rich+TM+Beta_rich+TM+TM→

EACC1+CASPASE+TPR_repeats+low_complexity+TM_region*→
802 Lechevalieria deserti GCA_003148865.1 actinobacteria

WP_109815933.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ 131 Micromonospora sp. 5R2A7 GCA_003172955.1 actinobacteria
WP_109818808.1 EACC1 EACC1*→ 131 Micromonospora sp. 5R2A7 GCA_003172955.1 actinobacteria
WP_109867070.1 EACC1 EACC1*→ 116 Escherichia coli GCA_006471505.1 gammaproteobacteria
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acc architecture operon len species gca taxend
WP_109888687.1 EACC1 EACC1*→ CASPASE+FGS_fold-domain→??→??→ TM+TM+BaxI_1→?→ NUDIX→ 134 Streptomyces sp. NEAU-S7GS2 GCA_003173275.1 actinobacteria
WP_109891221.1 EACC1 EACC1*→ CASPASE+Beta_rich_repeat→ 155 Streptomyces sp. NEAU-S7GS2 GCA_003173275.1 actinobacteria
WP_109893417.1 EACC1 EACC1*→ CASPASE+??+SF1-helicase+Vsr(PDDEXK)?→ 138 Streptomyces sp. NEAU-S7GS2 GCA_003173275.1 actinobacteria
WP_109899578.1 EACC1 TM+TM+TM+Peptidase_M48+TM+DUF4864+??→ EACC1*→ TPRs+CASPASE→ 133 Micromonospora sp. S4605 GCA_003176715.1 actinobacteria
WP_109914226.1 EACC1 EACC1*→ CASPASE+TPRs??+GHKL_ATPase+TPRs??→ 107 Streptomyces sp. ZEA17I GCA_003173635.1 actinobacteria
WP_110036763.1 EACC1 EACC1*→ 78 Nocardia neocaledoniensis GCF_003182135.1 actinobacteria
WP_110040833.1 EACC1 DUF742→ EACC1*→ CASPASE+??→ 125 Nocardia neocaledoniensis GCA_003182135.1 actinobacteria
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III. Source data - profile-profile comparisons

Comparisons between poorly-understood components of the FtsH- and beta-propeller-containing 
systems. All comparisons involve construction of a multiple sequence alignment, which is used as 
the query for profile generation and subsequent comparison with profile databases (including pfam 
and pdb) using the hhpred program. All significant (< 0.05) hits are reported.

domain query profile hit e-value
bpX2 fvmNEFF1-Nterm 8.6e-19
bpX2 fvmX7 1.9e-06
bpX2 bpX5 0.0072
bpX3 fvmX7 0.00036
bpX3 fvmNEFF1-Nterm 0.0032
bpX3 bpX2 0.0051
bpX5 bpX2 0.021
bpX5 fvmNEFF1-Nterm 0.038

fvmX2 fvmX5 4.6e-38
fvmX7 fvmNEFF1-Nterm 2.5e-29
fvmX7 bpX2 0.00012
fvmX5 fvmX2 9.2e-07

fvmX3-analog fvmX3 0.046
fvmNEFF1-Nterm bpX2 9e-19
fvmNEFF1-Nterm fvmX7 5.5e-12

Comparisons between distinct EAD domains and other domains of interest. See above for
methodology.

domain query profile hit p-value
EAD7 EAD6 2.1e-07
EAD7 EAD1 8.9e-07
EAD7 bDLD2 0.00015
EAD6 EAD7 1.7e-09
EAD6 EAD1 2.3e-07
EAD6 CARD 5.2e-05
EAD1 EAD7 7.1e-09
EAD1 EAD8 1.6e-06
EAD1 bDLD1 8.8e-06
EAD1 EAD6 1.5e-05
EAD1 EAD2 0.00028
EAD8 EAD2 1.3e-06
EAD8 bDLD2 2.5e-06
EAD8 EAD5 4.3e-06
EAD8 EAD1 7.7e-06
EAD2 EAD8 1e-06
EAD2 EAD5 0.00045
EAD2 EAD7 0.00052
EAD5 EAD8 0.00026
EAD5 EAD1 0.00077

bDLD1 EAD1 2.1e-05
bDLD1 DEATH(3OQ9E) 0.00032
bDLD2 EAD8 1.6e-05
bDLD2 CARD(2NZ7B) 0.0005

1



system vs system ov.lap # fraction
VMAP vs iSTAND 13 0.0317
VMAP vs FtsH 16 0.0403
VMAP vs beta propeller 6 0.0144
VMAP vs GAP1-N1 8 0.0164
VMAP vs GAP1-N2 214 0.2642
VMAP vs NucA 1 0.0026
VMAP vs EACC1 305 0.4398
iSTAND vs FtsH 2 0.022
iSTAND vs beta propeller 4 0.0362
iSTAND vs GAP1-N1 4 0.0219
iSTAND vs GAP1-N2 1 0.002
iSTAND vs NucA 1 0.0135
iSTAND vs EACC1 2 0.0052
FtsH vs beta propeller 17 0.1726
FtsH vs GAP1-N1 2 0.0117
FtsH vs GAP1-N2 13 0.0264
FtsH vs NucA 0 0
FtsH vs EACC1 13 0.0347
beta propeller vs GAP1-N1 5 0.0263
beta propeller vs GAP1-N2 13 0.0254
beta propeller vs NucA 0 0
beta propeller vs EACC1 5 0.0127
GAP1-N1 vs GAP1-N2 4 0.0069
GAP1-N1 vs NucA 2 0.013
GAP1-N1 vs EACC1 8 0.0171
GAP1-N2 vs NucA 1 0.0021
GAP1-N2 vs EACC1 168 0.2133
NucA vs EACC1 0 0

1

IV. Source data - pairwise systems comparison in same genomes



• VMAP vs iSTAND:

species multicellularity
[Scytonema hofmanni] UTEX B

1581
TRUE

Aphanocapsa montana
BDHKU210001

TRUE

Calothrix sp. NIES-2098 TRUE
Calothrix sp. PCC 6303 TRUE
Calothrix sp. PCC 7103 TRUE
Fischerella sp. PCC 9431 TRUE
Geitlerinema sp. PCC 7105 TRUE

Mastigocoleus testarum BC008 TRUE
Nostoc punctiforme PCC 73102 TRUE

Rivularia sp. PCC 7116 TRUE
Scytonema sp. HK-05 TRUE

Trichodesmium erythraeum TRUE
Trichodesmium erythraeum

IMS101
TRUE

• VMAP vs FtsH:

species multicellularity
Actinoplanes globisporus TRUE

Amycolatopsis balhimycina TRUE
Archangium gephyra TRUE
Calothrix parietina TRUE
Frankia sp. QA3 TRUE

Gemmata sp. SH-PL17 FALSE
Moorea producens TRUE

Streptomyces durhamensis TRUE
Streptomyces griseus TRUE
Streptomyces mirabilis TRUE

Streptomyces puniciscabiei TRUE
Streptomyces sp. GKU 895 TRUE
Streptomyces sp. MMG1121 TRUE
Streptomyces sp. MUSC 1 TRUE
Streptomyces sp. MUSC 14 TRUE
Streptomyces yokosukanensis TRUE

• VMAP vs beta propeller:

1

V. Source data - organisms with multiple systems in same genomes



species multicellularity
Actinoplanes globisporus TRUE

Frankia sp. QA3 TRUE
Gemmata sp. SH-PL17 FALSE
Streptomyces scabiei TRUE

Streptomyces sp. MMG1121 TRUE
Streptomyces sp. NRRL F-6131 TRUE

• VMAP vs GAP1-N1:

species multicellularity
Actinomadura sp. CNU-125 TRUE

Archangium violaceum TRUE
Burkholderia cepacia FALSE

Burkholderia pseudomallei FALSE
Pseudomonas FALSE

Pseudomonas fluorescens FALSE
Streptomyces canus TRUE

Streptomyces viridochromogenes TRUE

• VMAP vs GAP1-N2:

species multicellularity
Actinobacteria bacterium OV450 NA

Actinokineospora inagensis TRUE
Actinokineospora terrae TRUE

Actinomadura atramentaria TRUE
Actinomadura chibensis TRUE

Actinomadura echinospora TRUE
Actinomadura formosensis TRUE
Actinomadura kijaniata TRUE
Actinomadura latina TRUE
Actinomadura macra TRUE

Actinomadura madurae TRUE
Actinomadura rifamycini TRUE
Actinoplanes globisporus TRUE
Actinoplanes rectilineatus TRUE
Actinoplanes subtropicus TRUE
Actinoplanes utahensis TRUE
Amycolatopsis alba TRUE

Amycolatopsis coloradensis TRUE
Amycolatopsis rifamycinica TRUE
Amycolatopsis sp. CB00013 TRUE
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species multicellularity
Beggiatoa sp. 4572_84 TRUE

Frankia sp. CcI49 TRUE
Frankia sp. EAN1pec TRUE
Frankia sp. EUN1f TRUE
Frankia sp. G2 TRUE
Frankia sp. QA3 TRUE
Frankia sp. R43 TRUE

Gemmata sp. SH-PL17 FALSE
Hamadaea tsunoensis TRUE

Kibdelosporangium aridum TRUE
Kibdelosporangium phytohabitans TRUE

Kitasatospora azatica TRUE
Lamprocystis purpurea TRUE

Lechevalieria aerocolonigenes TRUE
Lentzea guizhouensis TRUE
Microcystis sp. T1-4 TRUE

Micromonospora carbonacea TRUE
Micromonospora echinofusca TRUE
Micromonospora haikouensis TRUE

Microtetraspora glauca TRUE
Mycobacterium tuberculosis FALSE
Nocardia sp. NRRL S-836 TRUE
Nocardiopsis dassonvillei TRUE
Nocardiopsis flavescens TRUE

Nocardiopsis ganjiahuensis TRUE
Nocardiopsis halotolerans TRUE
Nocardiopsis kunsanensis TRUE
Nocardiopsis sinuspersici TRUE
Nocardiopsis sp. CNS-639 TRUE
Nocardiopsis sp. TSRI0078 TRUE

Nocardiopsis synnemataformans TRUE
Nocardiopsis xinjiangensis TRUE

Nonomuraea solani TRUE
Saccharopolyspora spinosa TRUE
Saccharothrix sp. ALI-22-I TRUE
Saccharothrix sp. CB00851 TRUE

Saccharothrix sp. NRRL B-16314 TRUE
Streptomyces TRUE

Streptomyces albidoflavus TRUE
Streptomyces albus TRUE

Streptomyces albus J1074 TRUE
Streptomyces antibioticus TRUE
Streptomyces anulatus TRUE
Streptomyces atratus TRUE
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species multicellularity
Streptomyces atroolivaceus TRUE
Streptomyces aurantiacus TRUE

Streptomyces aurantiacus JA 4570 TRUE
Streptomyces baarnensis TRUE
Streptomyces bicolor TRUE

Streptomyces bingchenggensis TRUE
Streptomyces bingchenggensis

BCW-1
TRUE

Streptomyces caatingaensis TRUE
Streptomyces cellostaticus TRUE
Streptomyces cellulosae TRUE
Streptomyces curacoi TRUE

Streptomyces europaeiscabiei TRUE
Streptomyces filamentosus TRUE
Streptomyces fulvoviolaceus TRUE
Streptomyces globisporus TRUE
Streptomyces griseus TRUE

Streptomyces griseus subsp.
griseus NBRC 13350

TRUE

Streptomyces himastatinicus
ATCC 53653

TRUE

Streptomyces hokutonensis TRUE
Streptomyces kanamyceticus TRUE

Streptomyces katrae TRUE
Streptomyces lavendulae TRUE
Streptomyces lushanensis TRUE
Streptomyces luteocolor TRUE
Streptomyces mediolani TRUE
Streptomyces mirabilis TRUE

Streptomyces misionensis TRUE
Streptomyces nanshensis TRUE
Streptomyces niveus TRUE

Streptomyces qinglanensis TRUE
Streptomyces regensis TRUE
Streptomyces reticuli TRUE
Streptomyces rimosus TRUE

Streptomyces roseochromogenus TRUE
Streptomyces roseochromogenus

subsp. oscitans DS 12.976
TRUE

Streptomyces sampsonii TRUE
Streptomyces scopuliridis TRUE
Streptomyces silaceus TRUE

Streptomyces sp. 136MFCol5.1 TRUE
Streptomyces sp. 150FB TRUE
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species multicellularity
Streptomyces sp. 2131.1 TRUE
Streptomyces sp. AA1529 TRUE
Streptomyces sp. AcH 505 TRUE
Streptomyces sp. ACT-1 TRUE

Streptomyces sp. ATexAB-D23 TRUE
Streptomyces sp. AW19M42 TRUE

Streptomyces sp. BF-3 TRUE
Streptomyces sp. BpilaLS-43 TRUE

Streptomyces sp. C TRUE
Streptomyces sp. CB00072 TRUE
Streptomyces sp. CB00316 TRUE
Streptomyces sp. CB01249 TRUE
Streptomyces sp. CB01580 TRUE
Streptomyces sp. CB02009 TRUE
Streptomyces sp. CB02058 TRUE
Streptomyces sp. CB02115 TRUE
Streptomyces sp. CB02366 TRUE
Streptomyces sp. CB02460 TRUE
Streptomyces sp. CB02488 TRUE
Streptomyces sp. CB02923 TRUE

Streptomyces sp. CcalMP-8W TRUE
Streptomyces sp. cf386 TRUE

Streptomyces sp. CFMR 7 TRUE
Streptomyces sp. Cmuel-A718b TRUE

Streptomyces sp. CNB091 TRUE
Streptomyces sp. CNH099 TRUE
Streptomyces sp. CNQ431 TRUE
Streptomyces sp. CNQ-525 TRUE
Streptomyces sp. CNQ766 TRUE
Streptomyces sp. CNQ865 TRUE
Streptomyces sp. CNS335 TRUE
Streptomyces sp. CNT318 TRUE
Streptomyces sp. CNT371 TRUE
Streptomyces sp. CNY228 TRUE
Streptomyces sp. CNY243 TRUE
Streptomyces sp. DI166 TRUE

Streptomyces sp. DvalAA-19 TRUE
Streptomyces sp. DvalAA-43 TRUE

Streptomyces sp. EN16 TRUE
Streptomyces sp. EN23 TRUE
Streptomyces sp. EN27 TRUE
Streptomyces sp. F-1 TRUE

Streptomyces sp. FR-008 TRUE
Streptomyces sp. FXJ1.172 TRUE
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species multicellularity
Streptomyces sp. GBA 94-10 TRUE
Streptomyces sp. HGB0020 TRUE
Streptomyces sp. IMTB 2501 TRUE

Streptomyces sp. KE1 TRUE
Streptomyces sp. LaPpAH-202 TRUE

Streptomyces sp. M10 TRUE
Streptomyces sp. MnatMP-M17 TRUE
Streptomyces sp. MnatMP-M77 TRUE

Streptomyces sp. MNU77 TRUE
Streptomyces sp. MP131-18 TRUE
Streptomyces sp. MUSC 1 TRUE

Streptomyces sp. NBRC 110465 TRUE
Streptomyces sp. Ncost-T10-10d TRUE
Streptomyces sp. Ncost-T6T-1 TRUE
Streptomyces sp. NRRL B-1347 TRUE
Streptomyces sp. NRRL B-24720 TRUE
Streptomyces sp. NRRL B-3253 TRUE
Streptomyces sp. NRRL F-2747 TRUE
Streptomyces sp. NRRL F-5053 TRUE
Streptomyces sp. NRRL F-5126 TRUE
Streptomyces sp. NRRL F-5193 TRUE
Streptomyces sp. NRRL F-5630 TRUE
Streptomyces sp. NRRL F-5727 TRUE
Streptomyces sp. NRRL F-6628 TRUE
Streptomyces sp. NRRL S-1824 TRUE
Streptomyces sp. NRRL S-1868 TRUE
Streptomyces sp. NRRL S-237 TRUE
Streptomyces sp. NRRL S-241 TRUE
Streptomyces sp. NRRL S-244 TRUE
Streptomyces sp. NRRL S-444 TRUE

Streptomyces sp. NRRL WC-3549 TRUE
Streptomyces sp. NRRL WC-3723 TRUE
Streptomyces sp. NRRL WC-3725 TRUE
Streptomyces sp. NRRL WC-3744 TRUE

Streptomyces sp. NTK 937 TRUE
Streptomyces sp. ok210 TRUE
Streptomyces sp. or20 TRUE

Streptomyces sp. OspMP-M43 TRUE
Streptomyces sp. OspMP-M45 TRUE

Streptomyces sp. PBH53 TRUE
Streptomyces sp. PTY087I2 TRUE
Streptomyces sp. PVA 94-07 TRUE
Streptomyces sp. RTd22 TRUE
Streptomyces sp. RV15 TRUE

6



species multicellularity
Streptomyces sp. S4 TRUE

Streptomyces sp. SA3_actG TRUE
Streptomyces sp. ScaeMP-6W TRUE
Streptomyces sp. SCSIO 03032 TRUE

Streptomyces sp. SolWspMP-5a-2 TRUE
Streptomyces sp. TSRI0261 TRUE
Streptomyces sp. TSRI0281 TRUE
Streptomyces sp. TSRI0395 TRUE
Streptomyces sp. TSRI0445 TRUE
Streptomyces sp. Tu6071 TRUE

Streptomyces sp. TverLS-915 TRUE
Streptomyces sp. W007 TRUE
Streptomyces sp. XY332 TRUE
Streptomyces specialis TRUE

Streptomyces tsukubensis TRUE
Streptomyces violaceoruber TRUE

Streptomyces virginiae TRUE
Streptomyces vitaminophilus TRUE
Streptomyces wadayamensis TRUE
Streptomyces xylophagus TRUE
Streptomyces yerevanensis TRUE
Thermomonospora curvata TRUE

• VMAP vs NucA:

species multicellularity
Bradyrhizobium TRUE

• VMAP vs EACC1:

species multicellularity
Actinobacteria bacterium OK006 NA
Actinobacteria bacterium OK074 NA
Actinobacteria bacterium OV450 NA

Actinokineospora inagensis TRUE
Actinokineospora terrae TRUE
Actinomadura madurae TRUE

Actinophytocola xinjiangensis TRUE
Actinoplanes awajinensis subsp.

mycoplanecinus
TRUE

Actinoplanes globisporus TRUE
Actinoplanes philippinensis TRUE
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species multicellularity
Actinoplanes rectilineatus TRUE
Actinoplanes sp. SE50/110 TRUE
Actinoplanes utahensis TRUE
Actinospica robiniae TRUE

Actinosporangium sp. NRRL
B-3428

TRUE

Actinosynnema sp. ALI-1.44 TRUE
Amycolatopsis alba TRUE

Amycolatopsis australiensis TRUE
Amycolatopsis azurea TRUE

Amycolatopsis balhimycina TRUE
Amycolatopsis coloradensis TRUE
Amycolatopsis decaplanina TRUE
Amycolatopsis japonica TRUE

Amycolatopsis keratiniphila TRUE
Amycolatopsis mediterranei TRUE
Amycolatopsis orientalis TRUE

Amycolatopsis pretoriensis TRUE
Amycolatopsis regifaucium TRUE
Amycolatopsis rifamycinica TRUE
Amycolatopsis sp. CB00013 TRUE
Amycolatopsis sp. MJM2582 TRUE
Amycolatopsis tolypomycina TRUE
Amycolatopsis vancoresmycina TRUE

Amycolatopsis xylanica TRUE
Catenulispora acidiphila TRUE
Catenuloplanes japonicus TRUE

Frankia alni TRUE
Frankia inefficax TRUE

Frankia sp. ACN1ag TRUE
Frankia sp. AvcI1 TRUE

Frankia sp. EAN1pec TRUE
Frankia sp. G2 TRUE

Hamadaea tsunoensis TRUE
Kibdelosporangium phytohabitans TRUE

Kibdelosporangium sp.
MJ126-NF4

TRUE

Kitasatospora TRUE
Kitasatospora azatica TRUE

Kitasatospora cheerisanensis TRUE
Kitasatospora sp. CB02891 TRUE
Kitasatospora sp. MBT66 TRUE

Kitasatospora sp. NRRL B-11411 TRUE
Kitasatospora sp. Root107 TRUE
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species multicellularity
Kutzneria albida TRUE

Kutzneria albida DSM 43870 TRUE
Lechevalieria aerocolonigenes TRUE

Lechevalieria fradiae TRUE
Lechevalieria xinjiangensis TRUE

Lentzea albida TRUE
Lentzea albidocapillata TRUE
Lentzea flaviverrucosa TRUE

Lentzea violacea TRUE
Lentzea waywayandensis TRUE

Longispora albida TRUE
Micromonospora carbonacea TRUE

Micromonospora matsumotoense TRUE
Micromonospora parva TRUE

Micromonospora sp. HK10 TRUE
Micromonospora sp. NBS 11-29 TRUE
Micromonospora sp. NRRL

B-16802
TRUE

Microtetraspora glauca TRUE
Nocardia mexicana TRUE

Nocardia sp. NRRL S-836 TRUE
Nocardiopsis dassonvillei TRUE
Nocardiopsis flavescens TRUE
Nocardiopsis potens TRUE
Nocardiopsis salina TRUE

Nocardiopsis sp. CNR-923 TRUE
Nonomuraea solani TRUE

Pseudonocardia acaciae TRUE
Saccharopolyspora spinosa TRUE
Saccharothrix espanaensis TRUE

Streptomyces TRUE
Streptomyces acidiscabies TRUE
Streptomyces agglomeratus TRUE

Streptomyces albus TRUE
Streptomyces albus subsp. albus TRUE

Streptomyces alni TRUE
Streptomyces ambofaciens TRUE
Streptomyces antibioticus TRUE
Streptomyces antioxidans TRUE
Streptomyces anulatus TRUE
Streptomyces atratus TRUE
Streptomyces atriruber TRUE

Streptomyces aurantiacus TRUE
Streptomyces aurantiacus JA 4570 TRUE
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species multicellularity
Streptomyces autolyticus TRUE
Streptomyces bicolor TRUE

Streptomyces caatingaensis TRUE
Streptomyces caeruleatus TRUE

Streptomyces canus TRUE
Streptomyces cattleya TRUE

Streptomyces cellostaticus TRUE
Streptomyces cellulosae TRUE
Streptomyces chartreusis TRUE

Streptomyces chattanoogensis TRUE
Streptomyces clavuligerus TRUE
Streptomyces coelicolor TRUE
Streptomyces corchorusii TRUE

Streptomyces cyaneogriseus TRUE
Streptomyces cyaneogriseus subsp.

noncyanogenus
TRUE

Streptomyces decoyicus TRUE
Streptomyces

diastatochromogenes
TRUE

Streptomyces durhamensis TRUE
Streptomyces erythrochromogenes TRUE

Streptomyces europaeiscabiei TRUE
Streptomyces exfoliatus TRUE

Streptomyces filamentosus TRUE
Streptomyces flavidovirens TRUE

Streptomyces flavochromogenes TRUE
Streptomyces fradiae TRUE

Streptomyces fulvoviolaceus TRUE
Streptomyces gilvosporeus TRUE
Streptomyces glaucescens TRUE

Streptomyces griseochromogenes TRUE
Streptomyces griseofuscus TRUE

Streptomyces griseus TRUE
Streptomyces guanduensis TRUE

Streptomyces himastatinicus TRUE
Streptomyces himastatinicus

ATCC 53653
TRUE

Streptomyces hokutonensis TRUE
Streptomyces humi TRUE

Streptomyces hygroscopicus TRUE
Streptomyces iakyrus TRUE

Streptomyces incarnatus TRUE
Streptomyces iranensis TRUE
Streptomyces katrae TRUE
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species multicellularity
Streptomyces longwoodensis TRUE
Streptomyces lushanensis TRUE
Streptomyces lydicus TRUE

Streptomyces mangrovisoli TRUE
Streptomyces melanosporofaciens TRUE

Streptomyces mirabilis TRUE
Streptomyces misionensis TRUE
Streptomyces monomycini TRUE
Streptomyces nanshensis TRUE
Streptomyces natalensis TRUE
Streptomyces niveus TRUE

Streptomyces niveus NCIMB
11891

TRUE

Streptomyces nodosus TRUE
Streptomyces olindensis TRUE
Streptomyces pactum TRUE

Streptomyces paucisporeus TRUE
Streptomyces platensis TRUE

Streptomyces pristinaespiralis TRUE
Streptomyces pristinaespiralis

ATCC 25486
TRUE

Streptomyces puniciscabiei TRUE
Streptomyces purpureus TRUE

Streptomyces rapamycinicus
NRRL 5491

TRUE

Streptomyces regalis TRUE
Streptomyces regensis TRUE
Streptomyces reticuli TRUE
Streptomyces rimosus TRUE

Streptomyces roseochromogenus TRUE
Streptomyces roseochromogenus

subsp. oscitans DS 12.976
TRUE

Streptomyces roseosporus NRRL
15998

TRUE

Streptomyces roseus TRUE
Streptomyces scabiei TRUE

Streptomyces scabrisporus TRUE
Streptomyces sclerotialus TRUE
Streptomyces scopuliridis TRUE
Streptomyces silvensis TRUE
Streptomyces sp. 2112.3 TRUE
Streptomyces sp. 2131.1 TRUE
Streptomyces sp. 4F TRUE

Streptomyces sp. ACT-1 TRUE
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species multicellularity
Streptomyces sp. Ag82_O1-15 TRUE

Streptomyces sp. AS58 TRUE
Streptomyces sp. ATexAB-D23 TRUE

Streptomyces sp. B9173 TRUE
Streptomyces sp. BoleA5 TRUE

Streptomyces sp. BpilaLS-43 TRUE
Streptomyces sp. CB00072 TRUE
Streptomyces sp. CB00455 TRUE
Streptomyces sp. CB01249 TRUE
Streptomyces sp. CB02058 TRUE
Streptomyces sp. CB02115 TRUE
Streptomyces sp. CB02400 TRUE
Streptomyces sp. CB02414 TRUE
Streptomyces sp. CB02488 TRUE
Streptomyces sp. CB02923 TRUE
Streptomyces sp. CB03234 TRUE
Streptomyces sp. CB03238 TRUE
Streptomyces sp. CC71 TRUE

Streptomyces sp. CcalMP-8W TRUE
Streptomyces sp. CCM_MD2014 TRUE

Streptomyces sp. cf386 TRUE
Streptomyces sp. CNB091 TRUE
Streptomyces sp. CNQ329 TRUE
Streptomyces sp. CNQ431 TRUE
Streptomyces sp. CNQ-509 TRUE
Streptomyces sp. CNQ-525 TRUE
Streptomyces sp. CNQ865 TRUE
Streptomyces sp. CNS335 TRUE
Streptomyces sp. CNS606 TRUE
Streptomyces sp. CNT371 TRUE
Streptomyces sp. CNY228 TRUE
Streptomyces sp. CNY243 TRUE

Streptomyces sp. DSM 15324 TRUE
Streptomyces sp. DvalAA-14 TRUE

Streptomyces sp. EN16 TRUE
Streptomyces sp. EN27 TRUE
Streptomyces sp. ERV7 TRUE
Streptomyces sp. F-1 TRUE
Streptomyces sp. F-3 TRUE

Streptomyces sp. FxanaC1 TRUE
Streptomyces sp. GKU 895 TRUE
Streptomyces sp. HGB0020 TRUE
Streptomyces sp. IMTB 2501 TRUE
Streptomyces sp. LaPpAH-108 TRUE
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species multicellularity
Streptomyces sp. LUP30 TRUE
Streptomyces sp. M1013 TRUE
Streptomyces sp. MBT28 TRUE
Streptomyces sp. Mg1 TRUE

Streptomyces sp. MJM1172 TRUE
Streptomyces sp. MMG1533 TRUE

Streptomyces sp. MnatMP-M17 TRUE
Streptomyces sp. MNU77 TRUE
Streptomyces sp. MOE7 TRUE

Streptomyces sp. MP131-18 TRUE
Streptomyces sp. MspMP-M5 TRUE
Streptomyces sp. MUSC 1 TRUE
Streptomyces sp. MUSC 14 TRUE
Streptomyces sp. MUSC 93 TRUE

Streptomyces sp. NBRC 109706 TRUE
Streptomyces sp. NBRC 110027 TRUE
Streptomyces sp. NBRC 110028 TRUE
Streptomyces sp. NBRC 110465 TRUE
Streptomyces sp. NBRC 110611 TRUE
Streptomyces sp. Ncost-T10-10d TRUE
Streptomyces sp. NRRL B-24720 TRUE
Streptomyces sp. NRRL B-3648 TRUE
Streptomyces sp. NRRL F-2580 TRUE
Streptomyces sp. NRRL F-2747 TRUE
Streptomyces sp. NRRL F-2890 TRUE
Streptomyces sp. NRRL F-4474 TRUE
Streptomyces sp. NRRL F-5053 TRUE
Streptomyces sp. NRRL F-5123 TRUE
Streptomyces sp. NRRL F-5126 TRUE
Streptomyces sp. NRRL F-5727 TRUE
Streptomyces sp. NRRL F-6131 TRUE
Streptomyces sp. NRRL S-1022 TRUE
Streptomyces sp. NRRL S-1448 TRUE
Streptomyces sp. NRRL S-1813 TRUE
Streptomyces sp. NRRL S-1824 TRUE
Streptomyces sp. NRRL S-1868 TRUE
Streptomyces sp. NRRL S-244 TRUE
Streptomyces sp. NRRL S-31 TRUE
Streptomyces sp. NRRL S-337 TRUE
Streptomyces sp. NRRL S-340 TRUE
Streptomyces sp. NRRL S-384 TRUE
Streptomyces sp. NRRL S-495 TRUE
Streptomyces sp. NRRL S-646 TRUE
Streptomyces sp. NRRL S-813 TRUE
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species multicellularity
Streptomyces sp. NRRL S-87 TRUE

Streptomyces sp. NRRL WC-3549 TRUE
Streptomyces sp. NRRL WC-3618 TRUE
Streptomyces sp. NRRL WC-3626 TRUE
Streptomyces sp. NRRL WC-3742 TRUE

Streptomyces sp. NTK 937 TRUE
Streptomyces sp. or20 TRUE

Streptomyces sp. OV198 TRUE
Streptomyces sp. PAN_FS17 TRUE
Streptomyces sp. PBH53 TRUE

Streptomyces sp. PpalLS-921 TRUE
Streptomyces sp. PRh5 TRUE

Streptomyces sp. PTY087I2 TRUE
Streptomyces sp. RTd22 TRUE
Streptomyces sp. Ru87 TRUE

Streptomyces sp. S10(2016) TRUE
Streptomyces sp. SceaMP-e96 TRUE
Streptomyces sp. SCSIO 03032 TRUE
Streptomyces sp. SPMA113 TRUE
Streptomyces sp. TLI_053 TRUE
Streptomyces sp. TN58 TRUE

Streptomyces sp. TOR3209 TRUE
Streptomyces sp. TSRI0107 TRUE
Streptomyces sp. TSRI0261 TRUE
Streptomyces sp. TSRI0281 TRUE
Streptomyces sp. URHA0041 TRUE

Streptomyces sp. W007 TRUE
Streptomyces sp. WM4235 TRUE
Streptomyces sp. WM6372 TRUE
Streptomyces sp. WM6373 TRUE
Streptomyces sp. XY332 TRUE
Streptomyces sp. XY431 TRUE
Streptomyces sp. XY593 TRUE
Streptomyces tsukubensis TRUE
Streptomyces varsoviensis TRUE
Streptomyces violaceoruber TRUE

Streptomyces violens TRUE
Streptomyces vitaminophilus TRUE
Streptomyces xiamenensis TRUE
Streptomyces xylophagus TRUE
Streptomyces yanglinensis TRUE

Streptomyces yokosukanensis TRUE
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• iSTAND vs FtsH:

species multicellularity
Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Gammaproteobacteria bacterium NA

• iSTAND vs beta propeller:

species multicellularity
Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Candidatus Thiomargarita
nelsonii

TRUE

Gammaproteobacteria bacterium NA
Haliscomenobacter hydrossis

DSM 1100
TRUE

• iSTAND vs GAP1-N1:

species multicellularity
Bradyrhizobium japonicum TRUE

Candidatus Accumulibacter sp.
SK-01

FALSE

Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Gammaproteobacteria bacterium NA

• iSTAND vs GAP1-N2:

species multicellularity
Candidatus Thiomargarita

nelsonii
TRUE

• iSTAND vs NucA:

species multicellularity
Bradyrhizobium japonicum TRUE
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• iSTAND vs EACC1:

species multicellularity
Beggiatoa sp. PS TRUE

Thiotrichales bacterium HS_08 TRUE

• FtsH vs beta propeller:

species multicellularity
Actinoplanes derwentensis TRUE
Actinoplanes globisporus TRUE
Amycolatopsis sp. H5 TRUE

Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Dactylosporangium aurantiacum TRUE
Fimbriiglobus ruber TRUE
Frankia coriariae TRUE
Frankia sp. QA3 TRUE

Gammaproteobacteria bacterium NA
Gemmata sp. SH-PL17 FALSE
Haliangium ochraceum TRUE

Nostoc sp. T09 TRUE
Sinosporangium album TRUE

Streptomyces sp. GGCR-6 TRUE
Streptomyces sp. MMG1121 TRUE

Thiohalocapsa sp. ML1 TRUE
Zavarzinella formosa TRUE

• FtsH vs GAP1-N1:

species multicellularity
Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Gammaproteobacteria bacterium NA

• FtsH vs GAP1-N2:

species multicellularity
Actinoplanes globisporus TRUE

Dactylosporangium aurantiacum TRUE
Fimbriiglobus ruber TRUE
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species multicellularity
Frankia sp. QA3 TRUE

Gemmata obscuriglobus FALSE
Gemmata sp. SH-PL17 FALSE

Isosphaera pallida TRUE
Streptomyces griseus TRUE
Streptomyces mirabilis TRUE

Streptomyces sp. MUSC 1 TRUE
Streptomyces sp. WM6386 TRUE
Thiohalocapsa sp. ML1 TRUE
Zavarzinella formosa TRUE

• FtsH vs NucA:

species multicellularity

• FtsH vs EACC1:

species multicellularity
Actinoplanes derwentensis TRUE
Actinoplanes globisporus TRUE

Amycolatopsis balhimycina TRUE
Amycolatopsis sp. H5 TRUE

Streptomyces durhamensis TRUE
Streptomyces griseus TRUE
Streptomyces mirabilis TRUE

Streptomyces puniciscabiei TRUE
Streptomyces sp. Act143 TRUE

Streptomyces sp. GKU 895 TRUE
Streptomyces sp. MUSC 1 TRUE
Streptomyces sp. MUSC 14 TRUE
Streptomyces yokosukanensis TRUE

• beta propeller vs GAP1-N1:

species multicellularity
Candidatus Magnetoglobus
multicellularis str. Araruama

TRUE

Flavobacterium hydatis FALSE
Gammaproteobacteria bacterium NA

Lysobacter enzymogenes FALSE
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species multicellularity
Singulisphaera sp. GP187 TRUE

• beta propeller vs GAP1-N2:

species multicellularity
Actinoplanes globisporus TRUE
Blastopirellula marina TRUE

Candidatus Thiomargarita
nelsonii

TRUE

Dactylosporangium aurantiacum TRUE
Fimbriiglobus ruber TRUE
Frankia sp. QA3 TRUE

Gemmata sp. SH-PL17 FALSE
Planctomicrobium piriforme TRUE

Roseimaritima ulvae TRUE
Schlesneria paludicola TRUE

Singulisphaera sp. GP187 TRUE
Thiohalocapsa sp. ML1 TRUE
Zavarzinella formosa TRUE

• beta propeller vs NucA:

species multicellularity

• beta propeller vs EACC1:

species multicellularity
Actinoplanes derwentensis TRUE
Actinoplanes globisporus TRUE
Amycolatopsis sp. H5 TRUE
Streptomyces scabiei TRUE

Streptomyces sp. NRRL F-6131 TRUE

• GAP1-N1 vs GAP1-N2:

species multicellularity
Achromatium sp. WMS3 FALSE
Candidatus Achromatium

palustre
FALSE

18



species multicellularity
Rhodococcus fascians TRUE

Singulisphaera sp. GP187 TRUE

• GAP1-N1 vs NucA:

species multicellularity
Bradyrhizobium japonicum TRUE

Sinorhizobium meliloti TRUE

• GAP1-N1 vs EACC1:

species multicellularity
Bradyrhizobium erythrophlei TRUE

Enterobacteriaceae FALSE
Gluconobacter oxydans FALSE
Klebsiella pneumoniae FALSE

Pseudosporangium ferrugineum TRUE
Rhodanobacter glycinis FALSE
Salmonella enterica FALSE
Streptomyces canus TRUE

• GAP1-N2 vs NucA:

species multicellularity
Methylobacterium aquaticum TRUE

• GAP1-N2 vs EACC1:

species multicellularity
Actinobacteria bacterium OV450 NA
Actinokineospora enzanensis TRUE
Actinokineospora inagensis TRUE
Actinokineospora terrae TRUE

Actinomadura TRUE
Actinomadura flavalba TRUE
Actinomadura madurae TRUE
Actinomadura mexicana TRUE
Actinomadura oligospora TRUE
Actinoplanes globisporus TRUE
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species multicellularity
Actinoplanes rectilineatus TRUE
Actinoplanes regularis TRUE
Actinoplanes utahensis TRUE

Alloactinosynnema iranicum TRUE
Amycolatopsis alba TRUE

Amycolatopsis coloradensis TRUE
Amycolatopsis kentuckyensis TRUE
Amycolatopsis rifamycinica TRUE
Amycolatopsis sp. CB00013 TRUE
Candidatus Entotheonella

palauensis
TRUE

Frankia asymbiotica TRUE
Frankia sp. EAN1pec TRUE

Frankia sp. G2 TRUE
Hamadaea tsunoensis TRUE
Herbidospora cretacea TRUE

Herbidospora mongoliensis TRUE
Herbidospora sakaeratensis TRUE

Kibdelosporangium phytohabitans TRUE
Kitasatospora albolonga TRUE
Kitasatospora azatica TRUE

Kitasatospora sp. MMS16-BH015 TRUE
Lechevalieria aerocolonigenes TRUE

Lentzea kentuckyensis TRUE
Micromonospora carbonacea TRUE
Micromonospora sp. Rc5 TRUE
Microtetraspora glauca TRUE

Nocardia concava TRUE
Nocardia jejuensis TRUE
Nocardia niigatensis TRUE
Nocardia seriolae TRUE

Nocardia sp. NRRL S-836 TRUE
Nocardia takedensis TRUE

Nocardiopsis dassonvillei TRUE
Nocardiopsis flavescens TRUE
Nonomuraea solani TRUE

Rhodococcus TRUE
Saccharopolyspora TRUE

Saccharopolyspora antimicrobica TRUE
Saccharopolyspora erythraea TRUE
Saccharopolyspora rectivirgula TRUE

Saccharopolyspora shandongensis TRUE
Saccharopolyspora spinosa TRUE

Streptomyces TRUE
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species multicellularity
Streptomyces albus TRUE

Streptomyces antibioticus TRUE
Streptomyces anulatus TRUE
Streptomyces atratus TRUE

Streptomyces aurantiacus TRUE
Streptomyces aurantiacus JA 4570 TRUE

Streptomyces bicolor TRUE
Streptomyces caatingaensis TRUE

Streptomyces cacaoi TRUE
Streptomyces cellostaticus TRUE
Streptomyces cellulosae TRUE

Streptomyces cinnamoneus TRUE
Streptomyces davaonensis TRUE

Streptomyces europaeiscabiei TRUE
Streptomyces filamentosus TRUE

Streptomyces floridae TRUE
Streptomyces fulvoviolaceus TRUE

Streptomyces griseus TRUE
Streptomyces himastatinicus

ATCC 53653
TRUE

Streptomyces hokutonensis TRUE
Streptomyces katrae TRUE

Streptomyces lushanensis TRUE
Streptomyces mirabilis TRUE

Streptomyces misionensis TRUE
Streptomyces mobaraensis TRUE
Streptomyces nanshensis TRUE
Streptomyces niveus TRUE

Streptomyces prunicolor TRUE
Streptomyces regensis TRUE
Streptomyces reticuli TRUE
Streptomyces rimosus TRUE

Streptomyces roseochromogenus TRUE
Streptomyces roseochromogenus

subsp. oscitans DS 12.976
TRUE

Streptomyces scopuliridis TRUE
Streptomyces sp. 2131.1 TRUE
Streptomyces sp. 2R TRUE
Streptomyces sp. 61 TRUE

Streptomyces sp. ACT-1 TRUE
Streptomyces sp. ATexAB-D23 TRUE

Streptomyces sp. b62 TRUE
Streptomyces sp. BpilaLS-43 TRUE
Streptomyces sp. CB00072 TRUE
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species multicellularity
Streptomyces sp. CB01249 TRUE
Streptomyces sp. CB02058 TRUE
Streptomyces sp. CB02115 TRUE
Streptomyces sp. CB02488 TRUE
Streptomyces sp. CB02923 TRUE

Streptomyces sp. CcalMP-8W TRUE
Streptomyces sp. cf386 TRUE

Streptomyces sp. CNB091 TRUE
Streptomyces sp. CNQ431 TRUE
Streptomyces sp. CNQ-525 TRUE
Streptomyces sp. CNQ865 TRUE
Streptomyces sp. CNS335 TRUE
Streptomyces sp. CNT371 TRUE
Streptomyces sp. CNY228 TRUE
Streptomyces sp. CNY243 TRUE
Streptomyces sp. CS057 TRUE
Streptomyces sp. EAG2 TRUE
Streptomyces sp. EN16 TRUE
Streptomyces sp. EN27 TRUE
Streptomyces sp. F-1 TRUE
Streptomyces sp. f150 TRUE

Streptomyces sp. FBKL.4005 TRUE
Streptomyces sp. HCCB10043 TRUE
Streptomyces sp. HGB0020 TRUE
Streptomyces sp. IMTB 2501 TRUE
Streptomyces sp. LamerLS-316 TRUE
Streptomyces sp. MBRL 601 TRUE

Streptomyces sp. MnatMP-M17 TRUE
Streptomyces sp. MNU77 TRUE

Streptomyces sp. MP131-18 TRUE
Streptomyces sp. ms115 TRUE
Streptomyces sp. ms184 TRUE

Streptomyces sp. MUSC 1 TRUE
Streptomyces sp. NBRC 110465 TRUE
Streptomyces sp. NBS 14/10 TRUE

Streptomyces sp. Ncost-T10-10d TRUE
Streptomyces sp. Ncost-T6T-2b TRUE
Streptomyces sp. NRRL B-24051 TRUE
Streptomyces sp. NRRL B-24720 TRUE
Streptomyces sp. NRRL F-2747 TRUE
Streptomyces sp. NRRL F-5053 TRUE
Streptomyces sp. NRRL F-5126 TRUE
Streptomyces sp. NRRL F-5727 TRUE
Streptomyces sp. NRRL S-1824 TRUE
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species multicellularity
Streptomyces sp. NRRL S-1868 TRUE
Streptomyces sp. NRRL S-244 TRUE
Streptomyces sp. NRRL S-623 TRUE
Streptomyces sp. NRRL S-920 TRUE

Streptomyces sp. NRRL WC-3549 TRUE
Streptomyces sp. NTK 937 TRUE

Streptomyces sp. or20 TRUE
Streptomyces sp. or3 TRUE

Streptomyces sp. PBH53 TRUE
Streptomyces sp. PgraA7 TRUE

Streptomyces sp. PTY087I2 TRUE
Streptomyces sp. rh34 TRUE

Streptomyces sp. RSD-27 TRUE
Streptomyces sp. RTd22 TRUE

Streptomyces sp. ScaeMP-e48 TRUE
Streptomyces sp. SCSIO 03032 TRUE

Streptomyces sp.
SolWspMP-sol2th

TRUE

Streptomyces sp. st140 TRUE
Streptomyces sp. st77 TRUE

Streptomyces sp.
Termitarium-T10T-6

TRUE

Streptomyces sp. TSRI0261 TRUE
Streptomyces sp. TSRI0281 TRUE
Streptomyces sp. W007 TRUE
Streptomyces sp. XY332 TRUE
Streptomyces tsukubensis TRUE
Streptomyces violaceoruber TRUE
Streptomyces vitaminophilus TRUE
Streptomyces xylophagus TRUE

Thermomonospora sp. CIF 1 TRUE

• NucA vs EACC1:

species multicellularity
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VI. Source data - genome identifiers and systems for all EAD1-containing organisms

• GCA_000166135.1; Frankia inefficax; counts= 22; multicellularity status: TRUE

– ??+EAD1+cNMP_cyclase+TIR->cNMP_cyclase+EAD1+TIR*->
– EAD1->EAD1+cNMP_cyclase+TIR*->
– EAD1*->EAD1+cNMP_cyclase+TIR->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+BetaPropeller*->
– EAD1+EAD1+TIR*->
– EAD1+STAND_NTPase+TPRs*->
– EAD1+TIR*->
– EAD1+TM+Peripla_BP*->
– EAD1+TM+TM+STAND_NTPase+TPRs*->
– EAD1+TPRs->||<-?<-?||EAD1+APATPase+wHTH+TPRs*->
– EAD2+VMAP-M0+VMAP-C->MoxR->vWA+STAND_NTPase+TPRs->EAD2+EAD1*->
– HTH+HTH+STAND_NTPase+wHTH+TPRs->EAD1+TPRs*->||<-?<-?||EAD1+APATPase+wHTH+TPRs->

• GCA_001456025.1; Mastigocoleus testarum BC008; counts= 19; multicellularity status: TRUE

– EAD1+??*->
– EAD1+CASPASE*->
– EAD1+CASPASE*->
– EAD1+EAD1-unk4+Pentapeptide_repeats*->
– EAD1+EAD1-unk4+Pentapeptide_repeats*->
– EAD1+GUN4*->
– EAD1+P-loop_NTPase*->
– EAD1+Pentapeptide_repeats*->
– EAD1+TIR*->
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– EAD1+TIR*->TIR+TM+GUN4->
– EAD1+TIR+GUN4*->
– EAD1+TIR+GUN4*->||<-?||EAD1+GUN4->
– EAD1+TM+??*->
– EAD1+TM+??*->
– EAD1+TM+CHASE2+TM+TM+TM*->
– EAD1+VMAP-M1+VMAP-C*->
– EAD1+VMAP-M1+VMAP-C*->MoxR->
– EAD8+EAD1+PNP_UDP_1*->
– LRR_region+sGTP_APGTPase+COR+??+EAD1*->

• GCA_000346485.2; Scytonema hofmannii PCC 7110; counts= 19; multicellularity status: TRUE

– ??+EAD1*->GUN4+EAD1->
– EAD1*->
– EAD1*->
– EAD1+??*->
– EAD1+CASPASE*->
– EAD1+CASPASE+STAND_NTPase+GUN4*->||<-CASPASE<-STAND_NTPase+BetaPropeller
– EAD1+EAD9*->
– EAD1+P-loop_NTPase*->
– EAD1+Pkinase+globin*->
– EAD1+TerB+CASPASE+GUN4*->||<-?<-FGS-fold_domain
– EAD1+TM+TM+TM+TM*->
– EAD1+TPRs*->
– EAD1+VMAP-C*->MoxR->
– EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– GUN4+EAD1*->
– HTH+EAD1+STAND_NTPase+??*->
– LRR_region+sGTP_APGTPase+COR+??+EAD1*->
– PNP_UDP_1+EAD1*->
– TCAD3+EAD1+EAD9*->EAD9+VMAP-M1+VMAP-C->MoxR->vWA+Beta-rich+FGS-fold_domain->

• GCA_001854645.1; Frankia sp. EUN1h; counts= 18; multicellularity status: TRUE

– <-EAD1+EAD1||EAD1+STAND_NTPase+??*->
– <-EAD1+STAND_NTPase+??||EAD1+EAD1*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->

2



– EAD1+cNMP_cyclase+TIR->cNMP_cyclase+EAD1+TIR*->
– EAD1+EACC2*->
– EAD1+EAD1+BetaPropeller*->
– EAD1+LGFP_repeat_region*->
– EAD1+STAND_NTPase+TPRs*->
– EAD1+STAND_NTPase+wHTH+TPRs+BetaPropeller*->
– low_complexity+EAD1*->
– pntlT4_fusion_domain+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCF_000331305.1; Calothrix sp. PCC 7103; counts= 16; multicellularity status: TRUE

– DRHyd?+??+EAD1+??*->
– EAD1*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+CASPASE*->||<-EAD1+TM+Peripla_BP
– EAD1+LRR_region+sGTP_APGTPase+COR+??->??+Trypsin->?->EAD1+VMAP-M23+VMAP-C*->MoxR->
– EAD1+LRR_region+sGTP_APGTPase+COR+??*->??+Trypsin->?->EAD1+VMAP-M23+VMAP-C->
– EAD1+TIR->EAD1+VMAP-M11+VMAP-M1+VMAP-C*->
– EAD1+TIR*->EAD1+VMAP-M11+VMAP-M1+VMAP-C->
– EAD1+TM+Peripla_BP*->||<-EAD1+CASPASE
– EAD1+TPRs*->
– EAD1+Trypsin->EAD1*->
– EAD1+Trypsin*->EAD1->
– HTH+EAD1+FISNA?*->
– LRR_region+sGTP_APGTPase+COR+EAD1->EAD1+TCAD4+CASPASE*->
– LRR_region+sGTP_APGTPase+COR+EAD1*->EAD1+TCAD4+CASPASE->

• GCA_000177675.1; Frankia sp. EUN1f; counts= 15; multicellularity status: TRUE

– ??+EAD1*->
– <-EAD1+TIR||EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR->
– <-helical_region+vWA<-MoxR<-EAD1+P-loop_NTPase(i)||EAD1+TIR*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+EAD1+TIR*->TIR+STAND_NTPase+BetaPropeller->
– EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR*->
– EAD1+PH?*->
– EAD1+STAND_NTPase+??*->
– EAD1+TIR*->
– EAD1+TIR*->
– EAD1+TIR*->||<-TIR
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– EAD2+EAD1*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->

• GCA_001536285.1; Frankia sp. G2; counts= 14; multicellularity status: TRUE

– ??+EAD1+??*->?->vWA->
– <-EAD1+TIR||EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR->
– <-helical_region+vWA<-MoxR<-EAD1+P-loop_NTPase(i)||EAD1+TIR*->
– <-TIR+STAND_NTPase+wHTH+PRs||EACC2+EAD1*->CASPASE+STAND_NTPase+wHTH+BetaPropeller->
– EAD1+??*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR*->
– EAD1+TIR*->
– EAD1+TIR*->||<-TIR
– EAD1+TIR+STAND_NTPase*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->

• GCA_002368435.1; Scytonema sp. NIES-4073; counts= 12; multicellularity status: TRUE

– EAD1+CASPASE->EAD1+STAND_NTPase+wHTH+TM+TM+TM+TM+TM+TM*->
– EAD1+CASPASE*->EAD1+STAND_NTPase+wHTH+TM+TM+TM+TM+TM+TM->
– EAD1+NACHT-like+FGS-fold_domain+GUN4*->
– EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->
– EAD1+STAND_NTPase+wHTH+TM+TM+TM+TM+TM+TM->EAD1+CASPASE*->
– EAD1+STAND_NTPase+wHTH+TM+TM+TM+TM+TM+TM*->EAD1+CASPASE->
– EAD1+TCAD4+CASPASE->?->EAD1+TerB-like?+GUN4*->
– EAD1+TCAD4+CASPASE*->
– EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->
– TIR+EAD1*->
– TIR+EAD1*->

• GCA_000316665.1; Rivularia sp. PCC 7116; counts= 11; multicellularity status: TRUE

– EACC3+CASPASE+LRR_repeats+sGTP_APGTPase->LRR_region+sGTP_APGTPase+COR+??+EAD1*->
– EAD1*->
– EAD1+EAD1-unk4+GUN4*->
– EAD1+EAD10+FGS-fold_domain*->
– EAD1+GUN4*->
– EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+VMAP-M1+VMAP-C*->MoxR->
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– LRR_region+sGTP_APGTPase+COR+??+EAD1*->
– LRR_region+sGTP_APGTPase+COR+??+EAD1*->
– LRR_region+sGTP_APGTPase+COR+??+EAD1*->

• GCA_002368455.1; Calothrix sp. NIES-4071; counts= 11; multicellularity status: TRUE

– CASPASE+EAD1->EAD1+??+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– CASPASE+EAD1*->EAD1+??+VMAP-C->MoxR->vWA+Beta-rich+FGS-fold_domain->
– CASPASE+EAD1+CASPASE*->
– EAD1+??*->
– EAD1+CASPASE+GUN4*->
– EAD1+EAD1-unk4+HTH+HTH*->
– EAD1+TM+??*->
– EAD1+Trypsin->EAD1+VMAP-M1+VMAP-C*->MoxR->
– EAD1+Trypsin*->EAD1+VMAP-M1+VMAP-C->MoxR->
– HTH+EAD1+STAND_NTPase+??*->
– LRR_region+sGTP_APGTPase+COR+??+EAD1*->

• GCA_900197875.1; Frankia sp. ARgP5; counts= 11; multicellularity status: NA

– ∗
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+BetaPropeller->EAD1+EAD1*->
– EAD1+BetaPropeller*->EAD1+EAD1->
– EAD1+cNMP_cyclase+extension*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+P-loop_NTPase+TPRs*->
– EAD1+STAND_NTPase+??*->
– EAD2+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCA_001983215.1; Frankia sp. CcI49; counts= 11; multicellularity status: TRUE

– <-EAD1+TIR||EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR->
– <-helical_region+vWA<-MoxR<-EAD1+P-loop_NTPase(i)||EAD1+TIR*->
– EAD1+??->EAD1+P-loop_NTPase+TPRs*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR*->
– EAD1+STAND_NTPase+wHTH*->
– EAD1+TIR->?->?->EAD1+VMAP-C*->MoxR->
– EAD1+TIR*->
– EAD1+TIR*->?->?->EAD1+VMAP-C->
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• GCA_000948395.1; Frankia sp. CpI1-S; counts= 10; multicellularity status: TRUE

– ??+EAD1*->
– ??+EAD1*->
– EAD1+??*->
– EAD1+BetaPropeller*->
– EAD1+cNMP_cyclase+extension*->
– EAD1+cNMP_cyclase+TIR*->
– EAD2+EAD1*->
– EAD2+EAD1*->
– pntlT4_fusion_domain+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCA_002368235.1; Scytonema sp. HK-05; counts= 9; multicellularity status: TRUE

– EAD1+CASPASE+P-loop_NTPase*->
– EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->
– EAD1+TCAD4+CASPASE->PSE->EAD1+TM+TM+STAND_NTPase+FGS-fold_domain+GUN4*->
– EAD1+TCAD4+CASPASE*->PSE->EAD1+TM+TM+STAND_NTPase+FGS-fold_domain+GUN4->
– EAD1+Trypsin->EAD1+FGS-fold_domain*->
– EAD1+Trypsin*->EAD1+FGS-fold_domain->
– MoxR->helical_region+vWA->PSE->?->TIR+EAD1*->
– TCAD3+TCAD4+CASPASE+EAD1->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+HTH+FGS-fold_domain->
– TCAD3+TCAD4+CASPASE+EAD1*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+Beta-rich+HTH+FGS-fold_domain->

• GCF_000235425.2; Frankia saprophytica; counts= 9; multicellularity status: NA

– <-EAD1+EAD1||?->EAD1+STAND_NTPase+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->cNMP_cyclase+EAD1+TIR->
– EAD1+LGFP_repeat_region*->
– EAD1+STAND_NTPase+TPRs*->
– EAD1+TPRs*->

• GCA_001027285.1; Archangium gephyra; counts= 8; multicellularity status: TRUE

– EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+EAD1+EAD5->EAD1+Trypsin*->
– EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+EAD1+EAD5*->EAD1+Trypsin->
– EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+EAD1+EAD5->EAD1+Trypsin->
– EAD1+TIR*->
– EAD1+VMAP-M0+VMAP-C*->MoxR->vWA+CASPASE+SLOG+TPRs->
– EAD1+VMAP-M0+VMAP-C*->vWA+SLOG+TPRs->
– EAD1+VMAP-M1+VMAP-C*->MoxR->?->vWA+SLOG+SLOG+TPRs->
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– MoxR->?->vWA+SLOG+SLOG+TPRs->EAD1+Trypsin*->

• GCF_000966285.1; Frankia sp. DC12; counts= 8; multicellularity status: NA

– ??+EAD1*->
– EAD1*->
– EAD1+??*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+VMAP-M2+VMAP-C*->
– HTH+HTH+STAND_NTPase+wHTH+TPRs->EAD1+TPRs*->

• GCA_001983105.1; Frankia asymbiotica; counts= 8; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+P-loop_NTPase+TPRs*->
– EAD1+Pentapeptide_repeats*->
– EAD1+TM+Peripla_BP*->
– EAD2+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCA_001767235.1; Moorea producens PAL-8-15-08-1; counts= 7; multicellularity status: NA

– EAD1+STAND_NTPase+TM_region*->
– EAD1+Trypsin->||<-?||PSE->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->||<-?||PSE->EAD1+VMAP-M1+VMAP-C->MoxR->
– EAD1+VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain->EAD1*->VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain->
– EAD1+VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain*->EAD1->VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain->
– EAD1+VMAP-M1+FGS-fold_domain*->
– EAD1+VMAP-M1+FGS-fold_domain*->EAD1+VMAP-M1+FGS-fold_domain->EAD1->VMAP-M1+FGS-fold_domain->

• GCA_000058485.1; Frankia alni ACN14a; counts= 7; multicellularity status: TRUE

– ??+EAD1*->
– EACC2+EAD1*->||<-CASPASE+STAND_NTPase+wHTH+BetaPropeller
– EAD1*->
– EAD1+cNMP_cyclase+extension*->
– EAD1+cNMP_cyclase+TIR*->
– EAD2+EAD1*->
– TM+EAD1*->

• GCA_000760695.2; Tolypothrix bouteillei VB521301; counts= 7; multicellularity status: NA

– EAD1*->
– EAD1+??*->

7



– EAD1+APATPase+wHTH+TPRs*->
– EAD1+CASPASE*->
– EAD1+STAND_NTPase+TM_region*->
– EAD1+STAND_NTPase+TM_region*->
– Pentapeptide_repeats+EAD1*->

• GCA_000817735.2; Scytonema millei VB511283; counts= 7; multicellularity status: TRUE

– EAD1*->
– EAD1+??*->
– EAD1+??*->
– EAD1+Trypsin->EAD1+FGS-fold_domain*->
– EAD1+Trypsin*->EAD1+FGS-fold_domain->
– TIR+EAD1->EAD1+STAND_NTPase+FGS-fold_domain+GUN4*->
– TIR+EAD1*->EAD1+STAND_NTPase+FGS-fold_domain+GUN4->

• GCA_001854805.1; Frankia sp. BMG5.36; counts= 7; multicellularity status: NA

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+BetaPropeller*->
– EAD1+LGFP_repeat_region*->
– EAD1+STAND_NTPase+TPRs*->
– SP+TM+TM+TM+EAD1*->
– TIR+TM+BetaPropeller->?->pntlT4_fusion_domain+EAD1*->CASPASE->

• GCF_001456025.1; Mastigocoleus testarum; counts= 7; multicellularity status: TRUE

– EAD1+??+FGS-fold_domain*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+FGS-fold_domain*->
– EAD1+FGS-fold_domain*->
– EAD1+GUN4*->
– EAD1+GUN4*->
– EAD1+TIR+GUN4->||<-?||EAD1+GUN4*->

• GCF_001306465.1; Frankia sp. R43; counts= 7; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR*->
– EAD1+TIR*->
– pntlT4_fusion_domain+EAD1*->?->Lon_C_protease(i)+TM+BetaPropeller->

• GCA_001854205.1; Moorea producens JHB; counts= 6; multicellularity status: TRUE
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– EAD1+low_complexity+TM+TM+TM*->
– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+FGS-fold_domain->
– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+FGS-fold_domain->
– EAD1+Trypsin*->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->
– EAD1+VMAP-M1+FGS-fold_domain*->EAD1+VMAP-M1+FGS-fold_domain->
– VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain*->

• GCA_002368195.1; Calothrix sp. NIES-2100; counts= 6; multicellularity status: NA

– EAD1+coiled_coil*->
– EAD1+coiled_coil*->
– EAD1+low_complexity*->
– EAD1+TPRs*->
– EAD1+Trypsin->TM+TM+TM->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->TM+TM+TM->EAD1+VMAP-M1+VMAP-C->MoxR->

• GCA_000067165.1; Sorangium cellulosum So ce56; counts= 6; multicellularity status: TRUE

– bacHORMA->FtsH-like->SAVED+EAD1->EAD1+Trypsin*->
– bacHORMA->FtsH-like->SAVED+EAD1*->EAD1+Trypsin->
– EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+EAD1->EAD1+Trypsin*->
– EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+EAD1->EAD1+Trypsin->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1->EAD1+Trypsin*->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1*->EAD1+Trypsin->

• GCA_001306465.1; Frankia sp. R43; counts= 6; multicellularity status: TRUE

– <-EAD1+TIR||EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->??+EAD1+EAD1+cNMP_cyclase+TIR->
– <-helical_region+vWA<-MoxR<-EAD1+P-loop_NTPase(i)||EAD1+TIR*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+PH?*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->
– pntlT4_fusion_domain+EAD1*->?->Lon_C_protease(i)+TM+BetaPropeller->

• GCA_001421075.1; Frankia sp. CpI1-P; counts= 6; multicellularity status: TRUE

– ??+EAD1*->
– EAD1+??*->
– EAD1+cNMP_cyclase+TIR*->
– EAD2+EAD1*->
– EAD2+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCA_001589215.1; Sorangium cellulosum; counts= 6; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase+TPRs*->
– EAD1+Trypsin*->
– EAD1+Trypsin*->?->MoxR->
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– EAD1+Trypsin*->EAD1+STAND_NTPase+TPRs->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1->EAD1+Trypsin*->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1*->EAD1+Trypsin->

• GCA_001854655.1; Frankia sp. Cc1.17; counts= 6; multicellularity status: TRUE

– EAD1*->
– EAD1+??*->||<-?<-TIR+STAND_NTPase+BetaPropeller
– EAD1+BetaPropeller*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+TIR*->||<-TIR
– MoxR->?->??+Pkinase+EAD1+TIR*->

• GCA_900104725.1; Actinoplanes derwentensis; counts= 6; multicellularity status: TRUE

– CASPASE+STAND_NTPase+wHTH->?->AB_hydrolase+TIR->EAD1+TIR*->BetaPropeller+vWA->
– EAD1+Trypsin->EAD1+P-loop_NTPase(i)*->MoxR->
– Pkinase->EAD1+Trypsin->EAD1+STAND_NTPase*->?->||<-?<-??+Trypsin
– Trypsin+EAD1*->BetaPropeller+vWA->
– vWA->?->Pkinase->EAD1+Trypsin*->EAD1+STAND_NTPase->
– ZnF->E1(active)+E1-ZnR_C->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_000018005.1; Frankia sp. EAN1pec; counts= 5; multicellularity status: TRUE

– EAD1+??*->
– EAD1+cNMP_cyclase+TIR*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->
– pntlT4_fusion_domain+EAD1*->
– TM+BetaPropeller->TIR+EACC2+EAD1*->

• GCA_001414035.1; Frankia sp. ACN1ag; counts= 5; multicellularity status: TRUE

– <-CASPASE+STAND_NTPase+wHTH+BetaPropeller||EACC2+EAD1*->
– EAD1+cNMP_cyclase+TIR*->
– EAD2+EAD1*->
– EAD2+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCA_001636565.1; Frankia sp. EI5c; counts= 5; multicellularity status: TRUE

– ??+EAD1*->
– ??+EAD1*->
– EAD1+cNMP_cyclase+extension*->
– EAD1+TIR*->
– pntlT4_fusion_domain+EAD1*->

• GCA_001904745.1; Calothrix sp. HK-06; counts= 5; multicellularity status: NA

– CASPASE+EAD1->EAD1*->
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– EAD1*->
– EAD1+??*->
– EAD1+CASPASE+GUN4*->
– EAD1+STAND_NTPase+TM_region*->

• GCA_001942495.1; Moorea bouillonii PNG; counts= 5; multicellularity status: TRUE

– EAD1+low_complexity+TM+TM+TM*->
– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->
– EAD1+VMAP-M1+FGS-fold_domain*->

• GCF_000374165.1; Frankia elaeagni; counts= 5; multicellularity status: NA

– EAD1+??*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+TIR*->||<-TIR
– pntlT4_fusion_domain+EAD1*->
– pntlT4_fusion_domain+EAD1*->

• GCF_000166135.1; Frankia inefficax; counts= 5; multicellularity status: TRUE

– ??+EAD1+cNMP_cyclase+TIR*->cNMP_cyclase+EAD1+TIR->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->
– EAD1+STAND_NTPase+wHTH+TPRs+BetaPropeller*->

• GCF_000760695.2; Tolypothrix bouteillei; counts= 5; multicellularity status: NA

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+CASPASE+GUN4*->
– EAD1+GUN4*->
– EAD1+STAND_NTPase+HEAT_repeat_region*->
– Pentapeptide_repeats+EAD1*->

• GCF_001420875.1; Frankia sp. AvcI1; counts= 5; multicellularity status: TRUE

– ??+EAD1*->
– EACC2+EAD1*->||<-CASPASE+STAND_NTPase+wHTH+BetaPropeller
– EAD1*->
– EAD2+EAD1*->
– TM+EAD1*->

• GCA_000211815.1; Moorea producens 3L; counts= 4; multicellularity status: NA

– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+TPRs+CASPASE->
– EAD1+Trypsin->EAD1+VMAP-M1+Calcineurin-like*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+TPRs+CASPASE->
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– EAD1+Trypsin*->EAD1+VMAP-M1+Calcineurin-like->EAD1+VMAP-M1+VMAP-C->MoxR->
– EAD1+VMAP-M1+FGS-fold_domain*->

• GCA_000262465.1; Frankia sp. QA3; counts= 4; multicellularity status: TRUE

– E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->
– EAD1+??*->MoxR->
– EAD1+cNMP_cyclase+extension*->
– EAD1+cNMP_cyclase+TIR*->

• GCA_001644415.1; Planctomycetaceae bacterium SCGC AG-212-F19; counts= 4; multicellularity status: NA

– EAD1+RRM+STAND_NTPase+FGS-fold_domain->?->EAD1+Trypsin*->
– EAD1+RRM+STAND_NTPase+FGS-fold_domain*->?->EAD1+Trypsin->
– EAD1+Trypsin*->
– EAD1+Trypsin*->

• GCA_001672105.1; Aphanizomenon flos-aquae WA102; counts= 4; multicellularity status: TRUE

– cNMP_cyclase+EAD1->EAD1*->MoxR->vWA+Beta-rich+HTH+FGS-fold_domain->
– cNMP_cyclase+EAD1*->EAD1->MoxR->vWA+Beta-rich+HTH+FGS-fold_domain->
– EAD1+Trypsin*->
– Trypsin->TM+TM+TM->EAD1+P-loop_NTPase*->

• GCA_001854695.1; Frankia sp. NRRL B-16219; counts= 4; multicellularity status: TRUE

– EAD1+cNMP_cyclase+TIR*->
– EAD1+TM+??*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->
– pntlT4_fusion_domain+EAD1*->

• GCF_000373365.1; Frankia discariae; counts= 4; multicellularity status: TRUE

– EAD1+??*->
– EAD1+cNMP_cyclase+TIR*->
– EAD1+TM+??*->
– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->

• GCA_001712795.1; Nostoc sp. KVJ20; counts= 4; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+VMAP-M1+??*->MoxR->EB1_binding+vWA->
– EAD1+Trypsin->TM+TM+TM->EAD1+coiled_coil*->
– EAD1+Trypsin*->EAD1+VMAP-M1+??->MoxR->EB1_binding+vWA->
– EAD1+Trypsin*->TM+TM+TM->EAD1+coiled_coil->

• GCA_000970465.2; Devosia insulae; counts= 4; multicellularity status: FALSE

– EAD1+Phage_lysozyme->EAD1+Trypsin->EAD1+HExxH+helical_region*->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->Trypsin+Endonuclease_NS(HNH)->
– EAD1+Phage_lysozyme->EAD1+Trypsin*->EAD1+HExxH+helical_region->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->Trypsin+Endonuclease_NS(HNH)->
– EAD1+Phage_lysozyme*->EAD1+Trypsin->EAD1+HExxH+helical_region->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->
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– EAD1+Trypsin*->

• GCF_001870905.1; Geitlerinema sp. PCC 9228; counts= 4; multicellularity status: TRUE

– EAD1+??+VMAP-C*->MoxR->
– EAD1+GUN4+??*->
– EAD1+Trypsin->TM+TM+TM->EAD1+CASPASE+FGS-fold_domain*->
– EAD1+Trypsin*->TM+TM+TM->EAD1+CASPASE+FGS-fold_domain->

• GCA_001610855.1; Gemmata sp. SH-PL17; counts= 3; multicellularity status: FALSE

– EAD1+Trypsin->EAD1+HExxH+helical_region*->?->??+Trypsin->
– EAD1+Trypsin*->EAD1+HExxH+helical_region->?->??+Trypsin->
– VMAP-C->MoxR->EAD1+HD+vWA+NEFF1*->

• GCA_000344805.1; Bradyrhizobium oligotrophicum S58; counts= 3; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+??*->STAND_NTPase+wHTH+TM+TPRs->
– EAD1+Trypsin*->EAD1+??->STAND_NTPase+wHTH+TM+TPRs->
– Trypsin+EAD1+helical_region*->

• GCA_001589195.1; Sorangium cellulosum; counts= 3; multicellularity status: TRUE

– bacHORMA->FtsH-like->SAVED+EAD1->EAD1+Trypsin*->
– bacHORMA->FtsH-like->SAVED+EAD1*->EAD1+Trypsin->
– EAD1+Trypsin*->

• GCA_002148365.1; Litorilinea aerophila; counts= 3; multicellularity status: NA

– EAD1*->
– EAD1+SIR2*->
– EAD1+Trypsin*->

• GCF_000426925.1; Dolichospermum circinale; counts= 3; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1->EAD1+TM*->
– EAD1+Trypsin->TM+TM+TM->EAD1*->EAD1+TM->
– EAD1+Trypsin*->TM+TM+TM->EAD1->EAD1+TM->

• GCF_000716715.1; Dactylosporangium aurantiacum; counts= 3; multicellularity status: TRUE

– EAD1+CASPASE->PSE->E1+E1-ZnR_C->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD1+CASPASE*->PSE->E1+E1-ZnR_C->EAD1+YukDl-Nterm+UB+E2->JAB-N+JAB->
– Trypsin+PDZ+STAND_NTPase+wHTH+TPRs->EAD1+Trypsin*->

• GCF_000058485.1; Frankia alni; counts= 3; multicellularity status: TRUE

– EAD1*->
– EAD2+EAD1*->
– TM+EAD1*->

• GCA_000733295.1; Archangium violaceum; counts= 3; multicellularity status: TRUE
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– ∗
– EAD1+Trypsin->EAD1+??+VMAP-C->MoxR->vWA+SLOG+TPRs+EAD1+TIR*->
– EAD1+Trypsin*->EAD1+??+VMAP-C->MoxR->vWA+SLOG+TPRs+EAD1+TIR->

• GCF_001983215.1; Frankia sp. CcI49; counts= 3; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+cNMP_cyclase+TIR*->?->STAND_NTPase+BetaPropeller->
– EAD1+PNP_UDP_1+STAND_NTPase+wHTH*->

• GCA_002603685.1; Leptospira phage vb_LkmZ_Bejolso9-LE1; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->

• GCA_000582515.1; Yersinia similis; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_000739375.1; Comamonas testosteroni TK102; counts= 2; multicellularity status: FALSE

– CASPASE+EAD1*->
– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001610875.1; Pirellula sp. SH-Sr6A; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin*->||<-GAP1-N1+GAP1-M+GAP1-C+EAD1<-DO-GTPase1<-ZnR+DO-GTPase2
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->||<-EAD1+Trypsin

• GCA_001931535.1; Minicystis rosea; counts= 2; multicellularity status: TRUE

– STAND_NTPase+BetaPropeller+EAD1->EAD1+Trypsin*->
– STAND_NTPase+BetaPropeller+EAD1*->EAD1+Trypsin->

• GCA_000959705.2; Aeromonas caviae; counts= 2; multicellularity status: NA

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000239775.2; Bradyrhizobium sp. ORS 375; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+Lon_C_protease+STAND_NTPase*->
– EAD1+Trypsin*->EAD1+Lon_C_protease+STAND_NTPase->

• GCA_000982975.1; Halomonas sp. A3H3; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->PSE->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_900066015.1; Candidatus Promineofilum breve; counts= 2; multicellularity status: TRUE

– EAD1+STAND_NTPase+FGS-fold_domain*->
– macroglobulin-like+EAD1*->
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• GCA_000244135.3; Leptospira interrogans serovar Grippotyphosa str. UI 08368; counts= 2; multicellularity status: FALSE

– EAD1*->PNP_UDP_1+EAD1->
– PNP_UDP_1+EAD1*->

• GCA_000316115.1; Leptolyngbya sp. PCC 7375; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin*->TM+TM+TM->EAD1+??+VMAP-C->MoxR->
– EAD1+VMAP-M1+VMAP-C*->MoxR->vWA+BetaPropeller+FGS-fold_domain->FGS-fold_domain->

• GCA_000368445.1; Acinetobacter sp. CIP 56.2; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->PSE->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->?->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000503035.1; Mesorhizobium sp. LSHC412B00; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin+??+CarboxypepD-reg-IG+papain-like_peptidoglycan_hydrolase*->
– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000584955.2; Candidatus Accumulibacter sp. SK-01; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001047325.1; Streptomyces viridochromogenes; counts= 2; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001314865.1; Phormidesmis priestleyi Ana; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1+??+VMAP-C*->MoxR->vWA+FGS-fold_domain->FGS-fold_domain->
– EAD1+Trypsin*->TM+TM+TM->EAD1+??+VMAP-C->MoxR->

• GCA_001672155.1; Anabaena sp. WA113; counts= 2; multicellularity status: NA

– EAD1+Trypsin->TM+TM+TM->EAD1*->
– EAD1+Trypsin*->TM+TM+TM->EAD1->

• GCA_001672085.1; Anabaena sp. AL93; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1*->
– EAD1+Trypsin*->TM+TM+TM->EAD1->

• GCA_001672075.1; Anabaena sp. CRKS33; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1*->
– EAD1+Trypsin*->TM+TM+TM->EAD1->

• GCA_001672195.1; Anabaena sp. MDT14b; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1*->
– EAD1+Trypsin*->TM+TM+TM->EAD1->
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• GCA_001742065.1; Psychrobacter sp. B29-1; counts= 2; multicellularity status: NA

– PNP_UDP_1+EAD1*->?->ZnR+DO-GTPase2->DO-GTPase1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_001897835.1; Bacteroidetes bacterium 46-16; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_001898665.1; Burkholderiales bacterium 68-20; counts= 2; multicellularity status: FALSE

– DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001905545.1; Streptomyces sp. CB02056; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+STAND_NTPase*->
– EAD1+Trypsin*->||<-?||STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCA_001921865.1; Pseudomonas chlororaphis; counts= 2; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_002280395.1; Flavobacteriales bacterium 32-35-8; counts= 2; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->?->EAD1*->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->EAD1->

• GCA_002281555.1; Hydrogenophilales bacterium 28-61-23; counts= 2; multicellularity status: FALSE

– Calcineurin-like+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_002735705.1; Janthinobacterium sp. BJB426; counts= 2; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_002746795.1; Chloroflexi bacterium; counts= 2; multicellularity status: TRUE

– EAD1+STAND_NTPase+FGS-fold_domain->?->?->EAD1+Trypsin*->
– EAD1+STAND_NTPase+FGS-fold_domain*->?->?->EAD1+Trypsin->

• GCA_002842665.1; Bacteroidetes bacterium HGW-Bacteroidetes-11; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->

• GCA_900111115.1; Giesbergeria anulus; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
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• GCA_900115275.1; Pseudomonas syringae; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_900215445.1; Serratia sp. JKS296; counts= 2; multicellularity status: FALSE

– CASPASE+EAD1*->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000368665.1; Acinetobacter junii; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001896005.1; Acinetobacter; counts= 2; multicellularity status: FALSE

– PNP_UDP_1+EAD1*->?->ZnR+DO-GTPase2->DO-GTPase1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_000155555.1; Coleofasciculus chthonoplastes; counts= 2; multicellularity status: TRUE

– E1->?->EAD1+Trypsin->EAD1+GUN4*->
– E1->?->EAD1+Trypsin*->EAD1+GUN4->

• GCA_000190755.3; Methylobacter tundripaludum; counts= 2; multicellularity status: TRUE

– PNP_UDP_1+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_000282095.2; Rhizobium sp. CF080; counts= 2; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000178855.1; Ktedonobacter racemifer; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase+STAND_NTPase+wHTH+TPRs+EAD1+Trypsin(i)+PDZ*->
– EAD1+Trypsin*->EAD1+STAND_NTPase+STAND_NTPase+wHTH+TPRs+EAD1+Trypsin(i)+PDZ->

• GCF_000332095.2; Leptolyngbya sp. PCC 6406; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1+VMAP-C*->MoxR->
– EAD1+Trypsin*->TM+TM+TM->EAD1+VMAP-C->MoxR->

• GCA_000296815.2; Fibrisoma limi; counts= 2; multicellularity status: TRUE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->
– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000314635.1; Acinetobacter baumannii; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
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• GCA_000014265.1; Trichodesmium erythraeum; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1+VMAP-M0+VMAP-C*->MoxR->
– EAD1+Trypsin*->TM+TM+TM->EAD1+VMAP-M0+VMAP-C->MoxR->

• GCA_000017645.1; Xanthobacter autotrophicus; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_000176855.2; Acidovorax avenae; counts= 2; multicellularity status: FALSE

– DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000177615.2; Frankia symbiont of Datisca glomerata; counts= 2; multicellularity status: TRUE

– EAD1+PH?*->
– TIR+EAD1*->

• GCA_000092385.1; Streptomyces; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+EAD7*->
– EAD1+Trypsin*->EAD1+EAD7->

• GCA_000284295.1; Actinoplanes missouriensis; counts= 2; multicellularity status: TRUE

– EAD1+P-loop_NTPase(i)->MoxR->?->EAD1+Trypsin*->
– EAD1+P-loop_NTPase(i)*->MoxR->?->EAD1+Trypsin->

• GCA_000317495.1; Crinalium epipsammum; counts= 2; multicellularity status: NA

– EAD1->?->EAD1+CASPASE*->
– Trypsin->EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->

• GCA_000317435.1; Calothrix parietina; counts= 2; multicellularity status: TRUE

– EAD8+EAD1->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD8+EAD1*->EAD1+YukDl-Nterm+UB+E2->JAB-N+JAB->

• GCA_000320385.2; Sinorhizobium meliloti; counts= 2; multicellularity status: TRUE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_002870665.1; Fischerella muscicola; counts= 2; multicellularity status: NA

– EAD1+CASPASE->EAD1*->
– EAD1+CASPASE*->EAD1->

• GCA_000287135.2; Vibrio ordalii; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->
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• GCA_000495775.1; Asticcacaulis benevestitus; counts= 2; multicellularity status: FALSE

– Trypsin+Endonuclease_NS(HNH)->?->EAD1+Trypsin->EAD1+Trypsin*->
– Trypsin+Endonuclease_NS(HNH)->?->EAD1+Trypsin*->EAD1+Trypsin->

• GCF_000383615.1; Streptomyces canus; counts= 2; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_000383675.1; Terracoccus sp. 273MFTsu3.1; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_000379645.1; Actinoplanes globisporus; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE*->?->?->ZnF->
– ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_002234385.1; Amycolatopsis alba; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+CASPASE->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+CASPASE->

• GCA_003947255.1; Amycolatopsis balhimycina; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->
– EAD1+CASPASE*->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->

• GCA_000418325.1; Sorangium cellulosum; counts= 2; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs+BetaPropeller+EAD7*->||<-EAD7+CASPASE
– EAD1+Trypsin*->?->MoxR->

• GCF_000412185.1; Euryhalocaulis caribicus; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+DNA-glycosylase+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+DNA-glycosylase+EAD1*->CASPASE+EAD1->

• GCA_000502815.1; Mesorhizobium; counts= 2; multicellularity status: NA

– EAD1+Trypsin*->?->STAND_NTPase+wHTH+TPRs->
– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCF_000452605.1; Pseudomonas syringae; counts= 2; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_000490295.1; Vibrio parahaemolyticus; counts= 2; multicellularity status: FALSE

– EAD1->CASPASE+EAD1*->
– EAD1*->CASPASE+EAD1->

19



• GCF_000425065.1; Actinomadura rifamycini; counts= 2; multicellularity status: TRUE

– <-EAD1+STAND_NTPase+TPRs||EAD1+Trypsin*->
– <-EAD1+Trypsin||EAD1+STAND_NTPase+TPRs*->

• GCF_000515315.1; Asinibacterium sp. OR53; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000769935.1; Flavobacterium subsaxonicum; counts= 2; multicellularity status: NA

– EAD1->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– EAD1*->?->EAD1+Trypsin->Endonuclease_NS(HNH)->

• GCF_000686005.1; Phyllobacterium sp. UNC302MFCol5.2; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin*->
– SP+Ig-like+TM+EAD1*->

• GCF_000718785.1; Streptomyces sp. NRRL WC-3626; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCF_000719355.1; Streptomyces griseus; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCF_000725475.1; Streptomyces durhamensis; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD1+CASPASE*->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->

• GCF_000761035.1; Rhodococcus fascians; counts= 2; multicellularity status: TRUE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->
– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000702925.2; Methylomonas sp. LW13; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001270515.1; Streptomyces; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_000717055.1; Streptomyces iakyrus; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
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• GCA_000696185.1; Kitasatospora cheerisanensis; counts= 2; multicellularity status: TRUE

– EAD1->Trypsin->EAD1+STAND_NTPase*->
– EAD1*->Trypsin->EAD1+STAND_NTPase->

• GCF_000262465.1; Frankia sp. QA3; counts= 2; multicellularity status: TRUE

– E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->
– MoxR->?->?->EAD1+??+YukD-like_Ub*->||<-E1(active)+E1-ZnR_C

• GCF_000177675.1; Frankia sp. EUN1f; counts= 2; multicellularity status: TRUE

– EAD1*->
– EAD1+APATPase+wHTH+TPRs*->

• GCA_000695255.1; Photobacterium galatheae; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCF_000746395.1; Streptomyces mirabilis; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD1+CASPASE*->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->

• GCA_000788395.1; Pseudoalteromonas piratica; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000747525.1; Sphingobacterium sp. ML3W; counts= 2; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->?->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->?->EAD1+Trypsin->

• GCA_000773415.1; Burkholderia pseudomallei; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_000813415.1; Plesiomonas shigelloides; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000746665.1; Vibrio vulnificus; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000830005.1; Streptomyces vietnamensis; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->
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• GCF_000018005.1; Frankia sp. EAN1pec; counts= 2; multicellularity status: TRUE

– EAD2+EAD1*->EAD2+VMAP-M0+VMAP-C->MoxR->vWA+APATPase+wHTH+TPRs->
– pntlT4_fusion_domain+EAD1*->

• GCF_000221965.1; Xanthomonas campestris; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000601485.1; Chondromyces apiculatus; counts= 2; multicellularity status: NA

– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1->EAD1+Trypsin*->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1*->EAD1+Trypsin->

• GCF_000818475.1; Vibrio hyugaensis; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000938735.2; Sphingobacterium sp. PM2-P1-29; counts= 2; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->EAD1+Trypsin->Endonuclease_NS(HNH)->

• GCA_000968575.1; Pseudomonas kilonensis; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000974985.2; Streptomyces mangrovisoli; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCA_000952035.2; Streptomyces lydicus; counts= 2; multicellularity status: TRUE

– ∗
– EAD1+P-loop_helicase+??*->

• GCA_001013325.1; Vibrio; counts= 2; multicellularity status: NA

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCF_000798835.1; Shewanella sp. ZOR0012; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001028135.1; Xenorhabdus; counts= 2; multicellularity status: NA

– EAD1+P-loop_helicase->CASPASE+EAD1*->
– EAD1+P-loop_helicase*->CASPASE+EAD1->
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• GCF_001044185.1; Streptomyces sp. HNS054; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+AB_hydrolase->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCA_001045445.1; Chryseobacterium sp. BLS98; counts= 2; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->EAD1+Trypsin->Endonuclease_NS(HNH)->

• GCA_001189295.1; Chondromyces crocatus; counts= 2; multicellularity status: TRUE

– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1->EAD1+Trypsin*->
– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1*->EAD1+Trypsin->

• GCF_000514395.1; Pseudomonas sp. URMO17WK12:I12; counts= 2; multicellularity status: NA

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_000828075.2; Tolypothrix campylonemoides; counts= 2; multicellularity status: NA

– EAD1+low_complexity*->
– TIR+EAD1*->

• GCF_001273715.1; Vibrio alginolyticus; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001275735.1; Pseudomonas coronafaciens; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001280885.1; Streptomyces sp. XY332; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_001414035.1; Frankia sp. ACN1ag; counts= 2; multicellularity status: TRUE

– EAD1+cNMP_cyclase+TIR*->
– pntlT4_fusion_domain+EAD1*->

• GCF_000948395.1; Frankia sp. CpI1-P; counts= 2; multicellularity status: TRUE

– EAD1+BetaPropeller*->
– EAD1+cNMP_cyclase+extension*->

• GCA_001421665.1; Sphingobium sp. Leaf26; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

23



• GCA_001424875.1; Kitasatospora; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCA_001444405.1; Pseudoalteromonas phenolica; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001458375.1; Tropicibacter naphthalenivorans; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001467105.1; Pseudomonas syringae; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001425445.1; Devosia sp. Leaf420; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->CASPASE+TPRs->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->CASPASE+TPRs->

• GCA_001611795.1; Streptomyces sp. S10(2016); counts= 2; multicellularity status: TRUE

– ∗
– EAD1+Trypsin*->

• GCF_900079515.1; Shewanella sp. Alg231_23; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001698815.1; Pseudomonas syringae; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001969965.1; Streptomyces sparsogenes; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+EAD7*->?->?->FGS-fold_domain->
– EAD1+Trypsin*->EAD1+EAD7->

• GCF_001685485.1; Formosa haliotis; counts= 2; multicellularity status: FALSE

– ??+EAD1->?->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– GAP2->PSE->PSE->?->??+EAD1*->?->?->EAD1+Trypsin->

• GCF_001571225.1; Hydrogenophaga palleronii; counts= 2; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->
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• GCF_000346485.2; Scytonema hofmannii; counts= 2; multicellularity status: TRUE

– ??+EAD1->GUN4+EAD1*->
– PNP_UDP_1+EAD1*->

• GCA_001548375.1; Nostoc sp. NIES-3756; counts= 2; multicellularity status: NA

– EAD1+Trypsin->TM+TM+TM->EAD1+STAND_NTPase+TPRs*->
– EAD1+Trypsin*->TM+TM+TM->EAD1+STAND_NTPase+TPRs->

• GCF_001746365.1; Streptomyces sp. LUP30; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->EAD1+P-loop_helicase*->
– EAD1+CASPASE*->EAD1+P-loop_helicase->

• GCA_001858125.1; Cylindrospermopsis raciborskii; counts= 2; multicellularity status: NA

– RHH->EAD1+Trypsin->TM+TM+TM->EAD1+P-loop_NTPase*->MoxR->helical_region+vWA->
– RHH->EAD1+Trypsin*->TM+TM+TM->EAD1+P-loop_NTPase->MoxR->

• GCA_900114875.1; Chryseobacterium limigenitum; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->

• GCA_001904715.1; Nostoc calcicola; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+FGS-fold_domain*->||<-STAND_NTPase+FGS-fold_domain
– EAD1+Trypsin*->EAD1+FGS-fold_domain->||<-STAND_NTPase+FGS-fold_domain

• GCA_002217275.1; Flavobacterium; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->

• GCA_001939115.1; Leptolyngbya sp. ‘hensonii’; counts= 2; multicellularity status: NA

– EAD1+Trypsin->TM+TM+TM->EAD1+??+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->TM+TM+TM->EAD1+??+VMAP-C->MoxR->

• GCF_001984055.1; Variovorax sp. KK3; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->STAND_NTPase+TPRs+Lon-N+METALLOPORTEASE->
– EAD1+Trypsin*->EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->

• GCA_004138325.1; Spirosoma sp. 209; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+SIR2*->STAND_NTPase+wHTH+TM+BetaPropeller->
– EAD1+Trypsin*->EAD1+SIR2->STAND_NTPase+wHTH+TM+BetaPropeller->

• GCF_002009845.1; Leptospira alexanderi; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->
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• GCA_900167465.1; Geobacter thiogenes; counts= 2; multicellularity status: FALSE

– ??+PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_002027345.1; Cylindrospermopsis raciborskii; counts= 2; multicellularity status: NA

– RHH->EAD1+Trypsin->TM+TM+TM->EAD1+P-loop_NTPase*->MoxR->helical_region+vWA->
– RHH->EAD1+Trypsin*->TM+TM+TM->EAD1+P-loop_NTPase->MoxR->

• GCA_002027195.1; Streptomyces sp. GKU 895; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->E1+E1_C_unk->E1(active)+E1_C->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD1+CASPASE*->E1+E1_C_unk->E1(active)+E1_C->EAD1+YukDl-Nterm+UB+E2->

• GCF_001854645.1; Frankia sp. EUN1h; counts= 2; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs*->
– EAD1+APATPase+wHTH+TPRs*->

• GCF_001854655.1; Frankia sp. Cc1.17; counts= 2; multicellularity status: TRUE

– EAD1+BetaPropeller*->
– EAD1+TIR*->

• GCA_900155475.1; Methylomagnum ishizawai; counts= 2; multicellularity status: FALSE

– PNP_UDP_1+EAD1*->||<-?||?->ZnR+DO-GTPase2->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_002151545.1; Sphingobacteriaceae bacterium GW460-11-11-14-LB5; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+SIR2*->STAND_NTPase+wHTH+TM+BetaPropeller->
– EAD1+Trypsin*->EAD1+SIR2->STAND_NTPase+wHTH+TM+BetaPropeller->

• GCF_002150765.1; Lentzea kentuckyensis; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs+CASPASE->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+CASPASE->

• GCA_002154695.1; Nostoc sp. T09; counts= 2; multicellularity status: TRUE

– E1(active)+E1_C_unk->?->TCAD3+TCAD4+CASPASE+EAD1->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– ZnF->E1(active)+E1_C_unk->?->TCAD3+TCAD4+CASPASE+EAD1*->EAD1+YukDl-Nterm+UB+E2->JAB-N+JAB->

• GCA_002157355.1; Variovorax sp. JS1663; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->STAND_NTPase+TPRs+Lon-N+METALLOPORTEASE->
– EAD1+Trypsin*->EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->

• GCF_900143175.1; Xanthomonas retroflexus; counts= 2; multicellularity status: FALSE

– ∗
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
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• GCA_002209385.1; Methylovulum psychrotolerans; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_002224125.1; Streptomyces sp. NBS 14/10; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+EAD7*->
– EAD1+Trypsin*->EAD1+EAD7->

• GCA_900109175.1; Pseudomonas linyingensis; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_900113065.1; Aureimonas phyllosphaerae; counts= 2; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_900115505.1; Geodermatophilus sp. DSM 44208; counts= 2; multicellularity status: NA

– EAD1+Trypsin->EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->
– EAD1+Trypsin*->EAD1+P-loop_NTPase(i)->MoxR->helical_region+vWA->

• GCA_900107105.1; Geodermatophilus africanus; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+EAD1+Trypsin*->
– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+EAD1+Trypsin->

• GCA_900116615.1; Algoriphagus locisalis; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->EAD1+Trypsin->Endonuclease_NS(HNH)->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->EAD1+Trypsin*->Endonuclease_NS(HNH)->

• GCA_900113985.1; Phyllobacterium sp. CL33Tsu; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin*->
– SP+Ig-like+TM+EAD1*->

• GCA_900111995.1; Collimonas sp. OK607; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_900104725.1; Actinoplanes derwentensis; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin*->EAD1+P-loop_NTPase(i)->MoxR->
– Trypsin+EAD1*->BetaPropeller+vWA->

• GCA_002234595.1; Amycolatopsis sp. H5; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->
– EAD1+CASPASE*->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->
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• GCA_002318995.1; Shewanella algae; counts= 2; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->
– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_002356095.1; Pseudomonas putida; counts= 2; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_002368335.1; Nostoc sp. NIES-4103; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->EAD1+GUN4*->
– EAD1+CASPASE*->EAD1+GUN4->

• GCA_004296455.1; Calothrix sp. NIES-4101; counts= 2; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1+VMAP-M1+VMAP-C*->
– EAD1+Trypsin*->TM+TM+TM->EAD1+VMAP-M1+VMAP-C->

• GCA_002368315.1; Fischerella sp. NIES-4106; counts= 2; multicellularity status: NA

– EAD1+Trypsin->TM+TM+TM->EAD1+??+VMAP-C*->MoxR->vWA+Beta-rich+FGS-fold_domain->
– EAD1+Trypsin*->TM+TM+TM->EAD1+??+VMAP-C->MoxR->

• GCA_900206255.1; Streptomyces sp. TLI_55; counts= 2; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->
– EAD1+CASPASE*->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->

• GCA_002754245.1; Chryseobacterium sp. 52; counts= 2; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->
– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->EAD1+Trypsin->Endonuclease_NS(HNH)->

• GCF_002321945.1; Cylindrospermopsis raciborskii; counts= 2; multicellularity status: NA

– RHH->EAD1+Trypsin->TM+TM+TM->EAD1*->
– RHH->EAD1+Trypsin*->TM+TM+TM->EAD1->

• GCA_002795805.1; Mariprofundus aestuarium; counts= 2; multicellularity status: TRUE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->
– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->PNP_UDP_1+EAD1*->

• GCA_002813455.1; Pseudomonas baetica; counts= 2; multicellularity status: NA

– EAD1+P-loop_helicase->CASPASE+EAD1*->
– EAD1+P-loop_helicase*->CASPASE+EAD1->

• GCA_000221965.1; Xanthomonas campestris pv. raphani 756C; counts= 1; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_000418455.1; Streptomyces rapamycinicus NRRL 5491; counts= 1; multicellularity status: TRUE
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– EAD1+CASPASE*->

• GCA_001618865.1; Luteitalea pratensis; counts= 1; multicellularity status: NA

– CASPASE->EAD1+Trypsin+TM*->

• GCA_003595545.1; Streptomyces sp. 11-1-2; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_000158915.1; Streptomyces himastatinicus ATCC 53653; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_000243895.3; Leptospira interrogans str. FPW2026; counts= 1; multicellularity status: FALSE

– helical_region+EAD1->PNP_UDP_1+EAD1*->

• GCA_000516475.1; Candidatus Magnetoglobus multicellularis str. Araruama; counts= 1; multicellularity status: TRUE

– EAD1+??*->

• GCA_000828085.2; Scytonema tolypothrichoides VB-61278; counts= 1; multicellularity status: NA

– EAD1*->

• GCA_000961745.1; Rhodospirillaceae bacterium BRH_c57; counts= 1; multicellularity status: FALSE

– GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_001303105.1; Anaerolineae bacterium SG8_19; counts= 1; multicellularity status: NA

– EAD1*->

• GCA_001589205.1; Sorangium cellulosum; counts= 1; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs+BetaPropeller+EAD7*->||<-EAD7+CASPASE

• GCA_001589295.1; Sorangium cellulosum; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->?->MoxR->

• GCA_001640045.1; Candidatus Thiomargarita nelsonii; counts= 1; multicellularity status: TRUE

– E1(active)+E1_C->EAD1*->

• GCA_001672255.1; Anabaena sp. AL09; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_001772385.1; candidate division WOR-1 bacterium RIFOXYA2_FULL_36_21; counts= 1; multicellularity status: NA

– EAD1+EAD1*->

• GCA_001898145.1; Dyadobacter sp. 50-39; counts= 1; multicellularity status: NA

– Trypsin+Endonuclease_NS(HNH)->?->Trypsin(i)+STAND_NTPase+wHTH+TPRs->EAD1+Trypsin*->

• GCA_001874765.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE
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– ZnR+DO-GTPase2->DO-GTPase1->?->??+EAD1*->

• GCA_001983005.1; Frankia sp. BMG5.30; counts= 1; multicellularity status: TRUE

– TIR+EAD1*->

• GCA_002200945.1; Mesorhizobium amorphae CCBAU 01583; counts= 1; multicellularity status: TRUE

– Endonuclease_NS(HNH)->EAD1*->Trypsin->EAD1->

• GCA_002401655.1; Gammaproteobacteria bacterium; counts= 1; multicellularity status: NA

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_002858925.1; Caulobacter sp. 410; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_900101685.1; Alloactinosynnema iranicum; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->STAND_NTPase+TPRs->

• GCA_900106665.1; Paracoccus sanguinis; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_900169915.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

– ??+EAD1*->

• GCA_000216135.3; Leptospira interrogans; counts= 1; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000306495.2; Leptospira interrogans; counts= 1; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000164015.3; Pseudomonas savastanoi; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->PSE->CASPASE+EAD1->

• GCA_000280925.3; Myxococcus hansupus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_002752655.1; Methylosinus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->?->STAND_NTPase+wHTH+TM+TPRs->

• GCA_000368385.1; Acinetobacter sp. NIPH 899; counts= 1; multicellularity status: NA

– EAD1+??*->?->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000369405.1; Acinetobacter; counts= 1; multicellularity status: FALSE

– EAD1+??*->?->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000369745.1; Acinetobacter; counts= 1; multicellularity status: FALSE
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– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_001686985.1; Mesorhizobium amorphae; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000350545.1; Desulfotignum phosphitoxidans; counts= 1; multicellularity status: FALSE

– ??+PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_000313875.1; Alcaligenes sp. EGD-AK7; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCF_000011365.1; Bradyrhizobium; counts= 1; multicellularity status: TRUE

– HNH+PNP_UDP_1+EAD1*->

• GCA_000013345.1; Frankia; counts= 1; multicellularity status: TRUE

– EAD1+cNMP_cyclase+TIR*->

• GCA_000012685.1; Myxococcus xanthus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_000016405.1; Rhodobacter sphaeroides; counts= 1; multicellularity status: FALSE

– Trypsin->EAD1+Trypsin*->EAD1+HExxH+helical_region->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->

• GCA_000015165.1; Bradyrhizobium sp. BTAi1; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_000024805.1; Haliangium ochraceum; counts= 1; multicellularity status: TRUE

– ST_kinase+??+P-loop_NTPase+EAD1*->

• GCA_000147335.1; Cyanothece sp. PCC 7822; counts= 1; multicellularity status: NA

– EAD1+TerB-like?+GUN4*->

• GCA_000199675.1; Anaerolinea thermophila; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_000187705.1; Rahnella; counts= 1; multicellularity status: NA

– EAD1+??*->

• GCA_000219105.1; Myxococcus fulvus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_000147815.3; Streptomyces violaceusniger; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_000255295.1; Corallococcus coralloides; counts= 1; multicellularity status: NA
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– EAD1+Trypsin*->

• GCA_000807315.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

– Trypsin+EAD1+helical_region*->

• GCA_000266905.1; Mycolicibacterium chubuense; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCA_000331735.1; Myxococcus stipitatus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_000427585.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_000465875.3; Alcaligenes sp. EGD-AK7; counts= 1; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_000503155.1; Mesorhizobium; counts= 1; multicellularity status: NA

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502795.1; Mesorhizobium; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_000502775.1; Mesorhizobium sp. LSJC265A00; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502755.1; Mesorhizobium sp. LSJC264A00; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502695.1; Mesorhizobium; counts= 1; multicellularity status: NA

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000503075.1; Mesorhizobium sp. LSHC422A00; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin+??+CarboxypepD-reg-IG+papain-like_peptidoglycan_hydrolase*->

• GCA_000502615.1; Mesorhizobium sp. LNJC405B00; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502995.1; Mesorhizobium; counts= 1; multicellularity status: NA

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502555.1; Mesorhizobium; counts= 1; multicellularity status: NA

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502475.1; Mesorhizobium; counts= 1; multicellularity status: NA
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– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502295.1; Mesorhizobium sp. L103C565B0; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502255.1; Mesorhizobium sp. L103C120A0; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCA_000502235.1; Mesorhizobium sp. L103C119B0; counts= 1; multicellularity status: TRUE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->

• GCF_000301755.1; Acinetobacter; counts= 1; multicellularity status: FALSE

– PNP_UDP_1+EAD1*->?->ZnR+DO-GTPase2->DO-GTPase1->

• GCF_000428945.1; Hamadaea tsunoensis; counts= 1; multicellularity status: TRUE

– vWA->?->Pkinase->EAD1+Trypsin*->EAD1+STAND_NTPase->cNMP_cyclase+STAND_NTPase+wHTH->TM+TM+TM->

• GCF_000521175.1; Aphanizomenon flos-aquae; counts= 1; multicellularity status: NA

– cNMP_cyclase+EAD1*->

• GCA_004001485.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_000510665.1; Sinorhizobium meliloti; counts= 1; multicellularity status: TRUE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001560865.1; Pseudomonas; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCF_000717715.1; Streptomyces sp. NRRL B-24484; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+STAND_NTPase*->

• GCF_000760995.1; Rhodococcus fascians; counts= 1; multicellularity status: TRUE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->PNP_UDP_1+EAD1->

• GCA_000737695.1; Flavobacterium hydatis; counts= 1; multicellularity status: FALSE

– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->?->EAD1+Trypsin->Endonuclease_NS(HNH)->

• GCA_000732115.1; Frankia sp. CeD; counts= 1; multicellularity status: NA

– EAD1+cNMP_cyclase+TIR*->

• GCF_000316115.1; Leptolyngbya sp. PCC 7375; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin->TM+TM+TM->EAD1+??+VMAP-C*->MoxR->vWA+BetaPropeller+FGS-fold_domain->FGS-fold_domain->

• GCF_000720255.1; Streptomyces griseus; counts= 1; multicellularity status: TRUE
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– CASPASE->?->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->?->?->CDC48-like->

• GCA_000738695.1; Streptomyces scabiei; counts= 1; multicellularity status: TRUE

– EAD1+TM+??+TM*->

• GCA_000590515.1; Streptomyces sp. PRh5; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_000812465.1; Cupriavidus sp. IDO; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_000789435.1; Aphanizomenon flos-aquae; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->TM+TM+TM->EAD1+BetaPropeller->

• GCF_000350545.1; Desulfotignum phosphitoxidans; counts= 1; multicellularity status: FALSE

– DO-GTPase1->?->?->GAP1-C+EAD1*->

• GCF_000317495.1; Crinalium epipsammum; counts= 1; multicellularity status: NA

– EAD1*->?->EAD1+CASPASE->

• GCA_000773865.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

– Trypsin+EAD1+helical_region*->

• GCA_000826545.1; Kibdelosporangium sp. MJ126-NF4; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+CASPASE->

• GCF_000344805.1; Bradyrhizobium oligotrophicum; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin->EAD1+??*->STAND_NTPase+wHTH+TM+TPRs->

• GCA_000834545.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_000685765.2; Frankia sp. BMG5.23; counts= 1; multicellularity status: NA

– EAD1+cNMP_cyclase+TIR*->

• GCA_000935305.1; Pseudomonas oryzihabitans; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001990805.2; Mastigocladus laminosus; counts= 1; multicellularity status: NA

– EAD1+CASPASE*->

• GCA_000938975.1; Streptomyces iranensis; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_000943515.2; Amycolatopsis orientalis; counts= 1; multicellularity status: TRUE
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– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs+CASPASE->

• GCF_000818715.1; Vibrio jasicida; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_000972385.1; Streptomyces sp. WM6386; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCF_000981895.1; Streptomyces odonnellii; counts= 1; multicellularity status: TRUE

– EAD1+Pkinase*->

• GCF_000985995.1; Neorhizobium galegae; counts= 1; multicellularity status: FALSE

– EAD1+Trypsin*->

• GCA_000988565.1; Myxococcus fulvus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_001182915.1; Kitasatospora sp. MY 5-36; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->||<-?||STAND_NTPase->STAND_NTPase+wHTH+TPRs+AB_hydrolase->

• GCF_000472985.1; Bradyrhizobium japonicum; counts= 1; multicellularity status: TRUE

– Trypsin+EAD1+helical_region*->

• GCF_000739635.1; Verrucomicrobium sp. BvORR034; counts= 1; multicellularity status: FALSE

– VMAP-C->MoxR->vWA+sGTP_APGTPase+COR+EAD1+Trypsin*->

• GCF_000158915.1; Streptomyces himastatinicus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_000261805.1; Bradyrhizobium yuanmingense; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->||<-EAD5+Trypsin<-STAND_NTPase+wHTH+TPRs

• GCA_002217335.1; Flavobacterium hydatis; counts= 1; multicellularity status: FALSE

– DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->?->EAD1+Trypsin*->Endonuclease_NS(HNH)->

• GCF_000763825.1; Paracoccus sanguinis; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_003387095.1; Archangium gephyra; counts= 1; multicellularity status: TRUE

– EAD1+TIR*->

• GCF_001043915.1; Methylobacterium aquaticum; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin+??*->TM+Endonuclease_NS(HNH)->

• GCA_001277295.1; Anabaena sp. WA102; counts= 1; multicellularity status: TRUE
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– EAD1+Trypsin->TM+TM+TM->EAD1+TPRs*->

• GCA_001280015.1; Streptomyces sp. MMG1121; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCF_001421075.1; Frankia sp. CpI1-P; counts= 1; multicellularity status: TRUE

– EAD2+EAD1*->

• GCA_001422775.1; Methylobacterium sp. Leaf87; counts= 1; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001424165.1; Massilia sp. Leaf139; counts= 1; multicellularity status: NA

– EAD1+Trypsin->EAD1+P-loop_NTPase*->STAND_NTPase+wHTH+TPRs->

• GCA_001422925.1; Microbacterium sp. Leaf288; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->?->STAND_NTPase+wHTH+TPRs->

• GCA_001426195.1; Sphingomonas sp. Leaf339; counts= 1; multicellularity status: FALSE

– Trypsin+Endonuclease_NS(HNH)->EAD1+Trypsin*->?->STAND_NTPase+TM+Endonuclease_NS(HNH)->

• GCA_001428505.1; Terrabacter; counts= 1; multicellularity status: NA

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->

• GCA_001429185.1; Terrabacter; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCA_001401405.1; Pseudomonas syringae group genomosp. 3; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001485435.1; Deinococcus grandis; counts= 1; multicellularity status: NA

– EAD1*->

• GCA_001509775.1; Streptomyces violaceusniger; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_001533325.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_001547895.1; Pseudomonas sp. Os17; counts= 1; multicellularity status: NA

– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_001547895.1; Pseudomonas sp. Os17; counts= 1; multicellularity status: NA

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCF_001586755.1; Cylindrospermopsis raciborskii; counts= 1; multicellularity status: NA
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– RHH->EAD1+Trypsin*->

• GCA_001548455.1; Fischerella sp. NIES-3754; counts= 1; multicellularity status: NA

– EAD1+CASPASE->EAD1+TPRs*->

• GCA_001625455.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->

• GCA_001636575.1; Frankia casuarinae; counts= 1; multicellularity status: TRUE

– EAD1+cNMP_cyclase+TIR*->

• GCF_001641335.1; Bradyrhizobium stylosanthis; counts= 1; multicellularity status: TRUE

– Trypsin+EAD1+helical_region*->

• GCF_001650215.1; Streptomyces sp. RTd22; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->VMAP-M0+VMAP-C->MoxR->

• GCA_001693485.1; Bradyrhizobium sp. LMTR 3; counts= 1; multicellularity status: TRUE

– Trypsin+EAD1+helical_region*->

• GCF_001636565.1; Frankia sp. EI5c; counts= 1; multicellularity status: TRUE

– pntlT4_fusion_domain+EAD1*->

• GCA_001651875.1; Sinorhizobium saheli; counts= 1; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001672445.1; Mesorhizobium sp. WSM3873; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->?->STAND_NTPase+wHTH+TPRs->

• GCA_001514035.1; Streptomyces yokosukanensis; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_001676615.1; Labrys sp. WJW; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCF_001624695.1; Labrenzia sp. OB1; counts= 1; multicellularity status: FALSE

– EAD1+Trypsin*->

• GCA_001650175.1; Opitutaceae bacterium TSB47; counts= 1; multicellularity status: NA

– CASPASE+EAD1*->

• GCF_001718095.1; Vibrio cholerae; counts= 1; multicellularity status: FALSE

– PNP_UDP_1+EAD1*->GAP2->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001727475.1; Vibrio parahaemolyticus; counts= 1; multicellularity status: FALSE
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– GAP2->ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCA_001735805.1; Streptomyces puniciscabiei; counts= 1; multicellularity status: TRUE

– ∗

• GCF_001748165.1; Streptomyces sp. SPMA113; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_001756285.1; Frankia sp. CgIM4; counts= 1; multicellularity status: NA

– EAD1+cNMP_cyclase+TIR*->

• GCA_001758345.1; Acinetobacter towneri; counts= 1; multicellularity status: NA

– EAD1+??*->?->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_001866675.1; Streptomyces sp. MUSC 14; counts= 1; multicellularity status: TRUE

– ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_001866665.1; Streptomyces sp. MUSC 1; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE->ZnF->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_001904645.1; Fischerella major; counts= 1; multicellularity status: NA

– EAD1+CASPASE->EAD1+TPRs*->

• GCA_001904675.1; Scytonema sp. HK-05; counts= 1; multicellularity status: TRUE

– TCAD3+TCAD4+CASPASE+EAD1*->EAD1+VMAP-M1+VMAP-C->MoxR->vWA+Beta-rich+HTH+FGS-fold_domain->

• GCA_900111765.1; Myxococcus fulvus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_001942465.1; Actinomadura sp. CNU-125; counts= 1; multicellularity status: TRUE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_001942465.1; Actinomadura sp. CNU-125; counts= 1; multicellularity status: TRUE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001983015.1; Frankia sp. CcI156; counts= 1; multicellularity status: NA

– EAD1+cNMP_cyclase+TIR*->

• GCA_002007105.1; Hymenobacter sp. CRA2; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->?->?->GAP1-N1+GAP1-M+GAP1-C+PNP_UDP_1+EAD1*->

• GCA_002021875.1; Streptomyces hygroscopicus; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCF_000725495.1; Streptomyces aureus; counts= 1; multicellularity status: TRUE
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– EAD1+Trypsin*->

• GCA_001983975.1; Streptomyces autolyticus; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_002326205.1; Pseudomonas; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_002071875.1; Burkholderia cenocepacia; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_002071905.1; Burkholderia cenocepacia; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_001533325.1; Burkholderia ubonensis; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCF_000067165.1; Sorangium cellulosum; counts= 1; multicellularity status: TRUE

– STAND_NTPase+wHTH+TPRs+BetaPropeller+EAD1->EAD1+Trypsin*->

• GCF_000834545.1; Pseudomonas fluorescens; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_001655155.1; Mycobacteroides immunogenum; counts= 1; multicellularity status: NA

– PNP_UDP_1+EAD1*->

• GCF_001277295.1; Anabaena sp. WA102; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->TM+TM+TM->EAD1+TPRs->

• GCF_001589285.1; Sorangium cellulosum; counts= 1; multicellularity status: TRUE

– EAD1+APATPase+wHTH+TPRs+BetaPropeller+EAD7*->||<-EAD7+CASPASE

• GCF_000789435.1; Aphanizomenon flos-aquae; counts= 1; multicellularity status: NA

– EAD1+Trypsin->TM+TM+TM->EAD1+BetaPropeller*->

• GCF_000935305.1; Pseudomonas oryzihabitans; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCA_001296055.1; Novosphingobium sp. AAP93; counts= 1; multicellularity status: FALSE

– EAD1+Trypsin*->

• GCF_001422775.1; Methylobacterium sp. Leaf87; counts= 1; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1->CASPASE+EAD1*->

• GCF_001424165.1; Massilia sp. Leaf139; counts= 1; multicellularity status: NA
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– EAD1+Trypsin*->EAD1+P-loop_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_001428505.1; Terrabacter sp. Root181; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_001429645.1; Terrabacter sp. Soil810; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_001469165.1; Thiohalocapsa sp. ML1; counts= 1; multicellularity status: TRUE

– ZnF->E1(active)+E1_C_unk->TIR->EAD1+YukDl-Nterm+UB+E2*->

• GCF_001548455.1; Fischerella sp. NIES-3754; counts= 1; multicellularity status: NA

– EAD1+CASPASE*->EAD1+TPRs->

• GCF_001655615.1; Pseudomonas sp. GR 6-02; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->?->STAND_NTPase+wHTH+TPRs->

• GCF_001767235.1; Moorea producens; counts= 1; multicellularity status: TRUE

– EAD1+VMAP-M1+FGS-fold_domain->EAD1->VMAP-M1+FGS-fold_domain->EAD1+VMAP-M1+FGS-fold_domain*->

• GCF_001854205.1; Moorea producens; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE+FGS-fold_domain*->

• GCF_001854805.1; Frankia sp. BMG5.36; counts= 1; multicellularity status: NA

– EAD1+APATPase+wHTH+TPRs*->

• GCF_900117425.1; Novosphingobium sp. NDB2Meth1; counts= 1; multicellularity status: FALSE

– EAD1+Trypsin*->

• GCF_001904745.1; Calothrix sp. HK-06; counts= 1; multicellularity status: NA

– CASPASE+EAD1*->EAD1->

• GCF_000022085.1; Methylobacterium nodulans; counts= 1; multicellularity status: TRUE

– <-Trypsin+Endonuclease_NS(HNH)||EAD1+Trypsin*->

• GCF_000379525.1; Lamprocystis purpurea; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCF_001050195.2; Anaerolinea thermolimosa; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCF_001651875.1; Sinorhizobium saheli; counts= 1; multicellularity status: TRUE

– GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCF_001904645.1; Fischerella major; counts= 1; multicellularity status: NA
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– EAD1+CASPASE*->EAD1+TPRs->

• GCF_002091475.1; Sphingomonas azotifigens; counts= 1; multicellularity status: FALSE

– EAD1+Trypsin*->

• GCF_000503075.1; Mesorhizobium sp. LSHC422A00; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin+??+TM+TM+TM+low_complexity*->

• GCF_000503035.1; Mesorhizobium sp. LSHC412B00; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin+??+CarboxypepD-reg-IG+papain-like_peptidoglycan_hydrolase*->

• GCA_002099355.1; Frankia casuarinae; counts= 1; multicellularity status: TRUE

– EAD1+cNMP_cyclase+TIR*->

• GCA_002099325.1; Frankia sp. KB5; counts= 1; multicellularity status: NA

– EAD1+cNMP_cyclase+TIR*->

• GCF_001017755.1; Frankia coriariae; counts= 1; multicellularity status: TRUE

– TIR+EAD1*->

• GCA_002143185.1; Acinetobacter baumannii; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->

• GCF_002154275.1; Streptomyces castelarensis; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCF_002155885.1; Streptomyces rhizosphaericus; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCF_002157355.1; Variovorax sp. JS1663; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCA_002163975.1; Nostocales cyanobacterium HT-58-2; counts= 1; multicellularity status: NA

– MoxR->helical_region+vWA->?->TIR+EAD1*->

• GCF_002163975.1; Nostocales cyanobacterium HT-58-2; counts= 1; multicellularity status: NA

– EAD1+P-loop_NTPase(i)*->MoxR->helical_region+vWA->

• GCA_002212765.2; Haliangium sp. UPWRP_2; counts= 1; multicellularity status: TRUE

– EAD7+EAD1+Trypsin*->

• GCA_900188005.1; Actinoplanes regularis; counts= 1; multicellularity status: TRUE

– vWA->?->?->EAD1+Trypsin*->

• GCA_900188295.1; Paracoccus sediminis; counts= 1; multicellularity status: NA
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– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TM+TM->

• GCA_004310385.1; Paracoccus sediminis; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TM+TM->

• GCA_900101905.1; Myxococcus virescens; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_900111115.1; Giesbergeria anulus; counts= 1; multicellularity status: FALSE

– ZnR+DO-GTPase2->DO-GTPase1->GAP1-N1+GAP1-M+GAP1-C+EAD1*->CASPASE+EAD1->

• GCA_900104165.1; Phyllobacterium sp. YR620; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_900112185.1; Bosea sp. DSM 18164; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCA_900095025.1; Acinetobacter albensis; counts= 1; multicellularity status: NA

– EAD1+??*->?->ZnR+DO-GTPase2->DO-GTPase1->

• GCA_900102195.1; Pseudonocardia oroxyli; counts= 1; multicellularity status: NA

– pntlT4_fusion_domain+EAD1+Trypsin*->

• GCF_900100605.1; Sinosporangium album; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2->JAB-N+JAB->

• GCA_900100605.1; Sinosporangium album; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE->E1(active)+E1_C_unk->EAD1+YukDl-Nterm+UB+E2*->JAB-N+JAB->?->CDC48-like->

• GCA_900099985.1; Thermostaphylospora chromogena; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_900105695.1; Streptomyces melanosporofaciens; counts= 1; multicellularity status: TRUE

– ∗

• GCF_900187555.1; Pseudomonas sp. Irchel s3f19; counts= 1; multicellularity status: NA

– PNP_UDP_1+EAD1*->GAP2->

• GCA_002283555.1; Rubrivirga sp. SAORIC476; counts= 1; multicellularity status: NA

– EAD1+Trypsin(frag)*->

• GCA_002300355.1; Streptomyces sp. TLI_235; counts= 1; multicellularity status: NA

– EAD1+Trypsin->EAD1+STAND_NTPase*->STAND_NTPase+wHTH+TPRs->

• GCF_002300355.1; Streptomyces sp. TLI_235; counts= 1; multicellularity status: NA
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– EAD1+Trypsin*->EAD1+STAND_NTPase->STAND_NTPase+wHTH+TPRs->

• GCA_002303785.1; Rahnella victoriana; counts= 1; multicellularity status: NA

– EAD1+??*->

• GCA_002305895.1; Myxococcus macrosporus; counts= 1; multicellularity status: TRUE

– EAD1+Trypsin*->

• GCF_900112715.1; Nannocystis exedens; counts= 1; multicellularity status: TRUE

– EAD1+??*->

• GCA_002368415.1; Calothrix sp. NIES-4105; counts= 1; multicellularity status: NA

– LRR_region+sGTP_APGTPase+COR+??+EAD1*->

• GCF_002368455.1; Calothrix sp. NIES-4071; counts= 1; multicellularity status: TRUE

– LRR_region+sGTP_APGTPase+COR+??+EAD1*->

• GCF_002407205.1; Rhodobacter sp. CZR27; counts= 1; multicellularity status: FALSE

– Trypsin->EAD1+Trypsin*->EAD1+HExxH+helical_region->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->

• GCA_900215205.1; Actinoplanes atraurantiacus; counts= 1; multicellularity status: TRUE

– Trypsin->EAD1+Trypsin+STAND_NTPase->EAD1+STAND_NTPase+TPRs*->

• GCA_002591335.1; Streptomyces malaysiensis; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_002631205.1; Lewinella marina; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->

• GCA_002812405.1; Streptomyces sp. M56; counts= 1; multicellularity status: TRUE

– EAD1+CASPASE*->

• GCA_002831565.1; Spirosoma sp. HA7; counts= 1; multicellularity status: NA

– EAD1+Trypsin*->EAD1+SIR2->STAND_NTPase+wHTH+TM+BetaPropeller->

• GCF_002844445.1; Rhodobacter azotoformans; counts= 1; multicellularity status: FALSE

– Trypsin->EAD1+Trypsin*->EAD1+HExxH+helical_region->TM+Endonuclease_NS(HNH)+LytR_C/SPOR->
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1. Organism abbreviations for multiple sequence alignments
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3. MoxR alignment
4. VMAP-C alignment
5. VMAP-M0-20 alignments
6. EAD1,2,4,5,6,7,8,9,10 alignments
7. Trypco1 and Trypco2 alignments
8. TCAD1,2,3,7,9 alignments
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10. DO-GTPase1,2 alignments
11. GAAD alignment
12. iSTAND alignment
13. iSvmX1 alignment
14. iSvmX2 alignment
15. ivWA-helicalNterm alignment
16. ivWA alignment
17. EAD11 alignment
18. bpX0,1,2,3,4,5,6 alignments
19. bpMoxR alignment
20. fvmX1,2,3,3-analog,5,6,7 alignments
21. fvmYukDl-Nterm alignment
22. fvmRadSAM-pep(FtsH-associated peptide type) alignment
23. fvmNEFF1-Nterm alignment
24. fvmJAB-N alignment
25. FtsH systems MoxR alignment
26. HAD (effector in vWA systems) alignment
27. EACC1 alignment
28. GAP1-N1,GAP1-N2,GAP1-M,GAP1-C alignments

############################################################################################################
1. Organism abbreviations for multiple sequence alignments
############################################################################################################

Figure 1D (VMAP-C) alignment abbreviations:

Auta : Actinoplanes utahensis; Achi : Actinomadura chibensis; Cysp : Cyanothece sp; Ansp : Anabaena sp; Acsp : Actinoplanes sp; Otri : Oscillochloris trichoides; Gesp : Gemmata sp; Vesp :
Verrucomicrobium sp; Nfla : Nocardiopsis flavescens; Nosp : Nocardiopsis sp; Ssca : Streptomyces scabrisporus; Kpho : Kitasatospora phosalacinea; Mpro : Moorea producens; Lpur : Lamprocystis
purpurea; Mtes : Mastigocoleus testarum; Psul : Pseudarthrobacter sulfonivorans; Saur : Streptomyces aureus; Bcep : Burkholderia cepacia; Jasp : Janthinobacterium sp; Rrub : Rugamonas rubra;
Athi : Azospirillum thiophilum; Aori : Amycolatopsis orientalis; Acsp : Actinomadura sp; Lesp : Leptolyngbya sp; Aglo : Actinoplanes globisporus; Pssp : Pseudomonas sp; Casp : Calothrix sp;
Bara : Bradyrhizobium arachidis; Maer : Microcystis aeruginosa; Tery : Trichodesmium erythraeum; Ppri : Phormidesmis priestleyi; Aflo : Aphanizomenon flos-aquae;

Figure 8D (bacterial DEATH domains) alignment abbreviations:

Fmus : Fischerella muscicola; Tery : Trichodesmium erythraeum; Ppau : Planktothrix paucivesiculata; Shof : Scytonema hofmannii; Ansp : Anabaena sp; Mlam : Mastigocladus laminosus; Nosp :
Nostoc sp; Ocya : Oscillatoriales cyanobacterium; Mesp : Methanothrix sp; Abac : Anaerolineales bacterium; Psol : Pseudomonas soli; Bpax : Bradyrhizobium paxllaeri; Mesp : Mesorhizobium sp;
Hosp : Hoeflea sp; Pchl : Pseudomonas chlororaphis; Lasp : Labrenzia sp; Azsp : Azospirillum sp; Hasp : Hansschlegelia sp;

############################################################################################################
2. vWA alignment
############################################################################################################

Part 1
CATALYTIC ASPARTATE POSITIONS (marked with '*') * *
ALIGN -----HHHHH-----------HH------------------------HHHHHHHHHHHHH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H---HHH---------HHHH---------------------------------------------------HHHHH---HHHHHHHHH-----------------------------------------------------HH----EE-EEEEE-----HHHHHHHH-HHHHHHHHHH---------------EEEEEE----------------------------------------------------------------------------------------------------------------------------------EEEE------------------------HHHHHHHHH--------------------------------------------------------------------------------------
HMM ----HHHHHH-------------------------------------HHHHHHHHHHHH----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E---------------------------------------------------HH---------HHHHHHHHHH---EEEEEE---------E------------------------EEHHHHH---HHHHHHHHHHH----------------------------------------------HHHHHHH----HE-EEEEE-----EHHHHHHH-HHHHHHHHH--------------E-EEEEEE-----------------------------E------------------------------------------------------------------E----------------E----------------EEEEEE----------H----------HHHHHHHHHH-H------------H-----------------------------------------------------------------------
FREQ ---HHHHHHH-----------H-------------------------HHHHHHHHHHHHH------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HHH---------HHHHH-HHH----HHHHHH-----------------------H----------HHHHHHH---HHHHHH-----E------------------------------E-----------------HHH------E-EEEE-----HHHHHHHHH-HHHHHHHHHH-------------E--EEEEE-----------------------------EE----------------------------------------------------------------------------------E----------------EEE-------------H----------HHHHHHHHHHHH------------------------------------------------------------------------------------
PSSM ---HHHHHHH-------------------------------------HHHHHHHHHH----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH---------HHHH--------------------------------------E----------E-HHHHH---HHHHH---------------------------------------------------------------HH-EH-E---------HHHHH-HHHHHHHHHH---------------EEEEEE----------------------------------------------------------------------------------------------------------------------------------EEE------------HH----------HHHHHHHHH---------------------------------------------------------------------------------------
FINAL ---HHHHHHH-----------H-------------------------HHHHHHHHHHHH-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HHH---------HHHHHHHHH-----HHHH-----------------------------------HHHHHHH---HHHHHH-------------------------------------------------------HHH----HH-EEEEE-----HHHHHHHH-HHHHHHHHHH-------------E-EEEEEE-----------------------------E-----------------------------------------------------------------------------------E----------------EEEE-----------HH----------HHHHHHHHHHHH------------------------------------------------------------------------------------
GAT82291.1 -RAVREQELP------------------------------------TWMELADALYLAAC-----------------------------------QDAAVPLFDVPGRQARERGARPRGAGRPGGRTTLPGERPDVRP---------PD---------------------------------------GPGLPGDRGEEQDTEPPAPSAPRDGTGQRADAPA-KPD----------------APTEPDSSKAPDRPDRPEA---------------------SDESRPSGDDRPDHGPDDELLLLEEDLAALPDTPHPLLADLPPAGSARPRTRPARRF-----------------GPGPSDRAGW-----PVS------------------------PR--------LAD---SLA---------LARSLRPL--RM-----FR---------SS---------PHELE---------LDEEATA---EQ-----AALT-----------------G-----------MWTP-----VC---RPVP-ERR------LDLLLLVDDSPS-MALWSHTV-RQIAELM-EQT--A--------AF-RTVRTV------RW---------------------NLDDG-------------------------------------------------TAADLAAAG--------------TG---AGERQ-----------LTLAVTDGGHG-AW--RTGR----------AAA-LLHRLGQR-SPVAVLSLLP-QHLWDL------------------TL---------------P------TVARTR------------------
WP_076831948.1 AGSAAGASAVSAVGRAAAAT-AATVEI-------------------TAREHAEALWLYGL------------------------------------------------MASTGSSGSSG----SNAQGSTTGDPPPAP---------SP------------------------------------SGAGPRDGAA---------LGEGRPTG----PVSLPA--PD-----------------------------PDTRGD---------------------NAGNTDA-------EEQFPP---------------------FPRTDRDIALAAPVSTNTRRLQGA---------PEDDAESLWT-----PLP------------------------WMRPRSGFASLER---QLS--------GARRSLRPL--RQ-----TV---------AS---------KVQMV---------LDEEATA---ER-----LLRG-----------------P-----------APVP-----VR---RPAP--ERRW-----DLVLLVDDSPSMQVAWLDLV-PLLRGYL-VRE--G--------VF-RDIRVC------FV---------------------DGEAA-------------------------------------EAGQVTLRPESRAGALHRSPR----EII-------DP---SGR-R-----------IIWVLTDGVGR-GW--HNGA----------LHR-QLWWWSRR-LPVAVMNPLP-AHLWHL---T--------------GL-----AP--------H--------QVSI------------------
WP_067395191.1 ------------------------------------------------MELADALYLAAC-----------------------------------QDAAVPLFDVPGRQARERGARPRGAGRPGGRTTLPGERPDVRP---------PD---------------------------------------GPGLPGDRGEEQDTEPPAPSAPRDGTGQRADAPA-KPD----------------APTEPDSSKAPDRPDRPEA---------------------SDESRPSGDDRPDHGPDDELLLLEEDLAALPDTPHPLLADLPPAGSARPRTRPARRF-----------------GPGPSDRAGW-----PVS------------------------PR--------LAD---SLA---------LARSLRPL--RM-----FR---------SS---------PHELE---------LDEEATA---EQ-----AALT-----------------G-----------MWTP-----VC---RPVP-ERR------LDLLLLVDDSPS-MALWSHTV-RQIAELM-EQT--A--------AF-RTVRTV------RW---------------------NLDDG-------------------------------------------------TAADLAAAG--------------TG---AGERQ-----------LTLAVTDGGHG-AW--RTGR----------AAA-LLHRLGQR-SPVAVLSLLP-QHLWDL------------------TL---------------P------TVARTR------------------
WP_054568190.1 AGSAAGASAVSAVGRAAAAT-AATVEI-------------------TAREHAEALWLYGL------------------------------------------------MASTGSSGSSG----SNAQGSTTGDPPPAP---------SP------------------------------------SGAGPRDGA----------LGEGRPTG----PVSLPA--PD-----------------------------PDTRGD---------------------NAGNTDT-------EEQFPP---------------------FPRTDRDIALAAPVSTNTRRLQGA---------PEDDAESLWT-----PLP------------------------WMRPRSGFASLER---QLS--------GARRSLRPL--RQ-----TV---------AS---------KVQMV---------LDEEATA---ER-----LLRG-----------------P-----------APVP-----VR---RPAP--ERRW-----DLVLLVDDSPSMQVAWLDLV-PLLRGYL-VRE--G--------VF-RDIRVC------FV---------------------DGEAA-------------------------------------EAGQVTLRPESRAGALHRSPR----EII-------DP---SGR-R-----------IIWVLTDGVGR-GW--HNGA----------LHR-QLWWWSRR-LPVAVMNPLP-AHLWHL---T--------------GL-----AP--------H--------QVSI------------------
CUU60227.1 ----AVSGAGASAASAVDRA-ATTVGI-------------------TAREHAEALWLYGL--------------------------------------------------MASSGSQAQ----AQGSTAGDPSPAPSP---------SG--------------------------------------AGPRDGA----------LGEGRPTG----PVSLPT--PD-----------------------------PDTRGD---------------------NAGNTDA-------EEQFPP---------------------FPRADRDIALATPVSTNTRRLQGA---------PEDDAESLWT-----PLP------------------------WMRPRSGFASLER---QLS--------GARRSLRPL--RQ-----TV---------PS---------KVQMV---------LDEEATA---ER-----LLRG-----------------P-----------APVP-----VR---RPAP--ERRW-----ELVLLVDDSPSMQVAWLDLV-PLLRGYL-VRE--G--------VF-RDIRVC------FV---------------------DGEAA-------------------------------------EAGQVTLRPESRAGGLHRSPR----EVI-------DP---SGR-R-----------IIWVLTDGVGR-GW--RNGA----------LHR-QLWWWSRR-LPVAVMNPLP-AHLWHL---T--------------GL-----AP--------H--------QVSI------------------
WP_006541138.1 ASAASAVGRA-----------ATAVAI-------------------TAREHAEALWLYGL--------------------------------------------------MASTGSHAQ-------GSTAGGDPPPAP---------SP----------------------------------------------LGADHREDTRGEVHPTD----LSDPPV--PQ-----------------------------PDTRGD---------------NAGNTDTEEQFSPFPRADRDIALAAP---------------------VSTNTRHLRGA----------------------PEDDAESLWT-----PLP------------------------WMRPRSGFASLER---QLS--------GARRSLRPL--RQ-----TV---------AS---------KVQMV---------LDEEATA---ER-----LLRG-----------------P-----------TPVP-----VR---RPAP--ERRW-----ELVLLVDDSPSMQVAWLDLV-PLLRDYL-VRE--G--------VF-RDIRVC------FL---------------------DGDAA-------------------------------------EAGQVTLRPESRAGGLHRSPR----EII-------DP---SGR-R-----------IIWVLTDGVGR-GW--HNGA----------LHR-QLWWWSRR-LPVAVVSPLP-AHLWHL---T--------------GL------A--------P------HQVSIF------------------
WP_053138638.1 -RARPNPDEP------------QASAP-------------------HWQEIADAVWLAAH--------------------------------------------------WDRHGGPGR----TPEPAARPDRPSPAD---------PP----------------------------------AAEEPRDPAPGETDAPQGTDTGPPDPAPA----ADALPA--PV----------------------------WPPAPDS-----------------------TAPVP-------GPGNAS---------------------GPASSPHVPPG----------------------PVARGRLLPD-----PEG------------------------PFTLHAGRPLLPAEDGPQS-GPGRATALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLAD-----------------G-----------MWLP-----FL---RPAR--TP-A----FDLVLLTDDAPT-MRIWQETC-ARLAEAA-EHS--G--------AF-RGVRPV------RV--------------------HVPRTG------------------------------------------TATLRWSTGRADADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAP-GW--AAPA----------ADD-LLKRLAHA-GPTALVHLLP-PHLRHR---S--------------SL------------H--P--------YEAV------------------
WP_063483361.1 ----RARPNP----DE-----PQASAP-------------------HWQEIADAVWLAAH--------WDR---------------------------------------HGGPGRTPE--------------PAARP---------DR--------------------------------------PSPADPPAAEEPRDPAPGETDAPQG--------TD--TG-----------------------------PPDPAP-------------------AADALPAPV-------RPPAPD---------------------STAPVPGPGNA---------SGPASSPHVPPG-PVARGRLLPD-----PEG------------------------PFTLHAGRPLLPAEDGPQSG-PGRATALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLAD-----------------G-----------MWLP-----FL---RPAR--TP-A----FDLVLLTDDAPT-MRIWQETC-ARLAEAA-EHS--G--------AF-RGVRPV------RV--------------------HVPRTG------------------------------------------TATLRWSTGRADADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAP-GW--AAPA----------ADD-LLKRLAHA-GPTALVHLLP-PHLRHR---S--------------SL------------H--P--------YEAV------------------
WP_052840000.1 -GEQHPAQDA------------EPADA-------------------HWREVAEAVWLAAY--------------------------------------------------WDRHGGPVGDHPATDTDPALRAHPATTGSGIRPGSDTQP-------------------------------------DAESGTGSRSGADTDDARPAVAPAAEDAGRAADAAP-PPR-----------------------------PAVPGV-------------------GSRTLPGPS-------PDPADP---------------------SATVGPSTAAS----------------------AEQGVGNGLS-----PDP--------------EGTFTLHVGHPL--------LPAAERPQP-GPGRTTALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLVDDAPT-MRIWQDTC-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRADDGATADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL----YPY--------Q----------AV------------------
WP_063826594.1 ATSPPAARRL--------------PVP-------------------TAREHAEALWLSAV--------------------------------------------------MAEAGGEPG--VGGPDGPHRSREVTRPR---------PE---------------------------------------------------RSPGSGNEKPDG----GNARET--SP-----------------------------PDTNTS---------------------GPSAGARSGEYFPLSSTYDR----------------DIVLAVPGSSDTRGPN----------------------GHDDDSDILW-----GGL------------------------PW--------MRSGNETAF---------VDERLRAA--RHGLRFLRQ-------AVPS---------KVEMM---------MDEEATA---ER-----LVHG-----------------T-----------GPVP-----VH---TPAP--ERRW-----DLVLLVDDSPSMQVAWLDIV-PRLVRFL-VRE--G--------VF-RDVRLR------FF---------------------DGEAE-------------------------------------RPGQVSLRPRSQGTGAARSPL----EIF-------DP---TGR-S-----------LIWVLTDGIGH-GW--RNGV----------LHD-HLWRWGRR-LPVAVLNPLP-THLWHL---T--------------GL----APQ--------R------------------------------
WP_051034131.1 -------------------------YP-------------------EAFEVAEALWLHAY--------------------------------------------QTLAARLPPSTEPPR--------------PRPAT---------PP---------------------------------GLSAEPGVLDRPPTPGAAPAEGPGAAPDPG----PGSGPA--PG--------------------------HDDPAGPPD---------------------HSRPEAL-------PRDTPV---------------------RAPFRPLPEGSVSG-------------------TVAESGPLTA-----PQE------------------------PQDGHVKAEPLPDLHDAPG---------IARRLRPL--KQ-----LV---------PS---------AYEIE---------LDEEATA---EH-----AAED-----------------G-----------LWMP-----YT---RPAG-ERR------FDLVLVVDDHPT-MAIWEQTI-AEFTTLV-EQL--G--------AF-RDVRVR------RL-----------------GVRDTPDGE----------------------------------------EAVLRGPYAGQGAAGVPA----ELV-------DR---TGR-R-----------IVLVLTDALGP-AW--RSGV----------APK-ALEPWATA-GPTAVVHLLS-QRDWHR---T--------------AL----TPW--------R------------------------------
WP_024758050.1 ------------MTGLA-----GPAGP-------------------TAREWAEAIWLAEV--------------------------------------------------IGEEEGPPG--------------PDPDS---------GCHDVGAAASSGPSRPSRTTGDTAGAAGTDTHIGSDAGTGTEAGTGADSPSVADGTDRPTDPGAD--------SA--PA-----------------------------TNPATD----------------------SSTASA-------SPAPGA---------------------GATGPAVPDGQVPALTRVSHTLSS---------GRGAVTGEEL-----PGA----------------------------------LRS---PRN---------LARALRPL--NR-----HL---------PG-----GARRR---V---------LDEEATA---VR-----AVET-----------------G-----------HWDP-----VLT--RPP---DR-W----FEVALVVERSVS-MAVWQPVA-RAFAELL-RMQ--G--------AF-ADVRLW------TL---------------------DTRDG-----------------------------------------RHAVLRSADRGLRHSPA----ELF-------HP---DGR-R-----------IVLLMTDCVGD-AW--ACGA----------VPR-LLHTWGRR-APVAVLQPLP-THLWDL---C--------------EGVPRELR----------------------------------------
WP_019325899.1 ----RDQPHP------------DGPEP----------------SDAHWREVAEAVWLAAY-----------------------------------------------WHRHGGPDTGRP----HPEAAPDPASPPPRP---------AP----------------------------------------ADGDPSTTGTADVRPPDPATAEG----GAADPR--PD------------------------RRPAVPGTGDP---------------------AVPAAEE-------PTAPAP---------------------HPDPADRPAST----------------------GPPDGGPIEH-----GTP-------RRLLPDAAGTFTLHLGRPL--------LPSEERPQP-APGRATALLARALNRL--AR-----HI---------PS---------RHTLE---------LDEEATA---EQ-----GVSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLVDDAPT-MRIWQETC-ARLVEAA-EHC--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRPGDRAPADPS----ELL-------GG---GGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL------Y--------P--------YQAV------------------
WP_031015549.1 ----RDQPHP------------DGPEP----------------SDAHWREVAEAVWLAAY--------WHR---------------------------------------HGGPDTGRP----HPEAAPDPASPPPRP---------AP----------------------------------------ADGDPSTTGTADVRPPDPATAEG----GAADPR--PD-------------------HRPAVPGTGDPAVPAA---------------------EKPTAPA-------PHPDPA---------------------DRPASTGPPDGGPTEHATSRRLLP---------DTAGTFTLHL-----GR-------------------------PL--------LPSEERPQP-APGRATALLARALNRL--AR-----HI---------PS---------RHTLE---------LDEEATA---EQ-----GVSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLVDDAPT-MRIWQETC-ARLVEAA-EHC--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRPGDRAPADPS----ELL-------GG---GGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL----YPY--------Q----------AV------------------
WP_007445178.1 -REQRGADAP------------EPADA-------------------HWREVAEAVWLAAY--------------------------------------------------WDRHGGPGT--VHPEPATGSDAAPPAHP---------AA----------------------------------TGTPTPSDGDPRPGSDVGDAAPPVPSPAADDAHAADAAP-LPQ-----------------------------PDVPGQ----------------------GPGTRP-------APPSDL------------------TDRSTSIGPPTAVA----------------------VERAARPRLL-----PDH--------------EGTFTLHAGQPL--------LPPEERPQP-GPGRTTALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLIDDAPT-MRIWQETC-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRSDEGAAADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL---------------Y------PYQAVL------------------
WP_054102283.1 GHGAAHTSALPEGPAVREQRGADAPEP----------------ADAHWREVAEAVWLAAY--------------------------------------------------WDRHGGPGT--VHPEPATGPDAAPPAHP---------AA----------------------------------TGTPTPSDGDPRPGSDVGDAAPPVPSPAADDAHAADAAP-LPQ-----------------------------PDVPGQ----------------------GPGTRP-------APPSDL------------------TDRSTSIGPPTAVA----------------------VERAARPRLL-----PDH--------------EGTFTLHAGQPL--------LPPEERPQP-GPGRTTALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLIDDAPT-MRIWQETC-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRSGDGAAADPA----ELL-------DG---RGG-R-----------VFLVVADGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL----YPY---------------------------------------
WP_055419746.1 -REQRPPDGP------------EPSDA-------------------HWREVAEAVWLAAY--------WDR---------------------------------------HGGPGTGRP----EPATDTAPDRPRPAH---------PA-------------------------------------GTGTETEPGAGTEDARPPEPSSADDG----THAADP--AP-----------------------------PSAPAL------------------ADTASRAAPA-------PPHDPA---------------------DRPPPTGPPGGAHDGQAARRPLSP---------DAEGTFTLHV-----GR-------------------------PL--------LPAEERPRP-GPGRTTALLARALHRL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GVSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLVDDAPT-MRIWQETC-ARLVEAA-EHS--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRPDDRATADPA----ELL-------DG---RGG-R-----------VFLVVTDGLSH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL------------Y--P--------YQAV------------------
WP_030663654.1 ESVEYAREHRTRAPADLEPTAPARVDP-----------YAEEHAAPRWQEVADAVWLAAY--------------------------------------------------WSRHGRPARADRHPGPAAFAAVAEAGPA---------PH---------------------------------------------TDDTDEDVRRPDPPRTDQAGDESSTVPS-VAD-----------------------------FDRPAP---------------------RTLPELTDFADPRDLPPLPP---------------------PPDAVLARNGGAHGG------------------QSAGARLLRR-----PDG------------------------PYALHMGLPLLPADETPAQ-GPGRATALLARALHRL--AR-----RI---------PS---------RDTLE---------LDEETTA---EQ-----GVVD-----------------G-----------MWLP-----FL---RPAR--TA-A----FDLVVLIDDAPT-MRIWEDAA-TRLAEAA-EHS--G--------AF-RGVRTV------RV--------------------TVPRTG------------------------------------------TATLRRTAGRPAADPA----ELL-------DG---RGD-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLAHA-GPTALVHLLP-PHLRHR---T--------------SL----YPY---------------------------------------
WP_030944915.1 --PARVDPYA-----------EEHAAP-------------------RWQEVADAVWLAAY-----------------------------------------------WSRHGRPARAGGHPGPAAPTAVAEAGPAPHT---------DD------------------------------------------------TDEDVRRPDPPRTDQAGDESSTVPS-VAD-----------------------------FDRPAP---------------------RTLPYLTDFADLRDLPPLPQ---------------------PPDTVLAPNGGAHGG------------------PSAGARRLRD-----PDG------------------------PYALHVGLPLLPADETPAQ-GPGRATALLARALHRL--AR-----RI---------PS---------RDTLE---------LDEETTA---EQ-----GVVD-----------------G-----------MWLP-----FL---RPAR--TA-V----FDLVVLIDDAPT-MRIWEDAA-TRLAEAA-EHS--G--------AF-RGVRTV------RV--------------------TVPRTG------------------------------------------TATLRRTAGRPAADPA----ELL-------DG---RGD-R-----------VFLVVTDGLAH-GW--AAPA----------ADD-LLGRLAHA-GPTALVHLLP-PHLRHR---T--------------SL---------------Y------PYQAVL------------------
WP_073732208.1 -RDQPYQDGS------------EPSDA-------------------HWREVAEAVWLAAY-------------------------------------------------WNRHGGPDGG--RPEPESEPAPARAHPRP---------PR------------------------------------AETESGTGAEDESPPDPSATDGGAGTA----DSTAPG--TA-----------------------------PRPTTP----------------------GTPADP-------APPPGL---------------------HEGPGPRDAAP----------------------SQQGTRRRLL-----PDT--------------DGTFTLHIGRPL--------LPVEERPQP-GPGRTTALLARALHRL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GVSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLVDDAPT-MRIWQETC-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------HLPRTG------------------------------------------TATLRRPDDRAPADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AAQA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL----YPY--------Q----------AV------------------
WP_018543767.1 ----DRNPAL----------------P-------------------AWTDLADALYLAAY--------------------------------------------------RDSSVPLFD--VPGRAALERGERPRERP---------RQ------------------------------------------AGPRAADRASPSEADPGPPQD----QDSRPP--LV-----------------------SQEEEQPVGPGP------------------VLDALPAAER-------PPLRPL---------------------TLPDVPDVPAD----------------------TGTGAGHAEW-----PAS------------------------PQ--------LAD---TLA---------LGRSLRPL--RL-----TY---------SS---------PYDEE---------LDEEATA---ER-----VAAT-----------------G-----------VWTP-----VC---RPVR-ERR------LDLVLLLDSSPS-MVLWSHTA-RQIAELM-ERT--A--------AF-RTVRLV------RW---------------------DVGAG-----------------------------------------------------TAAGV--------------RP---DSR-Q-----------LLLAVTDGGHS-AW--RTGR----------AAS-VLHRLGRS-SPVAVLSLLP-QQLWDL------------------TL---------------P------TVTAAQ------------------
WP_030857533.1 --HDQPFPRP---------DGEDREAP-------------------RWQEVADAVWLAAY--------------------------------------------------WNRHGGPAG--------AGPQAAPDPDA---------PP---------------------------------------AAGAAKTATTPRTEDEPEPATPSG----HTDSADLAAG-----------------------------SGLPAP-------------------LAQLPPGRP-------GTPGRV---------------------GPAASADAAGA----------------------PAPAREPLLVGGGLLPHP----------------------EGAATLHVGRPLLPDANLPRY-GPGHRTALLARALHRL--AR-----RV---------PS---------RDTLE---------LDEETTA---EQ-----GLAD-----------------G-----------MWMP-----FL---RPAR--TS-A----FDLVLLADDAPT-MRIWEETV-AGLAEAA-EHS--G--------AF-RSVRTL------RA--------------------TLPRTG------------------------------------------SAALRWASGGAVADPS----ELF-------DG---RGG-R-----------IFLAVTDGLAH-GW--AAPA----------ADV-LLSRLARS-GPTALVHLLP-PHLRHR---T--------------SL----YPH--------P----AVLEAGGF------------------
WP_069782621.1 -PEGGHGGAP------------AHDQP-------------------TWTELADALYLAAC--------------------------------------------------QDAAVPLFDIPGLQARARAERPRQTRRR---------PA--------------------------------------------------------ERTPPEGQDVGRSDVPD--VP-----------------------------PAAPDV-----------------------QAAEILPVLGPLAPPNPD---------------------RPRPPGPPGPA----------------------GTADPEQAGW-----PAS------------------------PR--------LAD---ALA---------LGRSLRPL--RL-----FG---------DS---------PHEVE---------LDEEATA---EQ-----TAAS-----------------G-----------VWSP-----VC---RSLP-ERR------LDLLLLVDESPS-MALWSQTT-RQVAELL-EQT--A--------AF-RTVRLV------RW---------------------DLDDD-------------------------------------------------TSAGIRAAE----IRS------------SDR-Q-----------LLLAVTDGGHG-AW--RTGR----------AAA-VLHRLGRS-SPVAVLSLLP-QQLWAL------------------TL---------------P------TVARTR------------------
WP_073936870.1 -----------------MTGPEGSAEP-------------------TAREWAEALWLAEV--------------------------------------------------IGQEEGPPGPDRDTGDRDTGDRDTGGPGADGRETGAAPD--------------------------------------SPSGVSPAPEDTSEAADTGTGTDTGANTGTNDGTDTGTD-----------------------------PESGAG-------------------GTATAHGPPASGSGATGPAVPD---------------------GPLPALPRISHTLSS------------------GRGAVAGEEL-----PGA----------------------------------LRD---ARG---------LARSLRPL--NR-----RL---------PG---------GARRRV--------LDEEATA---VR-----AAET-----------------G-----------QWHP-----VL---TRPP--DR-W----FEVALVVERSVS-MTVWQPVA-RAFAELL-RTQ--G--------AF-ADVRLW------SL---------------------DTRDG-----------------------------------------KHAVLRSADGGLRHSPA----ELF-------HP---DGR-R-----------IVLVMSDCVGD-AW--AGGA----------VPR-LLHTWGRR-APVAVLQPLP-THLWDL---CD-------------GV---------------P------------------------------
KOU62395.1 -HGATFSAALDQDAPARPPY-AEEQST------------------PRWQEVADAVWLAAH--------WSRHDR------------------------------------PPGEGAAQG--------------PESTP---------TP--------------------------------PSSTRTDADAVRRPDAPAIDEASPAAPPAAD----APRRPR--RS-----------------------------PADADP-------------------LGLQAPPPR-------GPAHRP---------------------GPPDTDGARDE----------------------LSVPARLLPH-----PEG------------------------PFALHVGRPLLPDDRPQQG--TGRATALLARALHQL--AR-----RI---------PS---------RDTLE---------LDEETTA---EQ-----GLAD-----------------G-----------MWLP-----FL---RPAR-TSA------FDLMLLVDDAPT-MRIWEEAA-SHLARAA-EHS--G--------AF-RGVRTV------RV--------------------NVPRTG------------------------------------------AATLRWSTGRAAADPA----ELL-------DG---RGG-R-----------IFLVVTDGLAH-GW--AASA----------ADE-LLGRLAHA-GPTALVHLLP-PHLRHR---S--------------SL----YPYQAVLEAGGF--------GAANNGL---------------
WP_017595227.1 RRSGAGAGLLPDG-------RDRGAEPL------------------TAREAAEALWLAAV---------------------------------------------RADLEGDGAAEAPE----RAQAAEEEPVPAREP---------PE-------------------------------------EGLAPPGGEDFAAEGGPPTGQGGPDG----GGRPPG--AG-----------------------------DGAEAP--------------------GIAAGSPG-------AAGAPP----------------SGAGAGGGASAAGRRP----------------------GPPGRYPVSA-----PAP------------------------PR--------IAP---RRG-----DQAWLDRALRPF---------AV---------PA-ASPA----ERA-----------LDEEATA---RD-----SAAA-----------------G-----------RWLP-----AL---RPVP-ERG------HRLLLVREESLT-MLAHTGDL-DAFQRLV-GGR--G--------VF-RDVRAR------RC-------------------GA-PGR----------------------------------------------ARPQDWAELDRAL----AAA-------DP----GA-------------LLLLCTDGMSE-EW--RSGR----------MHA-RLARWARR-HCTAILNPLP-RRQWHR---G--------------HI----DTY--------R--------ARLD--F---------------
WP_053751785.1 -HGATFSAALDQDAPARPPY-AEEQST------------------PRWQEVADAVWLAAH--------------------------------------------------WSRHDRPPG----EGAAQGPESTPTPPS---------ST------------------------------------RTDADAVRRPDAPAIDEASPAAPPAAD----APRRPR--RS-----------------------------PADADP-------------------LGLQAPPPR-------GPAHRP---------------------GPPDTDGARDE----------------------LSVPARLLPH-----PEG------------------------PFALHVGRPLLPDDRPQQG--TGRATALLARALHQL--AR-----RI---------PS---------RDTLE---------LDEETTA---EQ-----GLAD-----------------G-----------MWLP-----FL---RPAR-TSA------FDLMLLVDDAPT-MRIWEEAA-SHLARAA-EHS--G--------AF-RGVRTV------RV--------------------NVPRTG------------------------------------------AATLRWSTGRAAADPA----ELL-------DG---RGG-R-----------IFLVVTDGLAH-GW--AASA----------ADE-LLGRLAHA-GPTALVHLLP-PHLRHR---S--------------SL------Y--------P--------YQAV------------------
WP_067973520.1 ----------------PPSSDPSAAPP-------------------TWWEVGDALWLAAL------------------------------------------------RGAGPRTEPPP--DQPPPPPDPAPGPADTP---------PD-------------------------------------------------------PPGAPDDP----PAPDRP--PE-----------------------------PPGPDT--------------------RPGVPPDH-------LPPAAA---------------------APPAALVPPLP----------------------VPGPADSAAL-----PGA------------------------PR--------LSE---RRA---------LVRAFQLF--RR-----TR---------DS---------ARAVR---------FDEDATA---HG-----FAQRALADPRPGRARRT----------------PVLP-----EFA---PLP--EP-A----DDLTVLIDDSVS-MIVQQPLV-ADLLELL-APL--R--------VF-RAVRAF------TF---------------------DSDKA--------------------------------------------RADDLALRADRGPA----PAA-------DRLVGGGR-D-----------LLLVLSDGVGD-GW--HNGA----------MGA-WLARWGAD-AAVGVGHLLD-RTLWRG---T--------------GM----RPR--------N------VSLEVP------------------
WP_073939274.1 --------------LPQPSA-EAELPP-------------------RWQEIADAVWLAAY--------------------------------------------------WDRHGGPAA--------------PGREG---------GG--------------------------------------EARPEGPVAEDAARPRTPPADDTEP----PAGQPA--PD-----------------------------PAPAPD---------------------VRRPRDP-------GPLSPR--------------------ERPMPPAGASPA----------------------GAGRRLPVPD-----PEG------------------------PLTLHVARPLLPDTETAPA-SPGRPTALLARALHRL--AR-----RV---------PS---------RDTLE---------LDEETTA---EQ-----GVVD-----------------G-----------MWMP-----FL---RPAR-ASA------FDLVLLVDDAPT-MRIWEDTT-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------NVPRTG------------------------------------------NATLRWGTGRAPTDPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADA-LLGRLAQA-GPTALVHLLP-PHLRHR---T--------------SL------Y--------P--------HQAV------------------
WP_017622184.1 ----PPDEAY-----------PQDAGP-------------------LWWEVADAVWLAAH--------------------------------------------------SGTAPDAAG--------------GPPPP---------AP-------------------------------HGAPARHEAEPGAPEGGPGEDAEPLAPPDPPG----PHGAPA--SE-----------------------------PGDGAP----------------------GGGAPW-------PEGPPP---------------------GAGPPFPPVRP----------------------DRDGRDDFAA-----PGP---------------------ADGPASD------LPD---PQG---------LVRALLRLRRTR-----LT---------PG---------TGP-----------LDERATA---EG-----YAERALARPSGPGTRGV----------------PLLP-----RFSGEPASP----------DSLTVLVDAGLS-MLVHEPRV-KRFLELL-APL--K--------VC-ARTRVL------RL---------------------DSDKA--------------------------------------------WHDDLVLRSERGPAPSPRRLV-------AD---GGS-Q-----------VVLVLTDGVGE-GW--HRGA----------VPA-WLARWGRT-AAVGVVQLLD-RAQWPR---T--------------GT------------R--P--------RLAV--L---------------
CUM41527.1 -------------------------EP-------------------EAFELAEALWLHAY--------QTLAAR------------------------------------LPPSIDPPR--------------PRPAM---------PP----------------------------------------GLTGPLDGHGSPEGHGPADDPEP----SAGSGL--PE-----------------------------SHGPPP-----------------GGAPDGTPGGT-------ASGSPG---------------------GAAGGAPDGTPGRAANGGGPDPAPRLPGVPWP-AVAPGGPGRL-----PPE-GEVVSAYPLTGDFQDVYVRAGPAPD--------LRN---AAG---------IGRWLRPL--RQ-----VV---------PS---------ASEIE---------LDEEVTA---ER-----AAEH-----------------G-----------LWMP-----YV---RSAD-ERR------FDLVLVVDDHVT-MTIWEQTV-AEFTAVV-EQS--G--------AF-RDVRVR------RL-----------------GVRETAAGE----------------------------------------EVVLRGPYGERGPAGDPA----ELV-------DR---TGR-R-----------IVLVLTDALAP-LW--RGEA----------GAR-ALELWATA-GPTAVVHLLS-QRDWHR---T--------------AL------T--------P--------RRVR------------------
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WP_067441297.1 ----PDTHAQ------------EQAPP-------------------SWQEVADAVWLAAS-----------------------------------------------WGRHGGPVGTGG--------------PDQET---------AP----------------------------------TVRQTVEPQPPTEPADTDDARRPDASPAT----GTADPA--DA-----------------------------LRPPDP----------------------ADTDDA-------APAPDS---------------------SPRPGFTRSGG----------------------PAPEARVLPD-----AQG------------------------DITLHVGQPLLPDSDRPQH-APGRSTALLARALHQL--AR-----RI---------PS---------RDTLE---------LDEETTA---EQ-----GVVD-----------------G-----------MWIP-----FL---RPAQ-TAA------FDLVLLTDDAPT-MRIWEDTT-ARLARAA-EHS--G--------AF-RGVRTV------RV--------------------NVPRTG------------------------------------------AATLRRSTGPAAADPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AASA----------ADD-LLGRLAHA-GPTAVVHLLP-PHLRHR---S--------------SL------Y--------P--------YQAV------------------
WP_073796945.1 -RAPDARAVA----NG-----PSADRP-------------------AWQEIADAVWLAAA------------------------------------------------RAAATPAPPPD--------------PPVAE---------EP---------------------------------RAPQERRPRDEERAGAPQGADGAGATPPGA----PGDGPT--AG-----------------------------GASPPP--------------------LGPDPAHA-------LAAMPP----------------------SGADEDAGED----------------------ATAAGTVVRD-----PAG-----------------------AVVPLGRRRVRRPP---PLR---------LAKALHRL--SR-----SV---------PA---------RDRLE---------LDEERTA---RH-----GIAD-----------------G-----------LWIP-----YL---RPAA--EK-A----FDLVLLVDSAPT-MRIWEDRV-SAIAVEA-ARS--G--------AF-RDVRTV------RL--------------------ELPRYG-------------------------------------------TARLRWSGGRTGDPA----EVL-------DA---RGT-R-----------IHLLVTDALAH-GW--AGPA----------ADD-LLTRLARG-GPTALVHLLP-TYLWHR---S--------------SA-----PP-------------------YRA-E---------------
WP_078759921.1 ----SYPQAC------------PASAP-------------------QWWEVADALWLAAV--------------------------------------------------RDAADPASP--TRSPDPAPSDAPADPRP---------PA-------------------------------------------------------PRPRPLGD----EGTTGE--DP-----------------------------ASAPPE----------------------RPAPEA-------EETRPT---------------------RPDPPPPVPPA----------------------SGPAGASPAT-----PVE------------------------SV--------LRR---PQA---------LVRALRAF--RR-----LR---------PG---------GQR-----------LDESRTA---QR-----YAELALAAPETARAGRT----------------PLLP-----VL---SPDVFLAD-------ELTLLVDDSLS-MMLHRPLV-REFTDLV-RQV--R--------VF-GEVRLV------RF---------------------DSDKT----------------------------------------FFGEVPLKGEGAADPAPT--------------LPAHGPGR-H-----------VVLVLSDALGF-GW--HSGA----------VQS-WLARWGRD-ASVGLVQVME-RHQWRR---T--------------TM---------------R------LHRVAL------------------
SEF89170.1 -PFHEPPGA-------------------------------------EWFEIADALYLAAHGAGASPQRHPA---------------------------------------PGPGRTPSS--PEVPQPAGGRTADPGAP---------EP--------------------------------REPDPSQDAPEPGAPAAGDPPGGAEGRGPAG----AAPRPA--GD-----------------------------PARAPE-------------------REGGAGPPH-------RPGEPPGHGGARPRAADGTGGAAAAAGAGAAARAGSVA----------------------PEEMSGAAAL-----PGT------------------------TL--------LRD---PRA---------LARALRPF--KR-----RY---------PS---------GTTWE---------LDEDATA---DA-----AAQG-----------------G-----------RWLP-----LL---RPAR--ER-W----MDAVLVVDTSAS-MTIWRRPA-AEFAALL-RRT--G--------AF-RDVRVR------RV---------------------DGDRF---------------------------------------------TDADVRADRGWPGAAARHAA------------ERR-R-----------VVMVLTDAVGA-AW--QDGT----------AQR-ALLRWSAS-SSVVVVQVLA-QAMWYR---T--------------GL-----PA--------H--------RAEI--R---------------
SDN22428.1 -MTSGSHAGP---------PHHEPPGP-------------------AWFEVADALYLAAH------------------------------------------GVGEDLAVRARGSQAPP--AAGRPRQGPAEPPHPRP---------DP----------------------------------------TRPGTDPETADAAGSVAEGPPDP----AATRAV--SG-----------------------------SGDTPA-----------------------RPEGA-------QPPAPP-------------------GGRPRAAARAEAA----------------------AAHSAAPEDA-----SGA------------------------AV--------LPGTARLLG------TRALARALRPL--KR-----RY---------LS---------RTAWQ---------LDEEGTA---RQ-----AAAG-----------------G-----------QWLP-----LL---RPAR--ER-W----TDAVLVVDTSTS-MVIWRHVA-AEFATLL-RRT--G--------AF-RDVRVH------RM---------------------DTGRL--------------------------------------TPADLRADAGWPRTAARRPG-------------------ERR-R-----------VVLVLTDAVGP-AW--RDGG----------AAA-LLTRWSQA-AAVAVVQVLP-QAAWHR---T--------------GL-----PA---------------------------------------
WP_026124370.1 -QGPSPGEPF---------PQEHGDGP-------------------LWWEVADAVWLAAR--------------------------------------------------TGSAPDAAG-------------GPPPDR---------PE-------------------------------------------------------EPWRGARP----AAAADG--PG-----------------------------GGGAPP---------------------AERPWPQ-------EPPPPD---------------------APASAFAPDPP----------------------DRFGQAEFPA-----PGP-----------------------APAPTAD----LPD---PQG---------LVRALRRLHRTR-----VE---------PG---------RGP-----------VDERATA---EG-----YAERLLARPPRAGARGV----------------PLLP-----RF---AGAP-APP------DTLTVLVDAGLS-MLVHEPRI-KRFLELL-APL--R--------PH-GATRVL------RL---------------------DSDKA----------------------------------------WHDDLVLRSDHGPAPSPR----RLV-------AP---GGG-Q-----------VVLVLTDGVGE-GW--HQGA----------VQS-WLARWGRG-AAVGVLHLLD-RAQWPR---T--------------GT------R--------P--------RLGV------------------
WP_073380260.1 -----SEEGF-------PPRPSTGTGP----------------PGLTGTDLADAFYLAAV--------LAR---------------------------------------EHGDAEPPP----EEGRNPADPKAGPRA---------PG------------------------------------DTAAGSGDP----------EAVEPDED----ARDGGL--PR-----------------------------DDAGRE---------------------PGAGSGK-------PESGGA---------------------VRAEAVPREEG----------------------RPPGPRPAAS-----PAV------------------------DA--------SRPAASPLG-----GQA-LTAALRPFHVRA-----RR---------GP---------PTE-----------TDQEETA---RG-----YARALLARTGGA---------------------AAVP-----VL--RAPLR--RT------AVLTVVVDAGAS-MALHGDTV-AAFVSLL-RGS--G--------VF-HEVRTR------YF---------------------DSGRA------------------------------------------------VRPVLRDERG----RAV-------PP---AGRRRTPGPH------ATLVLTDGIGA-RW--HDPG----------FRE-WLSGTARA-QTTAIVHLLH-GHQWPR---T--------------GV----RTV--------P--------AETV--A---------------
KPC72055.1 -REQRGADAP------------EPADA-------------------HWREVAEAVWLAAY--------------------------------------------------WDRHGGPGT--VHPEPATGPDAAPPAHP---------AA----------------------------------TGTPTPSDGDPRPGSDVGDAAPPVPSPAADDAHAADAAP-LPQ-----------------------------PDVPGQ----------------------GPGTRP-------APPSDL------------------TDRSTSIGPPTAVA----------------------VERAARPRLL-----PDH--------------EGTFTLHAGQPL--------LPPEERPQP-GPGRTTALLARALHQL--AR-----RI---------PS---------RHTLE---------LDEEATA---EQ-----GLSD-----------------G-----------LWLP-----FL---RPAR-ATA------FDLVLLIDDAPT-MRIWQETC-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------HVPRTG------------------------------------------TATLRRSGDGAAADPA----ELL-------DG---RGG-R-----------VFLVVADGLAH-GW--AAPA----------ADD-LLGRLGHA-GPTALVHLLP-PHLRHR---T--------------SL---------------Y------PYQAVL------------------
ABW16290.1 ----MAPEPV-----------SAQVRA-------------------SPREIADAVWLSAF--------------------------------------------------LEPEPSVPE----STVDAHGDVQPTRPG---------PA--------------------------------------GPAATEVIADDYRSHPEAGERPAEA----PGTGAL--PR-----------------------ASDGMVPARSPR---------------------NVNMQPS-------VATFAE---------------------VSIPARHEVAG----------------------VQTTTAGAYT-----PVT----------------------------------LSET--ARG---------MARALASL--RQ-----TV---------SS---------AINVD---------LDEEATA---ER-----LAGE-----------------A-----------LAMP-----VH---RARL--ERRW-----DMTLVIDTSTS-MHAWRDEA-ARLVAAL-ERC--G--------VF-RDVNHC------YV---------------------DTDVE--------------------------------------TASELRLRGSRTSAGTRSPD----LLV-------RP----GLDH-----------VVWIYSDTLGR-AW--RSHA----------VFS-LLWRWAGK-ANTAVLTPIK-RRMWHN---T--------------NI--RSYPM--------L--------GSAR--L---------------
AMW13454.1 ----RVPAAP------------DHFVP-------------------RWQEFADAVWLAAH--------------------------------------------------WSRYGVPGGTAQEAPAPAREEEVVRPQD---------SG-------------------------------------------------------TGQPSPPA----AGDDAR-AAG-----------------------------PTAADE---------------------DDAPPGP-------PPARRT---------------------PVSLPPADRAV----------------------SRPDGRFLPH-----PDG------------------------PFTLHLGPPLLPRPE-PDPSGPGRVTALLARALHHL--AR-----RI---------PS---------RSSLE---------LDEETTA---EQ-----GLAD-----------------G-----------LWMP-----FL---RPAR-VSA------FDLVLLFDDAPT-MRIWEESA-ARLARAA-EHS--G--------AF-RSVRTI------RA--------------------TVPRTG------------------------------------------TATLRWPTGRAVADPA----ELL-------DG---RGS-R-----------IFLVVTDGLAH-GW--AATA----------ADE-LLGRLAHA-GPTALVHLLP-PHLRHR---S--------------SL----YPY--------P----------AV------------------
WP_020464356.1 ----MAPEPV-----------SAQVRA-------------------SPREIADAVWLSAF--------------------------------------------------LEPEPSVPE----STVDAHGDVQPTRPG---------PA--------------------------------------GPAATEVIADDYRSHPEAGERPAEA----PGTGAL--PR-----------------------ASDGMVPARSPR---------------------NVNMQPS-------VATFAE---------------------VSIPARHEVAG----------------------VQTTTAGAYT-----PVT----------------------------------LSET--ARG---------MARALASL--RQ-----TV---------SS---------AINVD---------LDEEATA---ER-----LAGE-----------------A-----------LAMP-----VH---RARL--ERRW-----DMTLVIDTSTS-MHAWRDEA-ARLVAAL-ERC--G--------VF-RDVNHC------YV---------------------DTDVE--------------------------------------TASELRLRGSRTSAGTRSPD----LLV-------RP----GLDH-----------VVWIYSDTLGR-AW--RSHA----------VFS-LLWRWAGK-ANTAVLTPIK-RRMWHN---T--------------NI--RSYPM--------L--------GSAR--L---------------
WP_051787118.1 --MDDVAPPY----------------P-------------------EAFEVAEALWLHAY----------------------------------------QTLAARLPPSTEPPRPRPA----TPPGLSAAPDVPDRP---------PT-------------------------------------------------------PGSAPDPG----PDGAPD--AG-----------------------------PGSGPA----------LGHDDTAGPLDHSRPEAL-------PRDTPV---------------------RAHFRPLPEGSVSG-------------------TVAESEPVTV-----PQE------------------------SQDGHVKAEPLPDLHDAPG---------IARRLRPL--KQ-----LV---------PS---------AYEIE---------LDEEATA---EH-----AAED-----------------G-----------LWMP-----YT---RPAG-ERR------FDLVLVVDDHPT-MAIWEQTI-AEFTTLV-EQL--G--------AF-RDVRVR------RL-----------------GVRDTPDGE----------------------------------------EAVLRGPYAGQGAVGVPA----ELV-------DR---TGR-R-----------IVLVLTDALGP-AW--RSGA----------ARK-ALEPWAKA-GPTAVVHLLA-QRDWHR---T--------------AL------T--------P--------WRVR------------------
KPH99925.1 ---------------------------------------------TTWREIADAVWLAAA--------RRA---------------------------------------SDAAPEPAA----GEQCPPTENAPEDEP---------GE----------------------------------AAERAPEQAGDVTPPPSMPGGPPQAEPGS----ETDGAT--GS-----------------------------PVTPPP-----------------------ASERS-------GDDGPA---------------------RIPENGAEAEA----------------------EAGRAVPVAL-----AAR----------------------------------RARRPVPLP---------LARALHLL--SR-----SM---------PA---------RHSKE---------LDEERTA---RYG----ISDN-----------------------------LWVP-----YL---RPAT--EK-A----FDLVLLVDAAPT-MRIWQQRI-AAIAVEA-ARS--G--------AF-RDVRTV------RL-------------------ELPPSGR--------------------------------------------ARLRWPGEGTGDPA----EVL-------DA---RGS-R-----------VHLLVTDGLAH-GW--AGPA----------ADD-LLMRLARS-GPTALVHLLP-TYLWHR------------------SS-----AA--------P--------YRAE------------------
WP_054226933.1 --ARTGTDGP------------SGDGT-------------------TWREIADAVWLAAA------------------------------------------------RRASDAAPEPA----AGEQCPPTENAPEDE---------PG---------------------------------EAAERAPEQAGDVTPPPSMPGGPPQAEPGS----ETDGAT--GS-----------------------------PVTPPP-----------------------ASERS-------GDDGPA---------------------RIPENGAEAEA----------------------EAGRAVPVAL-----AAR----------------------------------RARRPVPLP---------LARALHLL--SR-----SM---------PA---------RHSKE---------LDEERTA---RYG----ISDN-----------------------------LWVP-----YL---RPAT--EK-A----FDLVLLVDAAPT-MRIWQQRI-AAIAVEA-ARS--G--------AF-RDVRTV------RL-------------------ELPPSGR--------------------------------------------ARLRWPGEGTGDPA----EVL-------DA---RGS-R-----------VHLLVTDGLAH-GW--AGPA----------ADD-LLMRLARS-GPTALVHLLP-TYLWHR------------------SS-----AA--------P--------YRAE------------------
WP_037767255.1 ----RVPAAP------------EPFVP-------------------RWQEFADAVWLAAH--------------------------------------------------RNRYGGPGE--AAQEAPAAQAVLPQDSE---------AG-------------------------------------------------------PPPRPPAD----EAELPD--RP-----------------------EPDGDVPAQPPP----------------------AHRTPAVSNLADGRPATRP---------------------GDRVLPHPEGR----------------------FTLHLGPPLL-----PRA----------------------------------EPD---PSG--PGRFTALLARALHQL--AR-----RV---------PS---------RDSLE---------LDEETTA---EQ-----GLVD-----------------G-----------LWMP-----FL---RPSR-VSA------FELVLLLDDAPT-MRIWEESA-ARLARAA-EHS--G--------AF-RGVRTL------RV--------------------TVPRTG------------------------------------------TATLRWSTGRAVADPA----ELL-------DG---RGS-R-----------IFLVVTDGLAH-GW--AATA----------ADD-LLGRLAHA-GPTALVHLLP-PHLRHR---S--------------SL----YPY--------P----------AV------------------
WP_052745900.1 -SPARRAGAS------------SGARL-------------------TGIEWAEAIYLAAW--------------------------------------------------CAQRSGRRG--AESGRPRAAPGAPTEPE---------GH----------------------------------------QEHQSVPDPYDASPIDSGSSDEN----EDRSSD--SP-----------------------------PSPAAP-----------------------------------VSVEPP---------------------PPDPPHRSSTT----------------------ASWIPEPLLE-----PEI------------------------PA--------LRE---RQR---------LTAALRPF--HL-----RL---------PN---------PRSSE---------LDHETTA---RE-----YARALLEAAKAPYAQGHTRPRA-----------ILRP-----IE---ASRH--ER-A----CRLTVLADQGPS-MLLQRQMV-TEFVALLRESV-----------AF-RAVRLV------PF----------------NSDIADTSGA--------------------------------------------RLPDLGTGPAAKPD----PSD-------DP-------H-----------VVMVLSDGLGA-GW--HTEV----------VQE-WLCRLARR-FPVGIVHLLE-SRQWDR---T--------------GI----RPRLVELAVSSG------RATANRHYV---------------
WP_081438249.1 ---DRSATSV-----------------------------------RPARHIAETLFLWER--------------------------------------------------IDTPDRPAV--------------SPTVG---------PA---------------------------------------------------------DAPHAL----SRSVEQ--AG-----------------------------GEAVDE---------------------VISPTPP-------DVVDQS---------------------IGLSIITGSRR----------------------LAEGWYSLEP-----PAE------------------------RP--------VTD---PLS---------FQRALRPL--QV-----AV---------PA---------IDRWE---------VDETATA---ER-----LAQD-----------------G-----------LGLP-----VH---RAEL-EQR------FEIHLVVDDGAS-MTLWLDTV-PGLVELL-EQS--G---------L-RDVRIS------YL----------------NTAADDARGV--------------------------------------------TLRAARSAAPLPAT----SLI-------EP---SGR-R-----------IVWVLTDTLGP-AW--RAGA----------VEP-ALRRWART-GPVALINLLP-ERAWRW---G--------------GV--RFHRL-----RMLP--------PRGG------------------
WP_051842349.1 -------------------------LP-------------------EPFEVAEALWLHAY--------------------------------------------------QSLAAPLTP--------STDPPQPRPKT---------PP------------------------------------------------------ELADPPPRTEEPEEGDHPF-RPS-----------------------------PDPAGV---------------------RRTGPPG-------PPGTSP---------------------PDSPGRLPPAAL---------------------AGGPPGALAA-----AEP----------------------------------LPDLRDAPG---------IGRRLRPL--RQ-----VV---------PS---------PTEVE---------LDEEATV---ER-----AAED-----------------G-----------LWLP-----YT---RPVG-ERR------FDLVLVVDDHAT-MAIWEQTV-AEFTAVA-EQL--G--------AF-RDVRVR------RL-----------------GLRETPDGG----------------------------------------AAVLRGPRPDQDADADPA----ELV-------DR---TGR-R-----------IVLVLTDALGP-LW--RTGA----------GQA-ALELWAAA-GPAAVVHLLS-QRDWHR---T--------------AL----TPW--------R------------------------------
WP_017571137.1 -----TIGAL------------GGL---------------------TPMEWADAVHLAAL--------QERAGAARRDHPV-----------------------------PGNDAPGPG--------------EPDGS---------RP----------------------------------------PPDSA----------PSPPPPSG----FREVAS--PR-----------------------------AGHTPR----------------------ERAPEP-------SPAPDP---------------------GPPDPGPPEET----------------------VPEGRPPVEP-----PGL----------------------VQPV--------LDR---RQE---------LVTALRPFNLKE-----VR---------GR---------PDR-----------VDPEGTA---RN-----YARSLLDSLHWAEDERGS---------------VGVP-----VVPELRAGR--ER-A----VDLTLLVDDGVT-MVFQRGLV-GEFVRLA-RSS--G--------IF-REVVPL------YF---------------------DSGRT---------------------------------------------------GRPRPRD----EHG-------RPGRLGGRGSVH---------AVLFLTDGLGG-AW--RDRG----------FQD-WVAGIADR-GAVAILHLLR-PRLWRR---G--------------AI--ATVPM--------E---------LGT------------------
WP_055613191.1 -GTAPGIASH----------EEACPDL-------------------TLHEAGEVAWLAVQ-------------------------------------------LDLRVRAVREARAEAAWNATPAERSPDADGSSPRP---------VD-------------------------------------------------------PSDADVPLEEELEAAGKGRLEE-----------------------------PSRSGE--------------------GEEVPAAP-------APLWPT----------------HVGVPVSLAGAPELES----------------------ESTSGSTVFSDLQDGPG-----------------------------------LDR---SRQ---------IEKALLPL--RR-----RL---------RS---------RTVRV---------LDEEATA---ES-----RAER-----------------G-----------VWVP-----RF---RPAR--ER-W----LTMTLVVDTGDS-MVLWSRTA-TQFAAAM-RGS--G--------VF-RDVRVC------TW--------------------RSGDGV----------------------------------------------GSEGGAPVLPDA-------------------FGR-Q-----------TALVLTDLYAS-RW--RDGS----------GQR-VLAQWAAR-MPVAVVSVLP-EHLWSR---M--------------AV----------------------VPHRTL------------------
WP_043437220.1 ------------------MTGRAGRAP-------------------TAREWAEALWLTDR--------------------------------------------------IGAAGGVLSEHGAPADASTASAGSAPGM---------PG------------------------------------AADTTSAPETAGTPPAVDDLPSGAPPWPVLSDAPGPAPEPP-----------------------------AVDTPP---------------------RPDGPDGPDGSGGSEPVRPRRDAADALASASLLGTAAARLNRGPLHDMGSPV----------------------GSTTGVPLLFDTDTRPGV----------------------------------LRD---PLR---------FARTLRPF--NR-----RV---------PS---------RLRHA---------LDEERTA---VR-----SAEL-----------------G-----------RWSP-----VL---VDVP--DR-W----FEVALVVEHSVS-MALWRGVA-QELAELL-RRQ--G--------AF-ADVRIW------WL---------------------DTRGG-----------------------------------------KSARLRSERGGPARDPG----ELL-------HP---QGR-R-----------LVLLMSDCVGD-AW--ASGS----------VPR-LLHRWARH-APVAVLQPLP-SRLWDL---CE-------------AV---------------P--------RDLR------------------
WP_055518044.1 -GTAPGIASH----------EESCPDL-------------------TLHEAGEVAWLAVQ------------------------------------------------LDLRVRAVREARAEAARNAASAEQPPDADD---------PS-------------------------------------------------------PRPAGPSEADVPVVEEPE-AAG-----------------------------TGRPEE----------------------PGGLRE-------DEEPPA---------------------VPLWPAHVGVP----------------------VSPARAPESE-----PAG------------------------GSEAFSDLRDGPGLDRSRQ---------IEKAFLPL--NR-----RL---------RS---------RTVRE---------LDEEATA---ES-----RAEQ-----------------G-----------VWVP-----RF---RPAR--ER-W----LTMTLVVDTGDS-MALWSRTA-TQFAAAL-RGS--G--------AF-RDVRVC------AW---------------------RPGDA---------------------------------------------AGSGGGAAVLPDA-------------------VGR-Q-----------TVLVLTDLYAS-RW--RDGS----------GQR-VLAQWAAR-MPVAVVSVLP-EYLWSR---M--------------AV----VPR--------R----------TR------------------
OKJ89683.1 --------------LPQPSA-EAELPP-------------------RWQEIADAVWLAAY--------WDR---------------------------------------HGGPAAPGR----EGGGEARPEGPVAED---------AA---------------------------------------RPRTPP----------ADDTEPPA----GQPAPD--PA-----------------------------PAPDVR-----------------------RPRDP-------GPLSPR--------------------ERPMPPAGASPA----------------------GAGRRLPVPD-----PEG------------------------PLTLHVARPLLPDTETAPA-SPGRPTALLARALHRL--AR-----RV---------PS---------RDTLE---------LDEETTA---EQ-----GVVD-----------------G-----------MWMP-----FL---RPAR-ASA------FDLVLLVDDAPT-MRIWEDTT-ARLTEAA-EHS--G--------AF-RGVRAV------RV--------------------NVPRTG------------------------------------------NATLRWGTGRAPTDPA----ELL-------DG---RGG-R-----------VFLVVTDGLAH-GW--AAPA----------ADA-LLGRLAQA-GPTALVHLLP-PHLRHR---T--------------SL----YPH--------Q----------AV------------------
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WP_051716612.1 -------------------------LP-------------------EPFEVAEALWLHAY--------------------------------------------------QTLAARLPSSEPPRPRPVSLPGLPVLGRDLPTLPLDVPT-------------------------------------------------------APTGPPHS-----PASPG-DPP-----------------------------AGAPRS-------------------GGTENPDGT-------PDSTDD---------------------GAPGAGHPAGP----------------------PGLLAREFAL-----ARE------------------------LHRTPVRAEPLPDLRDAPG---------IARRLRPL--KQ-----VV---------PS---------PFDVE---------LDEEATA---EH-----AAED-----------------G-----------LWLP-----YT---RAAD-ERR------FDLVLVVDDHAT-MAIWEQTI-AEFTAVL-EQL--G--------AF-RDVRVR------RM-----------------GVRATPRGD----------------------------------------EAVLHGPVAGQGPAATPA----ELL-------DR---TGR-R-----------IVLVLTDALGP-LW--RAGA----------GPA-ALELWAAA-GPTAVVHLLS-QRDWHR---T--------------AL----------------------------------------------
WP_065477020.1 ----------------------SPYDP----------------GAADWTGLADAAWLAAA--------------------------------------------------RIGADRASG--------------PAPDR---------PT------------------------------------PAERHPDTPAAVHPSPDEPRRDRAPRP----LLEPVP--DP-----------------------------PAHPAR---------------------DAVPGVS-------GLPGPP------------------AYEREIQTSTERAG----------------------TGTHPGPDRL-----PGR------------------------GP--------RAVRTGPPL---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWIP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWHGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELV-------DG---RGS-R-----------LFLVVTDGLAP-GW--AGPG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_084210794.1 SPSSAAVPSL------------GVADL-------------------SWFELADAVWLASV--------------------------------------------------TQPAGDGPA-------------EPDLPV---------PP-------------------------------------------------------DTQPPPGT----DGPDGT--PG----------------------------HARTPEP---------------------SPTSRQE-------RSPRQS---------------------LVLPVPDLDTG----------------------AERQARPF--------------------------------------------LPG---SAG---------MVRALRPL--KR-----KV-------LAQN---------ADEVI---------LDEDATA---EQ-----AVQA-----------------G-----------LWLP-----VT---TPDT--TR-W----LDLTLVVDTSPS-MALWRSTV-HAFTALC-ERL--G--------AF-RSVQLR------RL---------------------ETDRP--------------------------------APDSPAQPVLPVLRGGTPDSPIHDPA----ELL-------DP---TGR-R-----------ILLVLTDGVGQ-SW--RDDT----------AVTALLARWGAS-MPVAVLHLLP-QRLWEH---R--------------GL-----AL-------------------HR------------------
WP_084641579.1 --MPGTPGGP------------EDHDL-------------------TAREVADGLWLMAA--------------------------------------------------IAANTTEPP--------------PPAEP---------PL-------------------------------------------------------SPRRPEPL----EIGRAH--PP-----------------------------PMEEPE-------------------HAGVGPPPE-------LPELPE----------------SDPIRTGTGTGTGQGA----------------------PAAGGLPGRE-----GAP----------------------------------TPGAASPLP-----DIGRLVRAFRAF--KR-----KV---------PS---------TRPEDVE-------LDEEQTA---EA-----SAEA-----------------G-----------MWLP-----VT---KRKR--QP-W----LDLTLVVEQAPS-MALWAPTV-AAFVTLCQRRL--G--------VF-RSVQVR------LL---------------ETGKAGRAEGG---------------------------------------------MVLEPVLRGGTPESPVRGAG-------EPVGSSGR-R-----------VMLVLTDGISD-AW--HRDL----------VQP-LIARWGRK-VPVAIVHLLP-RRLWVR---G--------------GV--DAQNA--------E------------------------------
EST34701.1 -ASAVPIGEL------------------------------------HPREIADALWLAAY--------------------------------------------------HPEIAARTD----DQGDPLEHAPPTARP---------PR-------------------------------------------------------QAPAPAPA----EQQAPP--PR-------------------------FPQWPADRDP--------------------LAPHTDRK-------TPAEDTRRGRTNGDHRPTEPDPLPLLLLTDDLPAPGDT----------------------STLHPIRALR-----PRP-----------------------DPP--------LPH---------------LARALRPL--RR-----QT---------PT---------PRAPQ---------VDTEATA---ER-----LAVD-----------------P-----------GLPP-----AM---RPGP-GPR------WHAVLLLDVAPR-MAVWRDTT-ERAARLF-RQY--G--------GF-GDFRLL------HL---------------------DTSRP-----------------------------------------ESASAHWPGTARGISPG----RLL-------DP---TGR-T-----------LVLVLTDGLAP-AW--QSGA----------VQA-HLASWGRH-QPTAVLNVLP-QHLWYR---T--------------AL----HRL--------E--------RVRL--H---------------
WP_018955297.1 ----------------------GLPDP----------------GGADWTELADAAWLAAA--------------------------------------------------RLDAQRTPG--------------PTPDH---------PP-------------------------------RAERHPDTPGSDTP----------GSGQPPAA--------GP--QP-----------------------------AEGPEP---------------------LLGPAPG-------TASVPA---------------------PLAVPGVSGLPGPPAYEREIRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAARTATPR---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWQRTV-RQIAEEA-ARS--G--------AF-RDVRTV------GV--------------------ALPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RGA-R-----------LFLVVTDGLAH-GW--AGPG----------ADR-LLERLTSG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_073742765.1 ----------------------SPYDP----------------GAADWTGLADAAWLAAA--------------------------------------------------RLEARRTPG--------------PAPDH---------PS------------------------------------HAGRHPDAPGSDPSGPGQPSPAGPPPA----GGSGPL--PG-----------------------------PVPGAP------------------------SDPA-------PDTVPG---------------------VSGLPGPPAYEREVRTVQ---------------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------S----------AQ------------------
WP_073959593.1 ----------------------SPYDP----------------GAADWTGLADAAWLAAA--------------------------------------------------RLEARRTHG----PAPDHPSHAGPHPDA---------PG-------------------------------------------------------PDPSGPGQ----PSPAGP--PP-----------------------------AGGPDP---------------------LPGPVPG-------TPSDPA---------------------PDTVPGVSGLPGPPAYEREVRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RST-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_075347515.1 -DRHEDDSPY------------DPGGA-------------------DWTGLADAAWLAAA-------------------------------------------RLDARRTHGTAPDHPS----HAGRHPGAPGPDTSR---------PG-----------------------------------QPSPTGPPPA----------GGTDPLPG--------PV--PG----------------------------TPSGPAP---------------------DAVPGVS-------GLPGPP----------------------AYEREIRTVQ----------------------ERTRTGPERL-----PGP------------------------RP--------RAARTAPPG---------LARSLRGL--GR-----RV---------PT---------GGRGT---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-SRS--G--------AF-RDVRTI------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RGS-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---T--------------SL----FPF--------R----------AQ------------------
WP_078961270.1 ----------------------SPYDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RLEARRTHG----PAPDHPSHAGPHPDA---------PG-------------------------------------------------------PDTSGPGQ----PSPAGP--PP-----------------------------AGGPDP---------------------LPGPVPG-------TPSDPA---------------------SDTVPGVSGLPGPPAYEREIRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_079044303.1 ----------------------SPYDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RLEARRTHG----PAPDHPSHAGPHPDA---------PG-------------------------------------------------------PDPSGPGQ----PSPAGP--PP-----------------------------AGGPDP---------------------LPGPVPG-------TPSDPA---------------------PDTVPGVSGLPGPPAYEREVRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_018558006.1 ---------------MTGEEGGPSSRP-------------------TQQELLDALYLAAW-----------------------------------RDSASPYPYLDWRSGRSAELGSPR--PATRSATGPGGRPDESS---------PP---------------------------------------GEASDGIGGGADDSGPTREDGDAG----DSGDGI--RR-----------------------------PEHDGR--------------------RSEPAAHPTSEPLVANAWRSD---------------------ATGPAPAVRSA----------------------SFWSTAPRRE-----PQS------------------------GG--------RPSAAAPSG------DLALARSLRPLRLRR----------------PS---------HTAWE---------VDEAATA---ER-----AAAD-----------------G-----------LWIP-----AC---HPAE-ERR------LELLLLVDDHPS-LTLWQDTV-HRLRRLL-ERT--A--------AF-RTITVT------RV-------------------AIAEKGA---------------------------------------------RIRGLGATSRRST-------------------PGPDC-----------VALVVTDAVSP-SW--RNGD----------AAA-YLYSLARS-SPTAVLSVMP-QEVWEF------------------TL-----PT--------A------------------------------
WP_073868984.1 ----------------------SPYDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RLEARRTPG--------------PVPDH---------PS-----------------------------------HAGRHPDAPG----------PDTSGPGQ----PSPAGP--PP-----------------------------AGGPGP---------------------LPGPVPR-------TPSDPA---------------------PDAVPGVSGLPGPPAYEREIRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDLAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLCH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------S----------AQ------------------
EIV90731.1 ---ERTVAPV--------ARPAAPTDL-------------------LWSEVSDVIWLAAR--------------------------------------------------IRAASGSDL-----ADEAVGADDPGPQP---------AP-------------------------------------------------------KTPTAADEPVPGLPSAPVAADR-----------------------------PRPAPG---------------------ASDGFHQ-------PPHGPR---------------------LVPPSGAGGGA----------------------TGRAGPPSRA-----PS-------------------------RA--------------------------LSGALRPL--RM-----FV---------RS---------AYGRT---------LHEEATA---DR-----AATD-----------------G-----------LWLP-----VF---EPAR--EYRW-----DLVLVVDDHTS-MIFWQEVV-AAFTAAV-EQS--G--------VF-RNVTRR------RL---------------------ITGGG---------------------------------------SPASVVLRGGRRGPTSPPA----EIA-------DP---SGR-R-----------LILVLTDGIGR-AW--RTHA----------VEP-ALHLWGRH-QSVALVHLLP-QQLWFR---A--------------GI-----PV---------------------------------------
WP_009399212.1 RTVAPVARPA------------APTDL-------------------LWSEVSDVIWLAAR---------------------------------------------------IRAASGSD----LADEAVGADDPGPQP---------AP-----------------------------------KTPTAADEPV----------PGLPSAPV----AADRPR--PA-----------------------------PGASDG-------------------------FHQ-------PPHGPR---------------------LVPPSGAGGGA----------------------TGRAGPPSRA-----PS-------------------------RA--------------------------LSGALRPL--RM-----FV----RSAYGRT-----------------------LHEEATA---DR-----AATD-----------------G-----------LWLP-----VF---EPAR-EYR------WDLVLVVDDHTS-MIFWQEVV-AAFTAAV-EQS--G--------VF-RNVTRR------RL---------------------ITGGG---------------------------------------SPASVVLRGGRRGPTSPPA----EIA-------DP---SGR-R-----------LILVLTDGIGR-AW--RTHA----------VEP-ALHLWGRH-QSVALVHLLP-QQLWFR---A--------------GI-----PV--------E--------RKKL--R---------------
WP_030076156.1 ----------------------GPYDP---------------GAGADWTELADAAWLAAA--------------------------------------------------RLEAHRTTG--------------PAPDH---------PP----------------------------------------HAEPR----------PDTPRPTR----PAPHEP--PP-----------------------------ARAPEP---------------------RPDPLPG-------PPPHPA---------------------PDTVPGVSGLPGPAAYEREILTVR---------ERTRTGPDRL-----PGA---------------------GRDRA--------VRTA--PLR---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWHGTV-RQIADEA-TRS--G--------AF-RDVRTV------GV---------------TLPADGEPALR------------------------------------------------WPGGRDGHPA----ELL-------DG---RNA-R-----------LFLVVTDGLAH-GW--AGPG----------ADR-LLERLTSG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_061783879.1 -RSPGAAPAY------------REAPP-----------------ALTGRELADAVYLAAW-------------------------------------------------------------------------QQHTA---------QH-------------------------------------------------------PLARPSGG----KDTAPA--AG-----------------------------PQRPGT--------------------DPSAAVLG-------AAEKTA---------------------GTEPPRLPPAP----------------------APPSGALRPH-----PSP----------------------------------LLH---RSA---------LYQALRPFRLAA-----TD---------PW---------QHS-----------YDAEETA---RG-----YARRLLASPHPGGGHRPVAVTP-----------QWAP-----FV---RPG-----------VQLTVLVDESVS-MLFHQDQV-NDFIGLV-RSS--G--------VF-RGVRVE------RF---------------------TSDSA-------------------------------------------------DPAPVPAAGWGASSGK-------DP---GGI-H-----------IAVVLSDGIGE-GW--ARGS----------VQS-WLGCLAQR-LPVAIIHLLD-PRQWSR---T--------------GI-----RP--------A--------AMEL------------------
WP_078496221.1 ----------------------SPYDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RLEARRTPG--------------PVPDH---------PS----------------------------------------HAGRH----------PDTSGPGQ----PSPAGP--PP-----------------------------AGGPDP---------------------LPGPVPR-------TPSDPA---------------------PDAVPGVSGLPGPPAYEREIRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLSH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------S----------AQ------------------
WP_079134774.1 ----------------------SPYDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RLEARRTPG--------------PAPDH---------PS----------------------------------------HAGRH----------PDAPGPGQ----PSPVGP--PS-----------------------------AGGPDP---------------------LPGPVPG-------TPSDPA---------------------PDAVPGVSGPAGPPAYEREIRTVQ---------ERTRTGPDRL-----PGP------------------------RP--------RAVRTAPPR---------LARALRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWHGTV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGV------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLAH-GW--AAPG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_030623484.1 ----------------------GPYDP-----------------AADWTELADAAWLAAA--------------------------------------------------RLEAHRATG--------------PAPDH---------PP------------------------------------HAEPRPDTP----------RPTRPAPH--------EP--PP-----------------------------ARTPEP---------------------QPDPLPG-------PPPHPA---------------------PDTVPGVSGLPGPAAYEREIRTVR---------ERTRTGPDRL-----PGA---------------------GRDRA--------VRTA--PLR---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLND-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLVVDRAPT-MPPWHGTV-RQIADEA-TRS--G--------AF-RDVRTV------GV---------------TLPTDGEPALR------------------------------------------------WPGGRDGHPA----ELL-------DG---RNA-R-----------LFLVVTDGLAH-GW--AGPG----------ADR-LLERLTSG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_076973926.1 -MPYEPPERP---------------AP-------------------DAREIAEVLWLAAR------------------------------------------------LAHAPQDPEPA--RPATGTPRLSGIAGQLE---------PG-------------------------------------------------------APRRRPGA----RPAADP--PG-----------------------------PAPDDS------------------WADGAAPGTG-------APRLHV---------------------RSTGAPDGRTG----------------------APVPALPVRS-----PGV------------------------RP--------LAG---TAE---------LAKALRPL--RR-----RA---------AS---------SVRHR---------LDEEATA---DR-----AAQT-----------------D-----------VWEP-----VL---VPAE--EP-W----LDLVLVVDTGES-MVLWDGAV-AELRAVL-RRV--G--------AF-RSITVR------WL-------------------EHLPGGS--------------------------------------VTVRTIPPPWPDGGVPRSAGADGRLHH-------SP---RG--------------AVLVLSDAIGP-GW--ASGA----------AHR-LLARWARG-VPTALVQPLD-RRLWHR---T--------------GL----RPL--------P--------VALK------------------
GAP48484.1 ----RVPAAP------------DHFVP-------------------RWQEFADAVWLAAH--------------------------------------------------RSRYGGAGG--AAPQAPVTAVEEARPQD---------AG----------------------------------------------------AERPARPPADD----DALLGL--PA------------------------ADRDLPPEPPP----------------------ASSAPDASLPAADRAVAGA---------------------VSRFLPHPEGR----------------------FTLRLGPPLL-----PQA----------------------------------EPD---PSG--PGRVTALLARALHHL--AR-----RI---------PS---------RDSLE---------LDEETTA---EQ-----GLVD-----------------G-----------LWMP-----FL---RPAR-VSA------FDLVLLLDDAPT-MRIWEESA-ARLARAA-EHS--G--------AF-RSVRTL------RA--------------------TVPRTG------------------------------------------TATLRWSTGRAVADPA----ELL-------DG---RGS-R-----------IFLVVTDGLAH-GW--AATA----------ADE-LLGRLAHA-GPTALVHLLP-PHLRHR---S--------------SL----YPY--------P----------AV------------------
WP_055491167.1 -GHLAMTGHL-------------ERVP-------------------TAREWAEAIWLTER--------------------------------------------------IGAGDDALR--DGAPRSGRRERAGAGEP---------AG-------------------------------------------RPSGTPPALDGASPPGAGSG----VPVTPP--PG-----------------------------PRATSP-------------QADRLPWDGGESATS-------RSEEPD---------------------ATALGTAPGRL----------------------SREAAHTEGF-----PAG-------------SSPLFDTDTRPGV--------LRD---PLR---------FARALRPF--NR-----RV---------RS---------RHRHA---------LDDEATA---VR-----SAEL-----------------G-----------RWSP-----VL---VDVP--DR-W----FEVALVVEQSVS-MAVWQRMA-AEFAELL-RRQ--G--------AF-TDVRVW------RL---------------------DTRGG-----------------------------------------KAAQLHSERGGPARAPG----ELF-------HP---QGR-R-----------LILLMSDCVGD-AW--AAGT----------VPR-LLHRWAHH-APVAVLQPLP-SRLWDL---CE-------------AV-----PR--------D------------------------------
WP_068753449.1 -GSRDAPLSL------------------------------------TGWELADAIYLAAW--------------------------------------------------QAYRERQEP------------AAPPGDS---------RP-------------------------------------------------------RPETATDG----EKRSPR--PA--------------------------HAEPATPPP---------------------LPALEEAPPGALEDTAGLRT---------------------HSRLPPQEGEA----------------------AAAETDADSA-----PEE---------------------EAFPA--------LPD---RQR---------LLRALAPF--HL-----RL---------PD---------PREQR---------CDLEETA---RD-----YARSLLAAPVPVRGRRQTVITP-----------RTAP-----LL---RP-------A----VHVTALVDESVS-MLFQQRKA-RDLVGLL-RSS--G--------VF-RSVRVR------RF---------------------HSGAD---------------------------------------------------VRLRDTG------T-------DPLGTWGRDGIH---------VAVVLSDGIGE-AW--ETGR----------VQS-WLADLARQ-FPVAVLHLLD-PRQWRR---T--------------GIRPEAMEI-------AV------AAAAGR------------------
WP_051804663.1 -------------------------LP-------------------EPFEVAESLWLHAY--------------------------------------------QTLAARLPLSSAPPRTRPETLPGITGPTGPAGPK---------GP------------------------------------------------------TGPTWPPGPAGPAAGPGPAGSPG-----------------------------TGGDGG-----------------------------------LPPAGT---------------------AGLLAREYALF----------------------RELHGAPARA--------------------------------EP--------LPDLRDAPG---------IGRRLRPL--KQ-----VV---------PS---------PVEVE---------LDEEATA---EH-----AAED-----------------G-----------LWLP-----YT---RAAD-ERR------FDLVLVVDDHPT-MAIWEQTV-AEFTAVL-EQL--G--------AF-RDVRIR------RM-----------------GVRAAPGGD----------------------------------------RAVLHGPVADRGPAGSPA----ELL-------DR---TGR-R-----------IVLVLTDALGP-LW--RGPA----------GPE-ALGLWSAA-GPTAVVHLLS-HRDWHR---T--------------AL----------------------------------------------
WP_003103440.1 -MAGGPAGVP------------DAHDL-------------------TWRELADALLLASV--------------------------------------------------MRGNAPKPA-------PSKAYRPPGTAG---------AP-------------------------------------------------------VTDPGESG----SLGESG--AG-----------------------------PDPSAP---------------------GDRVEVV-------GVTVQS---------------------GRLASGEPRAPTVLF------------------PLGPEETEVA-----PAQ------------------------PA--------LPR---QAE---------LIRALRPF--KQ-----KV---------RS---------LREEDVE-------LDEARTA---EN-----ASET-----------------G-----------RWFP-----IT---TQGR--RR-W----LDLTVVIDAAPS-LALWRSTV-ADFVTLL-ERL--G--------AF-RSVQLR------LL--------------DTGKAGYAEDGT---------------------------------------VLGPVLRGGTSDTPARGPA----ELL-------DP---SGS-R-----------VVLVLTDGVGD-AW--RRDL----------VSP-VLALWARA-MPVAIVNLMP-QRLWRR---G--------------GL-----EL---------------------------------------
WP_043678220.1 ------------------PEAEADALP-------------------HWKELVDGVWLAAY--------------------------------------------------WDRCGHRAYDSTVPDPADDGALVHPQSD---------PP----------------------------------------------------VSTATEQPPEA----PSDDESRSSA-----------------------------SYARRP----------------------VAASVGVQGVGGTVSSPRL---------------------LPDPEGTEVLH----------------------LDRPLLPDTESARGTPGP----------------------------------GRE---TAR---------LARALHRL--TR-----RV---------PS---------WVTRE---------LDEETTA---ER-----GIVD-----------------G-----------LWMP-----YL---RPAL--TS-A----FDLVLLIDDAPT-MWIWQDTA-DQVVEAA-EQS--G--------AF-RSVRVA------RV--------------------TVPREG------------------------------------------LPTVRRGTEQVATDPA----ELL-------DG---SGG-R-----------VFVVVTDGLAH-GW--AGPA----------ADA-LLGRLGRA-GPTAVVHLLP-SHLRRR---S--------------SL----YPY---------------------------------------
WP_064273537.1 YRYGRETDGP------------------------------------TPREWAEAVLLQQR--------------------------------------------------IRRAAATPA----ASDPPDDPAAPAPDT---------PP-------------------------------------------------------APAAPPAP----AEDEHA--DD------------------------LHALEPPAPEG---------------------GPPEGTA-------GAAAPE---------------------ARWPGYVHVRT----------------------AGGPGRPAAV-----HAA---------------------WPWGADESQGQVELSD---PLG---------LGRALRPF--GR-----RR---------AS---------VHRFT---------LDEEGTA---VR-----AAEQ-----------------G-----------FWEP-----VF---HGAG--EH-W----FDVVLVVEDSVS-MSVWDGAA-RALTDVF-QRQ--G--------AF-SDVRTW------RL-----------DTWRPGEVVLRPDGS---------------------------------------------------AADRDPQ----ELL-------HP---QGR-R-----------LILLLSDCVGE-GW--SRGT----------VPR-LLDLWARH-GPVAVLNPLP-HHMWDR---CDAIPLDVSLRACAGGL-----PN--------T--------ELGL--R---------------
KUJ68393.1 -MTQDPGARV---------ATGSPGDL-------------------DWQQMADALWLAMC--------------------------------------------------EAGTDRGAG--------------RLAAG---------TD-------------------------------------------------------PPAPPDGA----ADRDPQ--PP-----------------------------PEGHPE---------------------HEPSDPP-------AARIEA---------------------RPTRLVPVGEP----------------------VAEDAAVAAV-----PAV----------------------PVPA--------LRGAAAPTA------ERALSRALRPF--KR-----TV---------PS---------RVEQE---------VDEEATA---ER-----AALE-----------------R-----------LWLP-----VC---SPVR--ER-W----MDAVLVVDRGGS-MVLWRRTA-QQLGAAL-ERT--G--------AF-RAVRVL------HL---------------------DSDRG---------------------------------WEVPAPDSDRSGGIDRSGRAGRRPRRRQAAGRPSPVDGMAP---GGR-R-----------AVLVLTDGVGR-AW--LDES----------AKR-AVGHWARR-ATVAIVHVLS-QGRWHN---T--------------GI----DPQ--------R------------------------------
WP_081736412.1 TDFPQRGRRF------------TFEDL-------------------NWTDVADIVWLAAA--------------------------------------------------IAPASPASA--AREAGRPDPVQEPKPAD---------ED------------------------------------------------------VRIRNAPSE----RREISP--PP-----------------------------EPRRSP-----------------------------------IPDVPS---------------------PGQDGGEGTGIGAVRGE----------------LPEPAVDGTG-----PGG------------------------AA--------LLE---SLE---------YFRALRTL--KR-----ET---------PS---------RRHNNVV-------LDEEATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL------------------ETAKDNGQ----------------------------------------EDLVLRGGTAGAAARDPN----EIL-------DA---SGR-R-----------AVLLLTDGVGD-AWQ-KKDA----------LYP-ILARWGAA-MPVSIVHLLP-QWLWGR---C--------------GM--NPHKA--------R------------------------------
WP_020634031.1 TGLPQGSKRF------------EFEDL-------------------SWIEVADIVWLAAA--------------------------------------------------TAPRRASTD-----------PVRVEEPE---------PP-------------------------------------------------------AEETRMRN----ALQDRG--EI-----------------------------PEAPEP--------------RHSTVRDDSTPAEG-------GEEDDG---------------------GVVEIEAVPGE----------------------LPEPAVDGTG-----PGG------------------------VV--------VLE---SLA---------YFRALRTL--KR-----ER---------AA---------RRLNNVA-------LDEVATA---VR-----AAET-----------------G-----------QWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SEFVELL-RQV--G--------AF-RTIQVR------LL---------------------ETAKD-------------------------------------IDHEDLVLRGGTSGAPARDPD----EIL-------DS---SGR-R-----------VVLLLTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-QWLWGR---C--------------GM------S--------P--------HTAR------------------
WP_051787936.1 -DADDARSLP------------------------------------EPFEVAEALWLHAY-------------------------------------------QTLAARLPSAEPPRPR--------------PTPLP---------GP-------------------------------------------------------PATGRDLP----ALPVTA--PD-----------------------------PAAPAG----------------------GTPPDR-------PRPGPA---------------------GPADGTGPPPGLLAREFALV-------------RELHRAPLRA-----EPL------------------------PD--------LRD---AAG---------IARRLRPL--KQ-----VV---------PS---------PFDVE---------LDEEATA---EH-----AAED-----------------G-----------LWLP-----YT---RPAA-ERR------FDLVLVVDDHAT-MAIWEQTV-AEFTAVL-ERL--G--------AF-RDVRIR------RI-----------------GVRTGPGGD----------------------------------------EAVLHGPVAGQGPAASPA----ELL-------DR---TGR-R-----------IVLVLTDALGP-LW--RGGA----------GPA-ALARWAAA-GPTAVVHLLA-ERDWHR---T--------------AL------A--------P--------RRVR------------------
WP_055491865.1 -----------------PFEPPERSAP-------------------DAREIAEVLWLAAR--------------------------------------------------LADSREDPVPSPAATRPHSLSGITGPVE---------PG------------------------------------------------------VPRRARDRSTERDASDGPGHAPS-----------------------------LGLPGH-----------------------------------APQLHV---------------------QRVRAPAHHMG----------------------PALPALPVRS-----PGV------------------------RP--------LPK---AVE---------LGKALRPL--RR-----RA---------PS---------AVRQR---------LDEEATA---ER-----AAQT-----------------D-----------VWEP-----VL---VPED--EP-W----LDLLLVVDTGES-MVLWDGAV-AELRTVL-RRV--G--------AF-RSITVR------WL-------------------EHLPDGR------------------------------------VDVRGTPPPWTGGASRRVRDPG----RQV-------QH---SPR-G-----------ALLVLSDAINT-GW--RSGA----------VDR-LLARWARS-RPTAVVQPLD-RRLWHR---T--------------AL----RPL--------P----------VT------------------
WP_083255164.1 TDFPQRGRRF------------TFEDL-------------------NWTDVADIVWLAAA--------------------------------------------------IAPASPARE-----------AGRPDPVQ---------EP-------------------------------------------------------NPADEDGR----IRNTPS--ER-----------------------------RELSPP------------------------PEPR-------RPPIPD---------------------VPSPGEAGGEE----------------------TGIGAVRGEL-----PEP---------------AVDGTGRGGAA--------LLE---SLE---------YFRALRTL--KR-----ET---------PS---------RRHNNVV-------LDEEATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL------------------ETAKDNGQ----------------------------------------EDLVLRGGTAGAAARDPN----EIL-------DA---SGR-R-----------AVLLLTDGVGD-AWQ-KKDA----------LYP-ILARWGAA-MPVSIVHLLP-QWLWGR---C--------------GM------N--------P--------HKAR------------------
EFL20927.1 DMTHDPGGRS---------GEHGPRDL-------------------DWQQIADAFWLAVC---------------------------------------------KAETDRGPGRPAPG--------------PLPAP---------PG--------------------------------------------------------ADTPPPT----GDRSPE--PP-----------------------------PENDGG-------------------RRPAPEPAV-------SAPQPV-----------------ELVEVPEVPEDPAGT----------------------EPALVTDVMV-----PAP----------------------------------RPTAAGPLV-----AERAVSRALRPL--KR-----TA---------PS---------PVEME---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----EC---APVQ--ER-W----MDAVLVLDCGSS-MVVWRRTA-ARLVTVL-ERT--G--------AF-RNVRVH------RM---------------------NTDHP------------------------------------------------LPADHHDSPV----DGM-------AP---RGK-R-----------AVLVLTDGIGA-AW--GDES----------AQR-ALGRWARR-ASVAVLHVLR-QGRWQH---T--------------GI----APE--------R------------------------------
WP_069761741.1 -GSVPPVASL----------GEACAEW-------------------TVHAAGEVVWLAAQ--------IDQ---------------------------------------RLRAARAPR----TADVDEDREDTGPAA---------PP--------------------------------------------------VPDIAPDEYPDDR--------PE--PG-----------------------PTAEEVPSSPEP--------------------------WP-------EPHIPS---------------------APVPARPDVVV----------------------PSERYRPADA-----FVG------------------------PA--------LKR---SRL---------IEKGLRPL--RL-----RL---------PS---------RSTRV---------LDEEATA---ES-----RAEQ-----------------G-----------NWLP-----FF---QPAP--ER-W----LTLTLVVDSGAS-MGLWARSA-REFEAAL-VGS--G--------AF-RDVRVC------RW--------------------SSPRGG------------------------------------------------------RRHA----VVP-------EE---TDR-H-----------TVFVLTDMYAH-HW--RDGS----------AHR-QLARWASM-VPTAVVSTLP-EHLWSY--LS--------------TV-----PL-------------------RS--L---------------
EME53021.1 AGFSQEVKRS------------GFEDL-------------------NWTEVADIVWLAAV--------------------------------------------------ISPRRDDGG--------------SAPAE---------EP-------------------------------------------------------ERTSDDVR----IRNAPA--ER-----------------------GEIPALPEARSS---------------------QISETAP-------SNEMPP----------------NEDDGQSVGIEAVPGA----------------------LPEPAVDGTG-----PGG------------------------VV--------LLE---SLE---------YFRALRRL--KR-----EM---------PS---------RRHNDVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQIR------LL---------------------ETAKD--------------------------------------DEEDLVLRGGTPGAPARDPD----EIV-------DS---SGR-R-----------AVLLVTDGVGE-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-QWLWGR---C--------------GM-----D---------P--------RKAW------------------
WP_007034183.1 -RKAGFSQEV--------KR-SGFEDL-------------------NWTEVADIVWLAAV--------------------------------------------------ISPRRDDGG--------------SAPAE---------EP-------------------------------------------------------ERTSDDVR----IRNAPA--ER--------------------------GEIPALPEA------------------RSSQISETAP-------SNEMPP----------------NEDDGQSVGIEAVPGA----------------------LPEPAVDGTG-----PGG------------------------VV--------LLE---SLE---------YFRALRRL--KR-----EM---------PS---------RRHNDVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQIR------LL-----------------ETAKDDEED------------------------------------------LVLRGGTPGAPARDPD----EIV-------DS---SGR-R-----------AVLLVTDGVGE-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-QWLWGR---C--------------GM-----D---------P--------RKAW------------------
WP_030825272.1 -MTHDPGGRP------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAGTDRGPG----RPDPGPRPAAPEAAP---------PP-------------------------------------------------------PGAEPPEE----PRPDRD--QA-----------------------------RPVPPD------------GGGDEDGDGDGDGDGGRDGPVGAVPPRPV----------------ELAGVAAPPGEAEPAT----------------------VAEAFAPARR-----PAA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWLP-----DR---VPVR--ER-W----MDAVLVVDGGSS-MVVWRRTA-AHLVTVL-ERT--G--------AF-RDVRVL------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----AGM-------AP---RGK-R-----------VVLVLTDGIGA-AW--ADES----------AQR-ALARWARH-ASVAVLHVLR-QGRWHH---T--------------GV----APE--------R------------------------------
WP_005157860.1 TGFPPRAKRI------------EFKDL-------------------SWTDVADIVWLAAA--------------------------------------------------IAPRGTSDE--------------SASAD---------EP--------------------------------------------------ANQDVRIRNRPSE----RGEIPE--PP-----------------------------ESQLSA---------------------VWDETSP-------DQDDDA---------------------EVVEIEAVTGE----------------------LPEPAVDGTG-----PGG------------------------AV--------LIE---SLD---------YFRALRTL--KR-----QR---------AS---------LRHNNVV-------LDEVATA---VR-----AAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL-----------------ETAKDNDQE-----------------------------------------DLVLRGGTSGASARDPD----EIM-------DS---SGR-R-----------VVLLLTDGVGD-AWQ-KKDT----------LYP-MLARWGAK-MPVSIVHLLP-EWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_043498196.1 -PAEPSPAGV------------------------------------SWDELRDAVYLAAC-------------------------------------------QDAAAPYRDWAPRRPGAGPARARPGGGRTEAPPRP---------PR-------------------------------------------------DRRREDTAPGGDATGGPARDAPGDSREE-----------------------------PPAPPP---------------------VTADDSAHGDEPDRGPASEV---------------------AEGPGAVDRTT---------------------SGAGTPVFRTS-----PGA------------------------DAAAGASSPPARG---GLA---------LARALRPLRLRR----------------PE---------PGAQE---------LDEEATA---DR-----IAAD-----------------D-----------LWLP-----VC---R-QPDERR------LSLTLLVDTHPS-MELWADTV-RALRGLL-EQT--A--------AF-QRITVA------PL-------------------DVATAGS-----------------------------------------------LVRRQRRRAPT--------------AG---AGRDD-----------LLLVVTDGFAQ-SW--RNGN----------AAA-FLSASAGT-RPTAVLSLMP-QEVWEF------------------TL--P--SA---------------------------------------
WP_065966463.1 -SSERGRPDL------------------------------------DWQQIADSLWLAVC--------RAE---------------------------------------TDPGAGRPA--------------PAPPS---------AE-------------------------------------------------------STAETPRA--------PD--PP-----------------------------PGSPRE------------------------VEED-------EAPEPE---------------------GELVLTAPRHVELVGLPAPPGETF---------GQAVATDVAV-----PLP----------------------------------RPAAVSPPT-----AERALSRALRPL--KR-----TS---------PS---------PVHTE---------VDEEATA---ER-----AARE-----------------R-----------LWLP-----RC---VPVP--ER-W----MDVVVVVDCSSS-MVVWRQTA-RRLVTVL-ERT--G--------AF-RTVRVR------RV-------------NADRPLPAEPAGP---------------------------------------------REGAGRGGARSPV----DGI-------PP---RGR-R-----------AVLVLTDGIGT-AW--GDET----------GKR-ALARWARR-ATVAVVHVLN-QGRWHH---T--------------GI------------A--P--------ERVR------------------
AJK55727.1 TGSSQGDKRF------------GFEDL-------------------TWIDVADIVWLAAA--------------------------------------------------ISPRRAAGE--------------AEPAE---------EP-------------------------------------------------------RRPSGKTR----IRNAPA--ER-----------------------------GETPEP----------------------RESPPSRIVDAEVPAEDDG---------------------EVVAIEAVPGE----------------------LPEPAVDGTG-----PGG------------------------VV--------LLE---SLE---------YFRALRSL--KR-----ET---------AS---------RRHNNVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRT--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTVQVR------LL-----------------ETAKDSEEG------------------------------------------LVLRGGTPGSPARDPD----EIV-------DS---SGR-R-----------AVLLLTDGVGD-AWQNKDA-----------LYP-MLARWGRS-MPVSIVHLLP-PWLWGR---C--------------GM----EPH--------K----------AW------------------
KIX48996.1 -LPRERAPDAASAPAASPDR-ATGVRS--------EDDSPYDQGGADWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------PAPDE---------PP----------------------------------------------------HAEELPDTPGP----LLEAVP--DP-----------------------------PTRPEP--------------------DVVPGVTG-------LPGVPA-------------------YEREILTSVERTR----------------------TGPARLPGRG-----PRT----------------------------------VRRG--PSP---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWRGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPPGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAP-GW--AGAG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_030711849.1 ----------------------SPYDQ----------------GGADWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------PAPDD---------PP----------------------------------------------------HAEEHPDTPGP----LLEAVP--DP-----------------------------PTRPEP--------------------DVVPGVTG-------LPGAPA-------------------YEREILTSVERTR----------------------TGPARLPGLG-----PRT----------------------------------VRRG--PSP---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWRGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGAG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_032771199.1 ----------------------SPNDP----------------GGADWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------TAPDP---------PP----------------------------------------------------HAEEDPDTPGP----QLEAVP--DP-----------------------------PARPEP--------------------DIVPGASG-------LPGAPA-------------------YEREIRTSVERTR----------------------TGPDRLPGRG-----PRT----------------------------------VRRG--PST---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWHGTV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPTGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGPG----------ADR-LLERLASG-GPTALIHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_032798208.1 ----ATGDRHEDGSPN-----DPGGA--------------------DWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------TAPDP---------PP----------------------------------------------------HAEEDPDTPGP----QLEAVP--DP-----------------------------PARPEP--------------------DIVPGASG-------LPGAPA-------------------YEREIRTSVERTR----------------------TGPDRLPGRG-----PRT----------------------------------VRRG--PST---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWHGTV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPTGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGPG----------ADR-LLERLASG-GPTALIHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_044370540.1 ASPDRATGVRSEDDSP-----YDQGGA-------------------DWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------PAPDE---------PP----------------------------------------------------HAEELPDTPGP----LLEAVP--DP-----------------------------PTRPEP--------------------DVVPGVTG-------LPGVPA-------------------YEREILTSVERTR----------------------TGPARLPGRG-----PRT----------------------------------VRRG--PSP---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWRGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPPGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAP-GW--AGAG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_073777497.1 -LPRERAPDAASAPAASPDR-ATGVRS--------EDDSPYDQGGADWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------PAPDE---------PP----------------------------------------------------HAEELPDTPGP----LLEAVP--DP-----------------------------PTRPEP--------------------DVVPGVTG-------LPGAPA-------------------YEREILTSVERTR----------------------TGPARLPGRG-----PRT----------------------------------VRRG--PSP---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWRGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPPGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAP-GW--AGAG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_078942262.1 ----------------------SPYDQ----------------GGADWTGLADAAWLAAA--------------------------------------------------RIGADRATG--------------PAPDE---------PP----------------------------------------------------HAEELPDTPGP----LLEAVP--DP-----------------------------STRPEP--------------------DVVPGVTG-------LPGAPA-------------------YEREILTSVERTR----------------------TGPARLPGRG-----PRT----------------------------------VRRG--PSP---------LARSLRGL--GR-----RV---------PT---------GGRSA---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWRGTV-RQIADEA-AHS--G--------AF-RDVRTV------GV--------------------TLPPGA------------------------------------------GEPALRWPGGRDGDPA----ELI-------DG---RSS-R-----------LFLVVTDGLAP-GW--AGAG----------ADR-LLERLVSG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
WP_060948653.1 -MTHDPGGRP------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAETDRGPG----RPDPGPRPAAPEAAP---------PP----------------------------------------PGAEP----------PEEPRPDR----DQARPV--PP-----------------------------DGGGDE----------------DGDGGRDGPVGA-------VPPRPV----------------ELAGVAAPPGEAEPAT----------------------VAEAFAPARR-----PAA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DR---VPVR--ER-W----MDAVLVVDGGSS-MVVWRRTA-AHLVTVL-ERT--G--------AF-RDVRVL------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----AGM-------AP---RGK-R-----------VVLVLTDGIGA-AW--ADDS----------AQR-ALARWARH-ASVAVLHVLR-QGRWHH---T--------------GV------------A--P--------ERVR------------------
WP_066027899.1 ----DPGGRP------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAETDRGPG----RPDPGPRPAAPEAAP---------PP-------------------------------------------------------PGAEPPEE----PRPDRD--QA-----------------------------RPVPPD------------------GGGDGDGDGGRDGPVGAVPPRPV----------------ELAGVAAPPGEAEPAT----------------------VAEGFAPARR-----PAA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DR---VPVR--ER-W----MDAVLVVDGGSS-MVVWRRTA-AHLVTVL-ERT--G--------AF-RDVRVL------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----AGM-------AP---RGK-R-----------VVLVLTDGIGA-AW--ADDS----------AQR-ALARWARH-ASVAVLHVLR-QGRWHH---T--------------GV----APE--------R------------------------------
WP_067075421.1 ----DPGGRP------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAGTDRGPG----RPDPGPRPAAPEAAP---------PP-------------------------------------------------------PGAEPPEE----PRPDRD--QE-----------------------------RPVPPD------------------GDGDEDGDGGRDGPVGAVPPRPV----------------ELAGVAAPPGETEPAT----------------------VAEAFAPARR-----PVA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DR---VPVR--ER-W----MDAVLVVDGGSS-MVVWRRTA-AHLVTVL-ERT--G--------AF-RDVRVL------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----AGM-------AP---RGK-R-----------VVLVLTDGIGA-AW--ADDS----------AQR-ALARWARR-ASVAVLHVLR-QGRWHH---T--------------GV----APE--------R------------------------------
WP_084749695.1 SDFPSDAKRF------------EFEDL-------------------SWTDVADIVWLAAA--------------------------------------------------ITPARPPAP--------------VAAEE---------PE-------------------------------------------------------PAPGNDVR----IRNQPP--ER-----------------------------RGDPPT------------------------APSE-------LQASAV---------------------QPAGQDEGDSD----------------------AEIGTVPADL-----PEP---------------TVDSTGTGGSA--------LPE---SLK---------YFRALRTL--KR-----ET---------VS---------RRSHSVV-------LDEEATA---VR-----AAET-----------------G-----------RWWP-----VT---RSKK--ER-W----LDLTLVVDNGPS-MALWHPRV-SAFVELL-DRV--G--------AF-RTIQVR------LL---------------------ETAKD-------------------------------------NGQEDLVLRGGTPGGPARDPN----EIL-------DS---SGR-R-----------VVLLLTDGVGD-AWQ-KKDA----------LYP-ILARWGRT-MPVSIVHLLP-HWLWGR---C--------------GM-----SP-------------------RK------------------
WP_030165950.1 -ADEPPVSGV------------------------------------SWLDVRDAVYLAAC--------------------------------------------------QDAAAPYRG----WSPPRTGRRSPGSRR---------TQ------------------------------------------------------RVNGTGTAS--------PV--PE-----------------------------PERPDP---------------------TPADAEQ-------NGTAPG--------------GSGTGHNGAAPDGRGTEVVERAFRLPGGDPTGNTDGGDGPPHRPAEPGV------HEP------------------------LEPEPVHAVSLPRG--GLA---------LARALRPL--RL-----RR---------PE-------PDAWE-----------MDEEATA---DR-----IAAD-----------------G-----------LWLP-----VC----RQPEERR------LGLVLLIDGSPS-MELWTGTI-RQLRGVL-EQT--A--------AF-RHITVT------SV---------------------DVAAA------------------------------------------------GSAVRRHRRR--------------APAVGSGPDD-----------VVLVVTDGFAP-AW--RNGN----------AAA-FLSSAART-SPTAVLSLMP-QEVWE----F--------------TLPTA-MRA--------E------------------------------
WP_014174725.1 -MTHDPADGS---------SERGRPDL-------------------DWQQIADALWLAVC--------------------------------------------------KAETDREAA----RPTPAPPSPSPTADQ---------PP-------------------------------------------------------RTPDPPQD----SPTDAE---------------------------------HEAPRP--------------------EGDLVLTA-------PSPVEL---------------------VGVPAPADETP----------------------VQAIAADVVT-----PAP----------------------RLAA--------VSPPTAERA---------LSRALRPF--KR-----TS---------PS---------PVEDE---------IDEDATA---ER-----AARE-----------------G-----------LWLP-----QC---VPVR--ER-W----MDMVLVVDSSSS-MVVWRQTV-GQLVTVL-ERT--G--------AF-RMVRVHRINSDHPL-------------------PADPAGR--------------------------------------------RNAADRARSGRSPV----DGI-------PP---RGR-R-----------AVLVLTDGIGT-AW--ADDT----------GKQ-ALGRWARH-ATVAVLHVLN-QGHWHH---T--------------GL--------------VP------------------------------
WP_064455400.1 -MTHDPGGRP------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAETDRGPG----RPDPGPRPAAPEAAP---------PP-------------------------------------------------------PGAEPPEE----PRPDRD--QA----------------------------RPVPPDG---------------------GGDGDGGRDGPVGAVPPRPV----------------ELAGVAAPPGEAEPAT----------------------VAEAFAPARR-----PAA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DR---VPVR--ER-W----MDAVLVVDGGSS-MVVWRRTA-AHLVTVL-ERT--G--------AF-RDVRVL------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----AGM-------AP---RGK-R-----------VVLVLTDGIGA-AW--ADES----------AQR-ALARWARH-ASVAVLHVLR-QGRWHH---T--------------GV----APE--------R------------------------------
AIG79293.1 TGFPHAGKRF------------GFEDL-------------------NWTDVADIVWLAAA--------------------------------------------------ISPRQAEGESA------------PAEEP---------PE-------------------------------------------------------EVRIRNAP----ADRGEI--PE-----------------------------LPEPGP--------------------SRLVDVPP-------EAEDED---------------------QVVAIEAVPGE----------------------LPEPAVDGAG-----PGG------------------------AV--------LLE---SLE---------YFRALRTL--KR-----EM---------AS---------RRHNNVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL---------------------ETAKD--------------------------------------AEENLVLRGGTPGAPARDPD----EIL-------DS---SGR-R-----------VVLLVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
SDF68672.1 PGPELVIDDL------------------------------------GWAELADIVWLASA--------------------------------------------------VQSSRPAPP----------ASEDPAPED---------PA---------------------------------------PERPVPAETDLPADRPADTAPEDR----EPVRPP--PE-----------------------------PELPPQ---------------------EAAPAQT-------PLPART---------------------ELAALPDLPSP----------------------RGTGGLPADA-----P------------------------------------LID---TLE---------CFRALRPL--KRTTRSWRD-------DTPV-----------------------LDERATA---DQ-----VAQT-----------------R-----------LWWP-----VT---RPRT--ER-W----LDLTLVVDRSPL-TTLWQSQV-SAFTEML-TRL--G--------AF-RTIQVR------LL-----------------EVVKNDEGS----------------------------------------PAPVLRGGTAQTAPRDPA----EIL-------DA---SGR-R-----------VVLLLTDGLGD-TW--HPGV----------LLP-LLALWGRT-MPVSVVHLLP-QWLWER---G--------------RV-----RP---------------------------------------
WP_081976007.1 TGFPRGGKRF------------GFEDL-------------------NWTDVADIVWLAAA--------------------------------------------------ISPRQAEERSA------------PAEEP---------PE-------------------------------------------------------EVRIRNAP----ADRGEI--PE-----------------------------LPEPGP--------------------SRLVDVPP-------EPEEDD---------------------QVVAIEAVPGE----------------------LPEPAVDGAG-----PGG------------------------AV--------LLE---SLE---------YFRALRTL--KR-----EM---------AS---------RRHNNVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL---------------------ETAKD--------------------------------------TEENLVLRGGTPGAPARDPD----EIL-------DS---SGR-R-----------VVLLVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM-----SP-------------------HK------------------
WP_083650068.1 SRSAPVADRRDTGFPHAGKR-FGFEEL-------------------NWTDVADIVWLAAA--------------------------------------------------ISPRQAEGESA------------PAEEP---------PE-------------------------------------------------------EVRIRNAP----ADRGEI--PE-----------------------------LPEPGP--------------------SRLVDVPP-------EAEDED---------------------QVVAIETVPGE----------------------LPEPAVDGAG-----PGG------------------------AV--------LLE---SLE---------YFRALRTL--KR-----EM---------AS---------RRHNNVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL-----------------ETAKDAEEN------------------------------------------LVLRGGTPGAPARDPD----EIL-------DS---SGR-R-----------VVLLVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_084098412.1 SRSAPVADRRDTGFPHAGKR-FGFEDL-------------------NWTDVADIVWLAAA--------------------------------------------------ISPRQAEGESA------------PAEEP---------PE-------------------------------------------------------EVRIRNAP----ADRGEI--PE-----------------------------LPEPGP--------------------SRLVDVPP-------EAEDED---------------------QVVAIEAVPGE----------------------LPEPAVDGAG-----PGG------------------------AV--------LLE---SLE---------YFRALRTL--KR-----EM---------AS---------RRHNNVV-------LDEVATA---VR-----VAET-----------------G-----------RWWP-----VT---RSRK--ER-W----LDLTLVLDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTIQVR------LL-----------------ETAKDAEEN------------------------------------------LVLRGGTPGAPARDPD----EIL-------DS---SGR-R-----------VVLLVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
SBU92604.1 -PTVASGGTA---------TREADGDA-------------------SWQDLGDALWLAAA------------------------------------------------WRRAGHTSSGG--------------TESGP---------EQ-------------------------------------------------------MPGGRSDM----PADVPA--PP-----------------------------VERGAP---------------------ETVPAAS-------TQPDVD---------------------VRDLALRSVET----------------------VTTGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RI---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALPQGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SV----YPF--------R------------------------------
SCD36331.1 -------------------------DA-------------------SWQDLGDALWLAAA------------------------------------------------WRRAGHTSSGG--------------TESGP---------EQ-------------------------------------------------------TPGGRSDM----PADVPA--PP-----------------------------VERGAP---------------------ETVPAAS-------TQPDVD---------------------VRDLALRSVET----------------------VTAGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RV---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALPEGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SV----YPF--------R------------------------------
SCD66673.1 -APDPTVASG------GTATREADGDA-------------------SWQDLGDALWLAAA------------------------------------------------WRRAGHTSSGG--------------TESGP---------EQ-------------------------------------------------------TPGGRSDM----PADVPA--PP-----------------------------VERGTP---------------------ETVPAAS-------TQPDVD---------------------VRDLALRSVET----------------------VTTGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RV---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALPQGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SV----YPF--------R------------------------------
WP_028442480.1 -APDPTVASG------GTATREADGDA-------------------SWQDLGDALWLAAA------------------------------------------------WRRAGHTSSGG--------------TESGP---------EQ-------------------------------------------------------TPGGRSDM----PADVPA--PP-----------------------------VERGAP---------------------ETVPAAS-------TQPDVD---------------------VRDLALRSVET----------------------VTTGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RV---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALPQGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SV----YPF--------R------------------------------
WP_030632509.1 ----------------GTATREADGDA-------------------SWQDLGDALWLAAA--------------------------------------------------WRRAGHTSS--------GGTESGPEQTP---------GG-------------------------------------------------------RSDMPADV----PAPPVE-RGA-----------------------------PETVPA-----------------------------------ASTQPD-------------------VDVRDLALRSVET----------------------VTTGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RV---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALPQGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SVYPFRARL--------D------AAGFGA------------------
WP_037880970.1 -PTVASGGTA---------TREADGDA-------------------SWQDLGDALWLAAA------------------------------------------------WRRAGHTSSGG--------------TESGP---------EQ-------------------------------------------------------TPGGRSDM----PADVPA--PP-----------------------------VERGAP---------------------ETVPAAS-------TQPDVD---------------------VRDLALRSVET----------------------VTTGRPDAVV-----PHG------------------------PG--------PARRVLPLS---------LAKALRGL--GR-----RV---------PS---------RHGHR---------LDEPRTA---EN-----GLID-----------------G-----------LWIP-----YV---EPAQ--ER-A----FDLMLLVDDAPT-MPVWAATV-GRLADEA-VHS--G--------AF-RNVRTV------DI--------------------ALLEGA-------------------------------------------SPVLRWPGNREADPA----ELL-------DG---RGA-R-----------LFLVVTDGLAP-GW--AERG----------ADE-LLGRLSAA-GPTALVHLLP-PYLRHR---S--------------SV----YPF--------R------------------------------
WP_082857577.1 -----------------MAGPGGGFEL-------------------NWTDVADIVWLAAA--------------------------------------------------IAPQREADR--------------PEPAE---------EP-------------------------------------------------------KPPPADVR----MRNAPS--ER-----------------------------REIPPL-----------------------------------PESRPV---------------------PAPGGASPGGD----------------------DGLAVEIGTV-----PGA------------------------PPEPAVDGT-GPGGIVPLE------SLACFRALRKV--KR-----ET---------AS---------SRHNDVV-------LDEEATA---VR-----AAET-----------------G-----------RWWP-----VT---RSRR--ER-W----LDLTLVIDNGPS-MALWRPRV-SAFVELL-RQV--G--------AF-RTVQVR------LL---------------ETAKDNGQEGP-------------------------------------------VLRGGAPGAPARDPN----EIL-------DS---SGR-R-----------VVLVLTDGVGD-AWQKRDA-----------LYP-MLARWGAA-MPVSIVHLLP-QWLWGR---C--------------GM----SPR--------K----------AR------------------
WP_037952430.1 ----------------------AGPDP----------------QVLDWRQLADALWLAVC--------------------------------------------------KAETDRGPG----PPAPGPLPGTPEADA---------PP-------------------------------------------------------PGDGPSDE----PWQDRQ--GE-----------------------------RPASGP---------------------ETAPAVS-------EPPLPA----------------ELVGVSAPPGEAEPAT----------------------VAEVFVPVRR-----PSP----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TA---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DL---VPVR--ER-W----MDAVLVVDCGSS-MVVWRRTA-AHLVTVL-QRT--G--------AF-RDVRVH------RV---------------------NTDHP-------------------------------------------------LSAEDRSPV----AGM-------PP---RGK-R-----------TVLVLTDGIGA-AW--ADES----------ARR-ALAGWARH-ASVAVLHVLQ-QGRWHH---T--------------GV----APE--------R------------------------------
WP_044567980.1 ---------------------SAGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAETDRGPG----PPDPGPLPGAPEADA---------PP-------------------------------------------------------PGEEPPDE----PRQDRQ--GE-----------------------------RPSSGP---------------------EAAPAAS-------EPLLPA----------------ELVGGSAPPGEAEPAT----------------------VAEAFVPARR-----PSA----------------------DGPP--------LPE----RA---------LSRALRPL--KR-----TA---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DL---VPVR--ER-W----MDAVLVVDCGSS-MVVWRRTA-AHLVTVL-QRT--G--------AF-RDVRVH------RV---------------------NTDHP-------------------------------------------------LPEADRSPV----AGM-------PP---RGK-R-----------TVLVLTDGIGA-AW--GDES----------AQR-ALAGWARQ-ASVALLHVLH-QGRWHH---T--------------GV----APE--------R------------------------------
WP_046085906.1 -MTHDPGGRS------------AGPGP----------------RDLDWRQLADALWLAVC--------------------------------------------------KAEPDRGPG----PPDPATLPGTPEAHA---------PP-------------------------------------------------------PGDEPSDE----PRQGGQ--EE-----------------------------RPASGP---------------------EAAPRVA-------EPPLPA----------------ELIGVSAPPGEAEPTA----------------------VAEAFVPVRR-----PSA----------------------EGPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVETE---------VDEEATA---ER-----AARE-----------------G-----------LWVP-----DL---VPVR--ER-W----MDAVLVVDRGSS-MVVWRRTA-AHLVTVL-RRT--G--------AF-RDVRVH------PV---------------------NTDHP-------------------------------------------------LPEGDRSPV----AGM-------EP---RGK-R-----------TVLVLTDGIGA-AW--GDES----------AQR-ALANWARH-ASVAVLHVLH-QGRWHH---T--------------GV----APE--------R------------------------------
WP_069860373.1 -MTHDPGGRP------------AGPGP----------------RDLDWRQLADAMWLAVC--------------------------------------------------KAETDRGPG----RQAPGPLPGTPEADA---------PP-------------------------------------------------------PGDEPSDA----PPPGPE--AE-----------------------------RPAPGS---------------------GDGPDVA-------EPPLPV--------------------EVAGVPAPPGAA----------------------EPATVMETFA-----PAR------------------RQSVAEPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVEME---------IDEEATA---EH-----AARD-----------------G-----------LWVP-----HC---VPVR--ER-W----MDAVLVVDCGSS-MVVWRRTA-EHLVTVL-QRT--G--------AF-RNVRVH------RV---------------------NTDHP--------------------------------------------------LPEDRSPI----EGM-------PP---RGK-R-----------TVLVLTDGIGA-AW--ADES----------AQR-AMALWARH-ASVAVLHVLR-QGRWHH---T--------------GV----APE--------R------------------------------
WP_079259908.1 -MTHDPGGRP------------AGPGP----------------RDLDWRQLADAMWLAVC--------------------------------------------------KAETDRGPG----RQAPGPLPGTPEADA---------PP-------------------------------------------------------PGDEPSDA--------PP--PG-----------------------------PEAERP-----------------APGSGDGPDVA-------EPPLPV--------------------EVAGVPAPPGAA----------------------EPATVMETFA-----PAR------------------RQSVAEPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------PVEME---------IDEEATA---EH-----AARD-----------------G-----------LWVP-----HC---VPVR--ER-W----MDAVLVVDCGSS-MVVWRRTA-EHLVTVL-QRT--G--------AF-RNVRVH------RV---------------------NTDHP------------------------------------------------------LPEDRSPIEGM-------PP---RGK-R-----------TVLVLTDGIGA-AW--ADES----------AQR-ALALWARH-ASVAVLHVLR-QGRWHH---T--------------GV------------A--P--------ERVR------------------
SED06705.1 -MTYDPGGRS------------AGPAP----------------RDLDWRQLADAVWLAVC--------------------------------------------------KAETDPGPG----RPDPGPLPGTPEADA---------PP-------------------------------------------------------PGDEPSDE----PRQDRE--GE-----------------------------HPAAEP---------------------EAGPAVA-------EPPLPA--------------------ELVGVPAPPGEA----------------------EPVTVAEAFV-----PAR------------------RASVAEPP--------LPE----RA---------LSRALRPL--KR-----TS---------PS---------LVEME---------IDEEATA---ES-----AARE-----------------G-----------LWVP-----AC---VPVR--ER-W----MDAVLVVDSGSS-MVVWRRTA-EHLVTVL-RRT--G--------AF-RDVRVH------RL---------------------NTDHP--------------------------------------------------LPEDRSPV----EGM-------PP---RGK-R-----------TVLVLTDGIGA-AW--ADES----------AQR-ALAHWARY-ASVAVLHVLH-QGRWHH---T--------------GV----APE--------R------------------------------
SMD27174.1 -DNQPDTPPE----------RPSSEHP-------------------DWQEIADALYLASV--------------------------------------------------IGSVPEEDR----SATARTRAKEPLRRH---------PT-------------------------------------------------------PSSADQDQ--------RA--KQ-----------------------------PDTSEA---------------------------Q-------LPEPAT---------------------RPAVMHHGAAG----------------------QHARSKPVVV-----GES----------------------------------GNEQLDVIG---------IVRALRPL--RR-----KA---------RS---------RRLDDVV-------LDEEATA---EQ-----AVRG-----------------G-----------PWLP-----VV---QQAT--ER-W----LDLTLVVDTGPS-MALWREKI-NAFERLL-RQT--G--------TF-RTTQRL------LL---------------------STTNE-----------------------------------------NAIELRGTTGASVRTPA----ELL-------DP---SGR-R-----------IVLMLTDGVGK-IW--RSPQ----------MSA-TLARLART-MPTAVIHLLP-QRFWRQ---M--------------GF----AAL--------R----------AT--L---------------
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WP_018535458.1 ----QLPGEE------------PGRTP-------------------QWQEIADAIWLAAH--------------------------------------------------WDRAARPAE----------ATEQPAVDL---------EE-------------------------------------------------------TDTTWEPG----TSELPP-DPF-----------------------------ADPLWP-----------------------------------GSLLDP----------------------PLPTLDPEGP----------------------DTVHLGRPQL-----PGP------------------------PP--------KPS---GVG----RRWALLARALHRL--AR-----RV---------PS---------PVQVE---------LDEELTA---QRG----LADE-----------------------------LWMP-----FF---RPAE-ATA------FDLVLLTDDAPT-MRIWDEEI-ARLVAAA-EHS--G--------GF-RVVRTV------KV--------------------RVPRTG------------------------------------------LPTVRGGAACTPADPA----ELL-------DG---GGG-R-----------VFLVVTDGLAH-GW--TAPA----------ADK-LLGRLARS-GPTAMIHLLP-PHMRHR---S--------------SV--YPYAA--------V------LEAGGF------------------
WP_037691437.1 -------------------------GP-------------------SWQDIADAAWLAAA--------WHV---------------------------------------SGRTSGQEP--------------DTPER---------LS-------------------------------------------------------GEPEPDVP----SDVAAP--PS-----------------------------GEVSPD---------------------VVAAGSI-------MGIDPR--------------------ELVLKAVEETRS----------------------GLPKTVLPAA-----PRP----------------------------------VRRVV-PLP---------LAKALRGL--GR-----RV---------PS-------RYLNR-----------LDEPRTA---EC-----GLSD-----------------G-----------LWIP-----YL---EPVQ--ER-A----FDLMLLVDNAPS-MPVWSSTV-RRLADEA-VRS--G--------AF-RDVRTV------EV---------------------ALPGR------------------------------------------GMPVLRWPGNRHADPA----ELL-------DG---RGS-R-----------LFLVVTDGLAA-GW--AGRE----------ADE-LLGRLSAG-GPTALVHLLP-PYLRHR---S--------------SL----YPF--------R----------AQ------------------
WP_073719856.1 -------------------------DL-------------------GWQDIADAAWLAAT--------------------------------------------------WQRAGRTSP--------------QESGA---------PA-------------------------------------------------------PLPGDPEA----LPDAVP--PP-----------------------------PGDTSP--------------------EVVPAGSTYDTELRELVLRSV---------------------EETRTARPDEA----------------------IPAATRPVRR--------------------------------MA--------------PLR---------LAKSLRGL--GR-----RV---------PS---------RYLSR---------LDEARTA---EC-----GLSD-----------------G-----------LWIP-----YL---RPVR--ER-A----FDLMLLVDSAPT-MPVWGGTV-RQLADEA-VRS--G--------AF-RDVRTV------EV-------------------ALSGDGA--------------------------------------------PVLRWPGDRHADPA----ELL-------DG---RGS-R-----------LFLVVTDGLAR-GW--AGRG----------ADE-LLERLTSG-GPTALVHLLP-PYLRHR---S--------------SL--------------YP------------------------------
WP_041318577.1 --WEATKGRA----AR-----SSTSDL-------------------SLHEVRDAVWLATR--------LVE---------------------------------------TADRAARPA--------------PPDPS---------AP------------------------------------DAVADPAPQEQPPRSEEAATEPDDPAD--------PG--VP-----------------------------ETLPEP----------------------RAQRDW-------ARGPLS---------------------LPPADPAPDRA----------------------DGAPTAAAGW-----PTL------------------------PG--------LPD---RHG---------ISRALRPL--AR-----HR--------SPS---------PWRVV---------VDEEKTA---VR-----AAQD-----------------S-----------LWIP-----EC---RPAP-WHR------FEVALVVDTVVA-PDIWEPTV-TEFRSLL-DHQ--G--------AF-RNIRTY------RL---------------------DSAHA----------------------------------------DPDRLTLRSEGGARHHWR----HLV-------EP---TGN-R-----------IVLVLTDTVAE-GW--HTGA----------VGH-VLHEYGIR-APVAVVQTLA-HRLWQL---G--------------GL-----PT--------R--------RMRL--S---------------
WP_063820828.1 --MAPVARPA------------APTDL-------------------LWSEVSDVIWLAAR---------------------------------------------------IRAASGSD----LADEAVGADDPGPQP---------AP-----------------------------------KTPTAADEPV----------PGLPSAPV----AADRPR--PA-----------------------------PGASDG-------------------------FHQ-------PPHGPR---------------------LVPPSGAGGGA----------------------TGRAGPPSRA-----PS-------------------------RA--------------------------LSGALRPL--RM-----FV----RSAYGRT-----------------------LHEEATA---DR-----AATD-----------------G-----------LWLP-----VF---EPAR-EYR------WDLVLVVDDHTS-MIFWQEVV-AAFTAAV-EQS--G--------VF-RNVTRR------RL---------------------ITGGG---------------------------------------SPASVVLRGGRRGPTSPPA----EIA-------DP---SGR-R-----------LILVLTDGIGR-AW--RTHA----------VEP-ALHLWGRH-QSVALVHLLP-QQLWFR---A--------------GI-----PV--------E--------RKKL--R---------------
WP_076994244.1 ------MWRV-----------AAGPRP----------------TDLTWPELRDIWWLVRC--------------------------------------------------IHRDAPPPS----------PAGVPPRED---------AP-----------------------------------------------AMPDSERPVEPEPRR-----DHRQQG-QSQ-----------------------------PDIAPP--------------------KRKQPEPA-------EQWAPR---------------------RREALRMTMAD----------------------TSRASAPLPL-----PVV------------------------PG--------LRD---ARA---------TEQALRPL--TK-----RE---------PS---------PWLSV---------LDEEATA---RR-----AAEE-----------------K-----------IWLP-----EW---RPAP-WRR------FELLLIVDSSPT-LAIWQSLI-DEFVAVL-GHT--G--------AF-RQIRVH------RT---------------------DCSRP-----------------------------------------TGLTLAVRGTDVERTWQ----DVV-------DR---TGR-R-----------VVLVITDAVGA-AW--RTGA----------AER-LVAELAAH-MPTAIVNVLG-ERLWSW---G--------------GL---------------S------PYRAHL------------------
WP_020126655.1 -------------------------PP-------------------HWHELADAIWLAAH--------------------------------------------------WSRGGRTVP----TEFEVPADDEPDGMP------------------------------------------------------------------SLPEPTSS----AYQGPT--DA-----------------------------ESVAVG--------------------------------------------------------------LNLPAPGPAMP----------------------GGAGAGPVLV-----PRT----------------------------------RPR---GRG--RGAQSAVLARALHRL--AR-----RV---------PS---------REALL---------LDEELTA---ER-----TVVD-----------------G-----------LWLP-----FF---RPAE--TP-A----FDLVVLVDNGPT-MDIWRSET-AALVDAA-EHS--G--------AF-RAVRTV------RV--------------------NVPHGG---------------------------------------AHEPTLRWSATARSTAALG----EVL-------DG---RGD-R-----------LFLVVTDGLGH-GW--AAHA----------ADT-LLHRLGRA-GPTALVHLLP-PHLRHR---S--------------SL----RPR--------G------------------------------
WP_026468526.1 ----MTVERS------------GNTPL-------------------SWSELADAVWLAAT--------------------------------------------------LGNQAVRPA-------GETRTRSRPPTP---------ES-------------------------------------------------------PAEPPPSD----PGLEPS-APP-----------------------------PPSAQP---------------------GLPDVEP-------EPVAVR---------------------RRRPVAGGFVR----------------------DNLAHDAEGS-----PRN------------------RQTAKRPT--------MPG---GPD---------ILRALRPL--KQ-----LR---------PS---------PREDELE-------LDEERTA---EE-----AAQT-----------------G-----------LWLP-----LL---KPAPTTRV------LDLTVVVDAGAS-MVLWHPEV-TAFLNLV-QQL--G--------AF-RTVRIR------YL----------------ETETRATDGS--------------------------------------------LAPVLRGGTPDAPQHSVAELL-------DW---YGG-R-----------LMLVLTDGVGE-AW--RRDL----------VSP-LLAQWSRR-MPVAVVHLLP-QHLWKK---S--------------GI-----PL---------------------------------------
WP_051807270.1 ----GADLEHSGQP-------PESSQP-------------------DAVQILDAVWLAAV--------TRE---------------------------------------DGEPAATTE--------------PRGGT---------AA-------------------------------------------------------TGPERAGD----RATVPA--AP-----------------------------TGGAPP------------------------------------PSVPV---------------------DDRGGVAGGLV----------------------RHATEMPGLA-----ENA----------------------LFGS--------LPS---GRR---------LARALHPF--KR-----RI---------RS---------STETE---------LDEDATA---EW-----AADT-----------------G-----------VWLP-----RY---RSAQ--ER-W----LGVTLLVDGGAS-MAVWRPAL-TAFRLLL-ERH--S--------AF-RTVRAF------QL------------------CADDAGLP---------------------------------------------RVHAPHGGVRSPA----ELL-------DP---SGR-Q-----------IFLVITDGLGA-VW--RHPS----------IDG-LLRTWGSS-GPLALVNPLP-QRHWRS---G--------------NL------I--------P--------RRCQ------------------
WP_073900317.1 -ATDSRVEVL------------RTTDL-------------------TLREVRDSLWLAGA--------------------------------------------------LRPPPPEAT-----TDDPPHDDEPPAPP---------PP-------------------------------------------------------PAQEPPAG----DVPPPD-LPP-----------------------------PSDRAS----------------------GTEVEQAPARIERWTPTPT---------------------TLARVDPVLSV----------------------GGTVSAVSAW-----PTV------------------------PA--------LPE---RRG---------ISRALRPL--GR-----RQ---------PS---------PRIKV---------LDEEATA---VR-----AARD-----------------G-----------LWLP-----EW---RAAP-WRR------FEVALVVDTTVA-AELWRQTV-REFRVLL-ERQ--G--------AF-RDVRVY------EL---------------------DSSCT----------------------------------------AQRDVTLRSEGGARHEWR----YLV-------EP---TGN-R-----------MVLVLTDTIGR-SW--HSGA----------VGH-VLNAWGRS-MPVAVVQTLA-QRLWSW---G--------------GL---------------P------TRRMRL------------------
KIH98248.1 ----HLAALL------------ERVDP-----------------PATAEEIAEAAWLARH--------------------------------------------------LPPGAPLGQ------SAPERRASPPPAG---------GP-------------------------------------------------------AAPAAPRR----TERLPP--PP-----------------------------PQVADK------------------------------------------------------------AQAHLLPEEGKER----------------------FGGGAVPTRL-----PSP------------------------SA--------LPR---QLE---------LARALRPL--RQ-----YA---------PS---------PVRLA---------VDEDATA---AA-----SAEQ-----------------G-----------FWSP-----RL---VPVP--ER-M----LDVAVVVDTGGS-MPVWRRTV-AEFVALL-KRQ--G--------AF-RDVRVW------RV---------------------DTSPP---------------------------------------ADRALTLTAEGDDSRRSPE----ELT-------SA---TGR-R-----------LVVVLSDCVDR-AW--SDGR----------MAR-LLELWGRH-CPVAVAHLLP-QRLWSR---C--------------AP--RIVPV--------R------------------------------
OKK13505.1 -ADPDVTVVP------------------------------------HWQELADAVWLAAY--------RAR---------------------------------------AGEGTAASG------------AEPDGEH---------GP-------------------------------------------------------TRDTPPSG----SPATAP--ER-----------------------------PEAPDD---------------------GPGAAPT-------ALPVPD---------------------PEGTGRIRLGP----------------------PVLPEPGRRA-----PVS----------------------------------GRR---SAR---------LAVALHRL--AR-----RV---------PS---------RTAVE---------LDEEATA---ER-----GITD-----------------G-----------LWLP-----WF---RPAD--IR-A----FDLILLVDDAPT-MAVWHEET-ASLAAAA-EHS--G--------AF-RSVRTV------AL-------------------TLAPTGP----------------------------------------------VSLRWSGARTPA----RIG-------ELLGGRGD-R-----------LFVVVTDGLAH-GW--AGSA----------ADT-LLDRLGRA-GPTALTHLLP-PHMRHR---S--------------SL----HPH--------P----------AV------------------
WP_040273873.1 ----HLAALL------------ERVDP-----------------PATAEEIAEAAWLARH--------------------------------------------------LPPGAPLGQ------SAPERRASPPPAG---------GP-------------------------------------------------------AAPAAPRR----TERLPP--PP-----------------------------PQVADK------------------------------------------------------------AQAHLLPEEGKER----------------------FGGGAVPTRL-----PSP------------------------SA--------LPR---QLE---------LARALRPL--RQ-----YA---------PS---------PVRLA---------VDEDATA---AA-----SAEQ-----------------G-----------FWSP-----RL---VPVP--ER-M----LDVAVVVDTGGS-MPVWRRTV-AEFVALL-KRQ--G--------AF-RDVRVW------RV---------------------DTSPP---------------------------------------ADRALTLTAEGDDSRRSPE----ELT-------SA---TGR-R-----------LVVVLSDCVDR-AW--SDGR----------MAR-LLELWGRH-CPVAVAHLLP-QRLWSR---C--------------AP--RIVPV--------R------------------------------
WP_073930805.1 -FPRERAPGTGAEGGAPADP-DVTVVP-------------------HWQELADAVWLAAY---------------------------------------------RARAGEGTAASGAE--------------PDGEH---------GP-------------------------------------------------------TRDTPPSG----SPATAP--ER-----------------------------PEAPDD-----------------------------------GPGAAP---------------------TALPVPDPEGT----------------------GRIRLGPPVL-----PEP----------------------GRRA--------PVSGRRSAR---------LAVALHRL--AR-----RV---------PS---------RTAVE---------LDEEATA---ER-----GITD-----------------G-----------LWLP-----WF---RPAD--IR-A----FDLILLVDDAPT-MAVWHEET-ASLAAAA-EHS--G--------AF-RSVRTV------AL-------------------TLAPTGP----------------------------------------------VSLRWSGARTPA----RIG-------ELLGGRGD-R-----------LFVVVTDGLAH-GW--AGSA----------ADT-LLDRLGRA-GPTALTHLLP-PHMRHR---S--------------SL----HPH--------P----------AV------------------
WP_083466592.1 -----------------MWQVAAGPRP----------------TDLTWSELRDIWWLVRC------------------------------------------------VYREPPEAPPA------------EIPPVDD---------VP-----------------------------------------------------RIPESKPPER----SPSTPE--AP-----------------------------PENAQP--------------------KRKQPEAA-------EQWTPR---------------------QRGALRQTLAD----------------------TTRATAPLGW-----PGV------------------------PA--------LRN---PRA---------IEQALRPL--TR-----RV---------PS---------PWRKV---------LDEEATA---RR-----AAEE-----------------R-----------IWLP-----EW---QPAP-WRK------FELMLIVDSSPT-LAIWRNTI-DEFTGIL-GHI--G--------AF-RQIRTY------RT---------------------DFSRP-----------------------------------------KDLTLSVDGTGAQRSWR----DVV-------DP---TGR-R-----------VVLVITDAIGP-AW--RTGA----------AEH-RIAELATG-MPTAIVNVLS-DRLWSW---G--------------GL---------------S------PHRAHL------------------
WP_082114514.1 -------------------M-RGGTTE-----------------------------------------------------------------------------------SRDQGDPDP--------------PGPVL---------PE-------------------------------------------------------AVKPVPAE----AVDDEA--PV-----------------------------PDAPVS--------------------HEPEPFPA-------AAPDEV-------------------ARTPLPRPPSLDE----------------------NGHRDLPPAA-----AVV------------------------PG--------LAE---TLE---------CFRALRPL--KR-----EI---------AS---------FRDGATV-------LDEVATA---EQ-----VART-----------------G-----------SWWP-----IT---RSSP--ER-W----LDLTVVLDDSPS-MSLWRPKV-VAFMEML-TRL--G--------AF-RTIQFR------LV-----------------DVVRNEDGT----------------------------------------EVPVLRGGTPGAPARDPA----EVL-------DV---SGR-R-----------VVLLVTDGVGG-VW--KPGL----------LNP-MLARWARS-MPVSVLHMLP-QWLWGR---G--------------AV-----PL-------------------HR------------------
WP_030212926.1 ------------------AGADTAVVP-------------------HWQELADAVWLAAY--------------------------------------------------RARAGEGPA---------AAGAEPDGER---------EP-------------------------------------------------------ARDTPPSG----PSDTAA--ER-----------------------------SAPPDD-----------------------------------GPGTAP---------------------TPLPVPDPEGT----------------------GRIRLGPPVL-----PGS----------------------TRRS--------PGSGRRSAQ---------LAVALHRL--AR-----RV---------PS---------HTAVE---------LDEEATA---ER-----GITD-----------------G-----------LWLP-----WF---RPAS--TR-A----FDLVLLVDDAPT-MAVWHEET-ASLAAAA-EHS--G--------AF-RSVRTV------AL-------------------TLARTGP----------------------------------------------VSLRWNGARTPA----RVG-------ELLAGRGD-R-----------LFMVVTDGLAH-GW--AGFA----------ADT-LLDRLGRA-GPTALTHLLP-PHMRHR---S--------------SL----HPY--------P----------AV------------------
WP_016188158.1 -------------------------------------------------------------------------------------------------------------KDTAPAAGPQ--------------RPGTD---------PS-------------------------------------------------------AAVLGAAE----KTAGTE--PP-----------------------------RLPPAP-----------------------------------------------------------------------------------------------APPSGALRPH-----PSP----------------------------------LLH---RSA---------LYQALRPFRLAA-----TD---------PW---------QHS-----------YDAEETA---RG-----YARRLLASPHPGGGHRPVAVTP-----------QWAP-----FV---RPG-----------VQLTVLVDESVS-MLFHQDQV-NDFIGLV-RSS--G--------VF-RGVRVE------RF---------------------TSDSA------------------------------------------DPAPVPAAGWGASSGK--------------DP---GGI-H-----------IAVVLSDGIGE-GW--ARGS----------VQS-WLGCLAQR-LPVAIIHLLD-PRQWSR---T--------------GI--RPAAM-----ELTV------AAHLGR------------------
SEF26728.1 -PQDIPSGQL------------------------------------SWSEVADAMWLAAV--------------------------------------------------LGPRAPRPE--------EEPEPSPRPRT---------PE-------------------------------------------------------SPPEPPRPVRDPEPRADP--PS-----------------------------AAEAGP---------------------AAGPRPR-------SLAREP---------------------GREIGGGGSLP----------------------GTLWNALARK-----PST----------------------------------MPG---GPD---------ILRALRPL--KQ-----LR---------PS---------SREDDLE-------LDEDLTA---EQ-----AVQD-----------------G-----------LWLP-----VL---KPAPTTRV------LDLTVIVDAGTS-MALWEPEV-TAFLKLV-QQL--G--------AF-RTVRIR------YL----------------ETEARATDGS--------------------------------------------LAPVLRGGTPDAPQHSVAELL-------DW---YGD-R-----------LMFVLTDGAGE-AW--RRDL----------VSP-LLAQWSRA-MPVALVHLLP-QHLWKK---T--------------GL---------------P------LHRAML------------------
WP_065913170.1 -------------------MSPPERDI-------------------TARDVADALWLASH-------------------------------------------VWRMSRDAAEAGAVPAAPLSRHPAAEVLLPPPGTG---------QE-------------------------------------------------------TSLSPSTA----TGQETSFSPP-----------------------------PDLPRG--------------------------------------------------------------RRSQEDTPLRYF---------------------ANAPAEPGRA-----PVT------------------------EN--------LPQ---TRA---------ISRALRPL--AT-----LV---------PS---------DREVE---------FDEEATA---VR-----VAET-----------------G-----------VWLP-----AF---RPTM-VHP------FEVVLVIDTAS--LDIWQREI-ADFRAVL-ETQ--G--------AF-HTVRLV------FA-------------------DFNVENA----------------------------------------IDLVLRSGGPDGPTRSPA----ELL-------DP---TGH-R-----------LVLVMTDGVGR-AW--HTGA----------AER-VLGYWGRS-VHVSVVDLLP-QDLWSW---T--------------GL----------------------TTTRVQ------------------
WP_030328546.1 ----RLVTAL------------GGAPS-----------------ALTAEECAEAIWLARF--------------------------------------------------LPRQPGPPR----AGPAATASDAPPGAP---------PE-------------------------------------------------------PPASPPST----SPARQP--TR-----------------------------PEAPAV-----------------------------------TEAEPS--------------------AKLYLPPPANGP----------------------RDPSSLPLRT-----PGV------------------------PA--------LPH---ARE---------IARALAPL--RR-----SV---------PA---------RHAVR---------LDEAETA---RR-----SAEA-----------------R-----------MLQP-----CL---TPVT--EP-W----LDLVLLVDGSPS-MVVWEATA-TEIRTLA-DRMRVH--------TF-RRIQVW------YL---------------------RPDAK----------------------------------------GHRPILTSDGGSTARDPR----ELV-------DP---EGR-Q-----------LTMVLSDCTGA-IW--DAPE----------LRR-WLAIWGRS-GPVAVVQPLP-QRLWHR---C--------------RP--TLHPV--------L------------------------------
WP_053653628.1 ----RLVTAL------------GGAPS-----------------ALTAEEYAEAIWLARF--------------------------------------------------LPRQPGPPR----AGPAATASDAPPGAP---------PE-------------------------------------------------------PPASPPST----PPARQP--AR-----------------------------PEAPAV---------------------------T-------EAEPSA---------------------RLYLPPPANGP----------------------RDPSSLPVRT-----PGV------------------------PA--------LPH---ARE---------IARALAPL--RR-----SV---------PA---------RNAVR---------LDEAETA---RR-----SAEA-----------------R-----------MLQP-----CL---TPVT--EP-W----LDLVLLVDGSPS-MVVWEATA-TEIRTLA-DRMRVN--------TF-RRIQVW------YL---------------------RPDAK----------------------------------------GHRPILTSDGGSTARDPR----ELV-------DP---EGR-Q-----------LTMVLSDCTGA-IW--DAPE----------LRR-WLAIWGRS-GPVAVVQPLP-QRLWHR---C--------------RP--TLHPV-----------------------L---------------
WP_015660488.1 -------------------MTPGRDRP-------------------GPRELADALWLASE----------------------------------------------HGWLVGPMDGIGA--GTDAPTPPGSASPAPSA---------GS--------------------------------------------------------STARTGA----ETDVPP--PA-----------------------------PDKPTT-----------------------------------PTSTPR---------------------PRSSHPAEPTA----------------------ALSPAATAPD-----PES----------------------------------RPT---DRA---------LGRALRAF--RT-----TV---------AS---------AHAAE---------LDEEATA---EL-----IAPA-----------------P-----------FLPP-----VL---RPAA--ERRW-----RAVLVVDSAPR-MALWHDTV-ARFARVV-RAY--G--------GF-RDVMEL------SL------------------DTTDPGQA-----------------------------------------TVRLPGPARTARPAAAR----SLV-------DP---TGR-S-----------VVFVLTDGAAP-AW--RSSA----------AQR-LLARWGRR-QPVTVLHMLP-QRLWHR---T--------------GL----HPSRIALRSSGP------------------------------
SFO06617.1 -------------------PSPFGEDP------------------PDWRELADALWLAAV--------------------------------------------------WDSTGRTAP--------------GRPEP---------GQ------------------------------------------------------DVDRRPDAS----PFPESP--EP-----------------------------PELPEP----------------------ANDAFD-------APTRTA---------------------AQSPDPEGLGHLY--------------------LGRPILPATQ-----PSA----------------------------------PGRGAHAAR---------LARALHGL--GR-----RM---------PS---------PGALL---------LDEELTA---ER-----LAVD-----------------T-----------LWLP-----SF---RPAL--AT-V----FDLVLLVDSGPT-MVIWRDET-AALQDAA-EHS--G--------AF-RTVRTV------QV--------------------DVPETG------------------------------------------PPVLRSGPVGTARNLG----EII-------DA---RGD-R-----------LFLVVTDGLGR-GW--ASPA----------ADT-LLHRLGTA-GPTAVVQLLP-PHLRHR---S--------------SLSPQAVTL--------R------SPGFGV------------------
WP_036013968.1 -------------------MSAAERDL-------------------TARELADALWLASQ--------------------------------------------------MWNASREVA---------------RPAA---------VP-------------------------------------------------------ATPKREHV----VLPMAL--PP-----------------------------PEDVPP-------------------------ALR-------STTPPH---------------------VPPEVARSTKD----------------------AVPPQFVLGT-----PSR----------------------HEPGAARPVTENLPH---TRA---------ISRALRPL--AR-----LV---------PS---------DHEVE---------FDEETTA---LR-----VAET-----------------G-----------VWLP-----AF---LPAL-TRP------FEIALVVDTAS--LEIWQREI-ADFRAVL-ETQ--G--------AF-RTVRLY------FV-----------------DFDQESSGD------------------------------------------LLVRVGAPDGPSRGPA----ELL-------DP---SGG-R-----------LVLVVTDGVGR-AW--HTGA----------ADR-VIGYWGRS-IHVSVVHLLP-HELWSW---T--------------GL--VTTRV--------Q------------------------------
SDM15376.1 -------------------MSAAERDL-------------------TARELADALWLASQ-----------------------------------------------VWNASREVAGPA--EVPATPKRQHVVLPMAL---------PP-------------------------------------------------------PEDVPPAL----RSTTPP--HV-----------------------------PPEVVK-----------------------------------STKDVL---------------------PRFVLGTPPRH----------------------EPGAARPVTE-----N------------------------------------LPH---TRA---------ISRALRPL--AR-----LV---------PS---------GHEVE---------FDEETTA---LR-----VAET-----------------G-----------VWLP-----AF---LPAL-TRP------FEIALVVDTAS--LEIWQREI-ADFRAVL-ETQ--G--------AF-RTVRLY------FV-----------------DFDQESAGD------------------------------------------LLVRVGAPNGPSRGPA----ELL-------DP---SGG-R-----------LVLVVTDGVGR-AW--HTGA----------ADR-VIGYWGRS-IHVSVVHLLP-HELWSW---T--------------GL--VTTRV--------Q------------------------------
SEG88246.1 -----MSGHT-----------EDPPGP-------------------SWSELRDALYLAAY--------------------------------------------------QDAAAPRRH----------RAAWPAQRP---------AP-------------------------------------------------------GNGDHPPP----RTEEAL--RE--------------------------RFAEEFQES---------------------QNDTVAH-------ETPEPD---------------------PPWFEPSRDEP----------------------APDGAAPRAT------------------------------------------LPG---GHA---------LGMAFKPLRLCR----------------PS---------ADAFE---------IDEDATA---ER-----IAAD-----------------D-----------LWLP-----EC---RPAA--EP-L----FSLRLVVDAHPS-MVLWHDLV-RRLKKLM-EET--A--------AF-RTVDVV------SV-------------------DIAKAGA------------------------------------------------RARRRGGPPS--------------GA---LGPDH-----------LVLVLTDGLSR-GW--RTGD----------AAT-YLHATALT-SPAAALSLMP-QEVWEF------------------TF---------------P------TAVGAW------------------
WP_051766461.1 -ATEHRLERL------------RTADL-------------------TLREIRDSLWLAGT--------LRP---------------------------------------AAEPAAGEP--------------PPALP---------HD-------------------------------------------------------DDRPPPDP----EEQVRE--EP-----------------------ETEEGDHPAPEP-----------------------TCTQG-------WTPTPT---------------------TLDRADPWSDG----------------------HGTVSAVSAW-----PTV------------------------PA--------LPE---RRR---------LSRALRPL--CR-----HE---------PS---------PRLRL---------LDEEATA---VR-----AARD-----------------R-----------LWLP-----EW---RAAP-WRR------FEMALVVDTTVA-AELWQQTV-REFRLLL-ERQ--G--------AF-RDVRTY------VM---------------------DSSCP----------------------------------------EPHEVTLRSEGGAKHPWR----YLL-------DP---AGT-R-----------IVLVLTDTVGR-AW--HTGA----------VGH-VLHHWGRV-MPVAVVQTLA-QRLWSW---G--------------GL-----PT--------R--------RMKL--S---------------
CEL17037.1 AREETGPPRL------------RTGDL-------------------TAMEMMDALWLARV--------------------------------------------------ISEHEDTDP------------LEPSAED---------PR-------------------------------------------------------PPTTDTPG----VIPADR--PN-----------------------------PTVSPV-----------------------------------ESDTEL---------------------SWSTRYARSGD----------------------SAFTGPPARV-----GLA-----------------------GRE--------LQQ---AAK---------LARALRPLMKRS-----PS---------PW---------KHE-----------LNEEATA---IR-----AAQD-----------------G-----------MWLP-----VW---DPAP-WRR------FELVLVVDSAPS-MDVWRETV-DEFRQLM-QQQ--G--------AF-RNVRKL------LV---------------------DCSAP-----------------------------------------ELSLRVEGPAGAMQSTR----HLV-------DP---TGR-R-----------LVLVMTDAIAS-AW--HDGS----------AER-VLVRWASR-MPLAIINVLP-SRLWSW---S--------------GL-----SP--------R----------RV--C---------------
WP_042186031.1 -REETGPPRL------------RTGDL-------------------TAMEMMDALWLARV--------------------------------------------------ISEHEDTDP------------LEPSAED---------PR-------------------------------------------------------PPTTDTPG----VIPADR--PN-----------------------------PTVSPV-----------------------------------ESDTEL---------------------SWSTRYARSGD----------------------SAFTGPPARV-----GLA-----------------------GRE--------LQQ---AAK---------LARALRPL--MK-----RS---------PS---------PWKHE---------LNEEATA---IR-----AAQD-----------------G-----------MWLP-----VW---DPAP-WRR------FELVLVVDSAPS-MDVWRETV-DEFRQLM-QQQ--G--------AF-RNVRKL------LV---------------------DCSAP-----------------------------------------ELSLRVEGPAGAMQSTR----HLV-------DP---TGR-R-----------LVLVMTDAIAS-AW--HDGS----------AER-VLVRWASR-MPLAIINVLP-SRLWSW---S--------------GL---------------S------PRRVCL------------------
SEF23786.1 --MADPVDRL------------PTEAL-------------------NADEIADAVWLAAR--------------------------------------------------IAASEPPRA-----------RADPRPDP---------PP-------------------------------------------------------PPPPPPSA----PEPESE--PP------------------PVAKSRVDHVLPGRPDP---------------------GRPGEHP-------EPAPVP---------------------LEPVPVRPRAR----------------------RSAAPRPIRT-----VPP------------------------SL--------------PRG---------LAKALRPL--NR-----LV---------RL---------KHRTE---------LDEEETA---VA-----AAET-----------------K-----------VWLP-----VH---RASR-GHP------FEIVLVVDRGSS-MVFWERTS-RAFRALL-ERQ--G--------AF-SDVKTV------SV---------------------DTDEP------------------------------------------DVRFVETAPGTGCEPA----QLA-------DP---TGR-R-----------VIVVLSDGVGP-AW--RSGS----------MFE-VLSLWAKT-CQVSLFHLLP-AERWSW---T--------------GV--RVVSQ--------A------------------------------
SFW79240.1 --MADPVDRL------------PTEAL-------------------NADEIADAVWLAAR-----------------------------------------------IAASEPPRPEPG--------------PPPEP---------PP-------------------------------------------------------PPQAPPEP--------PE--PP-----------------------------PEPPEP-----------------------RVEHP-------PPARPE---------------------PVRPGGGHPEP----------------------PPVPLEPVPV-----PRR------------------------PR--------KPAAAPPIRAVPPSLPRGLAKALRPL--NR-----LV---------RL---------KDRTE---------LDEEETA---VA-----AAET-----------------R-----------VWLP-----VH---RPSR-GHA------FEVVLVVDRGSS-MVLWDRTT-RAFRALL-ERQ--G--------AF-SDVKTV------SV---------------------DTDDP------------------------------------------VVRAVETTPGTACEPA----QLA-------DP---TGR-R-----------LVIVLSDGVGA-AW--RSGS----------MFR-ILTLWAKT-CHVSFFHLLP-GERWNW---T--------------GV--RVAPR--------S------------------------------
WP_072478272.1 --MADPVDRL------------PTEAL-------------------NADEIADAVWLAAR--------IAA---------------------------------------SEPPRPEPG--------------PPPEP---------PP-------------------------------------------------------PPQAPPEP--------PE--PP-----------------------------PEPPEP-----------------------RVEHP-------PPARPE---------------------PVRPGGGHPEP----------------------PPVPLEPVPV-----PRR---------------------PRKPAAAPPIRAVPPSL--PRG---------LAKALRPL--NR-----LV----RLKDRTE-----------------------LDEEETA---VA-----AAET-----------------R-----------VWLP-----VH---RPSR-GHA------FEVVLVVDRGSS-MVLWDRTT-RAFRALL-ERQ--G--------AF-SDVKTV------SV------------------DTDDPVVR---------------------------------------------AVETTPGTACEPA----QLA-------DP---TGR-R-----------LVIVLSDGVGA-AW--RSGS----------MFR-ILTLWAKT-CHVSFFHLLP-GERWNW---T--------------GV--RVAPR--------S--------LRGV--L---------------
WP_026401298.1 ----RLVEAL------------AHLDP-----------------PPTARELADALWLARL--------------------------------------------------VPMQAANER--------------AARET---------AG-------------------------------------------------------EESAGETP----HDPEPA--EA-----------------------------STAEPP-----------------------APAAA-------ARPVAA---------------------PPQVALHPARP----------------------GSVTDGIVRA-----PAL------------------------PA--------IPQ---ALD---------LGRALRPLRENA-----SS---------PT---------VEN-----------LAEEKTA---QL-----IAET-----------------G-----------IWRP-----VM---EPAP--ER-Y----FDLALVADESRS-MVVWSRII-GEFHTLL-EQL--G--------AF-RDVRVW------RL---------------------DTDED------------------------------------------ALVLRTGTGSSVRNPN----ELI-------DP---TRR-R-----------IVLVFSDCIGR-AW--YDGR----------AAA-VLERWADV-GPVAIVQPLP-QRLWWR---C--------------GT--TVEPV--------R--------LGAV------------------
OHV36996.1 ---MTAGVGP---------DGHTSWST-------------------DPMDLADTVWLALF------------------------------------------ADDLPDRAAGLPRADSD--PLDEESLADLAAPRQPP---------NP-------------------------------------------------------REESGEPA----GVDGGG--PR-----------------------------SSHLPP-------------------SSGEPLDTGDSVTGEAAVGGSG---------------------VTGWDRPVASSR---------------------PRRRGRSWLA-----PRP------------------------ATLTAL----LEQ---PRG---------LRQALEPI--RQ-----LV---------PS---------AGETV---------LDDEATA---EH-----LADG-----------------------------RWRP-----EY---QPVL-ERR------YALTLVVDDNWT-MTIWSALV-PRLVGAL-ERL--G--------VF-RDVRVC------YL---------------------DTDVA--------------------------------------ATRALRLRGSRRRAAGFSPA----QLL-------ES---PGR-R-----------IIWVLTDGMGA-AW--RRGL----------MEP-VLWSWARS-LQVALLSTVP-RSTLRH---T--------------GI-----DQ---------------------------------------
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SCE36538.1 --------------------------------------------------------------------------------------------------------------SGAAGGPSR----------------------------------------------------------------------------------------------------------------------------------------ERAGAP-----------------------------------VPVRVG------------------------------------------------------AFARSVRSGA-----YGP------------------------PA--------LEG---ARP---------IERALRPL--RL-----RL---------PS---------GRVRL---------LDEEATA---ES-----RAEH-----------------G-----------SWLP-----VL---RPAA--ER-W----LSLTLVVDSGLS-MGLWTRTV-RQFEATL-LGS--G--------AF-RDVRVC------RW--------------------DDVTGR--------------------------------------------------GRRAVAPD--------------RP----GR-R-----------AVLVVTDMYAH-HW--RDGS----------AHH-RLARWAAT-MPTAVVSTLP-EHLWARLPTV--------------PL---------------R----------SR------------------
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SED54965.1 ----------------------------------------------------MPAWHEHV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VI----------------------------------VDEAATA---ER-----VAES-----------------G-----------FWWP-----VT---EPEL--ER-W----LDLTVVVDTARS-MTLWRSTV-KAFRAGL-EQL--G--------AF-RTIQYR------RL---------------------DTQSS------------------------------------GHRRGRPRLYGETSSSAPRDPS----ELI-------DP---TGR-R-----------IVLVVTDGVGD-LW--RSGG----------VST-VLAEWASV-MPTTVLHVLP-QRLWSR------------------GM-----DL--------H----------RA--R---------------
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OKI79079.1 -------------------------------------------------------------------------------------------------------------------------------------MRTAP---------PR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RST-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------R----------AQ------------------
OKJ54712.1 -------------------------------------------------------------------------------------------------------------------------------------MRTAP---------PR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LARSLRGL--GR-----RV---------PT---------GGRST---------LDEESTA---EH-----GLTD-----------------G-----------LWVP-----YF---LPDR--ER-A----FDLVLLVDRAPT-MPPWGATV-RQIADEA-ARS--G--------AF-RDVRTV------GV--------------------TLPAGA------------------------------------------GEPALRWPGGRDGDPA----ELL-------DG---RSS-R-----------LFLVVTDGLAH-GW--AGHG----------ADR-LLERLASG-GPTALVHLLP-PYLRHR---S--------------SL----FPF--------S----------AQ------------------
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WP_079065161.1 --------------------------------------------------------------------------------------------------------------MQCDDGPRP-----------------------------------------------------------------------------------------------------PS--AS-----------------------------PSDDAS---------------------------------------------------------------------------------------------------------------------------------------------------LGV---------------LSHALRGL--GQ----------------------------------------------------------ASSA-------------------------------------------------DR------PDVLLVVDDYVT-MRVWDETV-TRLADELARQESLG--------PI-TRLRLL-----------------------------SSDDT-------------------------------------------------EPGRIRLEH-----LP-------PP---VGEHR-----------VVLVLTDGLAA-GW--RSDA----------VLP-LLRELGRS-EPIAVLHLLP-QRLWFR---T--------------GL-----DV--------Y----------RM--R---------------
SEN16512.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRGDDGQRVA-----PVA------------------------QA--------------PSQ---------ALRALGPL-------------------------------------------------------------------------------------------------------------KPPRGRAR------AELVVVVDAHPT-MQVWSEWV-TEAVAEL-ARQ--D--------TW-SGVETV------DL------------------LGTDETGT---------------------------------------------------GRARLAR----PLP-------EP---RGRHR-----------LVLVMTDGLAT-GW--LADA----------VSP-LLRAWGRS-GPVAVLNPLP-QRLWFR---T--------------GL---------------D------VARVRL------------------
ANS63696.1 --------------------------------------------------------------------------------------------------------------MTSFGGRGD-------------------------------------------------------------------------------------------------TLLHHG---------------------------------PGAPWA-----------------------------------------------------------------------------------------------DSGRWTDITD------------------------------------------------AQG---------TLRALHPL-------------------------------------------------------------------------------------------------------------RTAPGGGA------FDMVVAVDTDPG-MVVWQDTA-AEFTGLL-RRS--R--------VF-RRVDRC------GL-------------------GMPPPGQ-----------------------------------------VHGRRPPGRDPLPKTPG-------------------PAR-R-----------LVLVLTDGTAP-AW--RSGA----------PGH-LLHHWGWD-SFLAIVHLLP-FHAWPD---A--------------GI---------------P------TWPMSL------------------
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SFY49287.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MH----------------------------------------------------------------------------------------------------------------------------------DDDEQRPERA-----RRE----------------------------------------------------AARVLSRL--GR---------------------------------------------------EA------------------------------------------------------------------AEAVLVVDAHPT-MRVWDQAVEDDLVREL-ERA--G--------RF-GRVRVV------RL--------------------LGTDET-----------------------------------------------DPSQVCAEEPL--------------GPAPADAR-R-----------VVLVLTDGIAT-GW--RLGT----------VHP-LLRDWGRA-QPVAVVQMLP-PHLWFR---T--------------GL-----DV-----------------YRVR------------------
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WP_048584307.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAS---------------DHARLRPL--RS--------------------------------------------GADL---TR--------------------------------------LWSD-----WSFEGDAAP----------REAVLVIDSHVS-MRVWDEAT-DSLARTL-ARS------------F-TVVQKT------DL---------------------LGTDE------------------------------------------------TLPTRVRAER----SLE-------PP--ADGTRR-----------VVLVVTDGLAA-GW--HLGS----------VQP-LLRRWGLS-WPVAVINLLP-PHIWFR---T--------------GL--DVLPV--------R------------------------------
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WP_051113540.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSE---------------LARS------------------------------------------------------------------SSAD-------------------------------------------PPSV-------------LLVVDDHAT-MRVWEKTV-RKLADELAREERLG--------GV-STVRLL-----------------------------SSDDT-------------------------------------------------EPARIRLE-----ELP------SAP---SER-R-----------VVLVLTDGLAA-GW--RSDA----------VLP-LLRELGRT-EPLALLHLLP-QHLWSR---A--------------GL-----DV--------N------RMRFGC------------------
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OKK02915.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPP-------------------------------------------------------------------------------------------------------------------------------AF---APEP--ERQW-----SAVLVVDSAPH-MALWRPAV-DRFRAAL-DGY--A--------GL-RGVDVL------AL---------------------DTAHP----------------------------------------ERAVLHAPGTAGRPQPPR----GLV-------DP---TGR-R-----------IVFLLTDGAAP-AW--RSGA----------AQR-LAALWGRY-QPVTVVQTLP-QRLWAG---T--------------GL--------------FP------------------------------
CCK29233.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------LLVVDDHAT-MRVWEKTV-RKLADELAREERLG--------GV-STVRLL-----------------------------SSDDT-------------------------------------------------EPARIRLE-----ELP------SAP---SER-R-----------VVLVLTDGLAA-GW--RSDA----------VLP-LLRELGRT-EPLALLHLLP-QHLWSR---A--------------GL-----DV--------N----------RM--R---------------
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WP_006541355.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------GIVVDDSPTFAGLWGDAV-AGLVQVL-RRQ--P--------AFGGNVITH------RI---------------------APDGW------------------------------------------------WSGRLRRPPS----RL--------EG---RGRCG-----------VVWLLTDGLGE-AW--RSGR----------AAW-VLAGWARS-MPVVVVDVLA-PSVWEQ---T--------------DL-----GV----ERI-R----------LQ--G---------------
WP_053655870.1 ---------------------------------------------------MEGTWEA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ISQALRPL-------------------------------SGS---------------------------------------------------------------------------SPAP--AGGW-----GVTVLVDAVRS-MVVWGDTV-DSVVAVLRDHE--G---------F-AAVEVV------PF---------------------DSSQT-------------------------------------------------------GQA----VLA-------GQVAIDGR-------------IVLVLSDGAGA-AW--HAGT----------MQA-LLRAWSLR-VPVAIVHLLP-QLQWYR---T--------------GI-----RP--------R----------RLR-M---------------
WP_079138844.1 -----------------------------------------------------SEWVTEA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VAEL-------------------------------------------------AR-------------------QDTWSG---VETVDLL------G---------------------------------------------TDETGT---------------------------------------------------GRARLAR----PLP-------EP---RGRHR-----------LVLVMTDGLAT-GW--LADA----------VSP-LLRAWGRS-GPVAVLNPLP-QRLWFR---T--------------GL-----DV---------------------------------------
WP_079163728.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLVVDSHVT-MRVWDQVV-GALSAAL-AES------------F-TSVRVV------PL---------------------LGTDE------------------------------------------------ALPARVRTEH----PLG-------AP--GGGTRR-----------VVLVVTDALGA-GW--HLGA----------VQP-LLLGWAAA-WPVALVDPLP-PHLWFR---T--------------GL--DVLHA--------Q------------------------------
SFE91364.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTGAGE---------------------------------------------------------------------------------------------------------------------------------------------------VDT---WAE---------IAQALRPL-------------------------------------------------------------------------------------------------------------------PR------SGVTVLVDTAPS-MAVWRDTV-DRAVAVL------G--------AH-DDLDGV------EA---------------------VPFDT------------------------------------------------TAAEVALPSR----DIP-----------VDGR-------------IVLVLSDGTGA-AW--HSGA----------MLS-LLRAWGRR-APVAILHLLP-QLQWYR---T--------------GI----RPR--------R---------LRL--W---------------
WP_073892180.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLAPL--------------------------------------------------------------LGQS---------------------------------------------------------RDLVVAVDDGPG-MSIWTSTV-ESFTRAL-AES--G--------VF-GEVAVC------AL-------------------TAGDSGQ---------------------------------------------VVLRGSGGGSPPD----LKG------------SGR-R-----------LVIALTDAVDP-AW--RLGG----------AWA-ALRELGAA-HSVAVVSPLS----WWAACRT--------------GL---------------D------LHRLRL------------------
WP_079146592.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MT------------------------------------------------------------------------------------------------------------------MRVWDEAI-DGLGRAL-A----G--------SF-TAVHQV------TL---------------------LGTDE---------------------------------------------MLPASVHTAPDPG--------------TPADAARR-------------LILVVTDGLAA-GW--HLGS----------VQP-LLRRWGQS-QPVAVINPLP-PHLWFR---T--------------GL--DVLHV--------R------------------------------
WP_067008717.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRVWDEAI-DGLSRALAGSF--A--------AV-HDVALL-----------------------------GTDEM------------------------------------------------LPASVRTEPG----LDM-------PP---DGTRR-----------VILVVTDGLAV-GW--HLGA----------VQP-LLRRWGQS-QPVAVINPLP-PHLWFR---T--------------GL--GVLHV--------R------------------------------
KUL22000.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTGSDP---------------------------------------------------------------------------------------------------YATAHT-----PGD----------------------------------------PEA---------LAEALRRF---------------------------------------------TPHVSTC--------------------------------------------------------------------------AIVVDESPS-MDVWAPTV-AAFQDLA------G-------AVF-PRVNRQ------LL---------------------GPFRE----------------------------------------------------AHAEPR--------------VP---DGE-------------LIMVVSDGLAG-FW--AQSS----------ADQ-VLNAWGRR-VPVAIVNPYP-RELWER------------------SL-----LA--------P--------REVQ------------------
WP_067708004.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTGSDP---------------------------------------------------------------------------------------------------YATAHT-----PGD----------------------------------------PEA---------LAEALRRF---------------------------------------------TPHVSTC--------------------------------------------------------------------------AIVVDESPS-MDVWAPTV-AAFQDLA------G-------AVF-PRVNRQ------LL---------------------GPFRE----------------------------------------------------AHAEPR--------------VP---DGE-------------LIMVVSDGLAG-FW--AQSS----------ADQ-VLNAWGRR-VPVAIVNPYP-RELWER------------------SL-----LA--------P--------REVQ------------------
KOX08458.1 -------------------------------------------------------------------------------------------------------------------------------------MSGSS---------PA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAG----------------------------------------------------------------------------------------------------G---------------------------------------WGVTVLVDAVRS-MVVWGDTV-DSVVAVLRDHE--G---------F-AAVEVV------PF---------------------DSSQT--------------------------------------------------GQAVLAGQ----VAI------------DGR-------------IVLVLSDGAGA-AW--HAGT----------MQA-LLRAWSLR-VPVAIVHLLP-QLQWYR---T--------------GI----RPR--------R------------------------------
WP_017600471.1 ----MLTDGL------------GG----------------------AWRDRAFQGWLAGV-------------------------------------------------------AATG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AVA---------VLHLLRPQ-----------------------------------------------------------------------------------------------LWRR-----GA-L-RTVP----------VELSVSGRAEPG------------------PPN--T--------AYVRERAIT----------------------------------------------------------------------------------------RTDE----EDP-------PP---SGT-------------VVPVL-----P-------------------LRPDAVHAWASF-----VMGRDR-GRLWVH---A--------------AE----FPE---------------------------------------
OOQ51257.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGLAA-GW--RSDA----------VLP-LLRELGRT-EPVALLQLPP-QRLWFR---T--------------GP---------------E--------VLRM--R---------------
WP_051772444.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSIWVSTV-GEFTRAL-AQS--G--------VF-GEVIVC------GL---------------------GPDDS-------------------------------------------GRVALRGTDGASPPD----LTG------------SGR-R-----------LLLVLTDAVDP-TW--RLGG----------AWA-TLRELGAA-HSVAVVSPLS---WWAA---C--------------RIGLDLHRL--------R------------------------------
WP_051797194.1 ----MVENAF------------------------------------DGRVIQRVVRL------------------------------------------------------------------------------------------PD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAEAHWPVVT-----------------------------------------------------------------RPL--------------------PA------------------------DEFAGA----------FAGA----------------AG---------------------------------------YDVVLLVDGYPS-MAVWRETI-TDFASLL-AGL--P--------SV-GAVRTR------PL---------------------GTAGD-------------------------------------------------------PAT--------------TP-------R-----------LLLLFTDGADP-GW--CRGV----------HDE-AVRQWAEA-GPVAVVHLLP-HQMWRR---T--------------CL----------------------------------------------
WP_026468531.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGISD-AW--HRDL----------VQP-LIARWGRK-VPVAIVHLLP-RRLWVR---G--------------GV---------------D------AQNAEI------------------
WP_013229639.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MITDGVGD-LW--RSGG----------VSA-VLAEWASV-MPTAVLHVLP-QRLWSR------------------GM--DLQRA--------R------------------------------
WP_033435813.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--PA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPN---ASA---------LGRALRPL--KR-----TV---------SS---------TDETR---------LDEVATA---DH-----IADT-----------------G-----------LLVP-----RT---RPEP--RR-W----LDLALVVDDSRS-MVVWRRTI-AEFRELL-VRL--G--------AF-RDVRTW------RF------------------DGDTPAGG------------------------------------------RLVLSGAAKGAVHDVR----ELA-------DP---GGE-R-----------LVLVASDCVGD-AW--SNGV----------LGG-ALALWSAM-SPVAVVQVLP-QRLWEG---C--------------G----------------P--------DFTR------------------
WP_037064623.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVLTDGVGQ-SW--RDDT----------AVTALLARWGAS-MPVAVLHLLP-QRLWEH---R--------------GL-----AL-------------------HR------------------
OIK25119.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGIAT-GW--RLGT----------VHP-LLREWGRA-QPVAVAHLLP-PHLWFR---T--------------GL-----DV---------------------------------------
WP_061981586.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQKRDA-----------LYP-MLARWGAA-MPVSIVHLLP-QWLWGR---C--------------GM----------------------SPRKAR------------------
WP_069466096.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTDGLAT-GW--LADA----------VSP-LLRAWGRS-GPVAVLNPLP-QRLWFR---T--------------GL-----DV--------A----------RV--R---------------
KJK51066.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML---------------------------------------------------------------------------------------------------------------------------VTDGVGG-VW--KPGL----------LNP-MLARWARS-MPVSVLHMLP-QWLWGR---G--------------AV-----PL-------------------HR------------------
WP_075128572.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGVAQ-LW--RKEV----------LHP-VLARWGRV-MPVSVVHLLP-RWLWGR---S--------------GV-----TI--------H--------RASLD-V---------------
ANN22215.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDA----------LYP-ILARWGAA-MPVSIVHLLP-QWLWGR---C--------------GM-----NP-------------------HK------------------
OOC02455.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDT----------LYP-MLARWGAK-MPVSIVHLLP-EWLWGR---C--------------GM-----SP-------------------HK------------------
WP_039795711.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-QWLWGR---C--------------GM-----SP-------------------HT------------------
AKJ10474.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGLAA-GW--HLGA----------VQP-LLRRWGQS-RPVALVNPLP-PHLWFR---T--------------GL--DVLHA--------R------------------------------
ANJ11717.1 ----MVTDAL-----------GAGWHL-------------------GAVQPLLLGWAAAW------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PVA---------LVDPLPPH-----------------------------------------------------------------------------------------------LWFR------------------------TGLDVLHAQVAT-PRPWAANADWEWHE---REL--P--------AAPRDTAPA----------------------------DEADGD--------------------------------------------------GGDDEDDV----RLA-------VP-------------------VLSLTHHGARA-------------------LSD-VLAGAPSQ--------PLDLPVTWAH---T--------------------------------------------------------------
ANP56390.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGLAA-GW--HLGS----------VQP-LLRRWGQS-QPVAVINPLP-PHLWFR---T--------------GL--DVLHV--------R------------------------------
KMS71131.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGLAA-GW--HLGS----------VQP-LLRRWGLS-WPVAVINLLP-PHIWFR---T--------------GL--DVLPV--------R------------------------------
WP_043777243.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGAGE-LW--RTGA----------VPA-VLAEWAEV-MPTAVVHMLP-QRLWAR------------------GL-----EV--------R---------RAR--LS--------------
WP_059362765.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVSD-TW--RPDV----------LLP-MLAKWGRT-MPVSVVHLLP-QWLWER---G--------------RV---------------R------THRVEL------------------
KQC35451.1 -------------------------------------------------------MLTDG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LGEAWRS---GR-----------------------------------------MAQVLAE----------WADA-------------------------------------------GPVA---------------VIDVLAS--RTWDHTD---------LDA--------------ERVRLH-----------------------------GSGFG-----------------------------------------------------------------------------TGRVR-----------------------SWT-YQGG--------------LLDQAGDD--PDHGVEGVEGDRAAAA------------------GS----------------------------------------------
WP_039923843.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGVGE-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-QWLWGR---C--------------GM-----D---------P--------RKAW------------------
WP_063870491.1 -------------------------------------------------------MLTDG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LGEAWRS---GR-----------------------------------------MAQVLAE----------WADA-----------------G--------------P---------------------------VAVIDVLAS--RTWDHTD---------LDA--------------ERVRLH-----------------------------GSGFG-----------------------------------------------------------------------------TGRVR-----------------------SWT-YQGG--------------LLDQAGDD----------P-DH----------------------GV-----EG---------------------------------------
WP_076161090.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDA----------LYP-ILARWGRT-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------RKAR------------------
WP_038524289.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_063274055.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_072031082.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_073848019.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDGVGD-AWQ-KKDA----------LYP-MLARWGRK-MPVSIVHLLP-HWLWGR---C--------------GM------S--------P--------HKAR------------------
WP_075137510.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGIGE-PW--RRQL----------LHP-VLAQWSRS-MPVSIVNLVP-QWLWQR---G--------------GL-----EL--------H---------RAT--L---------------
AGP53016.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALAGWARH-ASVAVLHVLR-QGRWHH---T--------------GV------A--------P--------ERVR------------------
WP_051796644.1 -------------------------------------------------------MLARW-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-------------------------QTMH-------------VCVVNLLPE--RLWGR---TGLQAER-ARL--------------SDLTAL----------------------------------------------------------------------------------------------------------KP----NR-------------------------RW----------------TWE-LTDAW-----------MLP-----TR------------------AL-----PE---------------------------------------
KOV64928.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVLTDGLAA-GW--RAGA----------VLP-LLRELGRS-EPLAVLQLLP-QRLWFR---T--------------GP-----DV-------------------HR------------------
WP_030470827.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------------------------------------------------------------------------------------------------------------------------TDGVSD-TW--RPDV----------LLP-MLAKWGRT-MPVSVVHLLP-QWLWER---G--------------RV---------------R------THRVEL------------------
WP_039938052.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGE-------------------------GW--SRGT----------VPR-LLDLWARH-GPVAVLNPLP-HHMWDR---CDAIPLDVSLRACAGGL-----PN--------T--------ELGL--R---------------
WP_079429737.1 ----VLAGLL----------RGAGLDP-------------------SPEELADALWLAAR--------------------------------------------------TREAARAAA----PGDGGSPAPQPARTP---------AK-------------------------------------------------------GGPSSGRP----AGTSPP--AG-----------------------------AEDQPS----------------ARTREDDAAEDP-------VALHPA---------------------GTLAPDSPPVGEV--------------------PVAAGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GPPTRTV---------LDEAATA---EA-----SARA----------------LG-----------LVLP-----VF---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-DELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLPDGT-------------------------------------AAVGRGPAPGA----GVRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-VW--REGE----------AQR-LLHRWAEC-APCVVVQPLP-QRLWNR---S--------------WL-----PTERGVLERAS--------GGGT------------------
AGS71776.1 ----ELIGKL----------RQGGLDP-------------------TAEDVADAVWLARR--------------------------------------------------LGAAPPSEARGQPDGTLDGAPAADTERT---------GD---------------------------------------APDAPHTHGGGDADSARGATGRGAARSADGASPDSGPA----------------------------GPPADAP-----------------------------------AAPVPL---------------------LTPGLGARPPA----------------------AAPAAFPVRA-----PAA------------------------AA--------LPG---LLG---------LEKALRAL--GR-----YR----VASARSG---------DER-----------IDEEATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGRLV-EELRQAC-QQS--G--------AF-ASVRVH------HL-------------------YADDSGV---------------------------------------PLIGTTAGPGRHTRLRPAD----ELH-------DP---TGR-R-----------ITFVISDCVGP-LW--QNGS----------AQR-LLHHWPRT-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGLL------------------
WP_051902870.1 ----ELAALL----------RAAGIDP-------------------TAEELADALWLAGK--------------------------------------------------IGRPGPAGP------EVAQPAVQADAED---------PV-------------------------------------------------------SLPGEPVR----GTEPAR---------------------------------PEAEEP-----------------------------------VSLYAA---------------------GERRGAAAGSEL---------------------PEEVGVPVRV-----PRA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------AP-------GPPTRLV---------LDEAATA---EA-----SARA----------------LG-----------LIIP-----VL---RSDS--RR-E----ATARLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLADGT-------------------------------------PALGRCPLPAA----GLRSGD----QLR-------DP---TGR-A-----------LTLLVSDCTGP-LW--REGQ----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGRL------------------
WP_007822168.1 ----SFVLTL----------RTAGLDP-------------------DAEQLGDALWLAGR--------------------------------------------------IGGPPGEDG--------TGERGAPESDV---------PP--------------------------------------------------------APLPPGP----VPPAPP--SP-----------------------------PEEPPS------------------HEVGRTGGTVGLYAGRTGPADGS---------------------GARVGPAEGSAYAVGDL----------------VPGRGLRIGV-----PAA------------------------PA--------FGS---TLD---------LQRALRPL--QR-----FR---------TA-------GTRRRKV---------LDETATA---EL-----SARA----------------GG-----------LVLP-----VY---RTVE--RR-E----ATLHLVLEASPS-MRVWERMF-EELRQVF-SQL--G--------AF-AGIRCH------YL-------------------HEGPGPG----------------------------------------APLALAAAPGAGPRYAPE----RLA-------DP---TGR-S-----------LTLVVSDCAGE-LW--RTGQ----------GHR-LLHRLARS-GPVSVLQPLP-QRLWNR---T--------------RL---------------P------VVFGRL------------------
WP_010271951.1 ----SFVLTL----------RTAGLDP-------------------DAEQLGDALWLAGR--------------------------------------------------IGGPPGEDG----TGERGAPESDVPPTP---------PP-------------------------------------------------------PGPVPPAP--------PS--PP-----------------------------EEPPSH------------EVGRTGGTVGLYAGRT-------GPVDGS---------------------GARVGPAEGSAYAVGDL----------------APGRGLRIGV-----PAA------------------------PA--------FGS---TLD---------LQRALRPL--QR-----FR---------TA-------GTRRRKV---------LDETATA---EL-----SARA----------------GG-----------LVLP-----VY---RTVE--RR-E----ATLHLVLDASPS-MRVWERMF-EELRQVF-SQL--G--------AF-AGIRCH------YL-------------------HEGPGPG----------------------------------------APLALAAAPGAGPRYAPE----RLA-------DP---TGR-S-----------LTLVVSDCAGE-LW--RTGQ----------GHR-LLHRLARS-GPVSVLQPLP-QRLWNR---T--------------RL-----PV-----------------VFGR------------------
WP_030995021.1 ----SLVLTL----------RTAGLDP-------------------DAEQLGDALWLAGR--------------------------------------------------IGGAPAEGG--------------TGERG---------AP-------------------------------------------------------VSDVPPVP----PPPGGP--VP-----------------------------PAPPEP--------------------PRKRPAQG-------VTRTGG---------------------TVGLYTGRAGS----------------------ADGPGLRVGV-----PAA------------------------PA--------FGS---TLD---------LQRALRPL--QR-----FR---------TA-------GTRRRKV---------LDETATA---EL-----SARA----------------GG-----------LVLP-----VY---RSVE--RH-E----ATLHLVLDASPS-MRVWERMF-EELRQVF-SQL--G--------AF-AGIRCH------YL-------------------HEGADAA----------------------------------------APLALAAAPGEGPRYAPE----RLA-------DP---TGR-S-----------LTLVVSDCAGE-LW--RTGQ----------GHR-MLHRLARS-GPVSVLQPLP-QRLWNR---T--------------RL---------------P------VVFGRL------------------
AKN68644.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LGAAPSGGGDGGDPGTGAPGASSARPPG---------PE-------------------------------------------------------PDAVPPDALTAAAPGTPQ-AAR-----------------------------ADAPAP---------------------AVPLHTP-------NPAPRV---------------------RTGDGPPDRAD----------------------GVPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQRALRAL--GR-----YR----TASVRGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVNVH------QL-------------------YADEAGS---------------------------------------PLVGTTAGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGLL------------------
WP_079185913.1 ----AFVARL----------RGAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRHPDAPDD----DGGEGDRAAVASRPV---------GP-----------------------------------DRADRPERRPGPPVPEGHGAGPPPDGDG----AADRHE--PG-----------------------GADRRVPLHPVP---------------------SAASRAP-------GRDGDP---------------------PPGRGTAPAPG----------------------GRTRTLALGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPMRHF---------LDEAETA---ER-----SARA----------------GG-----------LIIP-----VF---HGASRGESLF-------QCVMDASSS-MLVWDRLF-GELQNLF-GQL--G--------AF-RDVWTR------YL-------------------HQGPDGA----------------------------------------AVVSRSPDPAAASLSSAD----RLS-------DP---TGR-R-----------VTLVVSDCAGP-LW--RSGR----------AHR-LLHHLAGQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGSL------------------
KMS83272.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLAGR--------------------------------------------------LGTAASGDP----DGTSGPGPGGPPGSS---------GS-------------------------------------------------------SGAGGASG----PGAADV--PP----------------------DGHRADGPGSPQA----------------------LRADAP-------APAVPL--------------------HTPSPAPYARTD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TPSARGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-HRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------HL---------------------YADGS-------------------------------------GTPLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA-----E--P----------GL--L---------------
KOG73838.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLAGR--------------------------------------------------LGTAASGDP----DGTSGPGPGGPPGSS---------GS-------------------------------------------------------SGAGGASG----PGAADV--PP----------------------DGHRADGPGSPQA----------------------LRADAP-------APAVPL--------------------HTPSPAPYARTD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TPSARGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-HRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------HL---------------------YADGS-------------------------------------GTPLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA-----E--P----------GL--L---------------
KOV97767.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLAGR--------------------------------------------------LGTAASGDP----DGTSGPGPGGPPGSS---------GS-------------------------------------------------------SGAGGASG----PGAADV--PP----------------------DGHRADGPGSPQV----------------------LRADAP-------APAVPL--------------------HTPSPAPYARTD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TPSARGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-HRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------HL---------------------YADGS-------------------------------------GTPLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA--------E--------PGLL------------------
WP_037839805.1 ----ELVARL----------TAAGLPP-------------------DARGMADALWLAQW--------------------------------------------------ITPEPSTAQ--GTDEGGGTGGADGAHGA---------KG-------------------------------------------------AGADRRPDRADPAT----FRVGPP--VS-----------------------------PGLEGG--------------------TGAPFDGD-------RSPDPAAGEAASAAALREAARRGLAELLPARHERSTDP----------------------DRYRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------TAPARRK---------LDERATA---EL-----SAHA-----------------E-----------MVIP-----VL---RGVH--RR-T----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGA----------------------------------------DVGVTAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--HDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL---------------P------AVAGTL------------------
WP_059252564.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LGAASSGGG--------------DGGDP---------GT--------------------------------DAPGAPSARPPGP----------EPDAVPPD----ALTAAA--PG-----------------------TPQAPRADAPAP---------------------AVPLHTP-------NPAPRV---------------------RTGDGPPDRAD----------------------GVPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQRALRAL--GR-----YR----TASARGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVNVH------QL-------------------YADEAGS---------------------------------------PLVGTTAGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA-----E--P----------GL--L---------------
CUW31051.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LGAASSGGG----DGGD------PGTDA---------PG-----------------------------------APSARPPGPE----------PDAVPPDA----LTAAAP--GT-----------------------------PQAPRA-------------------DAPAPAVPL-------HTPNPA------------------PRVRTGDGPPDRAD----------------------GVPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQRALRAL--GR-----YR----TASARGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVNVH------QL-------------------YADEAGS---------------------------------------PLVGTTAGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QNGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA-----E--P----------GL--L---------------
WP_051859650.1 ----ELAALL----------RAAGIDP-------------------TAEELADALWLAGK--------------------------------------------------IGRPGPAGP------EVAQPAVQADAED---------PV-------------------------------------------------------SLPGEPVR----GTEPAR---------------------------------PEAEEP-----------------------------------VSLYAA---------------------GERRGAAAGSEL---------------------PEEVGVPVRV-----PRA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------AP-------GPPTRLV---------LDEAATA---EA-----SARA----------------LG-----------LIIP-----VL---RSDS--RR-E----ATARLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLADGT-------------------------------------PALGRCPLPAA----GLRSGD----QLR-------DP---TGR-A-----------LTLLVSDCTGP-LW--REGQ----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGRL------------------
WP_079123647.1 ----ELVGRL----------TAAGVPA-------------------DARAMADALWLAQW--------------------------------------------------ITPDEEAAGEAAGAEAAGVAGGAGADWPDGAD-----PA------------------------------------TFRVGPGGPGDLPSAGADPARDGGSPP----GGASGE--HG-----------------------------ADDPAL-------------------RDGTRRRVAGLLSARDMREPPT---------------------PSGQWGRGADP----------------------DRHRLGEVAV-----PIA------------------------SA--------FGG---TLP---------LQRALRPV--QR-----YR---------AP-------SAPLRHR---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQLL-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVTVAPGPGHPPRPAD----QLH-------DP---TGH-H-----------LTLVISDCAGP-LW--QDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVPGTL------------------
WP_069921916.1 ----ELAVLL----------RGAGLDP-------------------TAEELADALWLAAR--------------------------------------------------MGRPAP-----------------PAPGA---------EA-------------------------------------------------------SVPEPEAE----DLVRPP--ED-----------------------------PERVEP--------------------EAEDPIRL-------YAPAPR-------------------RAGEAEPEPAGEP----------------------PGERGVPVRV-----PAA------------------------AA--------LPR---ILA---------IQRALRAL--QR-----HR---------PP-------APPTRTV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLPDGT-------------------------------------AALGRSPAPGA----GLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGS----------AHR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_078866458.1 ----ELVARL----------TAAGLPP-------------------DARGMADALWLAQW--------------------------------------------------ITPDPSPGEGTDGDGGAGAADGAEGAGA---------AG-------------------------------------------ADRRPDRADPATFRVGPPVPPALTGGQGAS-SDG-----------------------------DRSPDP-------------------AAGEAASAAALREAARRRVAEL---------------------LPARHEPSTDP----------------------DRYRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------AAPARRK---------LDERATA---EL-----SAHA-----------------E-----------MVIP-----VL---RGVH--RR-T----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGA----------------------------------------DVGVTAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL---------------P------AVAGTL------------------
WP_010353577.1 ----ELITRL----------RAAGLDP-------------------DQRQLSDALWLARF--------------------------------------------------TRRPAAQDA--------------PEGAV---------PE----------------------------------------------------------GPGPM----GELAAG--PA-----------------------------PADPPA--------------------LAAAEVQR-------PPKRPV----------------LDGQVSLYPLPRNASK----------------------ARAGALDIGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QG-----YR--------SPA--------PPLKTA---------LDEAATA---EL-----SAQA----------------GG-----------LILP-----VY---RAVT--RR-D----ARLQLVLDASSS-MRVWHRMF-EELEQVF-GQL--G--------AF-SDIQVS------FL-------------------HQGPDGE----------------------------------------PTVSRSPEAQAAPLNSAE----RLS-------DP---TGR-R-----------IVILVSDCAGP-LW--HSGR----------AHR-LLHHLSGQ-GPVAVLQPLP-QRMWAR---T--------------RL---------------P------VTFGEL------------------
WP_031039674.1 ----ELVLRL----------RGAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPADAADG---GPPVTAGPAARPGSRP---------SG-------------------------------------------------------LPLVPPPE----ETGRSV--HE-----------------------------PEPSGD-----------------------PAARR-------VALYPM---------------------PPGARRDGRDDRDGQEEQEGRHGRGGRGVRGA-GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------PPLRAE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VH---RSVT--RR-D----ARLQLVLDTSSS-MHVWGRLF-DELAQIF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSPDARGAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLTRQ-GPVAVLQPLP-QRMWNR---T--------------RF---------------P------VTFGGL------------------
WP_030892008.1 ----ELVARL----------RSAGPEP-------------------TSEEVAEALWLARW--------------------------------------------------TAPAAPPEAEADAEAPGDGSLAAHPETAT--------GP---------------------------AAGRPTDGAPGPDPRSEPADATGRDDGDGRDGRDGE----NSENRG--DG-------------------------GDGAAPVPPA---------------------STEPSRA-------PSRSPS---------------------VELYPARRSGG----------------------APRTGIPVRA-----PAA------------------------RA--------LPG---LPL---------LHRALRPL--QR-----YR---------PP-------LPPAAGE---------LDEEATA---EL-----SARA-----------------A-----------VVHP-----VFA--RVTR--RR------GELQLLMDASPT-AAVWQPTA-EQLRLAC-EQL--G--------VF-RDVRLR------HL-------------------SRAADGT---------------------------------------PLLAGRTGPGAAGSARPAD----RHL-------DP---TGR-R-----------LTLVLSDCVGP-LW--QDGG----------AQR-MLHRWARR-TPVAVVQPLP-PRLWPR---T--------------AL-----PA-----E--P----------GT------------------
KPI25952.1 ----ELVARL----------RDVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPVEAADQ--EDPPA--GTGGRPTPRP---------DG-------------------------------------------------------ARGPDGDG----RPRGDR--PER----------------------------PEPPPQ---------------------DVGADGR-------VSLYPV---------------------PQDGVERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VY---RAVT--RG-D----ARLQLVLDASSS-MRVWDRLF-IELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL-----PV--------L--------FCEL------------------
WP_067055649.1 ----ELIGKL----------RQGGLDL-------------------TPEDVADALWLAGR--------------------------------------------------LGAGPARDA----PGPSADTPVHPPEAV---------PP-----------------------------------------------------VPLPAAPPAP----FPDPET-GPH-----------------------------PQRPEP-----------------------STAPV-------PLHTRT---------------------ASPGTASPAAE----------------------GAPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LEKALRAL--GR-----YR----TGSPRGL---------DER-----------IDEEATA---DR-----AATS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGQMV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YAGHDGD------------------------------------AGLPLVGTTAGPGRRTRLRPAD----ELH-------DP---TGR-C-----------VTFVISDCVGP-LW--QTGS----------AQR-LLHTWPRT-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGVL------------------
WP_073736958.1 ----ALVARL----------RGAGLDP-------------------DVEQLCDALWLASR--------------------------------------------------TGAPDGPEQ----EGDEPGAPSPDAPTP---------RE-----------------------------------QAGPGVRQGPGAGGGRTADTGRPDEDPE----PGDGPA--AD-----------------------GRIALYPDPGTP--------------------RSGANRDG-------GDRDGG---------------------GAPDRRRSAAG----------------------TRGTELALGV-----PAA------------------------PV--------LPA---PLE---------LTRALRPL--QR-----YR---------PV-------SAPLRRT---------LDETATA---DL-----SARA----------------GG-----------MVMP-----VF---RGVG--RG-D----AILQCVMDASSS-MLVWDRMF-GELQQIF-GQL--G--------AF-RDVQVR------YL-------------------HQGPDGG----------------------------------------CTVSRASDPASAPLHSAD----RLS-------DP---TGR-R-----------VTVVISDCAGP-LW--RSGR----------AHR-LLHQLARQ-APVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGSL------------------
WP_070390415.1 ----ELVLRL----------RGAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPADAADG---GPPLTAGPAARPGSRP---------SG-------------------------------------------------------LPLVPPPE----ETGRSV--HE-----------------------------PEPSGD-----------------------PAARR-------VALYPM---------------------PPDARRDGRDGRDGQVEQEGRDGRGVRGVRGA-GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------PPLRTE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VH---RSVT--RR-D----ARLQLVLDTSSS-MHVWGRLF-DELAQIF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSPEARGAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLTRQ-GPVAVLQPLP-QRMWNR---T--------------RF---------------P------VTFGGL------------------
ALO96113.1 -RLDELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LATGAPGDP---------DDTSGTGPDG---------PP------------------------------------GSTGSSGSGGAAGSSGPSGTGGASGPG----SQDVPP--DG-----------------------------PGGPQP------------------------LRAD-------APAVPL--------------------HAPSSAPYARSD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TASAHGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-DRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YADDRGT---------------------------------------PLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QDGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA---------------------------------------
WP_058081878.1 -RLDELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LATGAPGDP----DDTSGTGPDGPPGST---------GS-----------------------------------------SGSGGAAGSSGPSGTGGASGPG----SQDVPP--DG-----------------------------PGGPQP------------------------LRAD-------APAVPL--------------------HAPSSAPYARSD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TASAHGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-DRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YADDRGT---------------------------------------PLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QDGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA-----E--P----------GL--L---------------
WP_049716945.1 ----ELVARL----------RSAAPGL-------------------TAEEIADAVWLARR--------------------------------------------------MTADPGAPA--------TAGDAAPPAGP---------PG-------------------------------------------------------PAAGSSHR----PASRAPDPPR-----------------------------PASRRP---------------------AAPSGPP-------PASVGV---------------------GAVPRPRAEEAAD--------------------GPAGTFPVRV-----PAA------------------------GS--------LPG---LLG---------LQRALRPL--RG-----YR---------SL-------AAPLPGP---------LDEDATA---DR-----AART-----------------G-----------VVHP-----VHHRGRRQA----------AAMQLLMDASAS-MVVWERTL-DEIEQIC-AQL--G--------VF-RDVRVA------HL-------------------HRAADGT-----------------------------------------PLIGPAGARGARPRPAG----QFL-------DP---TGR-R-----------LTLVLSDCVGP-LW--QEGQ----------AQR-LLRHWSLT-APVAVVQPLP-PRLWPR---T--------------AL---------------P------AEPGLL------------------
SCY50757.1 DLLPALVARL----------REAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRRPDAPEG----EEESGVTGASSHGRL---------PG--------------------------------------ERPATPSVRPANAHGVTTDTAPVDD----GAAQED--PG-----------------------DTDHRISLYPVP----------------------LPNAAA-------QDGVRS---------------------DEEDGLRGRAG----------------------RTATTLTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------SPPTRRV---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWDRMF-GELQQVF-SQL--G--------AF-RDVQVR------YL-------------------HRGPDGS----------------------------------------CAVSRSPDPAAAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGAL------------------
SFF36468.1 ----AVVGAL----------TDAGLDP-------------------GPTELADALWLARW--------------------------------------------------SHPTAPAAE------PAEGGGGIPGAGD---------GT-------------------------------------------------------HGAGLPGF----GDATPP--GG-----------------------------TVLPPG-----------------------------------LTAPADD-------------RVVQLYPGVSAPGRARGG----------------------PAAAALTVAV-----PEA------------------------AS--------LPR---LLE---------LQSSLRPL--QR-----YR--------SPA--------RPLRQE---------LDESATA---EH-----SARA----------------AG-----------LLLP-----VF---RPVL--RG-D----ASMQLLMDASSS-MYVWERML-RELGQVF-ERL--G--------AF-HEVQVR------YL-------------------HATPDGA----------------------------------------PAVSGRFDPEAAGLRSAE----QLS-------DP---TGR-R-----------VTLLVSDCAGP-LW--RTGQ----------AHR-LLHRLARH-GPVAVLQPLP-ARLWAR---T--------------RL---------------P------VSYGVL------------------
SFS61774.1 DLLPALVARL----------REAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRRPDAPEG----EEESGVTGASSHGRL---------PG--------------------------------------ERPATPSVRPANAHGVTTDTAPVDD----GAAQED--PG-----------------------DTDHRISLYPVP----------------------LPNAAA-------QDGVRS---------------------DEEDGLRGRAG----------------------RTATTLTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------SPPTRRV---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWDRMF-GELQQVF-SQL--G--------AF-RDVQVR------YL-------------------HRGPDGS----------------------------------------CAVSRSPDPAAAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGAL------------------
WP_014674945.1 -RLDELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LATGAPGDP----DDTSGTGPDGPPGST---------GS-----------------------------------------SGSGGAAGSSGPSGTGGASGPG----TQDVPP--DG-----------------------------PGSPQP----------------------LRADAP-------APAVPL--------------------HTPSSAPYARSD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TASAHGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-DRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YADDRGT---------------------------------------PLVGTTVGPGRRIRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QDGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA---------------------------------------
WP_059264232.1 -RLDELIGKL----------RQGGLQP-------------------TAEDVADALWLARR--------------------------------------------------LATGAPGDP----DDTSGTGPDGPPGST---------GS-----------------------------------------SGSGGAAGSSGPSGTGGASGPG----TQDVPP--DG-----------------------------PGSPQP----------------------LRADAP-------APAVPL--------------------HTPSSAPYARSD----------------------GDPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LQKALRAL--GR-----YR----TASAHGR---------DER-----------IDEAATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-DRR------CDVQLLMDTGPA-MAVWGEMV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YADDRGT---------------------------------------PLVGTTVGPGRRTRLRPAD----ELH-------DP---SGR-R-----------LTFVISDCVGP-LW--QDGT----------AQR-LLHGWPRT-APLAVVQPLP-PRLWGR---T--------------AL-----PA--------E--------PGLL------------------
SEC56283.1 ----ELVARL----------RGAGLDP-------------------DVEQLCDALWLARW-------------------------------------------------TRAADASDEG--TDTDPEGRAGTRTSDER---------AE-------------------------------------------------------SARTETRA----PGDVRT--PD-----------------------------PDTRRE--------------------EAGRTGDGERISLHPVPGRTR--------------TGDGTSARDPDTARPGTD----------------------SGAAVLPLGV-----PAA------------------------PV--------LPA---PLE---------LSRALRPL--QR-----YR---------PV-------SAPLRRV---------LDETATA---ER-----SARA----------------GG-----------VIMP-----VF---RGVR--RG-D----AVVQCVMDASSS-MLVWDRMF-EELQQIF-AQL--G--------AF-RDVQMR------YL-------------------HPGPDGG----------------------------------------CTVSRSPDPAAAPLHSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--RSGH----------AHR-LLHQLARL-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGSL------------------
WP_009997502.1 ------------------------LDP-------------------TPEELADALWLARH--------------------------------------------------VPATPPPGA----------RPGPAPAAP---------PG-------------------------------------------------------EEETPDPVRDPAPADDPA-FPA-----------------------------ALRPAP-----------------------VHRSP-------VELYAP---------------------GRPGPGTGGAP----------------------PGAVMRRIRV-----PAP------------------------TA--------LPD---ARA---------LERSLRPL--QR-----YR---------PP-------LRPVRRE---------LDETATA---DR-----AADT-----------------G-----------LVLP-----VL---TTRR--RR-E----ARLALVMDESSS-TVVWQDVL-EELRQIG-ERA--G--------AF-REVAVH------RI--------------------------------------------------------------------------GDGTPPGGPP----GIG-------DP---TGR-R-----------LTVVLSDCAGP-LW--RSGR----------MQR-LLYTWAAT-APVAVVQPLP-QRMWGR---T--------------HL---------------P------ALPGVL------------------
WP_065757097.1 -PLVALVRRM----------RAAGLDP-------------------TPEELADALWLARH-----------------------------------------------------VPATPP-------PGARPGPAPAAP---------PG-------------------------------------------------------EEETPDPVRDPAPADDPA-FPA-----------------------------ALRPAP-----------------------VHRSP-------VELYAP---------------------GRPGPGTGGAP----------------------PGAVMRRIRV-----PAP------------------------TA--------LPD---ARA---------LERSLRPL--QR-----YR---------PP-------LRPVRRE---------LDETATA---DR-----AADT-----------------G-----------LVLP-----VL---TTRR--RR-E----ARLALVMDESSS-TVVWQDVL-EELRQIG-ERA--G--------AF-REVAVH------RI--------------------------------------------------------------------------GDGTPPGGPP----GIG-------DP---TGR-R-----------LTVVLSDCAGP-LW--RSGR----------MQR-LLYTWAAT-APVAVVQPLP-QRMWGR---T--------------HL---------------P------ALPGVL------------------
WP_043270727.1 -----MLARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDEAPDA-------------GPQDAA---------DP--------------------------------------DAAARTTGRTDPATFRVGPPAPTGH----PHPAVG--PV-----------------------------PGGTEP--------------------SAPPGGTRRRVAELLAAPDPA-----------------AAAAPLGQWARTADP----------------------DRLRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VTPARRE---------LDEPATA---EL-----SARA-----------------E-----------AVIP-----VL---RGVR--RR-A----AGLRLLMDGSAS-MAVWEQML-HDLRQVC-EQV--G--------AF-RDVTVH------YL---------------------HPHGR----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------FL---------------P------AAAGTL------------------
EPD55277.1 ----ELVARL----------RQAGLDP-------------------DAEGLSDALWLARW--------------------------------------------------SRPVSGRGE----ESAAAGPDRVGRGDE---------GV-------------------------------------------------------SGQGPASV----GQDTSA--PR-----------------------------QAEPAP-------------------SYGTGPSGR-------VALYPP---------------------SRGDAARVRAS----------------------RHTSALPVGV-----PAA------------------------SV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPLRRT---------LDETATA---EL-----SARA----------------GG-----------LVMP-----VY---RAVT--RG-D----TRLQLVLDASPS-MRVWDRMF-SELEQVF-AQL--G--------AF-GDVQVC------HL-------------------HESPDGE----------------------------------------PVVSRSLDVHAAPLHGAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGA----------AHR-LLHHLARQ-APAAVLQPLP-QRLWTR---T--------------RL-----PV--------T--------YGEL------------------
SEF86779.1 ----RVVGAL----------SQAGLDP-------------------DASELADALWLARW--------------------------------------------------SRPTTRPGP--ETSVGPHSRRDAGSAAD---------YP-------------------------------------------------------RAHRPDGT----DGAGTR--LV-----------------------------PPAQTP-----------------------PDDRV-------ISLYPG----------------------EGAPGQVGPA----------------------PGGAALGVGV-----PEA------------------------GA--------LPR---LLE---------LQAALRPL--QR-----YR--------SPA--------RPLREE---------LDESATA---ER-----AARA----------------GG-----------LLLP-----VF---RPRP--QG-D----AAMQLLMDTSSS-MFVWERML-RELSGVF-ERL--G--------AF-HEVHVR------YL-------------------HATPDGD----------------------------------------VGISGRFEPESAGLRSAD----QLS-------DP---TGR-R-----------ITLMVSDCAGP-LW--RSGQ----------AHR-LLHRLSRH-GPVGVLQPLP-ARLWSR---T--------------LM---------------P------VSYGVL------------------
WP_037689151.1 ----ALVARL----------RGAGLDP-------------------DAEQLCDALWLARW--------------------------------------------TRRADAPEGDEEQGG----AAAASSRAELPDAGP---------TT-------------------------------------------------------PSARTTTG----RGADAA--PD-----------------------------DDEPPE---------------QGDPTAADRRVAL-------YPVPPA--------------DSVPHRDGQRRGPHGLGR----------------------RSATTLTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPLRRT---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWDRMF-AELQQIF-GQL--G--------AF-RDVQVR------YL-------------------HRGPDGS----------------------------------------CAVSRSPDPAAAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGAL------------------
WP_051836728.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPYAP------------GAPGPDP---------GE-------------------------------------------------------DAEDPAGK----PVEPAR--AR-----------------------------TDADDP-----------------------------------VRLYAP----------------GARRAGGAEGERPEES----------------------PEEHGVPVRV-----PRA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------VPPTRLV---------IDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-DELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLADGT-----------------------------------------AVLGRSPVPGSGLRSGD----QLR-------DP---TGR-A-----------LTMVISDCAGP-LW--REGA----------AQR-LLYRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
AIJ13394.1 ----RLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPPDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HGGH----------AHR-LLHHLTRQ-GPVVVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_006603150.1 ----ELVARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPQERAGG----TEDTGPPAADPAHRT---------DP------------------------------ATFRVGSAVPPGSPHADGTPPAGREDGPGDGSR----DGADGG--PV-----------------------------EGEPSP--------------------STLRDSAR-------RRVAEL---------------------LPALDERVADR----------------------DPRRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVRRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL-----PA--------V--------AGTL------------------
WP_069571998.1 ----ELVARL----------TAAGLPP-------------------DARAMADALWLAQW--------------------------------------------------ITPDAPPGG--------------PADAA---------TD--------------------------------RTDRPDRTDPATFRVGPAGAADPARDGVPPA----SGSGPD--AS-----------------------------AGRPPS----------------------SRDGAR-------RRVAEL---------------------LPAQDERAADP----------------------DHHRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------AAPARHT---------LDEPATA---EL-----SAHA-----------------E-----------TVIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGR----------------------------------------DVGVAAAPGPGSPLRPAD----QLH-------DP---TGH-H-----------LTLVISDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL---------------P------AVPGTL------------------
SEE51089.1 ----ELVARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPQERAGG--AEDTGPPAAEPVHRTDP---------AT--------------------------------FRVGPAVSPGSPHADGTPPAGREEGPGDDSR----DGTDGG--PV-----------------------------EGEPSP--------------------STLRDSAR-------RRVAEL---------------------LPALDERAADR----------------------DPRRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVRRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
SES36659.1 ----ELVARL----------RDVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPVVDDPV-PEDPPAGPGTGDRPLPRL---------DG------------------------------------------------------------SHG----KNGVAP--PE-----------------------------SERPAP------------------PARDVAADGR-------VSLYPV---------------------PQDGTPRTRGA----------------------GRATALPVGV-----PAA------------------------PA--------LPS---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRTE---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VH---RAVT--RA-D----ARLQLVLDASSS-MRVWDRLF-VELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGD----------------------------------------PAVSRSPDVYAAPLHSAD----RLS-------DP---TGR-R-----------IVLVVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL---------------P------VIFCEL------------------
WP_030754069.1 -----LVARL----------REAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGGGRRPEQ--RGDETGAPPRAGTERGG---------PG--------------------------------------------------RPAVTPAAGPDRT----EEAEPV--DK-----------------------------PAQRPD----------------------PGADRR-------VALHPV---------------------PRHQAVRTRA-----------------------GGPAPVTVGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPV--QR-----YR---------PA-------APPLRRS---------LDEVATV---DR-----SARA----------------GG-----------LIIP-----VF---RGAARGEAVL-------QIVLDASSS-MRVWERLF-DELQQVF-GQL--G--------AF-RDMQVR------YL-------------------HEGPDGE----------------------------------------PAVSRSADPAAAPLISAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--HTGQ----------AHR-LLHLLGRQ-GPTAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGVL------------------
WP_078067203.1 ----RFVALL----------REAGLDP-------------------DPAQVRDALWLARW--------------------------------------------------SRPHADRSP--PGTPASREGHGAVATEP---------ST-------------------------------------------------------PKVEGRPG----TGDGPG--PA-----------------------------EARAQD---------------------RSRPPEA-------DGPVSL---------------------FTEPAGRPDGTVAD-------------------GEGGALQVGV-----PEA------------------------PA--------LPD---APG---------VQRALRPL--RR-----YR---------PA-------TRPLRRT---------LDEQATA---ET-----SAGG-----------------------------LLVP-----VW---RADR--RA-E----TRLDLVMDASSS-MRVWEGLF-GELGSIF-GQL--G--------IF-RDVRTH------YL-------------------HEGPHGE----------------------------------------PGISHRPDPEGDKLWPAE----SLG-------DP---AGR-G-----------FTVLLSDCAGP-LW--YSGR----------AHR-LLHRLTRQ-GPTAVLQPLP-QRMWGR---T--------------RL---------------P------VTSAEL------------------
SDT74622.1 ----RLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPSDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HGGH----------AHR-LLHHLTRQ-GPVVVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGGL------------------
WP_030969877.1 GLLPALVARL----------REAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRRTETPEE--GGHAVPSSRTQLPDEGP---------AT--------------------------------------PSVRTTDGGAARGAGAVPDEDEPVG----QGDPAA--TD-----------------------RRIALYPVPPAD-----------------------------------SAPLRD---------------------GRREGGGPHGRRR--------------------RDATTLILGV-----PAA------------------------PA--------LPA---PLE---------IQRALRPL--QR-----YR---------PA-------VPPLRRT---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWDVMF-GELQRIF-GQL--G--------AF-RDVQVR------YL-------------------HRGPDGS----------------------------------------CAVSRSPDPAAAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGVL------------------
WP_078877222.1 -LLPALVARL----------REAGLDP-------------------DAAQLRDALWLARQ-------------------------------------------TGRGQEQRPSGADPGAIPAPGDRQDGDRQLPGGRP---------PG----------------------------------------------------HTDDDRGAPRD----DGSQEQ-RSG-----------------------------PPVPDP-------------------------TQR-------IALYPV----------------------PADQGRRRPP----------------------GGGAALTLGV-----PAA------------------------PV--------LPS---PLE---------LQRALRPL--QR-----YR---------PA-------APPLRRT---------LDEVATA---DL-----SARA----------------GG-----------LIIP-----VF---RGVS--RR-D----AILQFVMDASSS-MLVWDRLF-GELQQVF-AQL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------PAVSRSPDPAAAPLSSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--HSGH----------AHR-LLHQLGRQ-APTAVLQPLP-QRMWNR---T--------------RL---------------P------VTHGVL------------------
WP_018102708.1 ----ELVARL----------RGAGLDP-------------------DVEQLCDALWLARW--------------------------------------------------TRGASAPDE----EGTGRDPARRPGHRP---------AE----------------------------------------ERPDPRRTTTPDARTPDTDPDAR----SEETPA--PG-----------------------------DGERIS--------------------LHPVPGRT-------RPGDPD-------------------TAPDPTGVRSGAD----------------------ARAAVLPLGV-----PAA------------------------PV--------LPA---PLE---------LTRALRPL--QR-----YR---------PV-------SAPLRQV---------LDESATA---ER-----SARA----------------GG-----------VVMP-----VF---RGVR--RG-D----AVVQCVMDASSS-MLVWDRLF-EELQQIF-ARI--G--------AF-RDVQIR------YL-------------------HPGPDGG----------------------------------------CTVSRSPDPTAAPLHSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--RTGH----------AHR-LLHQLARL-APVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGSL------------------
WP_053167756.1 ----ELASLL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAAP---GDREPGGGGGGPDTAP---------GE-------------------------------------------------------PVAEPAEP----VRAEAE-ADA-----------------------------PVGLYA-----------------------------------PGEARA---------------------DGADGERPGEV----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_073862966.1 ----ELVARL----------RGAGLDP-------------------DVEQLCDALWLARW--------------------------------------------------TRGASAPDEEGTGRDPARRPGHRPAEER---------PD-----------------------------------PRRTTTPDARTPDTDPDARSEETPAPGD----GERISL-HPV-----------------------------PGRTRP-----------------------------------GDPDTA---------------------PDPTGVRSGAD----------------------ARAAVLPLGV-----PAA------------------------PV--------LPA---PLE---------LTRALRPL--QR-----YR---------PV-------SAPLRQV---------LDESATA---ER-----SARA----------------GG-----------VVMP-----VF---RGVR--RG-D----AVVQCVMDASSS-MLVWDRLF-EELQQIF-ARI--G--------AF-RDVQIR------YL-------------------HPGPDGG----------------------------------------CTVSRSPDPTAAPLHSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--RTGH----------AHR-LLHQLARL-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGSL------------------
WP_030695576.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA----DPPAAGTERETPQEA---------AA-------------------------------------------------------QDRPGPGA----SRTGPA--VE-------------------------PFGRPTAPPG---------------------PAGEPAA-------EARVPL-------------------HTRPSTATVADDG----------------------PSAGALPVGV-----PAA------------------------AV--------LAS---PLR---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV--------T--------FGDL------------------
WP_047141005.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAAAPAPA----DPPAAGTRGETPQEA---------AA-------------------------------------------------------QDRPGPGT----SRTGPA--VE-----------------------------PPGRPT---------------------APPGPAG-------EPVAEA---------------RVPLHTRPSTATVAGDG----------------------PSAGALPVGV-----PAA------------------------AV--------LAS---PLR---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV--------T--------FGDL------------------
WP_047467284.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA----DPPAAGTERETPQEA---------AA-------------------------------------------------------QDRPGPGA----SRTGPA--VE-------------------------PFGRPTAPPG---------------------PAGEPAA-------EARVPL-------------------HTRPSTATVADDG----------------------PSAGALPVGV-----PAA------------------------AV--------LAS---PLR---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV--------T--------FGDL------------------
WP_052873786.1 ----ELAALL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAAP----------GDRGPGGGG---------PD-------------------------------------------------------TAAGEPVAEPAEPVRAEPEVDD-----------------------------PVGLYA-----------------------------------SGAARA---------------------DGAGGERPGET----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPET--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_073717857.1 ----ALVARL----------READFSA-------------------TAEEVADALWLARW--------------------------------------------------VGPATWPDG---------HPAAGTVAEP---------AP-------------------------------------------------------GDPADPLT----DGPEPV-APR----------------------------VPGPAAP-----------------------------------AEGHAA---------------------LRAPAARGEGG----------------------AGRGGSPVRV-----PTA------------------------PT--------LPD---PLA---------LQRALRPL--QR-----FR---------AP-------SVPPRGL---------LDEKATA---HR-----AAET-----------------G-----------LTLP-----VL---RPAR--RR-E----ARAQLLMDVSSS-TMVWEQTL-DELREVF-ERA--G--------AF-REVRVH------YL-------------------HEGTDGT-------------------------------------PGAATTPTTPAPGTGRLRPPA----QFT-------DP---TGR-Q-----------ITLLLSDCAGP-MW--RSGA----------MQR-QLHRWAGT-MPVAVVQPLP-QRMWRT---T--------------HL---------------P------ARPGLL------------------
ALM38630.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTEQETPPEAAAQD---------RP-------------------------------------------------------GAATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
SCE24206.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSTVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_010642339.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTERETPPEAAA---------QD-----------------------------------------------------RPGPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSALADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_018470761.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_018893565.1 ----ELVARL----------RDAGLDI-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTERETPPEAAA---------QD-----------------------------------------------------RPGPATPSTG----PAVEPL--PG-----------------------------RPMAQP--------------------GPASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_026249297.1 ----ELVARL----------RAAGLEP-------------------DVEQLCDALWLAQW--------------------------------------------------TRGPGAPDA--GDGGAGALLSGARSSGG---------AA------------------------------ARGRVGTLTAPDVRTSEAARDDRRGAEREPGDG----ERISLH--PV-----------------------------PGRART-----------------------GDATD-------TEDRDA---------------------PRTGGARSGAH----------------------ARATVLPLGV-----PAA------------------------PV--------LPA---PLE---------LSRALRPL--QR-----YH---------PV-------SAPLRRV---------LDETATA---ER-----SARA----------------GG-----------VIMP-----VF---RGVR--RG-D----AIVQCVMDASSS-MLVWDRLF-GELQQIF-AQL--G--------AF-RDVQVR------YL-------------------HQGPDGG----------------------------------------CAVSRSPDPAAAPLHSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--RSGH----------AHR-LLHQLARL-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGSL------------------
WP_030306272.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTERETPPEAAA---------QD-----------------------------------------------------RPGPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPFAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_030765391.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTERETPPEAAA---------QD-----------------------------------------------------RPGAATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPAAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_031177221.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_033238117.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTEQETPPEAAA---------QD-----------------------------------------------------RPGAATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV-----------------TFGD------------------
WP_037842882.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA----DPPAAGTERETPPEA---------AA---------------------------------------------------QDRPGPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSTVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_041826591.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_049977087.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_053703978.1 ----ELASLL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAAP----------------GDR---------EP-------------------------------------------------------GGGGGPDT----AAGEPV--AE-----------------------------PAEPVR----------------------AEAEADAPVGLYAPGEARA---------------------DGADGERPGEA----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDLF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_067415632.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSTVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_071330512.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSTVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_071336898.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA--DPPAAGTGRETPPEAAA---------QD-----------------------------------------------------RPGPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_075986327.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTEQETPPEAAAQD---------RP-------------------------------------------------------GAATPSTG----PAVEPL-PGR-----------------------------PVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_030899562.1 ----GFVARL----------RQAGLDP-------------------DARQLCDALWLAGH------------------------------------------------LPCGPRDERPE--DDAHPPGVPGEAQDGAR---------PG-------------------------------------------ENGPKGVTGAAGDGNTAPVN----GTGAPG--HP-----------------------------RRAADP---------------RIALGAPRQGLPGGGSTADVPGRGGP---------------------SAGRGPRGAAR----------------------QGGALLPLGV-----PAA------------------------GA--------LPG---TLE---------LQRALRPL--QR-----YR---------PA-------TAPVENI---------LDETATA---EL-----SARA----------------GG-----------LIMP-----VH---RAAG--RP-E----VDLQLVMDVSSS-MRVWQRLV-AELEEIF-SHL--G--------AF-RNVEVR------YL-------------------HEGQDGE----------------------------------------PAVSSALDPRASALGPTD----RLA-------DP---TGS-R-----------ITVLVSDCAGP-LW--YSGQ----------AHR-LLYRLSGQ-GPVAVLQPLP-QRLWSR---T--------------GL---------------P------VTYGVL------------------
WP_033266673.1 ----ELVARL----------TAAGLPP-------------------DARAMADALWLAQW--------------------------------------------------ITPDAPPGGPADAATDRTDPPDRTDPATFRAGPAGTADP-------------------------------------------------------ARDGAPPA----SGSGPD-ASD-----------------------------GRSPAP-----------------------RDGAR-------RRVAEL---------------------LPAQDERVADP----------------------DHHRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------AAPARHT---------LDEPATA---EL-----SAHA-----------------E-----------TVIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGSPLRPAD----QLH-------DP---TGH-H-----------LTLVISDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL---------------P------AVPGTL------------------
WP_039651442.1 ----ELIGKL----------RQGGLQP-------------------TAEDVADALWLAQR--------------------------------------------------LDDAGLPCD--AAGPSTRAPSGRPGELS---------SG------------------------------------------------------EPPSSEPPD----SLTPPG--TA-----------------------------PRHTTP-----------------------AGEAF-------VPLHTQ---------------------GPTPRPAAAST----------------------AAPASFPVRA-----PAA------------------------GA--------LPG---LLG---------LEKALRAL--GR-----YR----TASARDR---------DEQ-----------LDEEATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-PRR------CDVQLLMDTGPA-MAVWGRLV-EELRQAC-QQS--G--------AF-ASVRVH------RL-------------------YADDSGA---------------------------------------PVVGTTAGPGRHTRLRPAD----ELH-------DP---TGR-R-----------ITFVISDCVGP-LW--ENGS----------AQR-LLQTWPRT-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGRL------------------
WP_077193459.1 ----ELVARL----------TAAGLPP-------------------DARAMADALWLAQW--------------------------------------------------ITPDAPPGG----PADAATDRTDPPDRT---------DP--------------------------------ATFRAGPAGTADP----------ARDGAPPA----SGSGPD--AS-----------------------------DGRSPA----------------------PRDGAR-------RRVAEL---------------------LPAQDERVADP----------------------DHHRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------AAPARHT---------LDEPATA---EL-----SAHA-----------------E-----------TVIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGSPLRPAD----QLH-------DP---TGH-H-----------LTLVISDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL-----PA--------V--------PGTL------------------
WP_033951030.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA----DPPAAGTERATPPEA---------AA-----------------------------------------RERP----------GPGTPRTG----PALEPL--PG----------------------------RPVAPPG---------------------PASEPAA-------EARVPL---------------------HTRPPALADDG----------------------HAAGALPVGV-----PAA------------------------AV--------LAS---PLI---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV--------T--------FGDL------------------
WP_037787089.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERATPPEAAARE---------RP-------------------------------------------------------GLGTPRTG----PALEPL-PGR-----------------------------PVAPPG---------------------PASEPAA-------EARVPL---------------------HTRPPALADDG----------------------PAAGALPVGV-----PAA------------------------AV--------LAS---PLI---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_037969441.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERATPPEAAARE---------RP-------------------------------------------------------GLGTPRTG----PALEPL-PGR-----------------------------PVAPPG---------------------PASEPAA-------EARVPL---------------------HTRPPALADDG----------------------PAAGALPVGV-----PAA------------------------AV--------LAS---PLI---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_073963981.1 ----ELVARL----------RGAGLDP-------------------DVEQLCDALWLARW--------------------------------------------------TRRAAAPGE--GTGPDPARPGHRPSEDR---------PD----------------------------------PRRTATPDARTPDEDRAARREETPAPGDG----ERISLH--PL-----------------------------PGRTRP-----------------------------------GSPDAP---------------------PDPEDIRPGAD----------------------AHAAVLPLGV-----PAA------------------------PV--------LPA---ALE---------LTRALRPL--QR-----YR---------PV-------SAPLRQV---------LDESATA---ER-----SARA----------------GG-----------VVMP-----VF---RGVR--RG-D----AVVQCVMDASSS-MLVWDRLF-EELQQIF-ARI--G--------AF-RDVQMR------YL-------------------HPGPDGG----------------------------------------CTVSRSPDPTAAPLHSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--RTGH----------AHR-LLHQLARL-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGSL------------------
ARH93170.1 ----ELVARL----------TAAGLPP-------------------DARAMADALWLAQW--------------------------------------------------ITPAAPPGGPADAATDRTDRPDRTDPATFRVGPVGTADQ-------------------------------------------------------ARDGAPPA----SGSGPD--AS-----------------------------DGRPAA----------------------PRDGAR-------RRVAEL---------------------LPAQDERVADP----------------------DHHRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YR---------PP-------AAPARHT---------LDEPATA---EL-----SAHA-----------------E-----------TVIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGSPLRPAD----QLH-------DP---TGH-H-----------LTLVISDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWGR---T--------------LL---------------P------AVPGTL------------------
SCE56241.1 ----ALVARL----------REAGLDP-------------------DVEQLRDALWLARW--------------------------------------------------ARHPDAPPE------DDEVRGSAPPVRP---------PR-----------------------------------------------------ERADERPAAPEADAAEPAPG--PP-----------------------------GDEPPP---------------------RRDPGESDRVTLYPVPRTGS---------------------ARRARPGGRAE----------------------GGTSALTFGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YH---------PA-------SPPLRSA---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RG-E----AVLQLVMDASSS-MLVWDRMF-GELQQIF-AQL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------AAVSRSPEPGGAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLAAQ-APAAVLQPLP-QRMWNR---T--------------GL---------------P------VTYGSL------------------
SDR23156.1 ----ELVARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDATRADGS--VEAGPARTQEPGGPD---------PA-------------------------------TFRVGPAVSLDPGD----------ARGTPPDG----SENGDG--PA-----------------------------DADPSS--------------------SVLRDGAR-------RRVAEL---------------------LPTRDERLPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPARRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGQ----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--EDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---S--------------LL-----PA--------V--------AGTL------------------
SEB55912.1 ----ELVARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDATRADGS--VEAGPARTQEPGGPD---------PA-------------------------------TFRVGPAVSLDPGD----------ARGTPPDG----SENGDG--PA-----------------------------DADPSS--------------------SVLRDGAR-------RRVAEL---------------------LPTRDERLPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPARRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGQ----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--EDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---S--------------LL-----PA--------V--------AGTL------------------
SEE32562.1 ----ELVARL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDATRADGS--VEAGPARTQEPGGPD---------PA-------------------------------TFRVGPAVSLEPGD----------ARGTPPDG----SENGDG--PA-----------------------------DADPSS--------------------SVLRDGAR-------RRVAEL---------------------LPTRDERLPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPARRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGQ----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--EDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---S--------------LL-----PA--------V--------AGTL------------------
WP_051810361.1 ----ELAALL----------LAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP----------GTHEPGPAA---------DP------------------------------------------------------EDPAAEPVE----PVRAETDTED-----------------------------PVRLYA-----------------------------------PGAHHT---------------------GEAVSGTPPES----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDESATA---DA-----SARA----------------LG-----------LLIP-----VL---RPDR--RR-E----ATLRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGS-----------------------------------------AALGRGPVPGPGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
SFX27404.1 ----AFVARL----------REAGLDP-------------------DVEQLRDALWLARW--------------------------------------------------ARHPDAPPEDEEVRGSAPPVRLPPERAD---------GP-------------------------------------------------------PAAPGPAA----VGPAPE--AP-----------------------------RDEPLP---------------------RADPGDADRITLYPVPRPGA---------------------RPRTGRGAARA----------------------GRTAALTFGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YH---------PA-------SPPLRTT---------LDETATA---EL-----SARA----------------GG-----------LIMP-----VF---RGVS--RG-E----AVLQCVMDASSS-MRVWDRMF-GELQQIF-AQL--G--------AF-RDVQMR------YL-------------------HQGPDGA----------------------------------------AAVSRSPDPAAAPLHSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHHLAAQ-APAAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGSL------------------
WP_072484175.1 ----AFVARL----------REAGLDP-------------------DVEQLRDALWLARW--------------------------------------------------ARHPDAPPEDEEVRGSAPPVRLPPERAD---------GP-------------------------------------------------------PAAPGPAA----VGPAPE-APR------------------------------DEPLP---------------------RADPGDADRITLYPVPRPGA---------------------RPRTGRGAARA----------------------GRTAALTFGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YH---------PA-------SPPLRTT---------LDETATA---EL-----SARA----------------GG-----------LIMP-----VF---RGVS--RG-E----AVLQCVMDASSS-MRVWDRMF-GELQQIF-AQL--G--------AF-RDVQMR------YL-------------------HQGPDGA----------------------------------------AAVSRSPDPAAAPLHSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHHLAAQ-APAAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGSL------------------
OKJ43967.1 ----AFVARL----------RGAGLDP-------------------DAEQLCDALWLARW--------TRH---------------------------------------PDAPDDDGG----EGDRAAVASRPVGPD---------RA--------------------------------------DRPERRPGPPVPEGHGAGPPPDGDG----AADRHE--PG-----------------------GADRRVPLHPVP---------------------SAASRAP-------GRDGDP---------------------PPGRGTAPAPG----------------------GRTRTLALGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPMRHF---------LDEAETA---ER-----SARA----------------GG-----------LIIP-----VF---HGASRGESLF-------QCVMDASSS-MLVWDRLF-GELQNLF-GQL--G--------AF-RDVWTR------YL-------------------HQGPDGA----------------------------------------AVVSRSPDPAAASLSSAD----RLS-------DP---TGR-R-----------VTLVVSDCAGP-LW--RSGR----------AHR-LLHHLAGQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGSL------------------
WP_018087461.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGEPRAEGS--ADTVPTPADRPDRTD---------PA---------------------------------TFRVGPAASADP----------AGAGGTAA----AAGGDG--PA-----------------------------DGDPSP---------------SVLQDGARRRVAE-------LLPSHA---------------------LGETPTRFPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVPRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL-----PA--------V--------AGTL------------------
WP_051779191.1 ----ELAALL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAA---------------PGDRE---------PG-------------------------------------------------------GGGGGPDT----AAGEPV--AE-----------------------------PAEPVR-----------------AEAEADAPVGL-------YAPGEA-------------------RADGADGERPGEA----------------------PEEYGMPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL-----PT-----E--R----------GT------------------
WP_052757695.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP--------GAHRPGPAADP---------ED-------------------------------------------------------LAAEPAEP----VRAETD-TED-----------------------------PVRLYA-----------------------------------PGAHHT---------------------GEAESGIPPVS----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------LDESATA---DA-----SART----------------LG-----------LLIP-----VL---RPDR--RR-E----ATLRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGS-----------------------------------------AALGRGPVPGPGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_081522474.1 ----ELAALL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAAP----------------GDR---------EP-------------------------------------------------------GGGGGPDT----AAGEPV--AE-----------------------------PAEPVR----------------------AEAEADAPVGLYAPGEARA---------------------DGADGERPGEV----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLYRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_030355655.1 -LLTALVARL----------REAGLDP-------------------DAEQLCDALWLAEQ-------------------------------------------TGRGRTRQGPGEDGEE--AAGSGERPAVIGTAAGA---------PA-------------------------------------------------------VLTDPVQE----TEPEDG--PE-----------------------------PRPAPG----------------------EEDDRR-------ISLYPV---------------------PSHGVPRTRYG----------------------RGATALTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPLRRT---------LDEVATV---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWERLF-AELQQIF-GQL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------PAVSRSPDPAAAPLSSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGVL------------------
WP_052718810.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGPSRAEG---TTDAGPTHGDPPDRT---------DS-------------------------------------ATFRVGPAVSAEFSGTGGTAAAGSGS----ETADGD--PA-----------------------------PAVLQQ--------------------GARRRVAE-------LLPTRD---------------------PGETPARFPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVPRR---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL-----PA--------V--------AGTL------------------
SCK31273.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGEPRPE--------GSADAVPTPVD---------PP-------------------------------------DRTDPATFRVGPAASADPAGAGGTAA----AAGGDG--PA-----------------------------DGDPSP---------------------SVLQDGARRRVAELLPSHAL----------------------GETPTRFPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVPRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
GAO06359.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGPSRAE--------GTTDAGPTHGD---------PP--------------------------------DRTDSATFRVGPAVSAEFSGTGGTAAAGSGS----ETADGD--PA-----------------------------PAVLQQ--------------------GARRRVAE-------LLPTRD---------------------PGETPARFPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVPRR---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_054099049.1 ----ALVARM----------RDAGIGP-------------------GVEELADALWLARW--------------------------------------------------LPAPSSAAA--GRGARPGGTAGAPSGGP---------SA-------------------------------------------------------AAPPPPGS----GQPADR-GET-----------------------------PAAEGA-----------------------------------WLFAPG----------------------GDNPPSGESG----------------------TGDGPSPVRV-----PAA------------------------PV--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDERATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDVSTS-TVVWQQGL-DELRQVC-ARA--G--------AF-RELQVQ------YL-------------------HEGPGGR-----------------------------------------PGCSSRPETGGPLHAPE----QLS-------DP---TGR-R-----------VTLVLSDCAGP-MW--RGGR----------MQR-LLHRWAAT-APVAVAQPLP-QRMWAR---T--------------HL---------------P------ARRGTL------------------
WP_052856488.1 ----QLVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGDQQTA--RDATGEAGSTTAGCSDP---------AT-------------------------------------------------------FTVGPAGS----VEPGAA--AA-----------------------------PEPGGP--------------------YAPRDGAR-------RTEAEL---------------------RPAREARPPDP----------------------DRHRLGEVAV-----PIA------------------------AA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPVRRE---------LDEPATA---EL-----SAHA-----------------E-----------TVIP-----VL---RGVH--RR-E----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGVAAAPGPGRPLRPAG----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--QDGR----------LQR-LLHRWAAD-APVAVVQPLP-QRMWAR---T--------------RL---------------P------AVAGTL------------------
WP_054242795.1 ----ELVARL----------RDVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPVEAADQ--EDPPA--GTGGRPTPRP---------DG-------------------------------------------------------ARGPDGDG----RPRGDR--PER----------------------------PEPPPQ---------------------DVGADGR-------VSLYPV---------------------PQDGVERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VY---RAVT--RG-D----ARLQLVLDASSS-MRVWDRLF-IELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL-----PV--------L--------FCEL------------------
WP_059128852.1 ----ELVAGL----------REAGLDP-------------------DGEQLCDVLWLARW--------------------------------------------------TRPAGSDEA--VSPLPDRSGPQEAGRSE---------PQ-------------------------------------------------------PGAAPVADAPAADPAPPG-PL------------------------------PHEPEG-------------------------DRR-------VALYTV---------------------PQHGGERLRGR----------------------GRATALPVGV-----PVA------------------------PV--------FPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRSV---------LDETATA---ER-----SARA----------------GG-----------LVLP-----VF---RAVT--RA-D----ARLQLVMDASSS-MRVWDRMF-AELEQVF-SRL--G--------AF-WDIQVS------HL-------------------HEGPDGE----------------------------------------PAVSRSPDPHAAPLHSAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGH----------AHR-LLHQLSRQ-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGEL------------------
ALV33603.1 ----ELVARL----------RQIGLDP-------------------DAEGLSDALWLARW--------------------------------------------------SRPADGRDE--------------DGPPT---------PG----------------------------------GDGPGRPDEGA----------SGQGSEPP----APDAPA--PR-----------------------------PPDPPP-------------------SYDTGAAGR-------VALYPP---------------------SRGDAARTRAS----------------------RHASALPVGV-----PAA------------------------PV--------LPS---PLE---------LQRALRPL--QG-----YR--------SAA--------PPLRRT---------LDETATA---EL-----SARA----------------GG-----------LVMP-----VY---RAVT--RG-D----TRLQLVLDASPS-MRVWDRMF-SELEQVF-AQL--G--------AF-GDVQVC------HL-------------------HESPDGE----------------------------------------PVVSRSLDAHAAPLHAAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGG----------AHR-LLHHLARQ-APAAVLQPLP-QRLWTR---T--------------RL-----PV--------T--------YGDL------------------
KOU06764.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDARL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQAS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
KOX39399.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDT-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
KOX52870.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
SHH97075.1 ----ELVTRL----------REIGLDP-------------------DVRQLCDALWLARW--------------------------------------------------TRPVETPDQ--EDPP---GTDGRPTPRP---------DG-------------------------------------------------------GRGRDGAG----RPHEDR--PE----------------------------RPERPPQ---------------------DVGADGR-------VSLYPV---------------------PQDGVPRARGT----------------------GRAAALPVGV-----PAA------------------------PA--------LPS---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRTE---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VH---RAVT--RA-D----ARLQLVLDASSS-MRVWDRLF-VELQQVF-GQL--G--------AF-SDIQVS------YL-------------------HQGPDGE----------------------------------------PAVSRSADAYAAPLHSTD----RLS-------DP---TGR-R-----------IVLVVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWHR---T--------------RL---------------P------VVFGEL------------------
WP_030981804.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGGSRAE--------------GPADA---------GP----------------------------------LRAKGHDSTDPATFRVGSAVSVAPGGALP----AGSGAG--PS-----------------------------DADPSS--------------------SALRDSAR-------RRVAEL---------------------LPTRDERLPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVRRT---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AGLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGA----------------------------------------DIGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AAAGTL------------------
WP_028806989.1 ----ELVARL----------RDVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPVEDADQ--EAPPA--GSGGRPTPRP---------DG-------------------------------------------------------GRGPDGDG----RPRGDR--PAR----------------------------PESSPQ---------------------DVGADGR-------VSLYPV---------------------PQDRVERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VY---RAVT--RG-D----ARLQLVLDASSS-MRVWDRLF-IELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGR----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL---------------P------VLFCEL------------------
OKK20627.1 ----EFAALL----------RGVGLDP-------------------SAEELADALWLAGR--------------------------------------------------IRRPGPPAA--------------DAQAP---------VP-------------------------------------------------------EAEVKDPV----RSPVEP--AR----------------------AAAVLEDPVRLYP-----------------------------------PGGHRP---------------------ADQETDAPGEA----------------------PGERALPVRV-----PAA------------------------AA--------LPR---ILD---------IQRALRVL--QR-----HR---------AP-------APPVRTA---------LDEEATA---EA-----SARA----------------LG-----------LVIP-----VL---RAES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLPDGT-------------------------------------AALGRGPLPST----GLRSGD----QLR-------DP---TGR-A-----------LTMLVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_051807479.1 ----ELAVLL----------RAAGLDP-------------------SAEELADALWLAGH----------------------------------------------------MHGPGPA--------------LPGAR---------PP-------------------------------------------------------DREADPDG--------PA--AE-----------------------------PAEPVR---------------ADTDTDDPLHLHA-------PGAHPA---------------------VDTGGGTQEES----------------------PEEHGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------VDEGATA---DA-----SARA----------------LG-----------LFIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------HL-------------------HRRPDGT-----------------------------------------AALGRGPVPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCVVVQPLP-QRLWGR---S--------------WL-----PT-----E--R----------GT--L---------------
WP_073911643.1 ----EFAALL----------RGVGLDP-------------------SAEELADALWLAGR--------------------------------------------------IRRPGPPAA--------DAQAPVPEAEV---------KD-------------------------------------------------------PVRSPVEP----ARAAAV-LED-----------------------------PVRLYP-----------------------------------PGGHRP---------------------ADQETDAPGEA----------------------PGERALPVRV-----PAA------------------------AA--------LPR---ILD---------IQRALRVL--QR-----HR---------AP-------APPVRTA---------LDEEATA---EA-----SARA----------------LG-----------LVIP-----VL---RAES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLPDGT-------------------------------------AALGRGPLPST----GLRSGD----QLR-------DP---TGR-A-----------LTMLVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_063781306.1 ----ELVARL----------TAAGLPA-------------------DARGMADALWLAQW--------------------------------------------------ITPGGSRAE--------------GPADA---------GP----------------------------------LRAKGHDSTDPATFRVGSAVSVAPGGALP----AGSGAG--PS-----------------------------DADPSS--------------------SALRDSAR-------RRVAEL---------------------LPTRDERLPDP----------------------DRQRLGEVAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YR---------PP-------VAPVRRK---------LDEPATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVH--RR-A----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGA----------------------------------------DIGVAAAPGPGRPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL-----PA--------V--------AGTL------------------
WP_037821823.1 -----LVARL----------REAGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRRPDAPDG----EEESGVTDASSHGRL---------PG--------------------------------------ERPATPSVRPANAHGVTTDTAPVDD----SAAQED--PG-----------------------DTDHRISLYPVP----------------------LPNAAA-------QDGVRS---------------------DEEDGLRGRAG----------------------RTATTLTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------SPPTRRV---------LDETATA---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDASSS-MRVWDRMF-GELQQVF-SQL--G--------AF-RDVQVR------YL-------------------HRGPDGS----------------------------------------CAVSRSPDPAAAPLNSAD----RLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--HSGR----------AHR-LLHQLARQ-APTAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------YGAL------------------
WP_051785085.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP--------GARGPGPETDP---------ED-------------------------------------------------------PAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_052714800.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP--------GARGPGPETDP---------ED-------------------------------------------------------PAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053630092.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------IRG---------------------------------------PGPALPGAG-------------GPGTET---------DP-------------------------------------------------------EDPAAEPA----EPVRAD--TD-----------------------------AEDPVR-------------------------LYA-------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
WP_053633406.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPAL---------------PGARG---------PG-------------------------------------------------------TETDPEDP----AAEPAE--PV-----------------------------RADTDA----------------------EDPVRL-------YAPGAH-------------------HAGEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
WP_053679072.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------IRG---------------------------------------PGPALPGAG-------------GPGTET---------DP-------------------------------------------------------EDPAAEPA----EPVRAD--TD-----------------------------AEDPVR-------------------------LYA-------SGAHHA---------------------GEAEGGTPAES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
WP_053686250.1 ----ELAALL----------RAAGLDP-------------------SAEDLADALWLAGH--------------------------------------------------IRGPGPALP----------GAGGPGTET---------DP-----------------------------------------------------EDPAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053705991.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAVH--------------------------------------------------IRGPGPALP--------GAGGTGTETDP---------ED-------------------------------------------------------PAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053713228.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP----------GAGGPGTET---------DP-----------------------------------------------------EDPAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------SGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
AJP03761.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPADGQDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPD----DTPPPA--PE-----------------------------PQPYAD-----------------------PADRR-------VALYPV---------------------PRDGSPPMAGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVG------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGEL------------------
CQR61924.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPTDARDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPD----DTPSPA--PQ-----------------------------PQPYTD-----------------------PADRR-------VALYPV---------------------PRDGAPRMPGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVS------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGEL------------------
KMS80645.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPTDARDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPG----DTPSPA--PQ-----------------------------PQPYTD-----------------------PADRR-------VALYPV---------------------PRDGAPRMPGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVS------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGEL------------------
WP_057603580.1 -------------------MRDVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPVEDADQ--EDPPA--GTGGRPTPRP---------DG-------------------------------------------------------GRGPDGDG----RPRLDGV-HR-----------------------------PERPPQ---------------------DVGADGR-------VSLYPV---------------------PQDGVERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------DG-----------LILP-----VY---RAVT--RG-D----ARLQLVLDASSS-MRVWDRLF-LELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL---------------P------VLFCEL------------------
WP_051840310.1 ----ALAGLL----------RAAGLDP-------------------SAGELADALWLAAR--------------------------------------------------TRSRARPVP--------------AGPDR---------AP---------------------------------------VDPRER----------GAQPPGER--------PP--PP-----------------------------PRREEP--------------------EAEDPVRL-------YAAGAR---------------------YGAEDDPDAEI----------------------PVGGGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GRPVRTV---------LDEAATA---EA-----SARA----------------PG-----------LVIP-----VL---RPET--RR-E----ATVRLVMDASPS-MAVWQEMF-EELRSVC-ERL--G--------AF-RDVQAH------YL-------------------HRLADGT-------------------------------------AAVGRGPSPAT----ALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCTGP-VW--REGE----------AQR-LLHRWAEC-TPCVIVQPLP-QRLWSR---S--------------WL-----PT-----E--R----------GV--L---------------
WP_046591908.1 -ALEQLIDRM----------RDSGLRP-------------------DARGIADALWLSRW--------------------------------------------------LPPSGEPAA--------------GAGTP---------EP------------------------------------------------------VQGGAPSPT----GLERTV--SA-----------------------------IDGSES--------------------FAGGRDTT-------TAALRM---------------------ASPQGTEGRVD----------------------EDQPTQLVRV-----PTA------------------------TA--------FSG---LLP---------LQRALRPL--QR-----YR---------PP-------TPPRRRE---------LDENATA---DV-----SARC-----------------G-----------LVVP-----VF---RGVH--RR-E----TTMQLLMDVSSS-TVVWEQLL-EELRQVC-EQI--G--------AF-RDVHVH------FL------------YDTNPQYAPYADAG----------------------TGSVAGPGPAHVTGLSVGARPPTGHPGRLPPLRPAD----QLR-------DP---TGR-R-----------LTLVVSDCAGP-LW--RSGR----------AQQ-LLYHWARV-APIAVVQPLP-QRMWGR---T--------------HL---------------P------ARPGTL------------------
WP_031522422.1 -----MVGRL----------SGAGLAP-------------------GHDELADALWLARW--------------------------------------------------SQPTAREPV--------------PPPGP---------VD----------------------------------------------------------RPPTG----GSSAGT--PG---------------------------DLPQVPAD-------------------GSDGAGSRL-------APPEDE--------------PPGTLQLYPGGGDTGRAR----------------------TGPAGLAVAV-----PEA------------------------PA--------LPR---LLE---------LQAALRPL--QR-----YH--------TPA--------RPLRSV---------LDESATA---DR-----TALA----------------GG-----------LLLP-----VF---RPVR--RG-N----ATMQLLMDASSS-MYVWERML-RDLGGVF-ERL--G--------AF-HEVQVR------YL-------------------HVGPEGS----------------------------------------PAVSRHFDPEPAERRSAE----QLG-------DP---TGR-R-----------ITLLVSDCVGP-LW--RSGQ----------AHR-LLHRLAAY-GPVAVLQPLP-TRLWAR---T--------------RL---------------P------VSYGVL------------------
WP_043177770.1 ----ELIGAL----------RRAGLEP-------------------GSRELAEALWLATH--------------------------------------------------LQSGPAPAD----RGPQEATDGAPREAA---------AL-------------------------------------------------------WDRGTTAG----GRHDPW---------------------------------SGDPPP----------------------EAGNRAERRAYRDDEPVPL--------------------YPDHVQATTQRP----------------------GPGDALRVGV-----PEA------------------------RA--------LPS---LLE---------LERALRPL--QR-----CR--------PAA----RPVPGPAHLT---------LDERRTA---ED-----TARA----------------GG-----------LLLP-----AF---RATG--RR-D----MELQLLMDATSA-MRVWQRLL-GELTDVF-GRV--G--------AF-RDIQVH------YL-------------------HALPDGS------------------------------------VGVSGHFDTDPAGPDTVLHPER----RLL-------DP---TGR-R-----------LTVVVSDCVGP-LW--RDGA----------AHR-LLHRITRH-APAAVVQPLP-ARLWAR---T--------------RL---------------P------ASHGVL------------------
WP_046724800.1 ----ELIGAL----------RRAGLEP-------------------GSRELAEALWLATH--------------------------------------------------LQSGPAPAD----RGPQEATDGAPREAA---------AL-------------------------------------------------------WDRGTTAG----GRHDPW---------------------------------SGDPPP----------------------EAGNRAERRAYRDDEPVPL--------------------YPDHVQATTQRP----------------------GPGDALRVGV-----PEA------------------------RA--------LPS---LLE---------LERALRPL--QR-----CR--------PAA----RPVPGPAHLT---------LDERRTA---ED-----TARA----------------GG-----------LLLP-----AF---RATG--RR-D----MELQLLMDATSA-MRVWQRLL-GELTDVF-GRV--G--------AF-RDIQVH------YL-------------------HALPDGS------------------------------------VGVSGHFDTDPAGPDTVLHPER----RLL-------DP---TGR-R-----------LTVVVSDCVGP-LW--RDGA----------AHR-LLHRITRH-APAAVVQPLP-ARLWAR---T--------------RL---------------P------ASHGVL------------------
WP_053613993.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGTALP----------GTRGPGTEA---------DP-----------------------------------------------------EDPAAEPAEP----ARTDTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPEES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPVPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053628752.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGTALP----------GTRGPGTEA---------DP-----------------------------------------------------EDPAAEPAEP----ARTDTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPEES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPVPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_061927345.1 ----EVVRRL----------REIGLDP-------------------DAEGLSDAVWLARW--------------------------------------------------ARPAQSADP------DGADPGAGPGAPP---------PP-------------------------------------------------ALSGEHPRTTPPAP----GAPEKR---------------------------------PPAPPP---------------------PARADGR-------VTLYSL---------------------PRDGTPRAPAS----------------------GQVTALPVGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QA-----YR--------SAA--------PPQRTE---------LDETATA---EL-----SARA----------------GG-----------LILP-----VH---RPVT--RG-D----ARLQLVLDAAPS-MRVWDRLF-TELQQIF-TQL--G--------AF-GDIQVS------HL-------------------HTGPDGE----------------------------------------PAVGRSPDAHAAPLHTVD----RLS-------DP---TGR-R-----------ITLMVSDCTGP-LW--RSGH----------AHR-LLHHLARL-APVAVLQPLP-QRLWNR---T--------------RL---------------P------VTYGQL------------------
WP_051893194.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH----------I---------------------------------------RGPGPALPA--------------APGAG---------PE-------------------------------------------------------AEPEDPAA----EPVEPV--RA-----------------------------EADTED----------------------PVRLYA-------PGAHPA---------------------AEAEGGTPEES----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPEN--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRTVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPGPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLYRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT-----E--R----------GT--L---------------
SHK77186.1 ----EFVGRL----------SGAGLET-------------------GTGELADALWLARW--------------------------------------------------STPTAPEPQ--------------PVGLP---------ST-------------------------------------------------------PAPESGGG----QGGDPG--DL-----------------------------PQVPAD-------------------GTDGRGKRL-------VPPDPD--------------DGGMVDLYPGVAEPGRGP----------------------AGAAGLTVAV-----PEA------------------------TA--------LPR---LLE---------LQSALRPL--QR-----YR--------SPA--------RPLREV---------LDESATA---ER-----SALA----------------GG-----------LLLP-----VF---RPVG--RG-N----AVMQLLMDASSS-MYVWELML-RELGGVF-ERL--G--------AF-HEVQVR------HL-------------------HATPEGA----------------------------------------PAVSGRFDPEPSALRSAD----QLI-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGQ----------AHR-LLHRLAGH-GPVAVLQPLP-ARLWSR---T--------------RL---------------P------VSYGVL------------------
WP_037685307.1 ----ELVRRL----------REIGLEP-------------------DAEGLSDALWLARW--------------------------------------------------AGSEQADDG----EGAAGGSGASAQSDQ---------GA-------------------------------------------------------GKGVPAQGGSATERLDVP--AA-----------------------------PWQGPQ-------------------TIAVGPDRS-------VTLYPL---------------------PRNGAPSARGN----------------------GRITALPVGV-----PVA------------------------PV--------LPA---PLE---------LQRALRPL--QA-----YR--------SAA--------PVLRTE---------LDETATA---EL-----SARA----------------GG-----------LIMP-----VR---RAVI--RG-D----ARLQLVLDAAPS-MRVWDRLF-SELHQVF-AQL--G--------AF-GDVQVS------HL-------------------HAGPDGE----------------------------------------PVVSRSPDAQAAPLHGLD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGH----------AHR-LLHHLARI-APVAVLQPLP-QRLWNR---T--------------RL---------------P------VTYGRL------------------
WP_079189417.1 -PLAEFVGRL---------S-GAGLET-------------------GTGELADALWLARW--------------------------------------------------STPTAPEPQ--------------PVGLP---------ST-------------------------------------------------------PAPESGGG----QGGDPG--DL-----------------------------PQVPAD-------------------GTDGRGKRL-------VPPDPD--------------DGGMVDLYPGVAEPGRGP----------------------AGAAGLTVAV-----PEA------------------------TA--------LPR---LLE---------LQSALRPL--QR-----YR--------SPA--------RPLREV---------LDESATA---ER-----SALA----------------GG-----------LLLP-----VF---RPVG--RG-N----AVMQLLMDASSS-MYVWELML-RELGGVF-ERL--G--------AF-HEVQVR------HL-------------------HATPEGA----------------------------------------PAVSGRFDPEPSALRSAD----QLI-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGQ----------AHR-LLHRLAGH-GPVAVLQPLP-ARLWSR---T--------------RL-----PV--------S---------YGVLHR---------------
SDL96695.1 ----TFVARL----------RAAGLDP-------------------DAEQLCDALWLAGH------------------------------------------------TRRPGPTPEPG--QRPAAPAPATHGETRAR---------PA-------------------------------------------------------VPGEPAGP----GDAADR--DH-----------------------------PAPRAA---------------------LDGEDRR-------VALYPV--------------------PRRDGLPRPGPG----------------------EDRTTLTVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPARTV---------LDEAATA---ER-----SARA----------------GG-----------LVLP-----VFAGVSRAD----------ALLQFVMDASSS-MRVWDRLF-AELQLVF-ARL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------PAVSRSLDPAAAPLHSAD----RLS-------DP---TGR-R-----------VTVLLSDCAGP-LW--HSGR----------AHR-LLHRLARQ-APAAVVQPLP-QRMWNR---T--------------RL---------------P------VTHGVL------------------
WP_051796738.1 ------MRVL----------RAAGLDP-------------------DAEELADALWLAAA--------------------------------------------------RGGPVPATA-------------APAGRP---------PV------------------------------------------------------RRSGEPPRE----PAAAPRPGPG-----------------------------PAAGPD----------------------RPADPQ-------VTLYAP-------------------GRPGPAGEPAGSR----------------------PAGAAVPVRV-----PAA------------------------GA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------APPARLV---------LDETATA---DA-----SARA----------------LG-----------LAIP-----VM---RPEN--RR-E----TTLRLVLDASPS-MAVWRDLF-DELRGVC-ERL--G--------AF-RDVQVH------HL-------------------HRLPDGT-------------------------------------AAVGRGPEPDT----PLRSGE----QLR-------DP---TGR-G-----------LTMVVSDCAGP-VW--REGG----------AQR-LLYRWTEC-TPSVIVQPLP-QRLWAR---T--------------WL---------------P------TERGLL------------------
WP_053697007.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAAGGE------------VTPAEET---------VP----------------------------------------------------PVVQGPKPATFSVDSRGRESA-RDT-----------------------------PSATEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRAFAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRRE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
SFS99759.1 ----ELIDGL----------RQAGLEP-------------------GSRELAEALWLAGH--------------------------------------------------LTPGEPATG-----PGPSGDASAPRESA---------PT-------------------------------------------------------PDHRPGFG----DGPGPA--PD-----------------------------RSAPEA---------------------GNRAERRAYRDDEPVPLYPD----------------------YAVTPVQDPP----------------------APGDALRVGV-----PEA------------------------RA--------LPS---LLE---------LERALRPL--QR-----CR---------PA---APPPAGPARLT---------LDETRTA---EN-----TARA----------------GG-----------LLLP-----AF---RPTG--RR-D----LELQLLMDTTSA-MRVWQRLL-GELADVF-GRI--G--------AF-RDIQVH------YL-------------------HTLPDGS------------------------------------IGVSGHFDTDPAGRDGVLRPAR----RLL-------DP---TGR-R-----------LTVVVSDCVGP-LW--RGGA----------AHR-LLHRLGRY-GPTAVVQPLP-ARLWAR---T--------------RL---------------P------ASHGAL------------------
WP_019433358.1 ----ELIDGL----------RQAGLEP-------------------GSRELAEALWLAGH--------------------------------------------------LTPGEPATG-----PGPSGDASAPRESA---------PT-------------------------------------------------------PDHRPGFG----DGPGPV--PD-----------------------------RSAPEA---------------------GNRAERRAYRDDEPVPLYPD----------------------HAVTPVQDPP----------------------APGDALRVGV-----PEA------------------------RA--------LPS---LLE---------LERALRPL--QR-----CR---------PA---APPPAGPARLT---------LDETRTA---EN-----TARA----------------GG-----------LLLP-----AF---RPTG--RR-D----LELQLLMDTTSA-MRVWQRLL-GELADVF-GRI--G--------AF-RDIQVH------YL-------------------HTLPDGS------------------------------------IGVSGHFDTDPAGRDGVLRPAR----RLL-------DP---TGR-R-----------LTVVVSDCVGP-LW--RGGA----------AHR-LLHRLGRY-GPTAVVQPLP-ARLWAR---T--------------RL---------------P------ASHGAL------------------
WP_052867817.1 ----DVVAAL----------RGAGLDP-------------------DAGELADALWLAQW--------------------------------------------------YRPREGAAE--REGDAGPAATGTGAPGE---------RS---------------------------------------AAPARADRPATGSGTGAGTGTDTG----TGTDQE--PP-----------------------------DGRPGG----------------------TNGASRVALYPAGQESPGA---------------------GGTEGSGAPAG----------------------SYGTGLPVGV-----PAA------------------------SA--------LPD---LLA---------LQRALRPL--QR-----YR---------SA-------APAVRHV---------LDERATA---ER-----SARS----------------GG-----------LVMP-----VF---RAVP--RA-E----ASLQLVMDASSS-MCVWDRLL-HELQQVF-GQL--G--------AF-RDVQVQ------FL-------------------HQGPDGR----------------------------------------PAVSRRFEPGDAPLRSAD----QLS-------DP---TGR-Q-----------VTVLVSDCAGP-LW--RSGH----------AHR-LLHRLARQ-GPLAVLQPLP-QRMWSR---T--------------RL---------------P------VSYGTL------------------
WP_062642514.1 ------------------MR-DVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPAEAADP--EDPPV--GTGGRPTPRL---------DG-------------------------------------------------------GPRRDGDG----RPPGDRA-ER-----------------------------PERPPP---------------------EVGTEGR-------VSLYPV---------------------PQDGAERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LIMP-----VH---RPVT--RG-D----ARLQLVLDASSS-MRVWDRLF-VELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HQGPEGE----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLFVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL-----PV--------L--------FCEL------------------
WP_079141871.1 ----ELVARL----------RGVGLDP-------------------DVAQLCDALWLARW--------------------------------------------------ARPASVPDA--DETPSGPDGRATGGPDR---------TH-------------------------------------------------------GPAVTAPP----RGDRAE--RP-----------------------------PRTPQD----------------------VTPDGR-------VSLYPV---------------------PQDGAPRGRGA----------------------GRTTALPVGV-----PAA------------------------PA--------LPS---LLE---------LQRALRRL--QR-----YR--------SPA--------PPLRTR---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VH---RAVT--RR-D----ARLQLVLDASSS-MRVWDRLF-IELQQVF-GQL--G--------AF-SDIRVS------HL-------------------HQGPDGE----------------------------------------AAVSRSPDLYAAPLHSTD----RLS-------DP---TGR-R-----------IVLFVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---S--------------RL---------------P------VMFAEL------------------
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AGI87916.1 ----ELVARL----------RDAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERETPPEAAAQD---------RP-------------------------------------------------------GPATPSTG----PAVEPL--PG----------------------------RPVAPPG---------------------PASEPGA-------EPRVPL---------------------HTRPSAVADDG----------------------PATGALPVGV-----PAA------------------------AV--------LAS---PLG---------LQRALRPL--QA-----YR---------TG-------AASRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HPTDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
KIF79231.1 --MPALVARL----------REAGLDP-------------------DAAQLRDALWLARQ--------------------------------------------------TGRGQEQRP----------SGADPGAIP---------AP----------------------------------GDRQDGDRQLPGGRPPGHTDDDRGAPRDD----GSQEQR--SG-----------------------------PPVPDP-------------------------TQR-------IALYPV----------------------PADQGRRRPP----------------------GGGAALTLGV-----PAA------------------------PV--------LPS---PLE---------LQRALRPL--QR-----YR---------PA-------APPLRRT---------LDEVATA---DL-----SARA----------------GG-----------LIIP-----VF---RGVS--RR-D----AILQFVMDASSS-MLVWDRLF-GELQQVF-AQL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------PAVSRSPDPAAAPLSSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--HSGH----------AHR-LLHQLGRQ-APTAVLQPLP-QRMWNR---T--------------RL---------------P------VTHGVL------------------
WP_059012194.1 ----TLIRAL---------R-GAGLDP-------------------DWAELADALWLAQF--------------------------------------------------SRPSRPGAE----VGSGAAEGTDGTGRP---------GA--------------------------------------DDSSVPHTDHQDHGDARASVPGAAD----DAGRTP--PG-----------------------------PGPAGR-------------------RYPRPGDET-------VRIYPD----------------------PAGSGGQAAG----------------------LPDDALRIGV-----PEA------------------------RA--------LPG---LLE---------LERALRPL--QR-----YR---------PP---GRPPRRTAATG---------LDEPATV---ER-----TARA----------------GG-----------LLMP-----AF---REEP-RSP------TELQLLMDAAPA-MRVWQRML-GELAEVF-GRL--G--------AF-RDVQVH------YL-------------------HASPDGS----------------------------------------PAVSRRFDPAGAPLRPAS----QLS-------DP---TGR-R-----------LTVVVSDCAGP-LW--RDGA----------AHR-LLHTLSRY-APVAVVQPLP-ERLWPR---T--------------RL-----PV--------E--------HGVL--H---------------
WP_020277090.1 ----ALVARM----------RDAGIGP-------------------GVEELADALWLARW--------------------------------------------------LPAPAETAA-------------LPSAAD---------GA-------------------------------------------------------RRDLPSAD----GDTGSP-LPP-----------------------------PRPPVT------------------------DGEP-------QPPDGA---------------------RLFAPGAGAAD----------------------GAAPMEPVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRV---------LDEHATA---HR-----AAES-----------------R-----------FLLP-----VL---RTDR--RR-E----ARLMLLMDVSTS-TVVWQQAL-DELRQVC-VRA--G--------AF-REVRVR------YL--------------------HETEGG----------------------------------------LPGWATVPEPSGPLHAPE----QLS-------DP---TGR-C-----------VTLVLSDCAGP-MW--RSGR----------MQR-LLHRWAAA-APVAVVQPLP-QRLWLR---T--------------HL---------------P------ARRGLL------------------
WP_079178870.1 ---------M----------RESGLDP-------------------DPEGLCDVLWLAQY---------------------------------------------------AHPTAGAV--TDGPQGPGSAARPGPSE---------AS-------------------------------------------------AEAAVPPAGDPRGA----AVRHPE--PA-----------------------------ADAGRP--------------------SAVPHDVTGADRRLFLHPMPQ----------------------QHGAGRGRAA----------------------GRLAGVPFSV-----PAA------------------------SA--------LPA---LLE---------LQRALRPL--QA-----YR---------GA-------APPLRVE---------LDETATA---EQ-----SARA----------------GG-----------LIMP-----VY---RAVT--RG-D----AQLQLILEASTS-MRVWDRMF-DELVQVF-SQL--G--------AF-GDIQVS------HL-------------------HTGPDGT----------------------------------------VAVSRSADVHAAPLHPAD----RLS-------DP---TGR-R-----------ITVLVSDCVGP-LW--HSGR----------AHR-LLHRLSRQ-GPVAVLQPLP-QRMWHR---T--------------RL---------------P------VTHGEL------------------
WP_081552946.1 ------------------MR-DVGLDP-------------------DVPQLCDALWLARW--------------------------------------------------TRPAEAADP--EDPPV--GTGGRPTPRL---------DG-------------------------------------------------------GPRRDGDG----RPPGDRA-ER-----------------------------PERPPP---------------------EVGTEGR-------VSLYPV---------------------PQDGAERTRGA----------------------GRAAALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LIMP-----VH---RPVT--RG-D----ARLQLVLDASSS-MRVWDRLF-VELQQVF-GQL--G--------AF-SDIQVS------HL-------------------HRGPEGE----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVLFVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL-----PV--------L--------FCEL------------------
ESP99762.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPA----DPPAAGTERATPPEA---------AA-----------------------------------------RERP----------GLGTPRTG----PALEPL--PG----------------------------RPVAPPG---------------------PASEPAA-------EARVPL---------------------HTRPPALADDG----------------------PAAGALPVGV-----PAA------------------------AV--------LAS---PLI---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL-----QV--------T--------FGDL------------------
ESQ05820.1 ----ELVARL----------RGAGLDV-------------------DAEHLLDALWLAAR--------------------------------------------------TGAPAPAPADPPAAGTERATPPEAAARE---------RP-------------------------------------------------------GLGTPRTG----PALEPL-PGR-----------------------------PVAPPG---------------------PASEPAA-------EARVPL---------------------HTRPPALADDG----------------------PAAGALPVGV-----PAA------------------------AV--------LAS---PLI---------LQRALRPL--QA-----YR---------TG-------AAPRRQV---------LDEGATA---EL-----TARA----------------GG-----------LVLP-----VF---RPVN--RR-E----ALLQLVLDASGS-MRVWQRLF-DELREVF-GGL--G--------AF-RDLHVR------YL-------------------HATDDGR----------------------------------------AAVSRSPRRDGAPLHSTD----RLV-------DA---TGR-R-----------VTLLVSDCAGP-LW--HSGA----------AHR-TLHRLAGQ-GPVAVLQPLP-QRLWPR---T--------------RL---------------Q------VTFGDL------------------
WP_051715921.1 ----ALVARM----------RDAGIGP-------------------SVEELADALWLAHW--------------------------------------------------LPAQAEPSL------SAATDRARPSSSA---------PD-------------------------------------------------------EAVPRPAP----VRRPPE---------------------------------PDDEPQ-----------------------------------QSDGAR---------------------LFVPGPGTSD-----------------------GVRRMEPIGV-----PAA------------------------PA--------LPE---PLS---------LQRGLRPL--QR-----YR---------AP-------IRPVPRV---------LDEHATA---HR-----AAES-----------------R-----------LLLP-----VL---RPDR--RR-E----ARLLLLMDVSTS-TVVWQEAL-EELRQIC-ARA--G--------AF-GEVRMR------YL-------------------HETPGGL-----------------------------------------PGCAATPDARGPQHAPE----QLS-------DP---TGR-C-----------VTLMLSDCAGP-MW--RSGH----------MQR-LLHRWAAT-GPVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGLL------------------
WP_052687086.1 -PLGELVGRL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDGTGAE-----------AAAPARPI---------PP-------------------------------------------DPATFSAGPAATAQGARRAD----AADEGA--PD-----------------------------PPAAPP------------------------ERTR-------RRDAAL---------------------LPAHDDRFSDP----------------------DHHRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPLRQE---------LDDDATA---EL-----SAHA-----------------E-----------MVIP-----VL---RGVH--RR-T----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGAAAAPGPGQSLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_027753922.1 ------------------------MSP-------------------DARGLADVLWLAEE--------------------------------------------------LARSADAAD-------AAAGGADPDAAP---------GA--------------------------------------ATRMESATFPDSATRSATRSGSGAGARAAGAAAPG-TEG-----------------------------AEDAAHARDAADDTGAGAYRAPERHVGLAAGPVL-------SPRTPV------------------HDTAPGAPPGADAR----------------------GYRQVGRVGV-----PEP------------------------PA--------LPA---LVP---------LQRALRPL--RR-----YQ---------PR------VAAVAPGE---------LDEDATA---EL-----SARA-----------------D-----------LVIP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWGRLL-EDLRTVS-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEAGRPSVLQDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWRE---M--------------PF---------------P------ALPGLL------------------
WP_051674211.1 ----ELVGRL---------N-GAGLEP-------------------GTGELADALWLARW--------------------------------------------------SVPTAPQPV--------------PAGRP---------RE-------------------------------------------------------PGPDSGGS----QGGAPG--DL-----------------------------PQVPAD-------------------GTDGRGRRL-------VPPERD--------------SGGMVDLYPGVAEPGRAH----------------------LGPAGLTVAI-----PEA------------------------TA--------LPR---LLE---------LQSALRPL--QR-----YR--------SPA--------RPLRET---------LDEAATA---ER-----SALA----------------GG-----------LLLP-----VF---RPVG--RG-N----ATMQLLMDASSS-MYVWERML-RELGGVF-ERL--G--------AF-HEVQVR------HL-------------------HATPEGA----------------------------------------PAVSGRFDPEPSALRSAD----QLI-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGQ----------AHR-LLHRLAGH-GPVAVLQPLP-ARLWSR---T--------------RL-----PV--------S---------YGMLHR---------------
WP_053922005.1 -PLGELVGRL----------TAAGVPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDGPGTE--------------AAAPA---------RP----------------------------------------VHTEPATFSAGPAVTAQGARRAD----AADEGA--PD-----------------------------PPAAPP------------------------ERTR-------RRDTAL---------------------LPAHDDRFTDP----------------------DHHRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPLRQE---------LDDDATA---EL-----SAHA-----------------E-----------MVIP-----VL---RGVH--RR-T----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGAAAAPGPGQSLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL-----PA--------V--------AGTL------------------
WP_071376575.1 ------------------------MDP-------------------DAEELSDALWLARW--------------------------------------------------TGAEGEDDG--AVGAVGGEQGSSVAGTG---------TG-------------------------------------------------------PGEAGTGP----GGGGQA--EQ-----------------------------DAAQPA--------------------RWVEPEADVPVPDRRVTLYPL---------------------PQDGAPGTRAN----------------------GRIQALPIGV-----PAA------------------------PV--------LPS---LLE---------LQRALRPL--QA-----YR--------SAA--------PALRTR---------LDETATA---EL-----SARA----------------GG-----------LILP-----VH---RAVI--RR-D----ARLQLVLDAAPS-MRVWDRMF-AELHQAF-AQL--G--------AF-GDIQVS------HL-------------------HTGPDGE----------------------------------------AAVSRSADAHAAPLHTVE----RLS-------DP---TGR-R-----------ITVLVSDCAGP-LW--RTGR----------AHR-LLHHLARL-APVAVLQPLP-QRLWNR---T--------------LL---------------P------VTYGEL------------------
WP_071384258.1 ------------------------MDP-------------------DAEELSDALWLARW--------------------------------------------------TGAEDEGDG----EGDAVGGGQGSTGAG---------TG-------------------------------------------------------EAGPGPAGGGQVAPAAVP--PA-----------------------------PWGEPE-------------------ADVPLPDRR-------VTLYPL---------------------PQDGAPSTRAS----------------------GRIRALPIGV-----PAA------------------------PA--------LPS---LLE---------LQRALRPL--QA-----YR--------SAA--------PALRTR---------LDETATA---EL-----SARA----------------GG-----------LILP-----VY---RAVT--RR-D----ARLQLVLDAAPS-MRVWDRMF-AELHQAF-AQL--G--------AF-GDIQVS------HL-------------------HTGPDGT----------------------------------------PAVSRSADAHAAPLHTVE----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RTGR----------AHR-LLHHLARL-APVAVLQPLP-QRLWNR---T--------------LL---------------P------VTYGEL------------------
WP_079125114.1 -LLTALVARL----------REAGLDP-------------------DAEQLCDAIWLAQQ--------------------------------------------------TSGGRTSDGGAEGAEGITYAGSEPAGPG---------PL--------------------------------------------------------SVTRPGEQDRTGEDGPADEPL-----------------------------PRSELP-----------------------DPDRR-------IALHPV---------------------PRDDGPRIRSG----------------------GASAALTLGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QR-----YR---------PA-------APPLRRT---------LDEVATV---EL-----SARA----------------GG-----------LIIP-----VF---RGVS--RA-D----ALLQFVMDTSSS-MRVWERLF-GELQQIF-GQL--G--------AF-RDVQVR------YL-------------------HQGPDGA----------------------------------------PAVSRSPDPAAAPLSSAD----RLS-------DP---TGR-R-----------VTVVVSDCAGP-LW--HSGR----------AHR-LLHQLGRQ-APTAVLQPLP-QRMWNR---T--------------RL---------------P------VTYGVL------------------
WP_037620923.1 ----ELIARI----------RQTGLDP-------------------DARQLADALWLARW--------------------------------------------------SRPTHQDAN-------------GPGDAP---------PS-------------------------------------GRVPAAEDPAAGRQDARGDERPPPAE----RSAPEV--RE-----------------------------PDTDRR-----------------------------------VTLYPV---------------------PRDGAPRGYGQ----------------------GRSPVLPVGV-----PAA------------------------PA--------FPS---PLE---------LQRALRPL--QG-----YR--------TAA--------PPLRTV---------LDETETA---EL-----TARA----------------GG-----------LVLP-----VF---RGVT--RA-D----AALQLVMDASSS-MRVWDRMF-AELEQVF-GRL--G--------AF-RDIQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSPEPDAAPLHSAD----RLS-------DP---TGR-R-----------VTLLVSDCAGP-LW--HSGH----------AHR-LLHHLSGL-GPAAVLQPLP-QRMWNR---T--------------RL---------------P------VSYGEL------------------
WP_051700487.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------PDHGPDPETDP---------AD-------------------------------------------------------PSAEPVEP----LRADAD-ADD-----------------------------PVRLYA-----------------------------------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_052030314.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPDLP----------GTRGPGPEA------------------------------------------------------------------ESDDPVVE----PVDPARAEAD-----------------------------PEDPVR--------------------------------LYAPGAHRA---------------------GEAGGEPPEPS----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PS-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPET--RR-E----ATVRLVMDASPS-MAVWQEMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRQDGT-----------------------------------------AALGRGPGPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGQ----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053080709.1 ----DLAGLL----------RTAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPADPAGP--------------ERERP---------AP-------------------------------------------------------PRRTRTPGGATAAEEESA-GPE-----------------------------PDPQDP-----------------------------------VRLYAS-------------------RVLGSVAEEAAGF----------------------PGGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGTGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGE----------AQR-LLHRWAEC-SPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGVL------------------
WP_079193740.1 ----EIVARL----------RAAGLPA-------------------DARAMADALWLARW--------------------------------------------------ITPAPPRDD----GEPAEGAVPSATQRP---------KP-------------------------------------------------------ATFSVDPR----SREPSQ--DA-----------------------------PSRTEP---------------------AARDRPR-------RPEVEL---------------------LPAPDDRPLGP----------------------GQGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPARQE---------LDEDATA---DL-----SAHA-----------------E-----------LIIP-----VL---RGIR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGD----------------------------------------EVGVAAGPDRSAPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---S--------------LL-----PA--------V--------AGTL------------------
WP_079406085.1 ----ELAALL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPARAA---------------PGDRE---------PG-------------------------------------------------------GGGGGPDT----AAGEPV--AE-----------------------------PAEPVR-----------------AEAEADAPVGL-------YAPGEA-------------------RADGADGERPGEV----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGA-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL-----PT-----E--R----------GT------------------
AIV38673.1 ----RLVLRL----------REIGMDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSDDAADA-----------PPVPGPLL---------AP-------------------------------------------------------PVIGPPVGPVALPPGATR-APA-----------------------------PEQPEA-----------------------PAARR-------VALYPL---------------------PPGEGPGVRGA----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RHLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQIF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSADPLGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGAL------------------
WP_030017200.1 ----EIVARL----------RAAGLPA-------------------DARSMADALWLARW--------------------------------------------------ITPTPPEGD------------GEPADGT---------VP----------------------------------------------------ATAQRPKPATFSVDPRSREPA-RDT-----------------------------PSRTEP---------------------AARDRPR-------RPEVDL---------------------LPAQDDRTLGP----------------------GQGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPARQE---------LDEDATA---DL-----SAHA-----------------E-----------LIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030182699.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------AQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030375332.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGDVTPAEETVPPTAQGPKPAT------------------------------------------------------------------FSVDPRGR----ESARDT---------------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030604157.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGE-----VTPAEETVPPVVQG---------PK-------------------------------------------------------PATFSVDP----RGRESA-RET-----------------------------PSATEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRALAP----------------------GHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030628104.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD-----VTPAEETVPPTAQG---------PK-------------------------------------------------------PATFSVDP----RGRESA-RDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030654968.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAAGGD-----VTPAEETVPPTAQG---------PK-------------------------------------------------------PATFSVDP----RGREPA-RDT-----------------------------PSATEP---------------------AARDRPR-------RTKVDL---------------------LPAQHDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_030672371.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------IVPGAPDDG--VTPAEETIPPAAQGPKP---------AT-------------------------------------------------------FSVDPHGR----ESARDT--PS-----------------------------ATEPAA-----------------------RDRPR-------RTEVDL---------------------LPAQDDRALTP----------------------GHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPARQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_043978690.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD-----VTPAEETVPPTAQG---------PK-------------------------------------------------------PATFSVDS----RGRDSA-RDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_050509157.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------AQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_051731479.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------AQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQADRTLAP----------------------AHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_051738500.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------AQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_053800883.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------VQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_057584733.1 -----MVARL----------RGVGLDP-------------------DVEQLCDALWLARW--------------------------------------------------TRPVDVPEP--EEPR--AEAGDRPAFRR---------DG-------------------------------------------------------GRGGGPHA----GARAER--PE-----------------------------RAEPPP--------------------QEVGAGGR-------VSLYPV---------------------PQDGGQRARGA----------------------GRAAALPVGV-----PAA------------------------PA--------LPA---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRMR---------LDETATA---ER-----SAQA----------------GG-----------LIMP-----VH---RAVV--RG-D----ARLQLVLDASSS-MRVWDRLF-LELEQVF-GQL--G--------AF-SDIRVS------HL-------------------HQGPDGA----------------------------------------PAVSRSPDVYAAPLHSTD----RLS-------DP---TGR-R-----------IVLFVSDCAGP-LW--HSGQ----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWNR---T--------------RL---------------P------VVFCEL------------------
WP_060733247.1 ----EIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAAGGELTPAEETVPPVAQGPKPAT------------------------------------------------------------------FSVDPRGR----ESARET---------------------------------PSATEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRALAP----------------------GHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_081219385.1 ----ELVARM----------RQIGLDP-------------------DAGQLADALWLARW--------------------------------------------------SRPTDTVER----GPGSVPRDGAATPGD---------DP-------------------------------------------------------GPVRPDPR----PTDPPA--PG-----------------------------DRTGPP-------------------RRDTGTDRR-------VALYPV---------------------PRDGAPRGPVR----------------------GRAAELPVGV-----PAA------------------------PA--------FPA---PLE---------LQRALRPL--QG-----YR--------TAA--------PPLRTT---------LDETATA---EL-----SARA----------------GG-----------LVLP-----VF---RGVT--RA-D----AALQLVMDASSS-MRVWDRMF-TELEQVF-SQL--G--------AF-WGVEVS------HL-------------------HQGPDGE----------------------------------------PAVSRSPEPGAAPLHSAD----RLS-------DP---TGR-R-----------VTLLVSDCAGP-LW--HSGR----------AHR-LLHHLSRL-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------S--------YGRL------------------
KND32413.1 ----ELITRL----------RAAGLDP-------------------DQRQLSDALWLARF--------------------------------------------------TRRPAAQDV--------------PEGAV---------PE----------------------------------------------------------GPGPM----GELAAG--PA-----------------------------PADPPA--------------------LAAAEVQR-------APKRPV----------------LDGQVSLYPLPRNASK----------------------ARAGALDIGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QG-----YR--------SPA--------PPLKTA---------LDEAATA---EL-----SAQA----------------GG-----------LILP-----VY---RAVT--RR-D----ARLQLVLDASSS-MRVWHRMF-EELEQVF-GQL--G--------AF-SDIQVS------FL-------------------HQGPDGE----------------------------------------PTVSRSPEAQAAPLNSAE----RLS-------DP---TGR-R-----------IVILVSDCAGP-LW--HSGR----------AHR-LLHHLSGQ-GPVAVLQPLP-QRMWAR---T--------------RL-----PV--------T--------FGEL------------------
WP_052848444.1 ------MGVL----------RDARLDP-------------------DWVGVADALWLAQY--------------------------------------------------WGPSTPAPD-------AQGDARGPGPSG------------------------------------------------------------------VPAGPPDAVPTLPGPRPS---------------------------------PNGHHP-----------------VAGSTRDPQGPVSPADQSFALYAS---------------------PSGADTHESAA----------------------PPARGVPVGI-----PAA------------------------RT--------LPA---PLG---------LERALRPL--QR-----YR---------PP---GRPPRRLAAPD---------LDERKTV---ES-----TARA----------------GG-----------LLIP-----AF---HEEP--RG-H----TELQLLMDAAPA-MRIWQSML-GELAEVF-TRL--G--------AF-RDLQVH------YL-------------------HQSPDGA----------------------------------------PAISRRFDPGDAVLRPAR----QLQ-------DP---TGR-R-----------LTVVVSDCTGP-LW--RSGA----------AHR-LLHGLARH-APVAVVQPLP-QRMWAR---T--------------RL---------------P------ASAGTL------------------
WP_079250460.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------------PDHGP---------DP------------------------------------------------------ETDPADPSA----EPVEPL-RAD-----------------------------ADADDP-----------------------VRLYA-------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_031044453.1 ----RLVLRL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADAADA-----------PPEPGPRL---------AP-------------------------------------------------------PVVRPPAGPVPLPQAEPR-PPA-----------------------------PEQPDA-----------------------QAARR-------VALYPL---------------------PPGEGPGAPGT----------------------GRASALPVGV-----PAA------------------------PV--------LPA---PLE---------LLRSLRPL--QG-----YR--------SPA--------TPLRSE---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVG------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_060176762.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------------PDHGP---------DP------------------------------------------------------ETDPADPSA----EPVEPL-RAD-----------------------------ADADDP-----------------------VRLYA-------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_078095066.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------------PDHGP---------DP------------------------------------------------------ETDPADPSA----EPVEPL-RAD-----------------------------ADADDP-----------------------VRLYA-------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KOG57815.1 -----MASLL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRAA---------------PGDRE---------PG-------------------------------------------------------GGGGGPDT----APGEPV--AE-----------------------------PAEPVR-----------------AEAEADAPVGL-------YAPGEA-------------------RADGADGERPGEV----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
KOU20535.1 -----MASLL----------RAVGLDP-------------------SAEEIADALWLAGH--------------------------------------------------IRGPVRA----------------APGDR---------EP-------------------------------------------------------GGGGGPDT----AAGEPV--AE-----------------------------PAEPVR-----------------AEAEADAPVGL-------YAPGEA-------------------RADGADGERPGEA----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDESATA---EA-----SART----------------LG-----------LIIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDLF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
WP_031184764.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEADPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_037824673.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDARL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQAS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_037832270.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_053637571.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDT-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_053662415.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_055467560.1 ----RLVLKL----------REIGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TGSADATDA-----------PPEPDPRL---------AP-------------------------------------------------------PVVRPPARPVPLPRNETR-PPE-----------------------------PEQPDT-----------------------PAARR-------VALYPL---------------------PPGDGPGAPGT----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSV---------LDEVGTA---EL-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-GRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPHGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VNFGGL------------------
WP_030190028.1 ----ELIGRL----------RRAGLDV-------------------TAEDVADAVWLARR--------------------------------------------------LGAAPPRAA-----------VGRPDPTT---------DP-----------------------------------------TTDPDTVTDSGSDSEPVGKPDG----GSPSPP-PPG-----------------------------PSDPAG-------------------GDAAARHDPTTPGTRASTPVPL-------------------RAAGAVTGRGDGG----------------------GTHATFPVRA-----PAA------------------------TA--------LPG---LLG---------LEKALRTL--GR-----YR----ATGTGFT---------EGG-----------IDEEATA---ER-----AAVT-----------------G-----------FVLP-----VR---RPGR-SRR------CDIRLLMDTGPA-MAVWGQLV-EELRQAC-QQS--G--------AF-AAVRVH------HL-------------------YADAAGN---------------------------------------PAIGPAAGPGRPPPLRSPD----ELH-------DP---SGR-S-----------VTLLVSDCVGT-LW--QSGG----------AQR-LLRDWPRS-SPLAIVQPLP-PRLWGR---T--------------AL---------------P------AEPGLL------------------
WP_076976234.1 ----ELIGRL----------RRAGLDV-------------------TAEDVADAVWLARR--------------------------------------------------LGAAPPRAT-----AARPDPTADPGPDS---------GP------------------------------------DSDSDPEPAGTPQSGAQAPPPPAPPDPATADGAARPA--QE-----------------------------PTAPGT-----------------------RASTP-------VPLRAA---------------------GTATGRADGSG----------------------GPHATFPVRA-----PAA------------------------TA--------LPG---LLG---------LEKALRTL--GR-----YR----VASTEYT---------DGG-----------IDEEATA---ER-----AAVT-----------------G-----------FVLP-----VP---RPGR-SRR------CDIRLLMDTGPA-MAVWGQLA-EELRQAC-QQS--G--------AF-AAVRVH------HL-------------------YADAAGD---------------------------------------PAIGPAAEPGRPPRLRSPD----ELH-------DP---SGR-S-----------VTLLISDCVGT-LW--QSGG----------AQR-LLRQWPRS-SPLAIVQPLP-PRLWGR---T--------------AL---------------P------AEPGLL------------------
WP_077058987.1 ----TLIGAL----------RGAGLDP-------------------DWAGLADALWLAQF--------------------------------------------------SRPCGTAARGDGADDRPDGHRDAGAGPG---------PG-------------------------------------------------------QAHRPAPGADAGRAPGGHEPVP-----------------------------PSAPGR--------------------APHAADET-------VRLYAD----------------------PGGSGRPAPG----------------------LPEDALRVGV-----PEA------------------------RA--------LPS---LLD---------LERALRPL--QR-----YR---------PP---ARPPRRPAAGD---------LDERETV---DR-----TARA----------------GG-----------LLTP-----AF---REGA--RG-H----TELQLLMDAASP-MRVWQRMF-GELAEVF-GRL--G--------AF-RDIQVH------YL-------------------HASPDGS----------------------------------------PAISRRFDPAEAPLHPAS----QLA-------DP---TGR-R-----------LTVVVSDCTGP-LW--RSGA----------AHR-LLHRLTRY-APVAVVQPLP-QRLWAR---T--------------RL---------------P------VRQGLL------------------
WP_003973698.1 ----RLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPPDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HGGH----------AHR-LLHHLTRQ-GPVVVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_011030142.1 ----RLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPSDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDSSSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HGGH----------AHR-LLHHLTRQ-GPVVVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_030816755.1 ----ALVLQL----------RGAGLEP-------------------DVEGLSDALWLARW--------------------------------------------------TGEREPTGA-----------VERAREEP---------PP-------------------------------------------------------PPVSPPKP----QLPPTP--RE-----------------------------PEAPAS-----------------------GPDRS-------VALYPA---------------------PRGGRTRVGTG----------------------TRLTALPVGV-----PAA------------------------PV--------LPS---TLE---------LQRALRPL--QT-----YR--------SAA--------PPLRRE---------LDETATA---EL-----SAQA----------------GG-----------LILP-----VY---REVR--RG-D----ARLQLVLDAAPS-MRVWDRLF-AELEGVF-AQL--G--------AF-GDIRIA------HL-------------------HTGPDGE----------------------------------------ATVSASADPRGAPQHTVD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGG----------AHR-LLHRLARL-APVAVLQPLP-QRLWSR---T--------------RL---------------P------VTYGDL------------------
WP_030873012.1 ----RLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPPDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HGGH----------AHR-LLHHLTRQ-GPVVVLQPLP-QRMWNR---T--------------RL---------------P------VTFGGL------------------
WP_031181175.1 ----ELVLRL----------RGAGLQP-------------------DVEGLSDALWLARW--------------------------------------------------TGEREPAGE-----------VERAREVP---------PP-------------------------------------------------------PPVSPPEP----QLPPPP--RE-----------------------------PGVLTP-----------------------GPDRS-------VPLYPS---------------------PRDGQVRVGPG----------------------TRLTALPVGA-----PAA------------------------PV--------LPS---TLE---------LQRALRPL--QA-----YR--------SAA--------PALRRE---------LDETATA---EL-----SAQA----------------GG-----------LILP-----VY---REVR--RG-D----TRLQLVLDAAPS-MRVWDRLF-AELEEVF-ARL--G--------AF-GDIRIA------HL-------------------HTGPDGE----------------------------------------ATVSAGADPRGAPQHTAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGG----------AHR-LLHRLARL-APVAVLQPLP-QRLWSR---T--------------RL-----PV--------T--------YGEL------------------
WP_048832216.1 ----DVIGLL----------REHGLDP-------------------SAEEVADGLWLARY--------------------------------------------------AMPPADPAA-------AEPLPEAPPPAG---------LP-------------------------------------------------------EGGARPGE----PPPGEAPPPE-----------------------------PRRPDG---------------------SDASDDT-------DGPDAV---------------------ALHAVGGAAGR----------------------RTVAGVPIAV-----PAA------------------------AT--------LPS---LLK---------LQRALRPL--QR-----YR---------PS-------APAIRHT---------LDESATA---ER-----SARA-----------------G-----------MVLP-----VF---KAVE--RR-E----TSLALLIDASPS-MAVWDRTL-EEVRQVC-EQL--G--------AF-RDVQVH------RL-------------------HEVPGGT-----------------------------------------PLIGTGPRGRERLRAAD----QLR-------DP---TGR-R-----------LTVLISDCVGP-LW--RSGQ----------AHK-LLHRWGRQ-APVAVLQPLP-QRLWSR---T--------------RL-----PVE-------PGTLHRDEEPGAR------------------
WP_051370807.1 -------------------MRQIGLDP-------------------DAGQLCDTLWLARW-------------------------------------------------ARPTDTAEPP--TGQGAPTGTTPGAGRDP---------VP-------------------------------------------------------ERADPRDA----APPVTD--DR-----------------------------PAPPPQ---------------------DESADRR-------VALYPV---------------------PRDGAPRGYGQ----------------------GRVTVLPIGV-----PAA------------------------AA--------FPS---PLE---------LQRALRPL--QG-----YR--------TAA--------PPLRTV---------LDETATA---EL-----SARA----------------GG-----------LVLP-----VF---RGVT--RA-D----AALQLVMDASSS-MRVWDRMF-AELEQVF-GQL--G--------AF-WDIEVS------HL-------------------HQGPDGE----------------------------------------PAVSRSAEPGAAPLHSAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--HSGH----------AHR-LLHHLSRL-GPAAVLQPLP-QRMWNR---T--------------RL---------------P------VSYGDL------------------
WP_051387006.1 ----ALVARL----------RGAGLDP-------------------DVEQLCDALWLASR--------------------------------------------------TGVPSGPEE--------------GDESG---------PP---------------------------------------APDALTSQEQAGPGVRERPGVNGG----RVADAG--RP-----------------------------DDDPEP---------------------GDGPAADGRIALYPVPGTPR-------------SGDDRDGDGPPDRRTSPAG----------------------PRGTELALGV-----PAA------------------------PV--------LPA---PLE---------LTRALRPL--QR-----YR---------PV-------SAPLRRA---------LDETATA---DL-----SARA----------------GG-----------MVMP-----VF---RGVG--RG-D----AILQCVMDASSS-MLVWDRMF-GELQQIF-GQL--G--------AF-RDVQVR------YL-------------------HQGPDGG----------------------------------------CTVSRSPDPAAAPLHFAD----RLS-------DP---TGR-R-----------VTVVISDCAGP-LW--HSGR----------AHR-LLYQLARQ-APVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGSL------------------
WP_051872174.1 ----DVVAAL----------RSAGLDP-------------------DAGELADALWLAQW------------------------------------------------SRPRGGAAEQE--SGGGTAAAGSGPPGGQA---------SA-------------------------------------------------------PARTGTPP----GGTGTD--RE-----------------------------PPGDAS---------------------AGPPAASRVALYPDGQELPG---------------------AGPDGTGAPAG----------------------PYGTGLPVGV-----PAA------------------------PA--------LPD---LLA---------LQRALRPL--QR-----YR---------SA-------APAVRHV---------LDERATA---ER-----SARS----------------GG-----------LVMP-----VF---RAVP--RA-E----ASLQLVMDAASS-MCVWDRLL-YELQQVF-AQL--G--------AF-RDVQVH------FL-------------------HQGPDGA----------------------------------------PAVSRRFEPGHAPLRSAD----QLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--RSGH----------AHR-LLHRLARQ-GPLAVLQPLP-QRMWSR---T--------------RL---------------P------VSYGTL------------------
WP_078969534.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPADGQDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPD----DTPPPA--PE-----------------------------PQPYAD-----------------------PADRR-------VALYPV---------------------PRDGSPPMAGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVG------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGEL------------------
WP_079024941.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPTDARDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPG----DTPSPA--PQ-----------------------------PQPYTD-----------------------PADRR-------VALYPV---------------------PRDGAPRMPGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVS------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGEL------------------
WP_079164118.1 ----ELILRL----------REIHLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRPTDARDG------PPPGGRIVPPVEP---------PP-------------------------------------------------------VRPLPPPD----DTPSPA--PQ-----------------------------PQPYTD-----------------------PADRR-------VALYPV---------------------PRDGAPRMPGP----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPRRTE---------LDEVATA---EA-----SAEA----------------GG-----------LILP-----VR---RHVL--RG-D----ARLQLVMDASSS-MRVWDRLF-TELEQVF-SQL--G--------AF-SDIQVS------HL-------------------HQDPGGA----------------------------------------PAVSRSPDAYAAPLHSAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL---------------P------VTFGEL------------------
ARQ68581.1 ----TLIGAL---------R-GAGLDP-------------------DLMGLADALWLAQF--------------------------------------------------SRPCGPPSR----AADAQDGPGEAAGRG---------RA------------------------------------VARPAPGAD----------AGRAPATG----RGQARL--GA-----------------------------PGRAPH---------------------AADDTVR-------LYAEPA------------------------GEGRQAAG----------------------LPADALRVGV-----PEA------------------------RA--------LPS---LLE---------LERALRPL--RR-----YR---------PP---ARPPRRPASGD---------LDERETV---DR-----TARA----------------GG-----------LLTP-----AF---RERA--RG-H----TEAQLLLDAASP-MRVWQRMF-GELAEVF-ARL--G--------AF-RDVQVH------YL-------------------HASPDGG----------------------------------------PAVSRRFEPAEAPLHPVS----QLA-------DP---TGR-R-----------LTVVVSDCTGP-LW--RDGT----------AHR-LLHRLSRH-APVAVVQPLP-QRLWAR---T--------------RL-----PV--------Q---------AGL--L---------------
KOU00046.1 ---------M----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAAGGE------------VTPAEET---------VP----------------------------------------------------PVVQGPKPATFSVDSRGRESA-RDT-----------------------------PSATEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRAFAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRRE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
OLZ74128.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------------PDHGP---------DP------------------------------------------------------ETDPADPSA----EPVEPL-RAD-----------------------------ADADDP-----------------------VRLYA-------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_062206696.1 ----SLIGAL----------RGAGFDP-------------------TWAELSDALWLAQY--------------------------------------------------TDRPVADDGRSAGAGARSGAPGGPGDAP------------------------------------------------------------------ARADRPGR----ADADGR--PG-----------------------------EDTAQP--------------------RAGAGRLP-------RPEDPS----------------VLLYADPRGSGQPVDR----------------------PAGEALPVGV-----PEA------------------------RA--------LPG---LLG---------MERALRPL--RR-----YT---------PP---TGPAHSGRGLR---------LDEEATV---HQ-----TARA----------------GG-----------LLTP-----VF---RAEP--RG-H----TDLQLLMDAAPA-MRVWQRML-GELAEVF-GRL--G--------AF-RDIQVH------YL-------------------HRSPDGS----------------------------------------PAVSRRFAPGDAALRPAR----QLR-------DP---TGR-R-----------LTVVVSDCTGP-LW--REGT----------AHR-LLHALARH-APVAVVQPLP-QRLWAR---T--------------RL---------------P------ASYGTL------------------
WP_062706177.1 ----ALVARM----------RDAGIAP-------------------GVEELADALWLARW--------------------------------------------------LPRSAPQPD------LPGTAPVDAATDP---------LA-------------------------------------------------------DPGALPPG----ATHRPR-LPA-----------------------------QDSEPQ-----------------------------------QPERAG---------------------LFAPGPGGDV-----------------------ADSRMTRVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDECATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDISTS-TVVWQQAL-DELRQVC-ARA--G--------AF-CEVQVR------YL-------------------HETPGGR-----------------------------------------PGCAATPQPTAALYAPE----QLS-------DP---TGR-R-----------VTLVLSDCAGP-MW--RSGR----------VQR-LLYRWAAT-APVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGLL------------------
AQT76777.1 ----ELAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPARP--------------PDHGP---------DP------------------------------------------------------ETDPADPSA----EPVEPL-RAD-----------------------------ADADDP-----------------------VRLYA-------PGAHPA---------------------GGAEDETPEES----------------------PDDHGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGSALRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGA----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_051831367.1 ----DVVAAL----------RGAGLDP-------------------DAGELADALWLAQW----------------------------------------------CRPHGAAAEQESG----GGTADAKGRAPGART---------PA----------------------------------------PPRTG----------TRQDAPGA----DREPPG--SG-----------------------------SAGPPG----------------------ATHVAL-------YPAGQE---------------------LPGSGAGAPAG----------------------PYGSGLPVGV-----PAA------------------------PA--------LPD---LLA---------LQRALRPL--QR-----YR---------SA-------APAVHHV---------LDETATA---ER-----SARS----------------GG-----------LVMP-----VF---RAVP--RA-E----ASLQLIMDASSS-MCVWERLL-HELQQVF-AQL--G--------AF-RDVQVQ------FL-------------------HQGPDGR----------------------------------------PAVSRRFETAHAPLRSAD----QLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--RSGQ----------AHR-LLHRLARQ-GPLAVLQPLP-QRMWSR---T--------------RL-----PV--------S---------YGT--L---------------
WP_052680675.1 ----ELAALL----------RTAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPRPAPP----------GNRRPGTEP------------------------------------------------------------------PGPEDPAA----EPAEPV-RAD-----------------------------TDTEDP-----------------------------------VRLYAP---------------------GAHHPGETEGGTAEEA-----------------PEDYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPLPGTGLRSGE----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-MLYRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_079273265.1 ----ELAALL----------RTAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPRPAPP----------GNRRPGTEP------------------------------------------------------------------PGPEDPAA----EPAEPV-RAD-----------------------------TDTEDP-----------------------------------VRLYAP---------------------GAHHPGETEGGTAEEA-----------------PEDYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPLPGTGLRSGE----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLYRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_023546824.1 ----ALVARM----------RDAGIAP-------------------AVEELADALWLAQW--------------------------------------------------LPAPAGQPD-------------RPGLDP---------PS-------------------------------------------------------GPEPPGVH----GTPLPR--PP-----------------------------RSLPLP---------------------AEGDEPR-------QPDNAR---------------------LFVPAPGGDDG----------------------TGTRMTPVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDEQATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDVSTS-TAVWQQAL-DELRQVC-ARA--G--------AF-REVQVR------YL-------------------HEAPGGL-----------------------------------------PGCAATPEPGAVLYAPE----QLS-------DP---TGR-R-----------VTLVLSDCAGP-MW--RSGR----------VQR-LLHRWAAT-APVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGLL------------------
WP_051861419.1 ----DVVAAL----------RGAGLDP-------------------DAGELADALWLAQW--------------------------------------------------CRPHGAAAD-----QESGGAAAAEDRAP------------------------------------------------------------------GARTPAPPRTGTRQDGPG---------------------------------ADREPP--------------------GSGSAGPPGATHVALYPAGQE---------------------LPGSGAGAPAG----------------------PYGSGLPVGV-----PAA------------------------PA--------LPD---LLA---------LQRALRPL--QR-----YR---------SA-------APAVHHV---------LDETATA---ER-----SARS----------------GG-----------LVMP-----VF---RAVP--RA-E----ASLQLIMDASSS-MCVWERLL-HELQQVF-AQL--G--------AF-RDVQVQ------FL-------------------HQGPDGR----------------------------------------PAVSRRFEAAHAPLRSAD----QLS-------DP---TGR-R-----------VTVLVSDCAGP-LW--RSGH----------AHR-LLHRLARQ-GPLAVLQPLP-QRMWSR---T--------------RL---------------P------VSYGTL------------------
WP_076096475.1 ----ALVARM----------RDAGIAP-------------------GVEELADALWLAHW--------------------------------------------------LPAPAGQPD-------------RPDLDP------------------------------------------------------------------RSGPEPPG----AHGTPL--PR-----------------------------PPRPLP-------------------LPAEGDEPR-------QPDNAR---------------------LFVPGPGGDDG----------------------TDTRMTPVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDEQATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDVSTS-TAVWQQAL-DELRQVC-ARA--G--------AF-REVQVR------YL-------------------HEAPGGL-----------------------------------------PGCAATPEPGAVLYAPE----QLS-------DP---TGR-R-----------VTLVLSDCAGP-MW--RSGR----------VQR-LLHRWAAT-APVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGLL------------------
BAU85996.1 ----ELTRRL----------RAAGQDL-------------------TAEEIADAVWLAQW--------------------------------------------------LPSPGPDAGGADEPAGTAPAGPLVPPGLP--------GP-----------------------------------RDPREGSGPGGLHGSDNGHHPHDPVPDR----RDPATL--DD-----------------------------PATVPP---------------------PRRAESV-------DLRLPG--------------------DVRARTGGGGGA----------------------GLGAVLPVRA-----PGA------------------------NA--------LPG---LLG---------LQKALRPL--RR-----YA---TGLPARPG---------EGR-----------LDEEATA---EH-----SAAS-----------------G-----------ILTP-----VL---RPAA-GRR------PDIQLLMDTGPA-MVVWQRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL-------------------YDTGEGP---------------------------------------PLVTTTSDPEGRPRLRPAD----QLH-------DP---TGR-R-----------LTLLVSDCVGP-LW--QRGA----------AQR-LVHQWPRH-APLALIQPLP-PRLWSR---T--------------AL---------------R------VEPGTL------------------
WP_003961788.1 -----MARQV----------------------------------------PRD---------------------------------------------------------PAPRAPGPG--------------PAPAA---------PP------------------------------------------------------GEEETPDPVRDPAPADDPA-FPA-----------------------------ALRPAP-----------------------VHRSP-------VELYAP---------------------GRPGPGTGGAP----------------------PGAVMRRIRV-----PAP------------------------TA--------LPD---ARA---------LERSLRPL--QR-----YR---------PP-------LRPVRRE---------LDETATA---DR-----AADT-----------------G-----------LVLP-----VL---TTRR--RR-E----ARLALVMDESSS-TVVWQDVL-EELRQIG-ERA--G--------AF-REVAVH------RI--------------------------------------------------------------------------GDGTPPGGPP----GIG-------DP---TGR-R-----------LTVVLSDCAGP-LW--RSGR----------MQR-LLYTWAAT-APVAVVQPLP-QRMWGR---T--------------HL---------------P------ALPGVL------------------
WP_015036147.1 -HLEELTRRL----------RAAGQDL-------------------TAEDVADALWLAQW--------------------------------------------------LPGPDREPE--GPDGPEGSGGTGGDPDG---------DG------------------------------------AADGTGALRGEGAAGPDGGAAGGPAGA----RESVSL--HM-----------------------------ATRATA---------------------AAGDTAGTGGDGATGETGAA---------------------GDRGDTGPGRT----------------------ERPATLPVRA-----PGA------------------------NA--------LPG---LSG---------LQKALRPL--RG-----YA---------RA--------PHRPGEGT-------LDEEATA---ER-----SAAA-----------------G-----------ILTP-----VL---RPAA-GRR------PDIQLLMDTGPA-MVVWTRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL--------------------YDPGEG--------------------------------------PPLVTTTSGADGRPRLRPVD----QLH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QRGA----------AQR-FLRQWPRH-APLALVQPLP-PRLWPR---T--------------AL-----PA-------DP----------GT------------------
WP_079078451.1 ----ELVARL----------RQIGLDP-------------------DAEGLSDALWLARW--------------------------------------------------SRPADGRDE----DGPPTPGGDGPGRPD---------EG-------------------------------------------------------ASGQGSEP----PAPDAP-APR-----------------------------PPDPPP-------------------SYDTGAAGR-------VALYPP---------------------SRGDAARTRAS----------------------RHASALPVGV-----PAA------------------------PV--------LPS---PLE---------LQRALRPL--QG-----YR--------SAA--------PPLRRT---------LDETATA---EL-----SARA----------------GG-----------LVMP-----VY---RAVT--RG-D----TRLQLVLDASPS-MRVWDRMF-SELEQVF-AQL--G--------AF-GDVQVC------HL-------------------HESPDGE----------------------------------------PVVSRSLDAHAAPLHAAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGG----------AHR-LLHHLARQ-APAAVLQPLP-QRLWTR---T--------------RL---------------P------VTYGDL------------------
WP_037783701.1 ----ELVARL----------RQAGLDP-------------------DAEGLSDALWLARW--------------------------------------------------SRPVSGRGE-----ESAAAGPDRVGRGD---------EG-------------------------------------------------------VSGQGPAS----VGQDTS-APR-----------------------------QAEPAP-------------------SYGTGPSGR-------VALYPP---------------------SRGDAARVRAS----------------------RHTSALPVGV-----PAA------------------------SV--------LPA---PLE---------LQRALRPL--QG-----YR--------SAA--------PPLRRT---------LDETATA---EL-----SARA----------------GG-----------LVMP-----VY---RAVT--RG-D----TRLQLVLDASPS-MRVWDRMF-SELEQVF-AQL--G--------AF-GDVQVC------HL-------------------HESPDGE----------------------------------------PVVSRSLDVHAAPLHGAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGA----------AHR-LLHHLARQ-APAAVLQPLP-QRLWTR---T--------------RL---------------P------VTYGEL------------------
WP_048586084.1 ----ALVARM----------RDAGIPP-------------------GVEELADALWLARR--------------------------------------------------LPPSPEQAG---------RVGAAPSSGP---------EP------------------------------------------------------AAGTGTPSP----RTRQAP-RPP-----------------------------AEDDEQ-----------------------------------PEPDSA---------------------RLFAPGPGGDD----------------------TDARMTPVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDEHATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDVSTS-TVVWQQAL-DELRQVC-ARA--G--------AF-REVQVR------YL-------------------HEVPGGL-----------------------------------------PGCAATPEPGAALHAPE----QLS-------DP---TGR-R-----------VTLLLSDCAGP-MW--RSGQ----------VQR-LLHRWAGT-APVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGML------------------
WP_053661282.1 ----ELIGKL----------RQGGLDL-------------------TVEDVADALWLARR--------------------------------------------------LGAGPARDA----PGPAVAGPGHPPGAV---------PP------------------------------------------------------LPQPASPAP----ASPDPG--PG-----------------------------PLTRRG-----------------------------------EPSAAP--------------VLLHTRTGGPDPGRPAAE----------------------GRPAGFPVRA-----PAA------------------------GA--------LPG---LLG---------LEKALRAL--GR-----YR----PGSARG---------EDER-----------IDEEATA---DR-----AALS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGQLV-EELRQAC-QQS--G--------AF-ASVRVH------QL-------------------YAGHAGQ------------------------------------SAVPLVGTTAGPGRHTRLRPAD----ELH-------DP---TGR-C-----------VTFVISDCVGP-LW--QDGS----------AQR-LLHTWPRT-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGVL------------------
APU44607.1 ----ELAALL----------RTAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPRPAPP----------GNRRPGTEP------------------------------------------------------------------PGPEDPAA----EPAEPV-RAD-----------------------------TDTEDP-----------------------------------VRLYAP---------------------GAHHPGETEGGTAEEA-----------------PEDYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPLPGTGLRSGE----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLYRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_053741039.1 ----ALIRRL----------REAGADP-------------------GATELADALWLAGR--------------------------------------------------MADAETGAG--------SGAGSGPDAGS---------PD-------------------------------------------------------GTPSGEDG----LSPDPA--DR-----------------------------PGPPQL-------------------LAVVRERREKGGQRGRRQRREQ---------------------EAERAGRTEPA----------------------YDAPGAEILV-----PTA------------------------SA--------FPD---LLS---------LGHALRPFRGRQ-----WR-------TGPP---------RPRSDDV-------LDESLTA---QA-----SAVA-----------------N-----------CALP-----VF---RADR-RRR------ARMQLLVDDSPS-MGAWERTL-EELRLAC-EQS--G--------AF-RSVTVH------RL-------------------RPYPDGG-----------------------------------------VGVLCRAGGSQWLAPAD----GLR-------DP---SGR-T-----------VTLLLSDCSGP-LW--RHGA----------AQR-LLHRRLGA-GPLAVVQPLP-ARLWPQ---T--------------LL---------------A------TEAGAL------------------
WP_014144833.1 ----RLVARL----------RAAGLDA-------------------DAEGLADALWLARR--------------------------------------------------IAPPPEPEA--------------APDRT---------DP-------------------------------------------------------ATLAPPED----AGTPPS--AP-----------------------------AGAPPP------------------------DGRP-------AAGAGR---------------------IALRPLRPDEA----------------------APAEETLVRI-----PVA------------------------TA--------FPG---LLP---------LERALRPL--QR-----YR---------PR------VPPRRGP----------LDEAATA---ET-----SARS-----------------G-----------HIVP-----VF---TEAR--RR-E----AMLLLVMDDSPS-MVVWHQML-EELRVVF-AQV--G--------AF-RDVAVH------YL-------------------RARSDG-----------------------------------------GAGVAAGPGGADPLAPAD----RLR-------DP---TGR-T-----------VTLLLSDCSGA-LW--RRGA----------GQR-LLHRFART-GPVAVLQPLP-QRMWSR---T--------------LL-----PT-----------------ESGV------------------
WP_062717917.1 ----ALVARM----------RDAGIPP-------------------GVEELADALWLARW--------------------------------------------------LPASPDRAG--------------RAKTA---------PA-------------------------------------------------------PGPEPALG----TGTLPP-LPS-----------------------------RPPGTP---------------------AEDDEER-------QPDSAR---------------------LFAPGPGGDG-----------------------TDVRMTPVRV-----PAA------------------------PA--------LPE---PLA---------LQRGLRPL--QR-----YR---------AP-------VRPVPRT---------LDEHATA---ER-----AAES-----------------G-----------LVLP-----VL---RTDR--RR-E----ARLLLLMDVSTS-TVVWQQAL-DELRQVC-ARA--G--------AF-REVQVR------YL-------------------HEAPGGR-----------------------------------------PGCAAGPEPGAALHAPE----QLS-------DP---TGR-R-----------VTLLLSDCAGP-MW--RSGQ----------VQR-LLHRWAGT-APVAVVQPLP-QRMWLR---T--------------HL---------------P------ARRGVL------------------
WP_079664780.1 -------------------MREIGLDP-------------------DVRQLCDALWLARW--------------------------------------------------TRPVETPDQ--EDPP---GTDGRPTPRP---------DG-------------------------------------------------------GRGRDGAG----RPHEDR-PER-----------------------------PERPPQ---------------------DVGADGR-------VSLYPV---------------------PQDGVPRARGT----------------------GRAAALPVGV-----PAA------------------------PA--------LPS---PLE---------LQRALRRL--QR-----YR--------SPA--------PPLRTE---------LDETATA---ER-----SAQA----------------GG-----------LILP-----VH---RAVT--RA-D----ARLQLVLDASSS-MRVWDRLF-VELQQVF-GQL--G--------AF-SDIQVS------YL-------------------HQGPDGE----------------------------------------PAVSRSADAYAAPLHSTD----RLS-------DP---TGR-R-----------IVLVVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRLWHR---T--------------RL---------------P------VVFGEL------------------
KOT44382.1 ---------M----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----------VTPAEETVP---------PT-------------------------------------------------------AQGPKPATFSVDSRGRDSARDT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
KOT47672.1 ---------M----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD--VTPAEETVPPTAQGPKP---------AT-------------------------------------------------------FSVDPRGR----ESARDT--PS-----------------------------VTEPAA-----------------------RDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEAATA---DL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLVVSDCAGP-LW--RDGR----------IQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
KOT96760.1 ---------M----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD--VTPAEETVPPTVQGPKP---------AT-------------------------------------------------------FSVDSRGR----DSARDT--PS-----------------------------VTEPAA-----------------------RDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_051820561.1 ----ELTRRL----------RAGGQDP-------------------TAEDVADALWLSQW--------------------------------------------------LPGPTPDQE------------GAEGAQG---------PP---------------------------------------ADPRRETAGGGSADGHDPGGGPAG----AAGEDG--GA-----------------------------AAGPGGPRESVSLHMATGTTRTTGTTGEAGANSG-------TPAADA---------------------THTPGDTGATGEERRT-----------------DRGATLPVRA-----PGA------------------------NA--------LPG---LLG---------LQKALRPL--RA-----YA---------PA--------PHRPGEGV-------LDEEATA---ER-----SAAA-----------------G-----------ILTP-----VM---RPAA-GRR------PDIQLLMDTGPA-MVVWSRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL-------------------YDAGEGP---------------------------------------PLVTTTSGADGRPRLRPVD----QLH-------DP---TGR-R-----------FTLVVSDCVGP-LW--QRGA----------AQR-FLRQWPRN-SPLALVQPLP-PRLWPR---T--------------AL-----PA--------E--------PGTF------------------
WP_067237319.1 ----------------------MGLDP-------------------DVEGLSDALWLARW--------------------------------------------------ARPANPLHE----QDAVCGGGRERPGRP---------SG---------------------------------------ERSADR----------APGSPPDA--------PG--PH-----------------------------PPAPTP-------------------SYGTGPDGR-------VALYPP---------------------TRGGGARARAG----------------------GHAAALPVGV-----PAA------------------------PA--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------PPLRKE---------LDETATA---EL-----SARA----------------GG-----------LVMP-----VH---RAVT--RG-D----TRLQLVLDASPS-MRVWDRMF-AELEQVF-AQL--G--------AF-GDVQVS------HL-------------------HEGPEGD----------------------------------------PVVGRSPDPLAAPLHSAD----RLS-------DP---TGR-R-----------ITLLVSDCAGP-LW--RSGR----------AHR-MLHQLARQ-APAAVLQPLP-QRLWSR---T--------------RL-----PV--------T---------YGE--L---------------
WP_051763106.1 ----ELAALL----------RAAGLDP-------------------SAGELADALWLAGH--------------------------------------------------LGGPGRAAP------------GGPGPGA---------PR-------------------------------------------------------TAAEEPPG----EPAEPV-RPD-----------------------------AEPDAP----------------------VGLYAP-------GAARPD----------------------GADGDRPEQS----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDEAATA---EA-----SARA----------------LG-----------LVIP-----VL---RPQS--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLTDGT-------------------------------------AALGRSPAPGCVRASGLRTGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
WP_051781725.1 ----ELAALL----------RAAGLDP-------------------SAGELADALWLAGH--------------------------------------------------IGGPERAAP------------GGPGPGA---------PP-------------------------------------------------------TAAEEPPG----EPAEPL-RPD-----------------------------AEADAP----------------------VGLYAP-------GAARPD----------------------GADGDRPGES----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDEAATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLADGT-------------------------------------AALGRSPAPGCVRASGLRTGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCMVVQPLP-QRMWGR---S--------------WL---------------P------TERGTL------------------
WP_073912307.1 ----ELTRRL----------RAGGQDP-------------------TAEDVADALWLSQW--------------------------------------------------LPGPPPGDQ--EGPEGADGPPGGPRRET---------AG---------------------------------DGSSDGRDPGGRAAGAGGGGAAGPGGPRES----VSLHMA--TG-----------------------------GTGPAG--------------------GAGGVGVTDGAGTVDTPDAPG---------------------TTGATGTTGGDRRTDRRT---------------DRGATLPVRA-----PGA------------------------NA--------LPG---LLG---------LQKALRPL--RA-----YA---------LA--------PHRPGEGV-------LDEEATA---ER-----SAAA-----------------G-----------ILTP-----VM---RPAA-GRR------PDIQLLMDTGPA-MVVWTRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL-------------------YDTGDGP---------------------------------------PLATTTSGADGRPRLRPVD----QLH-------DP---TGR-R-----------FTLVVSDCVGP-LW--QRGA----------AQR-FLRQWPRN-SPLALVQPLP-PRLWPR---T--------------AL-----PA-------EP----------GT------------------
WP_051774580.1 ----ELAALL----------RAAGLDP-------------------SAGELADALWLAGH--------------------------------------------------LGGPGQAAP------------GGPGPGA---------PR------------------------------------------------------TAAEEPPAE----PAEPVR--PD-----------------------------AEADAP-----------------------VGLYA-------PGAARP---------------------DGEDGDRPGES----------------------PEEYGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------IDEAATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRMTDGT-------------------------------------AALGRSPAPGCVRASGLRTGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGT----------AQR-LLHRWAEC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
WP_051831996.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPPVPAAP--------DRDPTAPRRRR---------RT-------------------------------------------------------AGDAPPPE----EESVRP-EPE-----------------------------PEDPVR-----------------------------------LYASRV---------------------LGTVAEEAAEF----------------------PAGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLADGR-----------------------------------------AAVGRGPGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGA-LW--REGE----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGTL------------------
WP_053784648.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPPVPAAP--------DRDPTAPRRRP---------RT-------------------------------------------------------AGGAPPPE----EEPVRP-EPE-----------------------------PEDPVR-----------------------------------LYASRV---------------------LGTVAEEAAEF----------------------PAGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWYDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGPGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGA-LW--REGE----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGTL------------------
WP_078841454.1 ----ELITRL----------RAAGLDP-------------------DQRQLSDALWLARF--------------------------------------------------TRRPAAQDV--------------PEGAV---------PE----------------------------------------------------------GPGPM----GELAAG--PA-----------------------------PADPPA--------------------LAAAEVQR-------APKRPV----------------LDGQVSLYPLPRNASK----------------------ARAGALDIGV-----PAA------------------------PV--------LPA---PLE---------LQRALRRL--QG-----YR--------SPA--------PPLKTA---------LDEAATA---EL-----SAQA----------------GG-----------LILP-----VY---RAVT--RR-D----ARLQLVLDASSS-MRVWHRMF-EELEQVF-GQL--G--------AF-SDIQVS------FL-------------------HQGPDGE----------------------------------------PTVSRSPEAQAAPLNSAE----RLS-------DP---TGR-R-----------IVILVSDCAGP-LW--HSGR----------AHR-LLHHLSGQ-GPVAVLQPLP-QRMWAR---T--------------RL-----PV--------T--------FGEL------------------
WP_051695577.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPPGSAAP--------DRGRTAPPRRP---------RT------------------------------------------------------AGGATPAEE----EPVRPE--PE-----------------------------PEDPVR-----------------------------------LYASRV---------------------LGTVAEETAEF----------------------PGGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGPGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGE----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGVL------------------
KOV86253.1 ----ALIRRL----------REAGADP-------------------GATELADALWLAGR--------------------------------------------------MADAETGAG--------SGAGSGPDAGS---------PD-------------------------------------------------------GTPSGEDG----LSPDPA--DR-----------------------------PGPPQL-------------------LAVVRERREKGGQRGRRQRREQ---------------------EAERAGRTEPA----------------------YDAPGAEILV-----PTA------------------------SA--------FPD---LLS---------LGHALRPFRGRQ-----WR-------TGPP---------RPRSDDV-------LDESLTA---QA-----SAVA-----------------N-----------CALP-----VF---RADR-RRR------ARMQLLVDDSPS-MGAWERTL-EELRLAC-EQS--G--------AF-RSVTVH------RL-------------------RPYPDGG-----------------------------------------VGVLCRAGGSQWLAPAD----GLR-------DP---SGR-T-----------VTLLLSDCSGP-LW--RHGA----------AQR-LLHRRLGA-GPLAVVQPLP-ARLWPQ---T--------------LL---------------A------TEAGAL------------------
KJY16212.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPAL---------------PGARG---------PG-------------------------------------------------------PETDPEDP----AAEPAE--PV-----------------------------RADTDA----------------------EDPVRL-------YAPGAH-------------------HAGEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
KOU34863.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAVH--------------------------------------------------IRGPGPALP--------GAGGTGTETDP---------ED-------------------------------------------------------PAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KOU66771.1 -----MAALL----------RAAGLDP-------------------SAEDLADALWLAGH--------IRG---------------------------------------PGPALPGAG-------------GPGTET---------DP-------------------------------------------------------EDPAAEPA----EPVRAD--TD-----------------------------AEDPVR-------------------------LYA-------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
KOU75547.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP----------GAGGPGTET---------DP-----------------------------------------------------EDPAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------SGAHHA---------------------GEAEGGTPAES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KOU88266.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP----------GARGPGTET---------DP-----------------------------------------------------EDPAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KOV19775.1 ----MAALL-----------RAAGLDP-------------------SAEELADALWLAGH--------IRG---------------------------------------PGPALPGAG-------------GPGTET---------DP-------------------------------------------------------EDPAAEPA----EPVRAD--TD-----------------------------AEDPVR-------------------------LYA-------SGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGTL------------------
KOV37678.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGPALP----------GAGGPGTET---------DP-----------------------------------------------------EDPAAEPAEP----VRADTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPDES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPAPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KPC67231.1 ------------------------MPA-------------------DARGMADALWLAQW--------------------------------------------------ITPDGPGTE--------------AAAPA---------RP----------------------------------------VHTEPATFSAGPAVTAQGARRAD----AADEGA--PD-----------------------------PPAAPP------------------------ERTR-------RRDTAL---------------------LPAHDDRFTDP----------------------DHHRLGEIAV-----PIA------------------------SA--------FPG---LLP---------LQRALRPV--QR-----YH---------PP-------VAPLRQE---------LDDDATA---EL-----SAHA-----------------E-----------MVIP-----VL---RGVH--RR-T----AALRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPHGP----------------------------------------DVGAAAAPGPGQSLRPAD----QLH-------DP---TGH-H-----------LTLVVSDCAGP-LW--RDGR----------MQR-LLYRWAAD-APLAVVQPLP-QRMWAR---T--------------LL---------------P------AVAGTL------------------
WP_061446900.1 ------------------------MDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSDDAADA-----------PPVPGPLL---------AP-------------------------------------------------------PVIGPPVGPVALPPGATR-APA-----------------------------PEQPEA-----------------------PAARR-------VALYPL---------------------PPGEGPGVRGA----------------------GRARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRSLRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RHLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQIF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGE----------------------------------------PAVSRSADPLGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-LW--HSGH----------AHR-LLHHLSRQ-GPVAVLQPLP-QRMWNR---T--------------RL-----PV--------T--------FGAL------------------
KOU20844.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGTALP----------GTRGPGTEA---------DP-----------------------------------------------------EDPAAEPAEP----ARTDTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPEES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPVPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
KOU97671.1 -----MAALL----------RAAGLDP-------------------SAEELADALWLAGH--------------------------------------------------IRGPGTALP----------GTRGPGTEA---------DP-----------------------------------------------------EDPAAEPAEP----ARTDTD-AED-----------------------------PVRLYA-----------------------------------PGAHHA---------------------GEAEGGTPEES----------------------PEEYGIPVRV-----PGA------------------------AA--------LPR---ILD---------VQRALRAL--QR-----HR---------PP-------APPTRLV---------IDEGATA---DA-----SARA----------------LG-----------LLIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRRPDGT-----------------------------------------AALGRGPVPGAGLRSGD----QLR-------DP---TGR-A-----------LTMMVSDCAGP-LW--REGA----------AQR-LLHRWAQC-TPCMVVQPLP-QRLWGR---S--------------WL---------------P------TERGTL------------------
OKI29456.1 ----ELIALL----------RAAGLDP-------------------SAAELADALWLAGR--------------------------------------------------TARAAAAGE-------PPGTPGTPEGSP---------PP-----------------------------------------------------EGPPQGPEPP----REQAPV-REE-----------------------------AAPEDP-----------------------------------VSLYAP------------------RARRAAGPEAEAGT----------------------PLGGGVPVRV-----PGA------------------------AA--------LPR---VLE---------VQRALRAL--QR-----HR---------PG-------VPPTRTV---------LDEQATA---EA-----SARA----------------LG-----------LVIP-----VF---RPQT--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVRVS------YL-------------------HRLADGR-----------------------------------------AVLARGPAAGSGERSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-VW--REGE----------AQR-LLYRWAEC-APCVVVQPLP-QRLWGR---S--------------WL---------------P------TERGGL------------------
WP_030553426.1 ----EITRRL----------RAGGQDP-------------------TAEDLADALWLSQW--------------------------------------------------LPGPSARDP--GLADGSAAGPSAETADG---------TS--------------------------------------DRRRRSAGHQEQGESDDARDGGGTA----GVTDRP--PD-----------------------------GGAAHE---------------------SVSLHMTTTTGTTGATGAVG---------------------AAGADGRVGRT----------------------ERGATLPVRA-----PGA------------------------NA--------LPG---LLG---------LQKALRPL--RG-----YA---------LA--------PHRPGEGT-------LDEEATA---ER-----SAAA-----------------G-----------FLIP-----VL---RPAT-GLR------PDIQLLMDTGPA-MVVWDRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL-------------------YDTGEGP---------------------------------------PLVTTTSGADGRPRLRPVD----QLH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QSGA----------AQR-FLRRWPRH-SPLALVQPLP-PRLWSR---T--------------AL---------------P------AEPGTF------------------
WP_053065798.1 ----ELIALL----------RAAGLDP-------------------SAAELADALWLAGR--------------------------------------------------TARAAAAGE--------------PPGTP---------GT-------------------------------------------------------PEGSPPPE----GPPQGP--EP-----------------------------PREQAP---------------VREEAAPEDPVSL-------YAPRAR---------------------RAAGPEAEAGA----------------------PLGGGVPVRV-----PGA------------------------AA--------LPR---VLE---------VQRALRAL--QR-----HR---------PG-------VPPTRTV---------LDEQATA---EA-----SARA----------------LG-----------LVIP-----VF---RPQT--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVRVS------YL-------------------HRLADGR-----------------------------------------AVLARGPAAGSGERSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-VW--REGE----------AQR-LLYRWAEC-APCVVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGGL------------------
WP_073798237.1 ----ELIALL----------RAAGLDP-------------------SAAELADALWLAGR--------------------------------------------------TARAAAAGE--------------PPGTP---------GT-------------------------------------------------------PEGSPPPE----GPPQGP--EP-----------------------------PREQAP---------------VREEAAPEDPVSL-------YAPRAR---------------------RAAGPEAEAGT----------------------PLGGGVPVRV-----PGA------------------------AA--------LPR---VLE---------VQRALRAL--QR-----HR---------PG-------VPPTRTV---------LDEQATA---EA-----SARA----------------LG-----------LVIP-----VF---RPQT--RR-E----ATVRLVMDASPS-MAVWQDMF-EELRAVC-ERL--G--------AF-RDVRVS------YL-------------------HRLADGR-----------------------------------------AVLARGPAAGSGERSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-VW--REGE----------AQR-LLYRWAEC-APCVVVQPLP-QRLWGR---S--------------WL-----PT--------E--------RGGL------------------
WP_051805087.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPTGPAAP--------GRDRAAPPRRT------------------------------------------------------------------RPAGAATP----AAEEPA-VPE-----------------------------PEPEDP-----------------------------------VRLYAS-------------------RMPGAVEEEAAEL----------------------PAGAAVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGPGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGE----------AQR-MLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGAL------------------
WP_053691781.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IAPTGSAAP--------GRDRTAPPRRP---------RK-------------------------------------------------------AGEAPPAE-------EEPVRPE-----------------------------PEPEDP-----------------------------------VRLYAS-------------------RVLGAVAEEAAEF----------------------PAGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGPGPGARLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGE----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGVL------------------
WP_069926978.1 ----ELVGRL----------RSGGLDP-------------------TAEEVADAVWLAQW--------------------------------------------------LPSDRTPTG--------------ASGDP---------RE-----------------------------------------PGEDTGGGRSGREGRTTAPPGR----PGAGTG--AD-----------------------------DPGPSP---------------------ASGPVSL-------YAPGGG-------------------GGDGPGGPRAAAG----------------------AARPGFPVRA-----PAA------------------------AA--------LPG---LLG---------LQRALRPL--RH-----YT----TTAARPAA--------GGR-----------LDEDATA---ER-----SAMT-----------------G-----------VLCP-----VL---RPSE--RR-S----VDIQLLMDAGPA-MAVWERMV-EELRQAC-QQS--G--------VF-RDVQVH------QL-------------------YDAGDGG--------------------------------------APLIGTTTGPGGHTRLRPAD----QFH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QQGR----------AQR-LIHQWPRS-SPLAVVQPLP-PRLWAR---T--------------AL-----PA-----E--P----------GL--L---------------
WP_069933003.1 ----ELVGRL----------RSGGLDP-------------------TAEEVADAVWLAQW--------------------------------------------------LPSDRTPTG--------------ASGDP---------RE-----------------------------------------PGEDTGGGRSGREGRTTAPPGR----PGAGTG--AD-----------------------------DPGPSP---------------------ASGPVSL-------YAPGGG-------------------GGDGPGGPRAAAG----------------------AARPGFPVRA-----PAA------------------------AA--------LPG---LLG---------LQRALRPL--RH-----YT----TTAARPAA--------GGR-----------LDEDATA---ER-----SAMT-----------------G-----------VLCP-----VL---RPSE--RR-S----VDIQLLMDAGPA-MAVWERMV-EELRQAC-QQS--G--------VF-RDVQVH------QL-------------------YDAGDGG--------------------------------------APLIGTTTGPGGHTRLRPAD----QFH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QQGR----------AQR-LIHQWPRS-SPLAVVQPLP-PRLWAR---T--------------AL-----PA-----E--P----------GL--L---------------
WP_070344004.1 ----ELVGRL----------RSGGLDP-------------------TAEEVADAVWLAQW--------------------------------------------------LPSDRTPTG--------------ASGDP---------RE-----------------------------------------PGEDTGGGRSGREGRTTAPPGR----PGAGTG--AD-----------------------------DPGPSP---------------------ASGPVSL-------YAPGGG-------------------GGDGPGGPRAAAG----------------------AARPGFPVRA-----PAA------------------------AA--------LPG---LLG---------LQRALRPL--RH-----YT----TTAARPAA--------GGR-----------LDEDATA---ER-----SAMT-----------------G-----------VLCP-----VL---RPSE--RR-S----VDIQLLMDAGPA-MAVWERMV-EELRQAC-QQS--G--------VF-RDVQVH------QL-------------------YDAGDGG--------------------------------------APLIGTTTGPGGHTRLRPAD----QFH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QQGR----------AQR-LIHQWPRS-SPLAVVQPLP-PRLWAR---T--------------AL-----PA-----E--P----------GL--L---------------
WP_024761808.1 ----ELIRRL----------RAGGQDP-------------------TAEDIADAVWLSRW--------------------------------------------------LPGASGESP-DPEPGPDAESDADPGPRP---------VS---------------------------------------GQGQGEESDAGDRRHTPEGRDPAN----SGARPE-RAA-----------------------------SSDSVS--------------------LATSTGTGSGTGAGTRTRTGA---------------------ATGEPRGPGRT----------------------ERAATLPVRA-----PGA------------------------NA--------LPG---LLG---------LQKALRPL--RG-----YA---------LV--------PHRPGEGS-------LDEEATA---ER-----SAAA-----------------G-----------ILTP-----VL---RPPT-GRR------PDIQLLMDTGPA-MVVWSRMV-EELRQAC-QQS--G--------AF-RDVQVH------RL-------------------YDTGEGP---------------------------------------PLVTTTSGADGRPRLRPVD----QLH-------DP---TGR-R-----------LTLVVSDCVGP-LW--QRGA----------AQR-FLRQWPRR-SPLALVQPLP-PRLWPR---T--------------AL---------------P------AEPGTF------------------
WP_027772933.1 ------------------------MPP-------------------DARGLADVLWLADE--------------------------------------------------LARSAGPAPGTDPRADGAGVATHRESAT---------FP-------------------------------------------------------DAAVASEGRGTRRAEGPD--DA-----------------------------SGTTGA---------------------GAHTVPERRVGLAAGPGFLP---------------------GTRVPDAVDGP----------------------GYRQLGRVGV-----PEP------------------------PA--------LPA---LVS---------LQRALRPL--RR-----YQ---------PR------VAAVAPGE---------LDEDETA---EL-----SARA-----------------D-----------LVIP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------YPLPDG-----------------------------------------GVGCTGEQGRPSMLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--ADGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWREMPFA--------------AL---------------P---------GLL------------------
WP_067129121.1 ----ELIGKL----------RQGGLDL-------------------TAEDVADALWLARR--------------------------------------------------LDAGPARDA-------------AEPPAA---------PA-------------------------------------------------------APARPPEA----GSSGPQ--PA---------------------------QAPPAPPP---------------ASSGTGPPRPETA-------TAPVPL-----------------HTRTPGPGPLRPQAE----------------------GAPAAFPVRA-----PAA------------------------GA--------LPG---LLG---------LEKALRAL--GR-----YR----TAAPRGR---------DER-----------IDEEATA---DR-----AAAS-----------------G-----------ILLP-----VT---RPGR-RRR------CDVQLLMDTGPA-MAVWGQMV-EELRQAC-QQS--G--------AF-ASVRVH------HL-------------------YAGDDGV---------------------------------------PLVGTTAGPGRHTRLRPAE----ELH-------DP---SGR-R-----------VTFVISDCVGP-LW--QNGS----------AQR-LLHGWPRG-APLAVVQPLP-PRLWGR---T--------------AL---------------P------AEPGRL------------------
WP_018835112.1 ------------------------MPP-------------------DARGLADVLWLAQE--------------------------------------------------LARSAEAAAGADPRTGEPGSAARMKSATFPDAAD---AP-------------------------------------------------------DVPGAEGS----GAADGA--RA-----------------------------DHGPPV-------------------HTVPQRQVG-------LAAGPG-------------------LLRRDPAPGAVAP----------------------GYQPIGLVGV-----PEP------------------------AA--------LSA---LVP---------LQRALRPL--RR-----YE---------PR------VAAVTPGE---------LDEEATA---EL-----SARA-----------------D-----------LLLP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEPGRPATLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWRE---M---------------------PF-----AALP----------GL--L---------------
WP_018853257.1 ------------------------MPP-------------------DARGLADVLWLAQE--------------------------------------------------LARSAEAAAGADPRTGEPGSAARMKSATFPDA-----AD-------------------------------------------------------APDVPGAEGSGAADGARADHGR-----------------------------PVHTVP---------------------QRQVGLA-------AGPGLL---------------------RRDPAPGAVAP----------------------GYQPIGLVGV-----PEP------------------------AA--------LSA---LVP---------LQRALRPL--RR-----YE---------PR------VAAVTPGE---------LDEEATA---EL-----SARA-----------------D-----------LLLP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEPGRPATLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWREMPFA--------------AL---------------P---------GLL------------------
WP_026276898.1 ------------------------MPP-------------------DARGLADVLWLAQE--------------------------------------------------LARSAEAAAGADPRTGEPGSAARMKSATFPDAADAPDVPG------------------------------------------------------AEGSGAADGARADHGPPV-HTV-----------------------------PQRQVG-----------------------------------LAAGPG-------------------LLRRDPAPGAVAP----------------------GYQPIGLVGV-----PEP------------------------AA--------LSA---LVP---------LQRALRPL--RR-----YE---------PR------VAAVTPGE---------LDEEATA---EL-----SARA-----------------D-----------LLLP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEPGRPATLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RNGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWRE---M--------------PF---------------A------ALPGLL------------------
WP_027742287.1 ------------------------MPP-------------------DARGLADVLWLAQE--------------------------------------------------LARSAEAAAGADPRTGEPGSAARMKSATFPDAAD---AP-------------------------------------------------------DVPGPEGA----GAADGA--RA-----------------------------DHGPPV-------------------HTVPQQQVG-------LAAGPG-------------------LLRRDPAPDPVAP----------------------RHQQIGLVGV-----PEP------------------------AA--------LSA---LVP---------LQRALRPL--RR-----YE---------PR------VAAVTPGE---------LDEEATA---EL-----SARA-----------------D-----------LLLP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEPGRPATLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWRE---M--------------PF--AALPG-------------------LL------------------
WP_027766480.1 ------------------------MPP-------------------DARGLADVLWLAQE--------------------------------------------------LARSAEAAAGADPRTGEPGSADRMKSATFPDAADAPDVPG------------------------------------------------------AEGSGAADGARADHGPPV-HTV-----------------------------PQRQVG-----------------------------------LAAGPG-------------------LLRRDPAPGAVAP----------------------GYQPIGLVGV-----PEP------------------------AA--------LSA---LVP---------LQRALRPL--RR-----YE---------PR------VAAVTPGE---------LDEEATA---EL-----SARA-----------------D-----------LLLP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEPGRPATLGDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--RDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWRE---M--------------PF---------------A------ALPGLL------------------
WP_047020366.1 ------------------------MPP-------------------DARGLADVLWFAEE--------------------------------------------------LARSAEAVG----GAEARADAPGPANRM---------ES-------------------------------------------------------ATFPEAADAADDSGSAPAGGDG-----------------------------DGTDGT-------------------GAGARAAPERRVGLAAGPGLLP---------------------RTPMPDAVDTP----------------------AYRQVGRVGV-----PEP------------------------AA--------LPA---LVP---------LQRALRPL--RR-----YQ---------PR------VAAVAPGE---------LDEEETA---EL-----SARA-----------------D-----------LVIP-----VL---RTPR--RR------ATLQLLMDASPA-MEVWSRLL-EDLRTVA-ERS--G--------AF-RDVTVH------RL-------------------HPLPDG-----------------------------------------GVGCTGEAGRPSMLQDAG----QLH-------DP---GGR-R-----------LTLVLSDCAGP-MW--HDGR----------MQR-MLHGWLGT-APVAVVQPLP-HRRWREMPFA--------------AL---------------P---------GLL------------------
KMO98800.1 ----DLAGLL----------RTAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPADPAGP-------ERERPAPPRRTR---------TP-------------------------------------------------------GGATAAEE----ESAGPE--PD-----------------------------PQDPVR-----------------------------------LYASRV---------------------LGSVAEEAAGF----------------------PGGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWHDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGTGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-LW--REGE----------AQR-LLHRWAEC-SPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGVL------------------
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WP_011611368.1 ----LLIDRL------ARTGILEGLEL-------------------SDENIADSIWLALQ--------------------------------------------------MGTVKTPQK--------------PKPKY---------EQ-------------------------------------------------------QPEQLPII---FEDSDPQ---------------------------------PVTERE-----------------------------------PQVSVI---------------------TEESIDQTPEK----------------------PPVKGLPFQT-----PAA------------------------PA--------LQN---VLE---------LGRALRPL--MR-----KV---------PS---------LSRKT---------LDEEETV---NV-----IAEQ-----------------D-----------IWLP-----VT---KPEP--ER-W----LDLELVVEESSS-AFIWRETV-NEMQEVL-ETQ--G--------AF-KNVRVW------SL---------------------LSSNT------------------------------------KKLKLVRRHNSGKPKQRQHSHR----ELI-------HS---NQR-G-----------VVIFVSDCTSK-IW--QNGT----------VHH-WLKVWSEK-NPTTILQLFP-EYLWDS---T--------------QL-----GV--------G------SKFFGT------------------
WP_024969247.1 --------------------------------------------------------------------------------------------------------------NNQSQNNNQ--------------SQNNN------------------------------------------------------------------QSQNKKSG------------------------------------------------------------------------------------GQLFPR-----------------------QQSKDSSSG----------------------GGSLTFPVDN-----PSD----------------------------------LGS---SLS---------LAKALKTL--LR-----RV---------PT---------RERPSI--------LDEVRTV---ES-----FAAT----------------DGK----------ILVP-----VF---KPAL--EP-W----LELALVFDRSSS-MDIWHQTL-ADLKTVL-QHY--G--------IF-RDVRVW------QL---------------------ASKEN---------------------------------------NLFLHEGLNKTNSRVYHPK----ELL-------NP---NGR-R-----------LIVVVSDCVAS-YW--QDGK----------MFP-LLKLWSQS-SPLAILQMLP-EWLWLK---T--------------GL-----GL---------------GAKVTL------------------
WP_019496294.1 ----RLLAHL------ERSGLMECLEL-------------------SDEDIADTIWLALQ--------MGV---------------------------------------GETTTENQQ--------------PLPQQ---------ET--------------------------------------------------------SQGIEDG----KIIKAQ--ST-----------------------------PEADST-----------------------------------INIYSQ---------------------DSITQEEPEKK----------------------TGANALPFQT-----PGA------------------------AA--------LQN---KLS---------ISRALRPL--MR-----KV---------PS---------AIKTI---------LDAEATV---TR-----IAER-----------------D-----------IWLP-----VT---KPEP--ER-W----LSLELVVEESRA-LFIWTETI-DELQKLL-QSH--G--------AF-GAVRAW------NL--------------------SSTDNG-----------------------------------------HLQLTRRRQGSQKSHYQ----HSY-------KELISSNRRS-----------LILLVSDCVSN-IW--QQAK----------IHQ-WLQEWSNK-ALTAIVQLFP-ERLWQS---T--------------EL-----GL-------------------GYKLQ---------------
WP_008185551.1 -----MVSET------------NQWWP-------------------DDREVAELIWCLAH--------------------------------------------------LDRIVAPPL--------------SENIK---------QP----------------------------------EDLQDYLPESS----------TENPSDNY--------PK--IP-----------------------------PSVTEK-------------------LEQHIPIRT-------YPKQSD--------------------HAPTSPEKPESS----------------------SSNYSSPIRV-----PDP------------------------FP--------LPK---PRE---------ISKALLPL--SK-----RV---------PG-------LLANE-----------LDIEATV---EQ-----TAEA-----------------------------DGLP-----ML-AFRSPL--ER-W----FEVHLLIDCSPS-MAFWGDLA-EGVATLF-RWQ--G--------FF-RDVRIW------HF------------------DTREPTPQ---------------------------------------------LFSGVDRIERDVR----SLI-------AP---GGH-R-----------LFIALTDTLGK-AW--YSSQ----------AFE-VLAELGEQ-HPVSIAHVFP-QTLWQR---T--------------AL---DQAI-----QR-P----------LI------------------
WP_079209937.1 ----KLLDYL------EQTGLLERLQL-------------------SDEDVADSIWLALQ--------MGV---------------------------------------EDLQPPPEN--------------PENKQ---------PI-------------------------------------------------------DSSTSNQI--------EE--NL-----------------------------EEIPED---------------------NLSKSQP-------NVDVIT---------------------EESLPKEIEKP----------------------TLIQDFPFQV-----PAA------------------------AA--------LQT---ALF---------ISRALRPF--MG-----KV---------PS---------GTKTI---------LDEEATA---SF-----IAER-----------------D-----------IWLP-----VT---KPQP--ER-W----LTLELVVEESRS-SFIWRELI-NELQNLL-ENQ--G--------AF-KTVRVW------QL---------------------STSNN------------------------------------QELQLVRRRKKGKPGQRYHPHK----ELI-------HP---RGR-G-----------LVLLVSDCVSP-LW--QKAL----------IHP-WLKDWSEK-QPTAILQLFP-ERLWNS---T--------------QL---------------G--------RGRKL-F---------------
OBQ11326.1 -RLIKLLQHL-------------ELDM-------------------SAEEIADAIWLANQ------------------------------------------IKLPLAITSVDEVTQPN----QISQTEISKLPQPES---------DQ-------------------------------------------------------NLDASDDS----TVENTQ--ET-----------------------------TAKAYT-----------------------RNAVD-------SISQSN---------------------SPEKSTSEKSK----------------------PASPGVPFKS-----PAV------------------------AA--------LPN---ALE---------IGRSLRPL--MR-----KV---------PS---------RIKFV---------LDEENTA---QQ-----IAEN-----------------D-----------VWIP-----VL---KPAR--ER-W----LDLVIVVEENRA-TVVWEETI-NEFRKLM-ERH--G--------AF-RNVYTW------NL--------------------CTNDGR--------------------------------------SQFFHQQRKATKKQRSRSPK----ELL-------EP---NGR-R-----------LILLISDCISS-LW--WEGE----------IHN-LLELWSKQ-VSVTILQLLP-EQLWER---T--------------VL-----DL-------------------GISVS---------------
WP_004162655.1 ----KLLDYL------EQTGLLERLQL-------------------SDEDVADSIWLALQ--------MGV---------------------------------------EDLQPPPEN--------------PENKQ---------PI-------------------------------------------------------DSSTSNKI--------EE--NL-----------------------------ENIPED---------------------NLSKSQP-------NVDVIT---------------------EESLPKEIEKP----------------------TPIQGFPFQV-----PAA------------------------PA--------LQT---ALP---------ISRALRPF--MG-----KV---------PS---------GTKTI---------LDEEATA---SF-----IAER-----------------D-----------IWLP-----VT---KPQP--ER-W----LTLELVVEESRS-SFIWRELI-NELQNLL-ENQ--G--------AF-KTIRVW------QL---------------------STSNN------------------------------------QELQLVRRRKKGKPGQRYHPHK----ELI-------HP---RGR-G-----------LVLLVSDCVSP-LW--QKAL----------IHP-WLKDWSEK-QPTAILQLFP-ERLWNS---T--------------QL---------------G--------RGRKL-F---------------
WP_012267113.1 ----KLLDYL------EQTGLLERLQL-------------------SDEDVADSIWLALQ--------MGV---------------------------------------EDLQSPPIF--------------PENKQ---------PI-------------------------------------------------------DSSNSNQI--------EE--NL-----------------------------ENIPED---------------------NLSKSQP-------NVDVIT---------------------EESLPKEIEKP----------------------TPIQGFPFQV-----PAA------------------------PA--------LQT---ALL---------ISRALRPF--MG-----KV---------PS---------ATKTI---------LDEEATA---SF-----IAER-----------------D-----------IWLP-----VT---KPQP--ER-W----LTLELVVEESRS-SFIWRELI-NELQNLL-ENQ--G--------AF-KTVRVW------QL---------------------STSNN------------------------------------QELQLVRRRKKGKPGQRYHPHK----ELI-------HP---RGR-G-----------LVLLVSDCVSP-LW--QKAL----------IHP-WLKDWSEK-QPTAILQLFP-ERLWNS---T--------------QL---------------G--------RGRKL-F---------------
WP_017661634.1 -----FAERL----------QRAGLDL-------------------NAEELADVLWLAAQ--------------------------------------------------IEAVSPSTS--QPSTQTSTENDNPIVEI---------DR-------------------------------------------------------DEDISDDG----RTTEPP--QV-----------------------------DVYPDE----------------------------------------------------------------STASISRRK----------------------ASSDGVSFAA-----PAA------------------------PA--------LRT---PLE---------LARAIRPL--MR-----KV---------PS---------RVRTI---------LDEDATV---SR-----IAES-----------------D-----------LWFP-----IQ---QPAA--ER-W----LDLALVVDASKT-TFVWERSI-AEFQRLV-EYQ--G--------AF-RTATTW------QL-------------------GADGDGS--------------------------------------IQLYPRWNLKLARQRPRSPK----ELL-------DP---AGR-R-----------LILLVSDCTSD-LW--HGGA----------IYP-VLQAWSEA-GPLTLLQLLP-ERLWTS---S--------------AL---------------K------FGFPVR------------------
WP_017742480.1 -MIEQAIAIL----------KKVNSNL-------------------TAREIAEILWLAVH--------------------------------------------------IEESEQSQQ-----QSSGAQQKLPTPEK---------PT----------------------------------------------------------TPESD----SQAETP--TP-----------------------------SELPEP-----------------------------------SVQVYL---------------------PSRTSRSTTAT----------------------STNQGTSIKV-----PAA------------------------IA--------LRN---SLE---------LGRSLRPL--KR-----KF---------PS---------PIEKI---------LDEEATV---RR-----IAEE-----------------K-----------IWTP-----VL---KPAP--QR-W----LELALVVEQTRS-TAIWKKTI-TELERLL-KHH--G--------AF-RDVRTW------EL-------------------RITPKVI------------------------------SKKEEKFERRLFAQDSNGNYSSTPHHPK----ELI-------DP---KGR-R-----------LILLVSDCISP-AW--REKF----------IYP-VLEFWGRN-GLLTVLQLLP-ERLWER---T--------------AL-----AS--------E------------------------------
OBQ03799.1 -RLIELLQHL-------------ELDM-------------------SAEEIADAIWLANQ------------------------------------------IKLPLAITSVDEVTQPN----QISQTEISKLPQRES---------DQ-------------------------------------------------------NLDASDDS----TVENTQ--ET-----------------------------TAKAYT-----------------------RNAVD-------SISQSN---------------------SPEKSTSEKSK----------------------PASPGVPFKS-----PAV------------------------AA--------LPN---ALE---------IGRSLRPL--MR-----KV---------PS---------RIKFV---------LDEENTA---QQ-----IAEN-----------------D-----------VWIP-----VL---KPAR--ER-W----LDLVIVVEENRA-TVVWEETI-NEFRKLM-ERH--G--------AF-RNVYTW------NL---------------------RTNDG-------------------------------------KPQFFHQQRKATKKQRSRSPK----ELL-------EP---NGR-R-----------LILLISDCISS-LW--WEGE----------IHN-LLELWSKQ-VSVTILQLLP-EQLWER---T--------------VL-----DL-------------------GISVS---------------
OBQ40142.1 -RLIKLLQHL-------------ELDM-------------------SAEEIADAIWLANQ------------------------------------------IKLPLAITSVDEVTQPN----QISQTEISKLPQRES---------DQ-------------------------------------------------------NLDASDDS----TVENTQ--ET-----------------------------TAKAYT-----------------------KNGVD-------SISQSN---------------------YTEKSTSEKSK----------------------PASSGVPFKS-----PAV------------------------AA--------LPN---ALE---------IGRSLRPL--MR-----KV---------PS---------RIKFV---------LDEENTA---QQ-----IAEN-----------------D-----------VWIP-----VL---KPAR--ER-W----LDLVIVVEENRA-TVVWEETI-NEFRKLM-ERH--G--------AF-RNVYTW------NL---------------------RTNDG-------------------------------------KPQFFHQQRKATKKQRSRSPK----ELL-------EP---NGR-R-----------LILLISDCISS-LW--WEGE----------IHN-LLELWSKQ-VSVTILQLLP-EQLWER---T--------------VL-----DL-------------------GISVS---------------
WP_061432248.1 ----KLLDYL------EQTGLLERLQL-------------------SDEDVADSIWLALQ--------MGV---------------------------------------EDLQSPPIF--------------PENKQ---------PI-------------------------------------------------------DSSTSNQI--------EE--NL-----------------------------EEIPED---------------------NLSKYQP-------NVDVIT---------------------EESLPKEIEKP----------------------TPIQGFPFQV-----PAA------------------------PA--------LQT---ALP---------ISRALRPF--MG-----KV---------PS---------ATKTI---------LDEEATA---SF-----IAER-----------------D-----------IWLP-----VT---KPQP--ER-W----LTLELVVEESRS-SFIWRELI-NELQNLL-ENQ--G--------AF-KTVRVW------QL---------------------STSNN------------------------------------QELQLVRRRKKGKPGQRYHPHK----ELI-------HP---RGR-G-----------LVLLVSDCVSP-LW--QKAL----------IHP-WLKDWSEK-QPTAILQLFP-ERLWNS---T--------------QL---------------G--------RGRKL-F---------------
WP_071106909.1 -----MVSEK------------NQWWP-------------------DDREVAELIWCLAH--------------------------------------------------VDRIVAPPL--------------SQDIK---------PP------------------------------------EDVHHYDPE----------SSTENPSD----NYPKTP--PS-----------------------------VTEKAE---------------------QKIPIRT-------YPKQSD--------------------HAPTSPQKPESS----------------------SSNYSSPIRV-----PDP------------------------FP--------LPK---PME---------ISKALLPL--SK-----RV---------PG-------LLANE-----------LDIDATV---EQ-----TAEA-----------------------------DGLP-----ML-AFRSPL--ER-W----FEVHLLIDCSPS-MAFWGDLA-EGVATLF-RWQ--G--------FF-RDVRIW------HF------------------DTTEPTPQ---------------------------------------------LFSGVDRIERDVR----SLI-------AP---GGH-R-----------LFIALTDTLGK-AW--YSGQ----------AFE-VLAQLGEQ-HPVSIAHVFP-QTLWQR---T--------------AL---YQAI-----QR-P----------LI------------------
WP_023065259.1 ----RLIDRF------EKTGLLKRLEL-------------------SDEDLADSIWLALQ--------------------------------------------------MGEVQTSQK--------------PEDKL---------ET----------------------------------------------------------DPDPT----VEIVEG--EL-----------------------------PEPPTE--------------------------TE-------PTVSII---------------------TEDSPQQTPEQ----------------------APIKSLPLQV-----PAA------------------------PA--------LLN---ALE---------LGRSLRPL--MR-----KV---------PS---------PTGNV---------LDEEATV---TR-----IAER-----------------D-----------LWMP-----VT---QPEP--ER-W----LDLELVVEESRS-AFIWKETV-GELQQLF-ETH--G--------AF-RNVRVW------SL--------------------FGSDAQ--------------------------------------PQLVRRHRSGKPRQCQHSHR----ELI-------HP---NQR-G-----------AVILVSDCTST-VW--QNAS----------IHK-WLKTWSEH-GPTTVLQLFP-EWLWDS---T--------------QL-----GT-------------------GRQLF---------------
WP_068790131.1 -----MISIL-----------GQRLDL-------------------TGTEIAEAIWLAGQ--------------------------------------------------LSMEGDRHTVEVNSERVEDSGSDHSQIS---------DG-------------------------------------------------------WEDNPPEERVDDSQRQDS---------------------------------GDDPDP-----------------------------------TTEIVP---------------------QPGESEEFPPF----------------------PEGDYKPIPI-----PDP------------------------AA--------IPE---TLQ---------YARALRPL--AD-----KI---------AV---------GRPEI---------LDERATV---AQ-----IADT-----------------G-----------VWQP-----VL---RAKL--EL-W----LDIVVVYDRSPS-MCLWGRFA-KDLRQLL-SRY--G--------QF-RDLREW------FF-------------------DYDASGR--------------------------------------------VTLRSRNGTVHNPR----ELL-------TG---DRR-R-----------LILIVSDCVAP-AW--HEGQ----------IRD-VVGVWADH-CLTVLLQVFP-ERLWSR---T--------------AL---------------A------RATMVLFDA---------------
WP_073595266.1 -AFSKLLKKV-------------EIDL-------------------DAEQIADLLWLALQ--------------------------------------------------MEEVKVTPT--------------SETQI---------VE-------------------------------------------------------PETPIEIE----TSDSQP--TK-----------------------------PTPAKP---------------------PVSQPSA-------SVYLPP---------------------TSKGSEQKQNK----------------------NLSEGIKFKA-----PTA------------------------PA--------LRQ---PLA---------LARALRPL--MR-----KV---------PS---------QIKTV---------LDEEETV---TQ-----IAEK-----------------R-----------VWTP-----VL---KPAP--ER-W----LDVALVVEETSS-TVIWREII-AEFQKLI-ELQ--G--------AF-RYVRTW------SL-------------------KADEDGE--------------------------------------IKLFNKGNFLGNKQRYRSEK----ELL-------EP---TGR-R-----------LVLLVSDCISP-LW--RQGK----------IHK-FLKRLSNA-QPLAIVQLLP-EKLWVR---T--------------AL-----GA-------------------GFPVQ---------------
OKH35591.1 -AFSKLLKKV-------------EIDL-------------------DAEQIADLLWLALQ--------------------------------------------------MEEVKVTPT--------------SETQI---------VE-------------------------------------------------------PETPIEIE----TSDSQP--TK-----------------------------PTPAKP---------------------PVSQPSA-------SVYLPP---------------------TSKGSEQKQNK----------------------NLSEGIKFKA-----PTA------------------------PA--------LRQ---PLA---------LARALRPL--MR-----KV---------PS---------QIKTV---------LDEEETV---TQ-----IAEK-----------------R-----------VWTP-----VL---KPAP--ER-W----LDVALVVEETSS-TVIWREII-AEFQKLI-ELQ--G--------AF-RYVRTW------SL-------------------KADEDGE--------------------------------------IKLFNKGNFLGNKQRYRSEK----ELL-------EP---TGR-R-----------LVLLVSDCISP-LW--RQGK----------IHK-FLKRLSNA-QPLAIVQLLP-EKLWVR---T--------------AL-----GA-------------------GFPVQ---------------
ABG53299.1 ----KLIKTL-----------GIDLEF-------------------TGREIAEILWLSLK--------------------------------------------------RQELIPTKKSTKTQTNIDNQNKKKPNIH---------PN-------------------------------------------------------SPPHTPKK----ITSTPH---------------------------------PKTPQK-----------------------------------TTLIYL----------------------DIRDNTKQKI----------------------DTQKNLPLRI-----PDA------------------------PS--------IPK---PLE---------FAKALQPL--MQ-----KV---------NS---------PKKTT---------LDEIETV---NQ-----TAKS-----------------G-----------ICIP-----IL---KSEP--EP-W----LDLVLVIDKYKS-MTLWQHTI-KELKQLL-KNY--G--------IF-REVKIC------RL--------------------YPQEL------------------------AAIQKQKYTQKNQKNSDKILLTAGIGKQKTFPKTQ----ELI-------DR---TGR-R-----------LILIVSDCIAP-FW--HDGS----------ILS-TLREWGEY-QPLAILQMLP-DWMWRR---T--------------GL---------------R------------------------------
WP_075598587.1 ------------------------------------------------MDLVDMLWLAQF--------------------------------------------------IEPEESGLA--------------ETPAK---------EP-------------------------------------------------------SQQPKVDQ----ITDISE--AG-----------------------------LNLYPE---------------------------E-------QLPQQK---------------------RQETPLSKQQP----------------------EKPTGRPFSV-----PAA------------------------PA--------LRT---QLN---------LSRAIRPL--MR-----KV---------PS---------QIQFD---------LDEEATV---TQ-----IAET-----------------R-----------VWMP-----VV---RPSP--ER-W----LELDLVVEASKT-TVIWERSI-AELNHLA-EYQ--G--------AF-RAVRTW------RL---------------------SAHGGKIQIHPRW----------------------------HDAMKSAAKSETVSPHRPRSPG----ELI-------DP---TGR-R-----------LIWLVTDCTSL-LW--RQEI----------LYK-TLWDWAKE-QPIAIVQMFP-ERLWSR---T--------------AL---------------R--------DGHIV-R---------------
WP_075897253.1 -MLEEAIAIL----------QKAGFDL-------------------TAREIAEIFWLAVH--------------------------------------------------LDQPIDQSE--------------EPQQP---------LP--------------------------------------QEPSQSSTVSQDQSQQPQKRSQSST----VSQDQS--PQ-----------------------------PPNQTP--------------------DIQPDTQELPLPEVTEPGADV---------------------GLASSKPKKTK----------------------ASGEAIPIKV-----PAA------------------------VA--------LRN---SLA---------LGRALRPL--MR-----KV---------PS---------ATEKI---------LDEEATV---YQ-----IAES-----------------K-----------IWLP-----VL---KPAS--ER-W----LELALVVEKTSS-TAVWKQTI-IELQHLV-KHH--G--------AF-RDVRTW------EL------------RITETEDINKPKVD----------------------------------------LFPQTSTGRYDSTPYPPQ----VLI-------DP---KKQ-R-----------LILLVSDCISV-AW--RRQL----------IHP-VLKLWGRN-GLLTILQLLP-ERLWER---T--------------AL-----AS--------E------------------------------
WP_075601459.1 ----RLIAGL-----------GKELEL-------------------TAEELADIIWLTLI--------------------------------------------------RQSNTPAPA--------------GSGSK---------PP-------------------------------------------------------TGVERKSS----LLSSSK--SS-----------------------------RSEPPA----------------------NRPSSG-------AVAGIA---------------------PQRSQSTSMTD----------------------LIGDRTPIKV-----ANP------------------------PS--------IRD---PLS---------LARSLRPL--MR-----QI---------PS---------DQIEG---------LDEQATA---QQ-----IAEA-----------------G-----------IWQP-----IV---KPTL--EP-W----LEVVLVADESNS-MLIWRQTV-LEFRRLL-RNY--G--------TF-RDVQLW------GL---------------------HWENQ-----------------------------------------QLKLRSGIGAAALQHPSLKPEALL-------NP---SGR-Q-----------LILLITDCVAE-YW--QQEE----------LVK-GLKLWTKL-SPVAIVQVFP-ESMWVR---T--------------AI---------------R------GFEPVQ------------------
WP_002787893.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEQ---------SE-------------------------------------------------------ATSSNDKE----DNQSSG--SG-----------------------------EETPPP---------------------GAIESTI-------PVVHPE-----------------NIDRPTQTPQKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------RLE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QQLWQR---T--------------AL-----EG--------A--------ILRP------------------
WP_071515078.1 -NVDRLIAAL------------RETEHL------------------DATAISEALWLATQ--------------------------------------------------MQGGDAIPG--------------SFSEP---------EE-------------------------------------------------------RATTEESP----VETPAE--TE-----------------------------PEILPP------------------------KLIS-------EATAEV---------------------ATPSVTDTSSI----------------------LPTEALPIWI-----ADP------------------------PL--------LDN---SLA---------VIRALRPL--LQ-----QI---------SS---------GISDE---------VNEAATV---DR-----IVEN-----------------N-----------IWLP-----VL---EPNR--EP-W----FDVVLIIDRNAS-MNLWQRLV-DDLQLTL-KRY--R--------AF-RNLQVF------NI---------------------DADTD------------------------------------------TIRLHPHPQGLLRSPR----ELL-------SP---DGR-R-----------LVIVLSDCVAD-YW--WNGS----------MLS-VLSEWGTT-MPTVVWQMLP-EWMWER---T--------------AL-----GM--------G--------EYVA------------------
WP_002782653.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------MEQPEHSE---------AT-------------------------------------------------------SSNDKEDN----RSSGSG---------------------------------EETPPP---------------------GAIESTL-------PVAYPE-----------------NIDRSMQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSRS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
AKV66222.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEQ---------SE-------------------------------------------------------ATSSNDKE----DNRSSG--SG-----------------------------EETPPP---------------------GAIESTL-------PVAYPE-----------------NIDRQTQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPIL-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL---------------E--------GAIL------------------
WP_002752611.1 ---------------------MEGKKPIWWE---------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------LEQPEQ---------SE-------------------------------------------------------ATSSNDQD----DNRSSG--SG-----------------------------EKTPPP---------------------GAIESTT-------PIVHPE-----------------NIDRSTQPPPKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPIL-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDIA-AGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------QTGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLAVLGKE-HPVTIAHIFP-QQLWQR---T--------------AL-----EG--------A--------ILRP------------------
WP_002762808.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS----IEQSEHSEANSSNDQ------------------------------------------------------------------EDNRSSGS----GEKTPP--PG-----------------------------AIEPTL-----------------------------------PVAYPE-----------------NIDRQTQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSRS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
WP_002775631.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------IEQPEQSE------------------------------------------------------------------ANSSNDKEDNRSSGSGEE-TPP-----------------------------PGAIES----------------------TTPIVH-------PENIDR---------------------STQPPPKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPIL-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDIA-AGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------QTGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLAVLGKE-HPVTIAHIFP-QQLWQR---T--------------AL------------------------EGAI------------------
WP_002792348.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------IEQPEQSE------------------------------------------------------------------ATSSNDKE----DNQSSG--SG-----------------------------EETPPP---------------------GAIESTI-------PVAYPE-----------------NIDRPTQTYQKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLAHLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
WP_004269016.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------MEQPEQSE---------AN-------------------------------------------------------SSNDQDDN----RSSGSG---------------------------------EKTPPP---------------------GAIEPTL-------PVAYPE-----------------NIDRPMQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
WP_024970302.1 ---------------------MEGKKP---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------LEQPEQSE------------------------------------------------------------------STLSNDQDDNRSSGSGEK-TPP-----------------------------PGAIES----------------------TTPIVH-------PENIDR---------------------STQPPPKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPIL-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDIA-AGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLAVLGKE-HPVTIAHIFP-QQLWQR---T--------------AL------------------------EGAI------------------
WP_052275697.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEQ---------SE-------------------------------------------------------ATSSNDKE----DNRSSG--SG-----------------------------EETPPP---------------------GAIESTL-------PVAYPE-----------------NIDRQTQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPIL-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL---------------E--------GAIL------------------
WP_061430554.1 ---------------------MEGKKA---------------IWWEDEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-----------IEQPEQSE---------AT-------------------------------------------------------SSNDKEDN----RSSGSG---------------------------------EKTPPP---------------------GAIEPTL-------PVAYPE-----------------TIDRQTQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSRS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
WP_072926889.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEQ---------SE-------------------------------------------------------ATSSNDKE----DNRSSG--SG-----------------------------EETPPP---------------------GAIESTL-------PVAYPE-----------------NIDRQTQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF------------------ETGENEAR---------------------------------------------LLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLAHLGKE-HPVTIAHIFP-QELWQR---T--------------AL-----EG-------------------AI--L---------------
WP_002771100.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEQ---------SE-------------------------------------------------------STSSNDRE----DNPSSG--SG-----------------------------EETPPP---------------------GAIESTI-------PVVHPE-----------------NIDRPTQTPQKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PAA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL-----EG--------A--------ILRP------------------
WP_008196903.1 MEGKKAIWWE------------------------------------DEREMAELIWCAAY--------------------------------------------------LDRIIAPWS-------------IEQSEH---------SE-------------------------------------------------------ATSSNDKE----DNRSSG--SG-----------------------------EKTPPP---------------------GAIESTL-------PVAYPE-----------------NIDRPMQTSRKRDSV----------------------ESDRSSPVRV-----PDP------------------------FP--------IPE---PTA---------ISKAILPL--AR-----RV---------PG---------LRADE---------LDIEVTV---ER-----TAEA----------------GG-----------LPML-----AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF------------------ETGENEAR---------------------------------------------LLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSGS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL-----EG-------------------AI--L---------------
WP_043996830.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRPL--IQ-----KI---------DS---------ATQRQ---------INLNSTV---QKSAEYSIGKK----------------DGSL---------ALIP-----VY---QAKK--VR-S----LEVVLLIEEWAS-MVFWKEMA-GEIRDWL-EQI--G--------AF-RDVKLY------RI-------------------GWDEDKQ-----------------------------------------NLAIRTYSNDTCSIHPK----DLI-------HP---RGE-R-----------LILFYSDCTSP-DW--YQGR----------YNQ-ALQDWGKH-QIVTLLSPFP-EAMWER---T--------------AL-----SR-------------------GWFVS---------------
WP_002783570.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRPL--IQ-----KI---------DS---------ATQRQ---------INLNSTV---QKSAEYSIGKK----------------DGSL---------ALIP-----VY---QAKK--VR-S----LEVVLLIEEWAS-MVFWKEMA-GEIRDWL-EQI--G--------AF-RDVKLY------RI-------------------GWDEDRQ-----------------------------------------NLAIRTYSNDTCSIHPK----DLI-------HP---RGE-R-----------LILFYSDCTSP-DW--YQGR----------YNQ-ALQDWGKH-QIVTLLSPFP-EAMWER---T--------------AL----------------------------------------------
WP_016515783.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRPL--IQ-----KI---------DS---------ATQRQ---------INLNSTV---QKSAEYSIGKK----------------DGSL---------ALIP-----VY---QAKK--VR-S----LEVVLLIEEWAS-MVFWKEMA-GEIRDWL-EQI--G--------AF-RDVKLY------RI-------------------GWDEDRQ-----------------------------------------NLAIRTYSNDTCSIHPK----DLI-------HP---RGE-R-----------LILFYSDCTSP-DW--YQGR----------YNQ-ALQDWGKH-QIVTLLSPFP-EAMWER---T--------------AL----------------------------------------------
WP_084555188.1 --------------------------------------------------------------------------------------------------------------MEEVKVTPT--------------SETQI---------VE-------------------------------------------------------PETPIEIE----TSDSQP--TK-----------------------------PTPAKP---------------------PVSQPSA-------SVYLPP---------------------TSKGSEQKQNK----------------------NLSEGIKFKA-----PTA------------------------PA--------LRQ---PLA---------LARALRPL--MR-----KV---------PS---------QIKTV---------LDEEETV---TQ-----IAEK-----------------R-----------VWTP-----VL---KPAP--ER-W----LDVALVVEETSS-TVIWREII-AEFQKLI-ELQ--G--------AF-RYVRTW------SL-------------------KADEDGE--------------------------------------IKLFNKGNFLGNKQRYRSEK----ELL-------EP---TGR-R-----------LVLLVSDCISP-LW--RQGK----------IHK-FLKRLSNA-QPLAIVQLLP-EKLWVR---T--------------AL-----GA-------------------GFPVQ---------------
OBQ35051.1 ----KFVNDL------EKKGLIKSLAL-------------------SDEDIADTLWLALQ--------------------------------------------------MGVVEKESG--------------ETTPK---------KS-------------------------------------------------------GETTPKES--------GE--TT-----------------------------PKESGE------------------------TTPK-------DNVHIC---------------------KTNNVPKKGIK----------------------PKNDALPFQT-----PAA------------------------PA--------LPN---KLE---------ISRALRPL--MR-----KV---------PS---------PTLSI---------LDVEATV---TR-----IAEQ-----------------D-----------IWLP-----VT---KPEL--ER-W----LDLELIVEENKS-SFIWQETI-AELEGLL-HNH--G--------AF-RRIRTW------TL---------------------HLSKN------------------------------RNSSDKNELQLNRRKKRNQITNSGHSYR----ELI-------SS---NGR-S-----------LIILITDCVSS-IW--QQKT----------IYD-WLRNWSDK-VPTTIIQLFP-ERLWLS---T--------------KL-----DL--------G--------YKVQ------------------
WP_015079684.1 -RLIKLLQHL-------------ELDM-------------------SAEEIADAIWLANQ------------------------------------------IKLPLAITSVDEVTQPN----QISQTEISKLPQRES---------YQ-------------------------------------------------------NLDASDDS----TVENIQ--ET-----------------------------TAKAYT-----------------------RNAVD-------SISQSN---------------------YTEKSTSEKSK----------------------PASSGVPFKS-----PAV------------------------AA--------LPN---ALE---------IGRSLRPL--MR-----KV---------PS---------RIKFV---------LDEENTA---QQ-----IAEN-----------------D-----------VWIP-----VL---KPAR--ER-W----LDLVIVVEENRA-TVVWEETI-NEFRKLM-ERH--G--------AF-RNVYTW------NL--------------------CTNDGK--------------------------------------PQFFHQQRKATKKQRSRSPK----ELL-------EP---NGR-R-----------LILLISDCISS-LW--WEGE----------IHK-LLELWSKQ-VPVTILQLLP-EQLWER---T--------------VL-----DL-------------------GISVS---------------
EPF21804.1 --------------------------------------------------------------------------------------------------------------MERTAEAGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPM----------------------L--------------------------------------------------------------------------------------------------------AF---RPPL--ER-W----LEVHLLIDRSPP-MEFWGDLA-GGMTTLF-RWQ--G--------FF-RDVRVW------WF---------------------ETGEN------------------------------------------EARLLSGAGQIERNPR----SLV-------AP---SGN-R-----------LFIVLTDTLGK-AW--RSRS----------AFA-TLADLGKE-HPVTIAHIFP-QELWQR---T--------------AL------------------------EGAI------------------
WP_002756922.1 ----RLLKTL----------NQSELEM-------------------TGYELADLCWLLLH--------------------------------------------------WPQIVETTE-------SKSEEEIEDGSS---------NG-------------------------------------------------------NSSSSSSESKQKVLGKEE---------------------------------EKKTEP-----------------------------------VGHLFP---------------------RQQSKDSFVGG----------------------GGSLTFPVDN-----PSD----------------------------------LGS---SLS---------LARALKTL--LR-----RV---------PT---------QDRPSI--------LDEVRTV---ES-----FAAT-----------------DQK---------ILNP-----VF---KPTL--EP-W----LELALVFDRGPS-MDIWHQTL-TDLKTVL-QHY--G--------IF-RDVQVW------QL---------------------AFKEN---------------------------------------NLFLYKGLSKTNSRVYHPK----ELL-------NP---NGR-R-----------LIVVVSDCVAS-YW--QDGK----------IFP-LLELWSQS-SPLAILQMLP-EWLWLK---T--------------GL-----GL---------------GAKVTL------------------
WP_072319532.1 ----RLLKTL----------NQSELEM-------------------TGYELADLCWLLLH--------------------------------------------------WPQIVETTE----SKSEEEIEDDSSNGN---------SS-------------------------------------------------------SSSSESKQ----KVLGKE--EE-----------------------------KKTEPV------------------------------------GHLFP---------------------RQQSKDSFVGG----------------------GGSLTFPVDN-----PSD----------------------------------LGS---SLS---------LARALKTL--LR-----RV---------PT---------QDRPSI--------LDEVRTV---ES-----FAAT-----------------DQK---------ILNP-----VF---KPTL--EP-W----LELALVFDRSPS-MDIWHQTL-ADLKTVL-QHY--G--------IF-RDVQVW------QL---------------------AFKEN---------------------------------------NLFLYKGLSKTNSRVYHPK----ELL-------NP---NGR-R-----------LIVVVSDCVAS-YW--RDGR----------MFP-LLKLWSQS-SPLAILQMLP-EWLWLK---T--------------GL-----GL-------------------GAKVT---------------
WP_079208172.1 ----RLLKTL----------NQSELEM-------------------TGYELADLCWLLLH----------W---------------------------------------PQIVETTES----KSEEEIEDGSSNGNS---------SS-------------------------------------------------------SSSESKQK----VLGKEE--EK-----------------------------KTEPVG------------------------------------HLFPR----------------------QQSKDSFVGG----------------------GGSLTFPVDN-----PSD----------------------------------LGS---SLS---------LARALKTL--LR-----RV---------PT---------QDRPSI--------LDEVRTV---ES-----FAAT-----------------DQK---------ILNP-----VF---KPTL--EP-W----LELALVFDRSPS-MDIWHQTL-TDIKTVL-QHY--G--------IF-RDVQVW------QL---------------------AFKEN---------------------------------------NLFLYKGLSKTNSRVYHPK----ELL-------NP---NGR-R-----------LIVVVSDCVAS-YW--RDGR----------MFP-LLKLWSQS-SPLAILQMLP-EWLWLK---T--------------GL-----GL-------------------GAKVT---------------
WP_081748187.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MCLWQRLG-KDLHRLL-SRY--G--------EF-RDVRVW------QL--------------------RQVDGR--------------------------------------------VELTARNGAIHQPR----ELL-------TG---DRR-R-----------LVVIVSDCVSR-PW--YDGT----------MHD-LVKVWSDH-LPTVIFQVFP-ERLWSR---T--------------AL-----TR--------SLTVEFKRKRNGL------------------
WP_082172447.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MQMLP-ERLWSR---T--------------AL-----SN--------GYIVRLGSPVAGL------------------
WP_006626227.1 ----HLVQAL-----------QQEFQL-------------------SAQDIADIFWLACH----------------------------------------IDQYSESVTPPEEASVSPL--AEPPTDSSSSSQPPTEP---------AP-------------------------------------------------------QPPTPEDS----ATTPPE--NL-----------------------------PENQPP--------------------APATPATP-------QPPQGE---------------------IVPKSEPGETA----------------------AGGGGLPIPV-----PDA------------------------PS--------LRE---PLT---------LARALKPL--MR-----RV---------SG---------GRDWV---------IDEVATS---EQ-----IASQ-----------------G-----------IWIP-----VL---RPRL--EP-W----LDLDLVIEDSLS-MLLWRHTL-RDLEKLL-KNY--G--------IF-RDVRVW------SL------------------LTDNPEAV---------------------------------------KIRRGIGATAKHQAPRSPK----ELI-------DP---TGR-R-----------LVIVVSDCVSK-VW--REGK----------MTP-ILDLWGKR-GSMAILQMLP-EWMWKR---S--------------GL--GWEAL---------------------------------------
WP_082824563.1 ----NLVQAL-----------QQEFQL-------------------SAKDIADIFWLASH--------------------------------------------------IDQYSESVT--------------PANEP---------SP---------------------------------------SPSAEPSSDSSSSSQTPPESPPQP----VSQADN--PK----------------------------NPPENSP------------------EDKSASSVSP-------QPPQSE---------------------IVPKPEPSQTA----------------------PGGGGLPIRL-----SDA------------------------PS--------LRG---PLT---------LARALKPL--MR-----RV---------SG---------GRDWV---------IDEVATS---EQ-----IASQ-----------------G-----------IWIP-----VL---RPRL--EP-W----LDLDLVIEDCVS-MLLWRHTL-RDLEKLL-KNY--G--------IF-RDVRVW------SL---------------------LTDNP------------------------------------EAVKIRRGIGATAKHQAPRSPR----ELI-------DP---TGR-R-----------LVIVVSDCVSK-VW--REGK----------MIP-ILDLWAKR-GSMAILQMLP-EWMWKR---S--------------GL-----GW--------E--------ALVR------------------
ADO19142.1 ----RFVNYL------ERSGLRKRLEL-------------------NDEDIADTLWLALQ--------------------------------------------------MGVEKTLSQ----------GEQIQAQEQ---------TI-------------------------------------------------------HENPIIQD----FKDVEP--PI-----------------------------SIYPSP--------------------------------------------------------------SDSLPEESKKE----------------------ENIEGLPFQS-----PAA------------------------PA--------LPN---KLQ---------ISKALRPL--MR-----KV---------PS---------YHRRI---------LDVEATV---NRIVDALIVEQ-----------------D-----------IWLS-----IT---KPQP--ER-W----LNLELVIEENRS-SFIWQETI-NELEEIL-QNY--G--------IF-RTVRSW------NL---------------------SNVHQ------------------------------------NNLQLVSRKKGKHKNQRQYSYR----ELY-------HS---NGR-G-----------LILLISDCVST-IW--QEKT----------IYE-WLQKWSNQ-SPTAIMQLLP-ERLWLS---S--------------EL--------------------------GLGYK---------------
WP_015083216.1 ----RLISRL------DQAGLLHSLSL-------------------DDEDIADSIWLALQ--------------------------------------------------MGVIAEPKA--------------PETKI---------------------------------------------------------------IDDGKIEPSQD----TSVQDSVINV----------------------------------------------------------------------YTKSPE---------------------KKPNNQTSGTK----------------------NTTSGFPFQV-----PAA------------------------RT--------IQN---SLE---------IGRAMRPL--KR-----KV---------PS---------TSRFI---------LNEEATI---NR-----IIER-----------------D-----------IWLP-----VT---KPEP--ER-W----LNLELVVEESRS-AFIWQELI-DEFQQIL-ENQ--G--------AF-RRIRVL------TI---------------------KSQNN-------------------------------------NLMLIRRKKGGKLEQRQHQHR----ELI-------HP---NKR-G-----------LTLLISDCVSP-LW--QNPT----------FHQ-WLKDWSES-QPTAVVQFFP-ERLWDS---T--------------QL---------------S------LGRKLF------------------
CCI02683.1 ----KLLDYL------EQTGLLERLQL-------------------SDEDVADSIWLALQ--------MGV---------------------------------------EDFQPPPEN--------------PENTG---------PI-------------------------------------------------------DSSTSNQI--------EE--KL-----------------------------EEIPED---------------------NLSKSQP-------NVDVIT---------------------EESLPKEIEKT----------------------TPIQDFPFQV-----PAA------------------------AA--------LQT---ALF---------ISRALRPF--ML-----KV---------SS---------ATKTI---------LDEEATA---SF-----IAER-----------------D-----------IWLP-----VT---KPQP--ER-W----LTLELVVEESRS-SFIWRELI-NELQNLL-ENQ--G--------AF-KTVRVW------QL---------------------STSNN------------------------------------QELQLVRRRKKGKPGQRYHSHK----ELI-------HP---RGR-G-----------LVLLVSDCVSP-LW--QKAL----------IHP-WLKDWSEK-QPTAILQLFP-ERLWNS---T--------------QL---------------G--------RGRKL-F---------------
KDR57872.1 ----NLVQAL-----------QQEFQL-------------------SAKDIADIFWLASH--------------------------------------------------IDQYSESVT--------------PANEP---------SP---------------------------------------SPSAEPSSDSSSSSQTPPESPPQP----VSQADN--PK----------------------------NPPENSP------------------EDKSASSVSP-------QPPQSE---------------------IVPKPEPSQTA----------------------PGGGGLPIRL-----SDA------------------------PS--------LRG---PLT---------LARALKPL--MR-----RV---------SG---------GRDWV---------IDEVATS---EQ-----IASQ-----------------G-----------IWIP-----VL---RPRL--EP-W----LDLDLVIEDCVS-MLLWRHTL-RDLEKLL-KNY--G--------IF-RDVRVW------SL---------------------LTDNP------------------------------------EAVKIRRGIGATAKHQAPRSPR----ELI-------DP---TGR-R-----------LVIVVSDCVSK-VW--REGK----------MIP-ILDLWAKR-GSMAILQMLP-EWMWKR---S--------------GL-----GW--------E--------ALVR------------------
WP_052701300.1 -DLRALLAVL----------ADSGVPL-------------------AQEELLDALWLARR--------------------------------------------------LPTGADDAP--VRRALARQSALAEAGAP---------AD-----------------------------------------EDTDAVDTDGDYLLAPPTGPVR----GRADPG--PA----------------------APWLTASPPASLP-----------------SDLPSLPPDDRAVAGLHAAPGHAA---------------------AADADADRTAD----------------------GPPGALALRV-----PEG------------------------KA--------LRA---ELR---------IGRALRPL--KQ-----HR---------PS---------LSRHE---------LDVEATV---TA-----LAET-----------------G-----------LPDV-----AL---RPAR--ER-W----LDLALVIDDGMS-MLLWQRLA-AEIRVMM-ERL--G--------AF-RLVRTY------GL---------------------HSRGP-------------------------------------AAPSELSGRPFDPSATALASR----TLA-------DP---SGH-T-----------LVLVLSDGMGP-AW--RDGR----------KHE-AVLRWARC-GPTAILHALP-RRMWDG---S--------------GI---------------R------AQRWQV------------------
AOR34174.1 -RLGALLRVL----------KGAGYDL-------------------DPHEVLDVLWLAGR--------------------------------------------------LPADGRDLP-----LPRLLRRTVPPAEP---------MP----------------------------------------------------------PAPPT----AEAEPD--EE-----------------------------PDVPRP------------------ATELPSLTRPELHAATQSPALPD---------------------LPTVLPAPD------------------------PGTRALPLLV-----PEE------------------------KA--------LRD---ELV---------IGRALRPL--KR-----KR---------PS---------PRLRE---------VDEAATA---AQ-----LAET-----------------R-----------LPDV-----VL---RPRR--ER-W----LNLVLVVDDGLS-MLLWHRLT-AELLTTL-RRI--G--------AF-RSIHVH------GL------------------DTRSPGGP-----------------------------------------GLRGHPFDPGSSELSPS----VLV-------DP---SGQ-T-----------LVFVVSDGMGA-NW--RSGA----------VHD-VLRTWAEH-GPVAILHTLP-PALWDG---S--------------GI---------------Q------ADRWQA------------------
WP_051847209.1 -RLGSFLHAL----------RAAGREL-------------------DPHELLDVLWLAGR--------------------------------------------------LPAGDGADP--AASRLPLPRALRLHATP---------PG-------------------------------------PVPGPAHPPDAEDGRDETPDGPGEDA----GAPAVP--PG-----------------------------GERARP------------------ELYAAAPPRA-------DAPRPR--------------------HTAPPADGSGPP----------------------PDKPVVPLRA-----PQE------------------------KA--------LRE---ELR---------VGRALRPL--KR-----KR---------PS---------ARHRE---------FDEQATA---AA-----LAET-----------------G-----------LPDV-----AT---RPVR--ER-W----LHLALVLDDGMT-MLLWQRLA-AELRTVL-QRL--G--------AF-RSVRVH------GL-------------------HTRTTGR----------------------------------------PLLHGRPFESGPSRGPAMSPS-VLT-------DP---SAQ-T-----------LVVTVSDGMGA-AW--RTGR----------MHD-VLQEWAEA-GPAVVVHTLP-PELWEA---S--------------GI--QADGW--------R----------AT------------------
WP_051857016.1 -RLGSFLHAL----------RAAGREL-------------------DPHELLDVLWLAGR--------------------------------------------------LPAGDGADP--AASRLPLPRALRLHATP---------PG-------------------------------------PVPGPAHPPDAEDGRDETPDGPGEDA----GAPAVP--PG-----------------------------GERARP------------------ELYAAAPPRA-------DAPRPR--------------------HTAPPADGFGPP----------------------PDKPVVPLRA-----PQE------------------------KA--------LRE---ELR---------VGRALRPL--KR-----KR---------PS---------ARHRE---------FDEQATA---AA-----LAET-----------------G-----------LPDV-----AT---RPVR--ER-W----LHLALVLDDGMT-MLLWQRLA-AELRTVL-QRL--G--------AF-RSVRVH------GL-------------------HTRTTGR----------------------------------------PLLHGRPFESGPSRGPAMSPS-VLT-------DP---SAQ-T-----------LVVTVSDGMGA-AW--RTGR----------MHD-VLQEWAEA-GPAVVVHTLP-PELWEA---S--------------GI---------------Q--------ADGW--R---------------
KPI17053.1 PPLLSDLSRL------------TGFDL-------------------SVHELLDALWLAAR--------------------------------------------------LPADADAPL----PRALPHLAGRPSGPG---------QH----------------------------------------DGPDPDDDRTASGTTARAPEGPG----APGQPA--PP-----------------------------AQLLGA----------------------LHAAAA-------SGSAPE---------------------FAEPGAAAQLT----------------------PADGAMPVRV-----PEE------------------------KA--------LGED--ELR---------FGRALRVL--KQ-----PQ---------PD-------LLRRE-----------FDEDATA---AA-----LAET-----------------G-----------LPDV-----MT---RPVR--QR-W----LGLTLLIDDGIS-MLLWRRLA-AELRAVL-ERL--G--------AF-RDVRVH------GL---------------------DARSP--------------------------------------RAPLLRARPFAPDAPLLSPA----SVV-------DP---SGR-T-----------LILVISDGVGA-GW--RDGR----------MRA-VLDRWARQ-GPTALLHTLP-AHLRDG---S--------------GI--RAQPW-----------------------L---------------
WP_054230306.1 -GAPPILPPLSKLGRL------AGHEL-------------------SIHELLDTLWLATR--------------------------------------------------LPPGATAPL----ASALTADAVPPPGAG---------AG---------------------------------------------------DAERSTAGPAPT----ELDSPA--PA----------------------------TPTQPPP---------------PAQLLGALHAAAA-------ARSAPE--------------------FADLAAPGLRGA----------------------PGEGALPVRV-----PEE------------------------KA--------LGSD--ELR---------LSRALRLL--KQ-----PQ---------PG---------PLKRE---------FDEEATA---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--QR-W----LDLTLLIDDGIS-MLLWRRLA-MELRALL-ERL--G--------AF-RDIRVH------GL---------------------DTRSA--------------------------------------GAPLLRSRPFDPHAPLLSPA----SVA-------DP---SGG-T-----------LVLVISDGVGA-CW--RDGR----------LHA-ALERWAHQ-GPTAIMHALP-SHMWDG---S--------------GI--RSEPW-----------------------L---------------
WP_067362281.1 LPPLSKLGRL------------AGHEL-------------------SIHELLDTLWLATR--------------------------------------------------LPPGAAAPL----ANALAADAVPPPGTG---------AG---------------------------------------------------DTERSTPGPAPA----ELDSPT--PA----------------------------TPAQPPP---------------PAQLLGALHAAAA-------ARSAPE--------------------FADLAAPGLRGA----------------------PGEGALPVRV-----PEE------------------------KA--------LGSD--ELR---------LSRALRLL--KQ-----PQ---------PG---------PLKRE---------FDEEATA---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--QR-W----LDLTLLIDDGIS-MLLWRRLA-MELRALL-ERL--G--------AF-RDIRVH------GL---------------------DTRSA--------------------------------------GAPLLRSRPFDPHAPLLSPA----SVA-------DP---SGG-T-----------LVLVISDGVGA-CW--RDGR----------LHA-ALERWAHQ-GPTAIMHALP-SHMWDG---S--------------GI--RSEPW-----------------------L---------------
WP_075029687.1 -GAPPILPPLSKLGRL------SGHEL-------------------SIHELLDTLWLATR--------------------------------------------------LPPGAAAPL----ASALAADTVPPPDAG---------AG----------------------------------------DTERS----------TAGSAPAE----LDSPAP--AT-----------------------------PTQPPP---------------PAQLLGALHAAAA-------ARSAPE--------------------FADLAASGLRGA----------------------PGEGALPVRV-----PEE------------------------KA--------LGSD--ELR---------LSRALRLL--KQ-----PQ---------PG---------PLKRE---------FDEEATA---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--QR-W----LDLTLLIDDGIS-MLLWRRLA-MELRALL-ERL--G--------AF-RDIRVH------GL---------------------DTRSA--------------------------------------GAPLLRSRPFDPHAPLLSPA----SVA-------DP---SGG-T-----------LVLVISDGVGA-CW--RDGR----------LHA-ALERWAHQ-GPTAIMHALP-SHMWDG---S--------------GI--RSEPW-----------------------L---------------
WP_051159397.1 -RLGEVLRLL----------GGCRVDL-------------------DAGQLLDVLWLARR--------------------------------------------------LPAGAEAPL----HRQVPDRTQQPPPAD--------------------------------------------------------------GPDTPERPVPQQ----RMSEPG-DPD----------------------------LPDLT------------------------------SPTTLHAGARHAP---------------------EPSPRFASAGH----------------------EPRRALPVRV-----PEE------------------------KA--------LGG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------H-----------LPDV-----VE---RPVR--ER-W----LDLVLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-AVTRVL------GL------------------DTRSASGP-----------------------------------------RLHARPFGSGSTELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------MHA-LLAERAAR-GPAAVLHTLP-PDMWGA---S--------------GI---------------A------AERWQA------------------
WP_052410846.1 -RLGEVLRLL----------GGCRVDL-------------------DAGQLLDVLWLARR--------------------------------------------------LPAGAEAPL----HRQVPDRTQQPPPAD---------GP-----------------------------------------------------DTPERPVPQQ----RTSEPG-DPD----------------------------LPDLT------------------------------SPTTLHAGARHAP---------------------EPSPRFASAGH----------------------EPRRALPVRV-----PEE------------------------KA--------LGG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------H-----------LPDV-----VE---RPVR--ER-W----LDLVLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-AVTRVL------GL---------------------DTRSA--------------------------------------SGPRLHARPFGSGSTELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------MHA-LLAERAAR-GPAAVLHTLP-PDMWGA---S--------------GI---------------A------AERWQA------------------
WP_073881342.1 -KLASVLRVL----------RDAGHDL-------------------DPQQVLDVLWLAGR--------------------------------------------------LPAGPELPL---ARTLAVERSGSAPCG----------ER--------------------------------------------------AAAAEPAPDGPPG----PPAAET--EQ-----------------------------ADRAAP------------------ELFAAPLRTA-------ARPQPP---------------------PPRFEAAGSRS----------------------RERSALPLRV-----PEF------------------------KG--------LAD---ELA---------LGRALRPLKQKR----------------PS---------RWRRQ---------LDEAATA---AL-----LAET-----------------G-----------LPDV-----VM---RPAR--ER-W----LDLVLVVDDGLS-MLLWHRLA-AELRTMM-QRL--G--------AF-RSVRFF------GL---------------------DTRGA--------------------------------------GPPLLTGRPFDPGSGRMSAT----VVT-------DP---SGQ-T-----------LIMVVSDGMGA-AW--RQGS----------MHD-VLQGWAEA-GPVALVHALP-PHLWEG---S--------------GI--QAERW--------Q------------------------------
WP_032780816.1 DALACVLRVL----------RGAGQEL-------------------DPQQVLDVLWLAGR--------------------------------------------------LEPGPELPL---ARRLAVRQAESPPDRD---------EA---------------------------------------------VVCRPAADGASDASGPPTEPVGSAAEAD-RPD-----------------------------LDAPEL--------------------FAAAPPAS-------ARAQPP---------------------PPRFLPAGHRS----------------------DDRSVLPLRV-----PEF------------------------KG--------LAD---ELA---------LGRALRPL--KQ-----KR---------PS---------RWRRQ---------LDEAATA---AM-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLVLVVDDGLS-MLLWHRLA-GDLRTMM-QRL--G--------AF-RSVRFL------GL---------------------DTRAS--------------------------------------NPPVLTGRPFDPVSGRMPAT----VVT-------DP---SGQ-T-----------LIMVVSDGMGA-AW--RQGS----------AHD-VLQGWAQA-GPVALVHALP-PHLWEG---S--------------GI---------------Q------AERWQA------------------
OKI00871.1 ---FEQVGAV------------TGYDL-------------------STLELLDVLWLAGR--------------------------------------------------LPRDGSVPLAALPAQPAGPHSGEGRVPP---------PG-------------------------------------------------------ESGRLPDGTAAGASGRAR-APA-----------------------------HAGPAR-------------------RRASPSQLAGALHAAASAGGAV---------------------EFSGTAARAGH----------------------GDAGALPVRI-----PEN------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RR---------PR---------RDRQE---------LDDAATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLIDDGVS-MLLWRRLA-AELRALF-EQL--G--------AF-RDVRVH------GL------------------DSRSPDGP-----------------------------------------RLRARPFDPDPALLSPA----SVA-------DP---SGR-S-----------LILVVSDGVGS-CW--RDGT----------LHT-ALERWARR-GPTAVVHALP-AHMWSG---S--------------GL---------------R------AEPWRV------------------
WP_079194325.1 GAGFEQVGAV------------TGYDL-------------------STLELLDVLWLAGR--------------------------------------------------LPRDGSVPLAALPAQPAGPHSGEGRVPP---------PG-------------------------------------------------------ESGRLPDGTAAGASGRAR-APA-----------------------------HAGPAR-------------------RRASPSQLAGALHAAASAGGAV---------------------EFSGTAARAGH----------------------GDAGALPVRI-----PEN------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RR---------PR---------RDRQE---------LDDAATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLIDDGVS-MLLWRRLA-AELRALF-EQL--G--------AF-RDVRVH------GL------------------DSRSPDGP-----------------------------------------RLRARPFDPDPALLSPA----SVA-------DP---SGR-S-----------LILVVSDGVGS-CW--RDGT----------LHT-ALERWARR-GPTAVVHALP-AHMWSG---S--------------GL---------------R------AEPWRV------------------
WP_056794874.1 -RLGTVLQVL----------AAVGQDL-------------------DAQGVLDVLWLARS--------------------------------------------------LSDDPAPLP-------------LAAARS---------RP-------------------------------------------------------PLPADESG----AEDHPT--PE-----------------------------PDQPAP----------------SELKLPDEDLPDLTLPGLHAAPLPP---------------------PTGVRESAESPVPEREE----------------QSRPGMPVRV-----PEE------------------------KA--------LAQ---ELL---------VGRSLRPL--KR-----RR---------PS---------RWRSE---------LDERATA---AA-----LAEA------------------------------WLP---DVVM---RPVR--ER-W----LDLVLVVDDGIS-MLLWQRLT-ADLQATL-QRL--G--------AF-RSLRVY------GL---------------------DSTGS--------------------------------------GEPALRGRPFDPASAPLSPS----LSA-------DP---SGR-T-----------LVLVLSDGMGA-AW--RQGR----------MHP-VLARWARC-GPTAVVHTLP-PGLWES---S--------------GI---------------Q------ADRWQV------------------
WP_067017920.1 -RLGELLRVL----------AASGQEL-------------------DADQVLDVLWLARR--------------------------------------------------MPGGADAPL----ARHARPTPAVPPEPP---------TA------------------------------------------------------EPGETGPER--------PA--PP-----------------------------PGADDP-------------DLPDLTAHALYSDAR-------PDPEPA---------------------PVPEIRLRQGP----------------------EAGKALPVRI-----PED------------------------KA--------LVG---ELE---------LGRALRPL--RR-----RL---------AS---------PHRLE---------IDEERTA---AE-----LAET----------------------------RLPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLA-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DARDA--------------------------------------TEPRLRARPFRPDSPPVPLS----TVG-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHT-LLTAWAAR-GPAALLHALP-PDLWES---S--------------GI-----HA--------E--------RWQA------------------
WP_067166187.1 -ALAKLAALV-------------GHEL-------------------STHELLDTLWLASR--------------------------------------------------LPSTAAAPL---ASALAPDRARRPGPGP---------RE-------------------------------------------------------GTRTPPEG----TVAPPD-GPG------------------DDEDKEGTGSQPPLPTQ------------------LLGALHAAAA-------ARSAPE--------------------FADATASPRRPP----------------------RGAGALPVRV-----PEE------------------------KA--------LGDG--ELR---------LSRSLRLL--KQ-----PR---------PG---------SHFWE---------FDEEATA---TA-----MAES-----------------G-----------LPDV-----VL---RPAR--RR-W----LDLTLLIDDGLS-MLLWRRLA-TELRSVF-ERL--G--------AF-RDIRVH------GL---------------------DARSA--------------------------------------DAPGLRVRPFDPGGPLLSPA----SAA-------DP---SGR-T-----------LVLVISDGVGA-CW--RDGR----------MHS-ALERWARQ-GPTAVVHALP-SHMWDA---S--------------GI---------------R------SEQWSV------------------
WP_051828049.1 -RLGELLRVL----------SASGQEL-------------------DADQVLDVLWLARR--------------------------------------------------VPGGADAPL-------ARLARTTPAPSA---------EP-------------------------------------------------------ATAEPDEA----GPDGPA--TA-----------------------------PEPDDP--------------------DLPDLTAHPLYSDARQEPESA---------------------PVPEIRLRQDA----------------------EPNRAMPVRV-----PED------------------------KA--------LAG---ELE---------LGRALRPL--RR-----RL---------AS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLA-AELRVLF-ERL--G--------AF-ATTRVL------GL---------------------DTRGA--------------------------------------DEPRLHARPFRPDSTPVPLS----TVG-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHG-LLSSWASR-GPTALLHTLP-PDLWEG---S--------------GV---------------H------AERWQA------------------
WP_054214454.1 -LRPPLLSDLSR---------LTGFDL-------------------SVHELLDALWLAAR--------------------------------------------------LPADADAPL----PRALPHLAGRPSGPG---------QH----------------------------------------DGPDPDDDRTASGTTARAPEGPG--------AP--GQ-----------------------------PAPPAQ------------------LLGALHAAAA-------SGSAPE---------------------FAEPGAAAQLT----------------------PADGAMPVRV-----PEE------------------------KA--------LGED--ELR---------FGRALRVL--KQ----------------PQ-PDLL----RRE-----------FDEDATA---AA-----LAET-----------------G-------------LP-----DV-MTRPVR--QR-W----LGLTLLIDDGIS-MLLWRRLA-AELRAVL-ERL--G--------AF-RDVRVH------GL---------------------DARSP--------------------------------------RAPLLRARPFAPDAPLLSPA----SVV-------DP---SGR-T-----------LILVISDGVGA-GW--RDGR----------MRA-VLDRWARQ-GPTALLHTLP-AHLRDG---S--------------GI--RAQPW-----------------------L---------------
SHI04221.1 -RLGEALRVL----------RGVGHEL-------------------DADQVLDVLWLARV--------------------------------------------------LPAGAATAL----------NPPTPAGQP------------------------------------------------------------------GDAGPSAPEADEPGPKPP-APD-----------------------------PDDPDL------------------------PDLTAPSLYGSARSTPP---------------------PMPDIRLRQSS----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LGRALRPL--RR-----RH---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATNRVL------GL---------------------DTRSA--------------------------------------PEPRLHARPFRHDSTSVPLS----AVS-------DP---SGH-T-----------LVLVVSDGMGA-SW--RSGA----------LHR-LLSQWASR-GPTAVLHTLP-PDLWEG---S--------------GI---------------H------AERWQA------------------
WP_051854856.1 -MVLGLLGRL------------TGHEL-------------------SIHELLDAVWLAAR--------------------------------------------------LPADADAPL-----ARALSGTALPAPAP---------GP--------------------------------------------AEEPAPPTDTRPGDDEPDG----GGRAPG-TPA-----------------------------PPPPPA-----------------QLLGALHAAAA-------ARSAPE---------------------FARLGAADRPP----------------------SDDGALPVRV-----PEE------------------------KA--------LGDE--ELR---------FGRALRLL--KQ-----PQ---------PH---------PHRRE---------FDEAATA---AA-----LAET-----------------G-----------LPDV-----VT---RPAR--QR-W----LDLVLLIDDGIS-MLLWRRLA-TELRALL-ERL--G--------AF-RGIRVL------GL---------------------DTRTR--------------------------------------RAPLLRARPFDANSPPLSPA----SAV-------DP---SGG-T-----------LVLVISDGVGA-CW--RDGR----------MRG-ALGRWARQ-GPTAILHALP-AHLWGA---S--------------GI---------------R------SEPWLV------------------
WP_050500594.1 ---FERVGTV------------TGYEI-------------------STLELLDVLWLAGR--------------------------------------------------LPRDGSAPL-----------AALVEQRP---------AP-----------------------------------DHGERDAPGTRRPDGTAAGAAGQAPESP----RRSGPD--AR-----------------------------QRSPSQ-------------------LVGALHAAA-------SAGGAP---------------------EFVGAVAHPGP----------------------RDAGALPVRV-----PEG------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RW---------PR---------RDRQE---------LDDVATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLVDDGVS-MLLWRRMV-SELRALF-EQL--G--------AF-RDVRVH------GL---------------------DSRGP--------------------------------------AGPRLRARPFDPDPAQLSPA----SVA-------DP---SGR-S-----------LILVISDGVGS-CW--RDGT----------LHR-ALERWARR-GPTGVVHALP-AHMWSG---S--------------GL--RAEPW--------R------------------------------
WP_030660077.1 ---FEQVGAL------------TGYEI-------------------STLELLDILWLAGR--------------------------------------------------LPRDGSAPL-----------AALVAQQP---------AP-----------------------------------HRGKEDMPGARHPDDAAPEGAGRAPDAP----HRSGPA--PR-----------------------------QRSPSR--------------------LVGALHAA-------ASAGGA---------------------PEFAAAAHPER----------------------RDAGALPVRV-----PEG------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RW---------PR---------HDRQE---------LDDVATV---TA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLVDDGVS-MLLWRRLV-SELRSLF-EQL--G--------AF-RDVRVH------GL---------------------DSRSP--------------------------------------ARPRLRARPFDPDPAQLSPA----AVT-------DP---SGR-S-----------LILVISDGVGS-CW--RDGT----------LHG-ALERWARR-GPTGVVHALP-AHMWSG---S--------------GL--RAEPW--------R------------------------------
WP_050503919.1 ---FERVGAV------------TGYDI-------------------STLELLDILWLAGR--------------------------------------------------LPRDGSAPL--AALVEQRPAPRQEERNA---------PG--------------------------------------------EPRPDAKAAEGAGRAPATP----RRSGPD--PR-----------------------------RRSPSQ--------------------LVGALHAA-------ASAGGA---------------------PELAAAAFPEQ----------------------RDAGALPVRV-----PEG------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RW---------PR---------RDRQE---------LDDVATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLVDDGVS-MLLWRRMV-SELRALF-EQL--G--------AF-RDVRVH------GL---------------------DSRGP--------------------------------------AGPRLRARPFDPDPAQLSPA----SVA-------DP---SGR-S-----------LILVISDGVGS-CW--RDGT----------LHR-ALERWARR-GPTGVVHALP-AHMWSG---S--------------GL--RAEPW-------------------RV------------------
WP_050507882.1 ---FERVGAV------------TGYDI-------------------STLELLDILWLAGR--------------------------------------------------LPRDGSAPLAALVEDRSAPRQEERNAPG---------EP------------------------------------------------------RPDTAAAEG----ADRAPA-APR-----------------------------RSGPDP--------------------RRRSPSQLVGALHAAASTGGA---------------------PELAAAAFPEQ----------------------RDAGALPVRV-----PEG------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RW---------PR---------RDRQE---------LDDVATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLVDDGVS-MLLWRRMI-SELRALF-EQL--G--------AF-RDVRVH------GL---------------------DSRGP--------------------------------------AGPRLRARPFDPDPAQLSPA----SVA-------DP---SGR-S-----------LILVISDGVGS-CW--RDGT----------LHS-ALERWARR-GPTGVVHALP-AHMWSG---S--------------GL---------------R------AEPWRV------------------
WP_050512457.1 ---FERVGAV------------TGYDI-------------------STLELLDILWLAGR--------------------------------------------------LPRDGSAPLAALVEQRSAPRHEERNAPG---------EP------------------------------------------------------RPDAAAAEG----AGRAPA-APR-----------------------------RSGPDP--------------------RRRSPSQLVGALHAAASTGGA---------------------PELAAAAFPEQ----------------------RDAGALPVRV-----PEG------------------------KA--------LGHE--ELR---------LSRALRPL--KQ-----RW---------PR---------RDRQE---------LDDVATV---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLTLLVDDGVS-MLLWRRMV-SELRALF-EQL--G--------AF-RDVRVH------GL---------------------DSRGP--------------------------------------AGPRLRARPFDPDPAQLSPA----SVA-------DP---SGR-S-----------LILVISDGVGS-CW--RDGT----------LHR-ALERWARR-GPTGVVHALP-AHMWSG---S--------------GL---------------R------AEPWRV------------------
WP_085923529.1 --------VF----------AGAGVEL-------------------DRHSLLDALWLAGR--------------------------------------------------LPTGPQSAP--LARALGPGHRSAAGEPC---------PE-------------------------------------------------------PPPPPPPD----DSALAE--AE-----------------------------PPDVLP----------------LDDLGGDLHAAP-------ETGTVP---------------------RPPRREFPLPP----------------------KTSAAIPLRV-----PEN------------------------KA--------LLG---ELG---------IGRALRPL--RQ-----RR---------AT---------TRIQE---------FDEAATA---AA-----LAES-----------------G-----------LPDV-----VL---RPGH--ER-W----LDLALVVDDGMS-MLLWRRLA-VEWRTMM-QRV--G--------AF-RMVHVH------GL---------------------DTRGP--------------------------------------DAPLLRGRPFDPDTTSLPPA----VLA-------DP---SGQ-T-----------LILLLSDGMGA-AW--RDGR----------MHR-VLGRWAAN-GPVAVLHALP-PRLWGG---S--------------GI-----QA--------G--------RWRV--T---------------
WP_077060243.1 -PLETALRVL----------RRAGWDP-------------------QPHELLDVLWLATR--------------------------------------------------LPAGTDLRA----------RDAGPPAAE---------PG------------------------------------------DDGQDGTESAAHAAEAGRPGR----TTTDPL--PP-----------------------------AAAPDD----------------------KPVRLH-------AAPGPG---------------------TQPLNLPPPPR----------------------TPRRALPVRV-----PGE------------------------KA--------LPD---ELG---------MGRALRPL--KQ-----RR---------PS---------AHGRE---------IDEVATA---AA-----LAET-----------------R-----------LPDV-----VL---RPTR--ER-W----LDLALVVDDGPS-MLLWHRLA-AELRTVF-ERM--G--------AF-RLLRTY------GL---------------------DARTP--------------------------------------GAARLRRQPFSPEPATLAPS----VLD-------DP---SGR-T-----------LVVVVSDGMGA-AW--RDGA----------VHR-AIERWSAA-GPVAVVHTLP-PGLWDG---S--------------GIRAERWNA--------T------------------------------
WP_062721860.1 -RLVEVLRVL----------AACGQEL-------------------DADQVLDVLWLARR--------------------------------------------------VPDGDDTPL------SRAARPVQPTPQP---------PP--------------------------------------------------------PAEPDGT----TPPRPT--PD-----------------------------PDPADP----------------------ELPDLTAPSLYAAARQSPP---------------------VIPGIRLRQDP----------------------EPGKALPVRV-----PEN------------------------KA--------LTG---ELA---------LGRALRPL--RR-----RQ---------AS---------PHRLE---------IDEERTA---AE-----LAET------------------------------LLP---DVVL---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRIL------GL---------------------DAGGV--------------------------------------SEPRLHARPFRPDSAPVPLS----TVG-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHD-LLSLWASR-GPAALLHTLP-HSLWEG---S--------------GI---------------H------GERWQV------------------
SEG93346.1 -RLAEVLRVL----------SACGHDL-------------------DADQVLDVLWLARR--------------------------------------------------LPSGPQAPL-----------HRAPAEPE---------RP-------------------------------------------------------APPGPAPD----REVPPPPAPE-----------------------------PDDP-------------------------DLPDLTAPALYAAARQAP---------------------SRQPRARQPGQ----------------------EPRGAVPLRV-----PED------------------------KA--------LSG---ELE---------LARALRPL--RR-----RR---------DS---------RHRTE---------IDEERTA---AD-----FAET-----------------G-----------LADV-----VE---RPVR--ER-W----LYLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRLA--------------------------------------RQPRLHARPFRPDSTELPLS----TIN-------DP---SGR-T-----------LLLAVSDGMGA-AW--RSGA----------MHD-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GV---------------S------ADRWQA------------------
WP_055512459.1 -EALRVLGVY-------------GQDL-------------------DADQVLDVLWLARR--------------------------------------------------LPASATAPL------NRGLRAAAASPAP---------PL-------------------------------------------------------VPGPDEAP----GSGRPP-VPE-----------------------------PDDQDL------------------PDLTAPSLYA-------AARQAP---------------------APGLRPLRPAQ----------------------EPRPALPVRV-----PED------------------------KA--------LGD---ELE---------LGRALRPL--RR-----RR---------AS---------RHRLE---------VDEERTA---AQ-----LAES-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVH------GL---------------------DTRVA--------------------------------------HAPHLRARPFQQDSAPLPTS----TVN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RHGA----------LHE-LLSAWAAR-GPVALLHTLP-PQMWES---S--------------GI---------------H------AERWQA------------------
WP_059417485.1 -RLAEALRIL----------SACGQQL-------------------DAEQVLDVLWLARR--------------------------------------------------LPAGPAAPLSRTPPSARPEQPQPPTGEP---------DV-------------------------------------------------------PAPPRPHG----PGSNDP--DL-----------------------------PDLTAP---------------------------SLYAAARQTPASVP---------------------AQAPGARRRDP----------------------GPGRALPVRV-----PED------------------------KA--------LPH---ELA---------LGRALRPL--RR-----RR---------AS---------PHRWE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRVLL-ERL--G--------AF-ATTRVL------GL---------------------DTRSA--------------------------------------REPRLHARPFRHDSAPVPLS----TVD-------DP---SGH-T-----------LVFVVSDGMGT-AW--RNGT----------MHH-QLARWASK-GPLALLHTLP-RDLWDG---S--------------GI---------------R------AERWQT------------------
WP_028807049.1 -RLAEALRVL----------RACGHEL-------------------DADQVLDVLWLARA--------------------------------------------------LPAGAASPL-------SRSTAADHPTDA---------EP-------------------------------------------------------SAPEADEP----DRERTA--PG-----------------------------PDEPDL------------------------PDLTASSLYGSARPAPP---------------------QLPDIRLRPST----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LGRALRPL--RR-----RR---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATNRVL------GL---------------------DTRSA--------------------------------------QEPRLHARPFRHDSPPVPLS----SVS-------DP---SGH-T-----------LVLVVSDGTGA-SW--RSGS----------LHR-LLSQWAAR-GPTAVLHTLP-PDLWEG---S--------------GI--HAERW--------Q----------AT------------------
WP_051095183.1 -RLSEVLRTLA----------GCGLDL-------------------DADQILDVLWLARR--------------------------------------------------LPSDADAPL----LRQTSTQPSTSQSP----------PP--------------------------------------------------DGQEPQERPTPSQ----PAPQHD-DPE----------------------------LPDLT------------------------------SP-SLYSSARRAP---------------------VPEPRAADPDR----------------------EPRRALPVRV-----PED------------------------KA--------LVG---ELE---------LGRALRPL--RR-----RH---------DS---RH----RTE-----------IDEDRTA---SA-----LAET-----------------------------HLPD-----VV-E-RPVR--ER-W----LDLTLLVDDGLS-MLLWHRLG-TELRALL-ERL--G--------AF-AVTRVL------GL---------------------DTRSP--------------------------------------QRPRLHARPFSPGSTELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------MHR-LLAERAAR-GPVAVLHTLP-RDMWEA---S--------------GI----SAT--------P---------WQA--T---------------
WP_051783241.1 ----EMLRLL----------GACRVDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGPEAPL----HRQAPARTPGPAPSD---------GP-----------------------------------------------------GNPERSAPRR----PPPEPG-DPD----------------------------LPDLT------------------------------SPATLHAGARTAP---------------------EPPPRFAATGH----------------------EPRRALPVRV-----PEE------------------------KA--------LDG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------D-----------LPDV-----VE---RPVR--ER-W----LNLTLLVDDGLS-MLLWHRLA-TELRTLL-ERL--G--------AF-AVTRVL------GL---------------------DTGDA--------------------------------------AGPRLHARPFAPAGTELPLT----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------VHA-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI--AAERW--------Q----------AT------------------
WP_051851738.1 -RLAEVLRLL----------GACRVDL-------------------DADQVLDVLWLARH--------------------------------------------------LPAGPEAPL----HRQAPARAPEPAPAD--------------------------------------------------------------GSGTPERPVPRR----PAPEPG-DPD----------------------------LPDLT------------------------------SPATLHAGARTAP---------------------EPPPRFAATVP----------------------EPRRALPVRV-----PEE------------------------KA--------LDG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------E-----------LPDV-----VE---RPVR--ER-W----LNLTLLVDDGLS-MLLWHRLA-TELRTLL-ERL--G--------AF-AVTRVL------GL---------------------DTGNA--------------------------------------AGPRLHARPFAPAGTELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------VHA-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI--AAERW--------Q----------AT------------------
WP_053662834.1 -RLAEMLRLL----------GACRVDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGPEAPL----HRQAPARTPGPAPSD---------GP-----------------------------------------------------GNPERSAPRR----PPPEPG-DPD----------------------------LPDLT------------------------------SPATLHAGARTAP---------------------EPPPRFAATGH----------------------EPRRALPVRV-----PEE------------------------KA--------LDG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------D-----------LPDV-----VE---RPVR--ER-W----LNLTLLVDDGLS-MLLWHRLA-TELRTLL-ERL--G--------AF-AVTRVL------GL---------------------DTGNA--------------------------------------AGPRLHARPFAPAGTELPLT----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------VHA-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI-----AA--------E--------RWQA------------------
WP_054242429.1 -RLAEALRVL----------RACGHEL-------------------DADQVLDVLWLARA--------------------------------------------------LPAGAATPL----GRSTGADHPADAEPS---------AP-------------------------------------------------------EADAADRE----RTAPDP--DD-----------------------------PELPDL--------------------TASSLYGS-------ARPAPP---------------------QLPDIRLRPST----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LARALRPL--RR-----RR---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATNRVL------GL---------------------DTRSA--------------------------------------QEPRLHARPFRHDSPPVPLS----SVS-------DP---SGH-T-----------LVLVVSDGTGA-SW--RSGS----------LHR-LLSQWASR-GPTAVLHTLP-PDLWEG---S--------------GI-----RA--------E--------RWQA------------------
WP_061442995.1 -RLAEVLRLL----------GACRVDL-------------------DADQVLDVLWLARQ--------------------------------------------------LPAGPEAPL----HRQAPDRAPEQPASS-------------------------------------------------------------DGSGVCERPVPRR----PPPEPG-DPD----------------------------LPDLT------------------------------SPATLHAGARTAP---------------------EPAPRFTATGH----------------------EPRRALPVRV-----PEE------------------------KA--------LDG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------D-----------LPDV-----VE---RPVR--ER-W----LDLTLLVDDGLS-MLLWHRLA-TELRTLL-ERL--G--------AF-AVTRVL------GL---------------------DTGNA--------------------------------------AGPRLHARPFAQAGTELPLT----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------VHA-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI--AAERW--------R----------AT------------------
WP_067043278.1 ------------------VLAACGHDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGTDAPL------LREPPPVPSRLAP-----------------------------------------------------------------GPDAPEPG-----PAAPQTQAPD-----------------------------PDDS-------------------------DLPDLTAPALYAAARRSP---------------------VPEVRLAPSAP----------------------EPRRAMPVRV-----PED------------------------KA--------LAD---ELE---------LSRALRPL--RR-----RL---------DS---------RYRTE---------IDEERTA---TQ-----LAET-----------------G-----------LPDV-----VE---RPVR--ER-W----LNLALLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRSA--------------------------------------REPRLHARPFKPGSGALPLS----TVN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHR-LLAGWASR-GPAAVLQTLP-PDMWEA---S--------------GIAAERWQA--------T------------------------------
WP_081551503.1 -RLAEALRVL----------RACGHEL-------------------DADQVLDVLWLARV--------------------------------------------------LPAGAATPL----SRSTTADHPTDAEPS---------AP-------------------------------------------------------EADAADRG----RAAPDP--DA-----------------------------PDLPDL--------------------TASSLYGS-------ARPVPP---------------------QLPDIRLRPST----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LARALRPL--RR-----RR---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATDRVL------GL---------------------DTRSA--------------------------------------QEPRLHARPFRHDSTPVPLS----SVS-------DP---SGH-T-----------LVLVVSDGTGA-SW--RSGS----------LHR-LLSQWASR-GPTAVLHTLP-PDLWEG---S--------------GI-----HA--------E--------RWQA------------------
KUN02935.1 ------------------VLAACGHDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGADAPL------LREPEPPP------------------------------------------------------------------GRTAPDPAPEPG-----PAARQPQPPD-----------------------------PADP-------------------------DLPDLTAPALYAAARRDP---------------------VPEVRLAPSAP----------------------ESRRAMPVRV-----PED------------------------KA--------LGD---ELQ---------LGRALRPL--RR-----RL---------DS---------RHRME---------IDEERTA---AQ-----LAET-----------------G-----------LPDV-----VE---RPVR--ER-W----LNLALLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRAA--------------------------------------REPRLHARPFRPESGALPLS----TVN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHR-LLARWATR-GPTAVLQTLP-PDMWEA---S--------------GI---------------A------AERWQA------------------
WP_051102942.1 ----EALRVL----------TAGGCDL-------------------DADQVLDVLWLAPR--------------------------------------------------LPADADAPL----HRDQAAADGPPAEPA---------PE-------------------------------------------------------PGPDPAAD----RPVPEP--DD-----------------------------PGLP----------------------------DLTVPALYAAARQAAAA-------------------TAEPRRAGPRE----------------------EPRKAMPVRA-----PEH------------------------KA--------LAD---ELA---------LGRALRPL--RR-----RQ---------DS---------RHRYE---------VDEERTA---EE-----LAET-----------------G-----------LADV-----VE---RPVR--ER-W----LNLILLVDDCLS-MLLWHRLG-AELRTLL-ERL--G--------AF-AATRVL------GL---------------------DTRAR---------------------------------------EPALHARPFQRGSTNLPLS----SVN-------DP---SGR-S-----------LVLVVSDGMGV-SW--RSGA----------MHG-LLARQAAR-GPVAVLHTLP-ADIWES---S--------------GI-----AA--------E--------RWQV------------------
WP_051103089.1 ----EALRVL----------SAGGCDL-------------------DADQVLDVLWLAPR--------------------------------------------------LPADADAPL----HRDQAAVDGPPAEPA---------PE-------------------------------------------------------PGPDPAAD----RPVPEP--DD-----------------------------PGLP----------------------------DLTVPALYAAARQAAAA-------------------TAEPRRAGPRE----------------------EPRKAMPVRA-----PEH------------------------KA--------LAD---ELA---------LGRALRPL--RR-----RQ---------DS---------RHRYE---------VDEERTA---EE-----LAET-----------------G-----------LADV-----VE---RPVR--ER-W----LNLILLVDDCLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRAR---------------------------------------EPALHARPFQRGSTNLPLS----SVN-------DP---SGR-S-----------LVLVVSDGMGV-SW--RSGA----------MHG-LLARQAAR-GPVAVLHTLP-ADIWES---S--------------GI-----AA--------E--------RWQV------------------
WP_051114495.1 ----EALRVL----------SAGGCDL-------------------DADQVLDVLWLAPR--------------------------------------------------LPADADAPL----HRDQAAADGPPAEPA---------PE-------------------------------------------------------PGPDPAAD----RPVPEP--DD-----------------------------PGLP----------------------------DLTVPALYAAARQAAAA-------------------TAEPRRAGPRE----------------------EPRKAMPVRA-----PEH------------------------KA--------LAD---ELA---------LGRALRPL--RR-----RQ---------DS---------RHRYE---------VDEERTA---EE-----LAET-----------------G-----------LADV-----VE---RPVR--ER-W----LNLILLVDDCLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRAR---------------------------------------EPALHARPFQRGSTNLPLS----SVN-------DP---SGR-S-----------LVLVVSDGMGV-SW--RSGA----------MHG-LLARQAAR-GPVAVLHTLP-ADIWES---S--------------GI-----AA--------E--------RWQV------------------
WP_051312162.1 -RLAEALRVL----------TAGGCDL-------------------DADQVLDVLWLAPR--------------------------------------------------LPADADAPL----HRDQAAADGPPAEPA---------PE-------------------------------------------------------PGPDPAA-----DRPVPE-PDD-----------------------------PGLP----------------------------DLTVPALYAAARQAAAA-------------------TAEPRRAGPRE----------------------EPRKAMPVRA-----PEH------------------------KA--------LAD---ELA---------LGRALRPL--RR-----RQ---------DS---------RHRYE---------VDEERTA---EE-----LAET-----------------G-----------LADV-----VE---RPVR--ER-W----LNLILLVDDCLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRAR---------------------------------------EPALHARPFQRGSTNLPLS----SVN-------DP---SGR-S-----------LVLVVSDGMGV-SW--RSGA----------MHG-LLARQAAR-GPVAVLHTLP-ADIWES---S--------------GI---------------A------AERWQV------------------
WP_057602960.1 -GLAEALRVL----------RACGHDL-------------------DAEQVLDVLWLARR--------------------------------------------------LPAGPDAPL----SRGLRPAEEPPPPPP---------TA-------------------------------------------------------PAGDETPP----RSAPPP--HG-----------------------------EDLPDL------------------TSSSLYASAR-------RPPAPA----------------------RPEPRPARQT----------------------EPRSAMPVRV-----PEG------------------------KA--------LTD---ELG---------LGRALRPL--RR-----RQ---------AS---------RRRRE---------IDEERTA---VE-----LAET-----------------R-----------LPDV-----VL---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRVLL-ERL--G--------AF-ATTRVL------GL---------------------DTRSA--------------------------------------GEPRLHARPFQPDSTPVPTT----TVN-------DP---TGR-T-----------LVLVVSDGMGR-AW--RHGA----------LYA-LLHSWAAR-GPVALLHTLP-QEMWEA---S--------------GI-----HA--------E--------RWQA------------------
WP_077796725.1 ----EMLRLL----------GACHVDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGPEAPL----HRQAPARPQPPPPPD---------GP-----------------------------------------------------QAEDRAAPQP----PPPEPG-DPE----------------------------LPDLT------------------------------SPTTLHAAARTTP---------------------EPQPRPVSAGQ----------------------EPRRALPVRV-----PEE------------------------KA--------LGD---ELE---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AE-----LAET-----------------H-----------LPDV-----VE---RPVR--ER-W----LDLTLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-ALTRVL------GL-------------------DTRAAGG----------------------------------------PRLHARPFRPGSTELPLS----TVN-------DP---SGR-S-----------LLLVVSDGMGP-AW--RSGA----------MHA-LLGERAAR-GPVAVVHTLP-PDMWEA---S--------------GI---------------S------AERWQA------------------
WP_051850937.1 ----ETLRLL----------GACRVDL-------------------DADQVLDVLWLARR--------------------------------------------------LPVGPESPL----HRQAPARPQQPAPPD---------AP-----------------------------------------------------ETEDRPAP------RQPPPE--PG----------------------------DPELPDL---------------------------TSPTTLHAAAGDAP---------------------GPRPRPSSAGR----------------------ENRRALPVRV-----PEE------------------------KA--------LGN---ELE---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AE-----LAET-----------------N-----------LPDV-----VV---RPVR--ER-W----LNLVLLVDDGLS-MLLWHRLG-TELRALL-ERL--G--------AF-SLTRVL------GL---------------------DTRGA--------------------------------------GRPRLRARPFGPGSTELPLS----TVN-------DP---SGR-S-----------LLLVVSDGMGP-AW--RSGA----------MHT-MLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GV-----SA--------E--------RWQA------------------
WP_053659581.1 -VLAACGHHL------------------------------------DADQVLDALWLARR--------------------------------------------------MPADADAPL------LRLLREPAPAPGH---------PV------------------------------------------------------PTPAPEPGR-----TARQTPTPD-----------------------------PGDP-------------------------DLPDLTAPALYAAARRSP---------------------VPEVRLARSAP----------------------EPRRAMPVRV-----PED------------------------KA--------LAD---ELQ---------LGRVLRPL--RR-----RL---------DS---------SHRME---------VDEERTA---AQ-----LAET-----------------G-----------LPDV-----VE---RPVR--ER-W----LNLALLVDDGLS-MLLWHRLG-AELRALL-ERL--G--------AF-AATRVL------GL---------------------DTRAA--------------------------------------REPRLHARPFRPESGTLPLS----TVN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------MHR-LLARWAVL-GPTAVLQTLP-PDMWEA---S--------------GI---------------A------AERWQA------------------
KES08164.1 ----EVLRLL----------GACRLDL-------------------DADQVLDVLWLARR--------------------------------------------------LPPDTEAPL----HRQAPHRFEQPEPPD--------------------------------------------------------------GPGPEDRGAPQR----PAREPA-DPE----------------------------LPDLT------------------------------SPTTLHAAVRHTP---------------------APDVRPRPAGQ----------------------ELRRALPVRV-----PEE------------------------KA--------LGN---ELE---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AE-----LAET-----------------N-----------LPDV-----VE---RPLR--ER-W----LDLTLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-AVNRVL------GL---------------------DSRHA--------------------------------------GHPRLHARPFRPGSTELPLS----TVN-------DP---SGR-S-----------LLLVVSDGMGA-AW--RSGA----------MYG-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI--SAERW--------Q----------AT------------------
WP_051777157.1 -RLAETLRLL----------GACRVDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGVEAPL----HRQVPARPPQPRSPE---------GP-----------------------------------------------------ETEDRPAPQQ----PPPEPG-DQE----------------------------LPDLT------------------------------SPTTLHAAVRNTP---------------------EPRPRPAPTGR----------------------EPRRALPVRI-----PEE------------------------KA--------LGN---ELE---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AE-----LAET-----------------N-----------LPDV-----VE---RPVR--ER-W----LNLTLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-ALTRVL------GL------------------DTRNAGGP-----------------------------------------RLHARPFRSGSTELPLS----TVN-------DP---SGR-S-----------LLLVVSDGMGP-AW--RSGA----------MHG-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GIFAEHWRA--------T------------------------------
WP_051105858.1 -RFGEALRVL----------AACGHDL-------------------DADQILDVLWLAAR--------------------------------------------------LPVGEDAPL---------RPEPSADRRP---------AP-------------------------------------------------------PPAPEPDR----PAEQPP--PD-----------------------------PDDP-------------------------DLPDLIPPTLYAAARQTPA----------------------PRPRSGRTGP---------------------EPRRAMPVRV-----PEG------------------------KA--------LTE---ELA---------VSRALRPL--RR-----RL---------DS---------RHRLE---------IDEERTA---TQ-----FAET-----------------G-----------LPDV-----VQ---RPVR--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRVLL-ERL--G--------AF-ASTRVL------GL---------------------DTRGR---------------------------------------RPRLHAGPFRPDSPELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGA-AW--RAGS----------MHA-LLAGRAAH-GPVAVLHTLP-PEMWEA---S--------------GI---------------A------AEHWQI------------------
WP_059042125.1 ----EALRIL----------RACGYGM----------------RELDADQILDVLWLARR--------------------------------------------------LTANTDAPL--------SPRPASPLPQP---------PP---------------------------------------------------PPAPAPAPEPDR----TAVEPR-QPD-----------------------------PDDP-------------------------DLPDLIPSALYGAARQA-----------------------APVRSPGSRP----------------------ESRRAMPVRV-----PED------------------------KA--------LGD---ELA---------VGRALRPL--RL-----RS---------SS---------RHRVE---------IDEKRTA---AR-----FAET-----------------G-----------LPDV-----VQ---RPVR-ERR------LRLALLVDDGLS-MLLWHRLG-AELRVLL-ERL--G--------AF-ATIRVF------GL---------------------DTRGR---------------------------------------EPRLRAGAFEPDSPPLPLS----AIN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RTGS----------LHS-LLAGRAAH-GPVAVLHTLP-PELWEA---S--------------GI---------------A------AERWQV------------------
WP_051857985.1 -RLGEVLRLL----------GACRLDL-------------------DADQVLDVLWLARR--------------------------------------------------LPPDTEAPL----HRQAPHRFEQPEPPD---------GP-----------------------------------------------------GPEDRGAPQR----PAREPA-DPE----------------------------LPDLT------------------------------SPTTLHAAVRHTP---------------------APDVRPRPAGQ----------------------ELRRALPVRV-----PEE------------------------KA--------LGN---ELE---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AE-----LAET-----------------N-----------LPDV-----VE---RPLR--ER-W----LDLTLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-AVNRVL------GL---------------------DSRHA--------------------------------------GHPRLHARPFRPGSTELPLS----TVN-------DP---SGR-S-----------LLLVVSDGMGA-AW--RSGA----------MYG-LLAERAAR-GPVAVLHTLP-PDMWEA---S--------------GI-----SA--------E--------RWQA------------------
WP_050987396.1 ----EVLRIL----------RACGYGM----------------RELDADQILDVLWLARR--------------------------------------------------LTANTDAPL------SPRPASPLPQPPP---------PP-------------------------------------------------------APAPEPDR----TAVEPR-QPD-----------------------------PDDP-------------------------DLPDLIPSALYGAARQA-----------------------PPVPSPGSRP----------------------ESRRAMPVRV-----PED------------------------KA--------LGD---ELA---------VGRALRPL--RL-----RS---------DS---------RHRVE---------IDEKRTA---AR-----FAET-----------------G-----------LPDV-----VQ---RPVR-ERR------LRLALLVDDGLS-MLLWHRLG-TELRVLL-ERL--G--------AF-ASTRVF------GL---------------------DTRGR---------------------------------------EPRLHAGAFEPDSPGLPLS----AIN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RTGT----------LHS-LLAGRAAH-GPVAVLHTLP-PELWEA---S--------------GI---------------A------AGHWQV------------------
WP_075779895.1 -RLDEVLRIL----------RACGYGM----------------RELDADQILDVLWLARR--------------------------------------------------LTANTDAPL------SPRPASPLPQPPP---------PP-------------------------------------------------------APAPEPDR----TAVEPR-QPD-----------------------------PDDP-------------------------DLPDLIPSALYGAARQA-----------------------PPVPSPGSRP----------------------ESRRAMPVRV-----PED------------------------KA--------LGD---ELA---------VGRALRPL--RL-----RS---------DS---------RHRVE---------IDEKRTA---AR-----FAET-----------------G-----------LPDV-----VQ---RPVR-ERR------LRLALLVDDGLS-MLLWHRLG-TELRVLL-ERL--G--------AF-ASTRVF------GL---------------------DTRGR---------------------------------------EPRLHAGAFEPASPGLPLS----AIN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RTGT----------LHS-LLAGRAAH-GPVAVLHTLP-PELWEA---S--------------GI---------------A------AGHWQV------------------
WP_079660314.1 ---MRVLRGV-------------GHEL-------------------DADQVLDVLWLARV--------------------------------------------------LPAGAATAL------------NPPTPAG---------QP-------------------------------------------------------GDAGPSAP----EADEPG--PK-----------------------------PPAPDP------------DDPDLPDLTAPSLYGS-------ARSTPP---------------------PMPDIRLRQSS----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LGRALRPL--RR-----RH---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATNRVL------GL---------------------DTRSA--------------------------------------PEPRLHARPFRHDSTSVPLS----AVS-------DP---SGH-T-----------LVLVVSDGMGA-SW--RSGA----------LHR-LLSQWASR-GPTAVLHTLP-PDLWEG---S--------------GI-----HA--------E--------RWQA------------------
OSZ59308.1 ----EALRVL----------RACGHDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGPAAPLSQDRRPACPAPSEAPAPQR---------EG----------------------------------------------------EVTLEPAPRPE----GEDLPD-LTA-----------------------------PSLYAA-----------------------------------AQQAPT--------------------RMPPPAVRRAAA----------------------ESRSAVPVRV-----PES------------------------KA--------LAG---ELE---------LGRALRPL--RR-----RH---------AS---------RHRSE---------IDEERTA---TE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLS-AELRVLL-ERL--G--------AF-ATTRVL------GL---------------------DTRGS--------------------------------------HAPRLHARPFEPDSTPVTTT----TVN-------DP---TGR-T-----------LVLVVSDGMGA-AW--RHRA----------LYE-LLHSWAAR-GPVALLHTLP-PDIWEA---S--------------GI---------------R------AERWQA------------------
WP_067128388.1 --MAEALRVL---------A-ACGHDL-------------------DADQVLDVLWLARR--------------------------------------------------LPAGADAPL------LREPEPPPGRTA------------------------------------------------------------------PDPAPEPG-----PAARQPQPPD-----------------------------PADP-------------------------DLPDLTAPALYAAARRDP---------------------VPEVRLAPSAP----------------------ESRRAMPVRV-----PED------------------------KA--------LGD---ELQ---------LGRALRPL--RR-----RL---------DS---------RHRME---------IDEERTA---AQ-----LAET-----------------G-----------LPDV-----VE---RPVR--ER-W----LNLALLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRVL------GL---------------------DTRAA--------------------------------------REPRLHARPFRPESGALPLS----TVN-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHR-LLARWATR-GPTAVLQTLP-PDMWEA---S--------------GI-----AA--------E--------RWQA------------------
KUN98985.1 ------------------MLAACGQEL-------------------DADQVLDVLWLARR--------------------------------------------------VPDGDDTPL------SRAARPVQPTPQP------------------------------------------------------------------PPPAEPDG----TTPPRP-TPD-----------------------------PDPADP----------------------ELPDLTAPSLYAAARQSPP---------------------VIPGIRLRQDP----------------------EPGKALPVRV-----PEN------------------------KA--------LTG---ELA---------LGRALRPL--RR-----RQ---------AS---------PHRLE---------IDEERTA---AE-----LAET------------------------------LLP---DVVL---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATTRIL------GL---------------------DAGGV--------------------------------------SEPRLHARPFRPDSAPVPLS----TVG-------DP---SGR-T-----------LVLVVSDGMGA-AW--RSGA----------LHD-LLSLWASR-GPAALLHTLP-HSLWEG---S--------------GI---------------H------GERWQV------------------
WP_062640490.1 ------------------MLRACGHEL-------------------DADQVLDVLWLARV--------------------------------------------------LPAGAATPL-------SRSTTADHPTDA---------EP-------------------------------------------------------SAPEADAA----DRGRAA--PD-----------------------------PDAPDL------------------------PDLTASSLYGSARPAPP---------------------QLPDIRLRPST----------------------EPNRAMPVRV-----PED------------------------KA--------LAA---ELA---------LARALRPL--RR-----RR---------PS---------PHRLE---------IDEERTA---AE-----LAET-----------------R-----------LPDV-----VQ---RPVQ--ER-W----LHLVLLVDDGLS-MLLWHRLG-AELRTLL-ERL--G--------AF-ATDRVL------GL---------------------DTRSA--------------------------------------QEPRLHARPFRHDSTPVPLS----SVS-------DP---SGH-T-----------LVLVVSDGTGA-SW--RSGS----------LHR-LLSQWASR-GPTAVLHTLP-PDLWEG---S--------------GI--HAERW--------Q----------AT------------------
WP_014145553.1 -MPERLRRLL----------GRCGVEL-------------------SSVELLDALWLAGR--------------------------------------------------LPADASAPLARAVGPVAGQVAGSGVPGA---------AP-------------------------------------------------------SGGPVPEE----AEAGTE--PT-----------------------------PGAAAV-------------------GALHSGPAV-------RAPRPA---------------------PDAVPPAAPRP----------------------ARPKALPVRV-----PEE------------------------KA--------LRGT--ELG---------LGRSLRPL--KQ-----RR---------PR---------TRGWE---------LDEAATA---AA-----LAET-----------------G-----------LPDV-----VL---RPAR--ER-W----LDLVLVVDDGLS-MLLWHRLA-VELRALL-ERL--G--------AF-RTVRVF------GL-------------------DSRCAGG----------------------------------------PVLRGRPFAPGSPVLSPA----VPA-------DP---TGQ-T-----------LVLVVSDGVGP-AW--RDGR----------MWP-VLDGWARL-GPVAVVHALP-ARMWPA---S--------------GI---------------R------AADWRVT-----------------
WP_070388963.1 --MARAAAAP------------GAEAP-----------------------------LHRQ--------------------------------------------------VPDRTQQPP----------------PAD---------GP-----------------------------------------------------DTPERPVPQQ----RTSEPG-DPD----------------------------LPDLT------------------------------SPTTLHAGARHAP---------------------EPSPRFASAGH----------------------EPRRALPVRV-----PEE------------------------KA--------LGG---ELA---------LGRSLRPL--RR-----RH---------DS---------RHRTE---------IDEDRTA---AQ-----LAET-----------------H-----------LPDV-----VE---RPVR--ER-W----LDLVLLVDDGLS-MLLWHRLG-TELRTLL-ERL--G--------AF-AVTRVL------GL------------------DTRSASGP-----------------------------------------RLHARPFGSGSTELPLS----TVN-------DP---SGR-T-----------LLLVVSDGMGP-AW--RSGA----------MHA-LLAERAAR-GPAAVLHTLP-PDMWGA---S--------------GI---------------A------AERWQA------------------
WP_051087510.1 -MPARLLRVL----------RESGLDL-------------------SSTELLDALWLATR--------------------------------------------------FPQGPASRR----AVTADGGDRTAVPSP---------VP----------------------------------------DGRSP----------TDTAETTG--------PP--GP-----------------------------PPDDGP---------------------DRAALHA-------SATEPA-----------------------AATEGPASG----------------------AERASIAVRV-----PER------------------------KA--------LAA---ELP---------LARSLRPL-KQR-----RT----GNRGRTA---------AGP-----------LDEEATA---AA-----WADT-----------------G-----------VPDV-----VL---RPSP--ER-W----LDLALVIDDGVS-MLLWQRLC-VELRALL-QRV--G--------AF-RNVRVH------GL---------------------RTRGP--------------------------------------GGPRLSWRPFSGDVARLAPA----CVA-------DP---SGR-T-----------LVLVVSDGVGT-MW--RDGR----------MRA-VLEHWARC-GPTAVVHALP-RRMWPG---S--------------GI-----AA-----E--P---------WQV--V---------------
WP_060895935.1 ---------------------------------------------------------------------------------------------------------------------------------------------------AA----------------------------------------------------------------------------------------------------------RSAPEF--------------------------------------------------------------ADLAAPGLRGA----------------------PGEGALPVRV-----PEE------------------------KA--------LGSD--ELR---------LSRALRLL--KQ-----PQ---------PG---------PLKRE---------FDEEATA---AA-----MAET-----------------G-----------LPDV-----VT---RPAR--QR-W----LDLTLLIDDGIS-MLLWRRLA-MELRALL-ERL--G--------AF-RDIRVH------GL-------------------DTRSAGA----------------------------------------PLLRSRPFDPHAPLLSPA----SVA-------DP---SGG-T-----------LVLVISDGVGA-CW--RDGR----------LHA-ALERWAHQ-GPTAIMHALP-SHMWDG---S--------------GI---------------R------SEPWLV------------------
WP_051820772.1 PMLHRVRDAL----------SGDGDLL-------------------DAEELRDALWLAAR--------------------------------------------------LPPAAATAL---ARLARPTAPAAEASTP---------AG-------------------------------------------------------SAAAPPFQ----GGDEHR-DPP-----------------------------PNDRRN---------------------GADLGATAVGNGARTPQEEG-------------------LHAAPVQPSQAAS----------------------SDRSAMAVRA-----PGM------------------------KT--------LDGT--ELL---------IGRALRPL--RQ-----LR---------PD---------ALRTE---------LDVDATV---SA-----MAET-----------------G-----------LPDA-----VL---RPVR--TR-W----LDLAVLVDDGVS-MLLWQRLA-SEVRALM-ERC--G--------AF-RDVRLH------GL------------------DSRSPGGP-----------------------------------------RLTGRPYGGRGRARPMS----TVL-------DP---SGN-T-----------LLLVVSDGVGR-AW--RDGT----------MHR-ELDRAAST-GPVAVLHALP-PRLWAG---S--------------GI---------------D------ARPWRV------------------
WP_051695727.1 -MLHRVRGVL------------SGDDE-----------------LLDAEELLDALWLAAR--------------------------------------------------LPPAAATAL--ARVATAAESRTAAAARK---------AG--------------------------------------------------AATAEPASGPSSE----DHDEDR--RE-----------------------------KAHPSA------------------ATGAGSDAAQ-------SNGLHA---------------------APASAERQAAH----------------------TDRAAMAVRT-----PGV------------------------KA--------LEGV--ELR---------LGRALRPL--KQ-----LR---------TD---------ALRTE---------LDVDATV---SA-----IAET-----------------G-----------LPDA-----VL---RPAK--TR-W----LDLALLVDDGVS-MLLWQQLA-GELRGLM-ERC--G--------AF-RHVRVH------GL------------------DSRDPAGP-----------------------------------------RLSSRPYGGLVTTLPLS----TVH-------DP---SGN-T-----------LLLVVSDGVGR-AW--RDGS----------MHQ-ALLRAASA-GPTAVVHALP-QRLWAG---S--------------GI--HAEPW--------K------------------------------
WP_051114526.1 -ELGRIRRAL----------AAEGEPL-------------------DAEELLDVLWLAAR--------------------------------------------------LPPSAATAL------ARAAARAEPPAVV---------PA----------------------------------------------HQDADDPTPFAPPLPDHGARNTATTDG-EPG-----------------------------PVLRPA-----------------------------------RETGLH---------------------AAPVVHEPPAR----------------------SDRSAMAVRA-----PGV------------------------KA--------LGGA--ELR---------LGRSLRPLKQMR----------------PD---------FLRSE---------LDVDATV---TA-----MAET-----------------G-----------LPEA-----VL---RPAT--TR-W----LDLTVLVDDGVS-MLLWQGLA-GELRRLL-ERC--G--------AF-RQVRVH------GL---------------------DTRGS--------------------------------------TGPRLRSRPYGASAATLPLS----AVL-------DP---AGN-T-----------LLLVMSDGVGG-SW--RDGS----------MHA-ALLRAASA-GPTAVVHTLP-RRLWAG---T--------------GI---------------G------ARSWRV------------------
SBU92090.1 -ELGRIRRAL----------AADGEPL-------------------DAEELLDVLWLAAR--------------------------------------------------LPPSAATAL------ARAAALAEPPAVD---------PA-------------------------------------------------------HRDADGST----PFAPPS--PG-----------------------------HDAPDL--------------------ATADTEPG-------PVLRPA---------------GDTGLHAAPLVRQPPAR----------------------SDRPAMAVRA-----PGV------------------------KA--------LGGA--ELR---------LGRALRPLKQMR----------------PD---------FLRSE---------LDINATV---TA-----MAET-----------------G-----------LPEA-----VL---RPAT--TR-W----LDLTVLVDDGVS-MLLWQGLA-GELRRLL-ERC--G--------AF-RQVRVH------GL------------------GTRGPTGP-----------------------------------------RLRSRPYGASAATLPLS----AVL-------DP---AGN-T-----------LLLVVSDGVGR-SW--RDGS----------MHE-ALLRAASA-GPTAVVHTLP-RRLWAG---T--------------GI--GARSW-------------------RV------------------
WP_012377981.1 -ELGRIRRAL---------A-ADGEPL-------------------DAEELLDVLWLAAR--------------------------------------------------LPPSAATAL------ARAAALAEPPAVD---------PA-------------------------------------------------------HRDADGST----PFAPPS--PG-----------------------------HDAPDL--------------------ATADTEPG-------PVLRPA---------------GETGLHAAPLVRQPPAR----------------------SDRPAMAVRA-----PGV------------------------KA--------LGGA--ELR---------LGRALRPLKQMR----------------PD---------FLRSE---------LDINATV---TA-----MAET-----------------G-----------LPEA-----VL---RPAT--TR-W----LDLTVLVDDGVS-MLLWQGLA-GELRRLL-ERC--G--------AF-RQVRVH------GL------------------GTRGPTGP-----------------------------------------RLRSRPYGASAATLPLS----AVL-------DP---AGN-T-----------LLLVVSDGVGR-SW--RDGS----------MHE-ALLRAASA-GPTAVVHTLP-RRLWAG---T--------------GI--GARSW--------R------------------------------
WP_052411905.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPVRA-----PGV------------------------KA--------LGTA--ELR---------LGRALRPLKHRR----------------PD---------AARRE---------LDVAATV---AV-----MAET-----------------G-----------LPDA-----VL---RPAV--TR-W----LDLVVLVDDGVS-MLLWQRLA-AEVRLLM-ERS--G--------AF-RDVRVY------GL------------------DSRCADGP-----------------------------------------LLRHRPFADGRATLSMS----TVG-------DP---SGT-T-----------LLLVVSDGVGA-AW--RDGR----------MHA-ALERAAAT-GPAAVLQVLP-PRLWDG---S--------------GI---------------R------AERWQV------------------
WP_079054844.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MKALGST---------------------------------------------------ELR---------LGRSLRPL--KH-----WR---------PD---------VLRTE---------LDIEATV---TA-----MAET-----------------G-----------MPQA-----VL---QPAR--TR-W----LDLAVLVDDGVS-MLLWQRLA-GEIRTLM-ERC--G--------AF-RHVRVH------GL------------------DSRSPEGP-----------------------------------------LLSQRPFSTRTARLPMS----TVL-------DP---SGN-T-----------LLLVVSDGVGR-AW--RDGR----------MHA-ALFRSAAI-GPTALLHVLP-PRLRPG---S--------------GI---------------G------AEPWRV------------------
WP_051093954.1 -GDGRRTARI---GAARAVFAAAGVEL-------------------DRHALLDALWLATR--------------------------------------------------LPAGQDTAP-----VARALGLTAPPAAA---------GT-------------------------------------------------------PGEPPPPTAQLAPPRAAD-APE---------------------------GAPRDILP----------------LDRLGGDLHAAP-------APPAPR---------------------RATIGTAPPPP----------------------PSGAALPVRA-----PEA------------------------KA--------LPG---ELR---------IGRALRPL--RQ-----RR---------AT---------TRFQE---------FDEAATA---AA-----LAES-----------------G-----------LPDV-----VL---RPGQ--ER-W----LDLVLLVDDGMS-MLLWRRLA-VEWRVMM-QRV--G--------AF-RTVRVH------GL---------------------DTRGP--------------------------------------DAPVLRGRPFDPDAGTLSPS----VLA-------DP---SGR-T-----------LVLLLSDGMGA-AW--RDGR----------LHR-LLARWSAQ-GPVAVLHALP-PRLWRG---S--------------GI---------------Q------AGRWRVTTR---------------
SCK15830.1 -RLREVLGVF----------AGAGVEL-------------------DRHSLLDALWLAGR--------------------------------------------------LPAGEQSAP--LARALGPGHRSVSGSEA---------CP------------------------------------------------------EPPPPPAPD----DGAMAE--AE-----------------------------PPDVLP----------------LNDLGGDLHAAP-------ETGTVP---------------------RPPRREFPLPP----------------------KTSAAIPLRV-----PEN------------------------KA--------LLG---ELG---------IGRALRPL--RQ-----RR---------TT---------TRIQE---------FDEAATA---AA-----LAES-----------------G-----------LPDV-----VL---RPGH--ER-W----LDLALVVDDGMS-MLLWRRLA-VEWRTMM-QRV--G--------AF-RMVHVH------GL---------------------DTRGP--------------------------------------DAPLLRGRPFDPDTTSLPPA----VLA-------DP---SGQ-T-----------LILLLSDGMGA-AW--RDGR----------MHR-VLGRWAAN-GPVAVLHALP-PRLWGG---S--------------GI-----QA-------------------GR------------------
WP_042152731.1 -RLREVLAVF----------AGAGVQL-------------------DRHSLLDALWLAGR--------------------------------------------------LPTGPQSAP--LARALGPGHRSVAGEPC---------PE-------------------------------------------------------PPPPPPPD----DGALAE--AE-----------------------------PPDVLP----------------LDDLGGDLHAAP-------ETGTVP---------------------RPPRREFPLPP----------------------KTSAAIPLRV-----PEN------------------------KA--------LLG---ELG---------VGRALRPL--RQ-----RR---------TT---------TRIQE---------FDEAATA---AA-----LAES-----------------G-----------LPDV-----VL---RPGQ--ER-W----LDLALVVDDGMS-MLLWRRLA-VEWRTMM-QRV--G--------AF-RMVHVH------GL---------------------DTRGP--------------------------------------DAPLLRGRPFDPDTTSLPPA----VLA-------DP---SGQ-T-----------LILLLSDGMGA-AW--RDGR----------MHR-VLGRWAAN-GPVAVLHALP-PRLWGG---S--------------GI---------------Q------AGRWRV------------------
KDS87355.1 -MPEEALGAL----------AACGIEL-------------------STTELLEVLWLASR--------------------------------------------------LPTDSSAPV--------ARALGIPADAP---------RG-----------------------------------------TDSEPSHTGDGSDTPRQLPENPEALEDPEEPS-VAT------------------------RPEGRPAAPRP---------------------VRPSAALHATAGGVRRGTKG---------------------RTGASEPPAAA----------------------PPEPAMPVRV-----PED------------------------KA--------FGRE--AVR---------LSRALRPF--KQ-----RH---------PG---------RRRE----------FDLTATV---AA-----MAET-----------------G-----------LPDV-----VE---RPAA--ER-W----LDLSLVVDDGVS-MLLWRRLA-TELRSLL-QRL--G--------AF-RDLRVY------GL-------------------NTRGEGP----------------------------------------PRLRGRPFDPDVPTLSPT----SLI-------DS---SGR-R-----------LTLIVSDGVGT-MW--RDGR----------MDP-VLGCWALH-GPTAVIHALP-RRMWAG---S--------------GI---------------S------TENWRV------------------
WP_051647873.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRPF--KQ-----RH---------PG---------RRRE----------FDLTATV---AA-----MAET-----------------G-----------LPDV-----VE---RPAA--ER-W----LDLSLVVDDGVS-MLLWRRLA-TELRSLL-QRL--G--------AF-RDLRVY------GL-------------------NTRGEGP----------------------------------------PRLRGRPFDPDVPTLSPT----SLI-------DS---SGR-R-----------LTLIVSDGVGT-MW--RDGR----------MDP-VLGCWALH-GPTAVIHALP-RRMWAG---S--------------GI---------------S------TENWRV------------------
WP_051433611.1 -MLGRLRDVL----------AKSGVPL-------------------ADEELLDVLWLAGN--------------------------------------------------LPPDAAPLV-------RARTPAAREPRP---------GG-------------------------------------------------------QDGNRPTE----PSPTTP--PE-----------------------------QAGPEP---------------------SGDSAPG-------LPLRAA---------------------AQTDGRAERTS----------------------TPRRALAVRA-----PDS------------------------RL--------LDAR--ELR---------LGKSLRPL--RQ-----RF---------PD---------HRRHE---------LDVVRTV---AA-----MADT-----------------G-----------LPET-----VT---RPVR--TR-W----LSLALLVDDGVS-MVLWQRLA-TEVRTLM-ERA--G--------AF-RDIRVY------GL---------------------DTRGA--------------------------------------TAPRLSIRPYGHKGPYQTPA----SVS-------DP---TGN-T-----------LVLVVSDGVGE-AW--WDGR----------MRD-VMQQWARC-GPTAVVHALP-TRLWAN---S--------------GI--TAQRW--------R------------------------------
WP_050505663.1 -MITRVTQTL----------AESGVAL-------------------SQEELLDALWLAGR--------------------------------------------------LPRGAGPLA----RLAAPEAPRGPSDAP---------SP-------------------------------------------------------AVPGPEGV----ENAHEL--PT-----------------------------AGQSDS-----------------------------------GSARPV------------------LATVEPVPEVEADT----------------------PRVPALPVRA-----PDG------------------------RA--------VGAG--ELR---------LGKALRPL--RQ-----RF---------PD---------HRNHE---------LDIARTV---SV-----LADT-----------------G-----------MPET-----VT---HPAR--SR-W----LSLALVVDDGVS-MVLWQRLA-AELRTLM-ERA--G--------AF-RDVHVH------GL---------------------DSRGS---------------------------------------TPRLRTSPYAAGGRLRAPE----TVS-------DP---TGN-T-----------LVLVVSDGVGE-AW--RDGS----------MRR-VMELWTRC-GPTAIVQTLP-TRLWDG---S--------------GI----AAR--------P------WQVTTR------------------
EST31053.1 -------MPL------------------------------------ADEELLDVLWLAGN-------------------------------------------------LPPDAAPLVR----ARTPAAREPRPGGQD---------GN-------------------------------------------------------RPTEPSPT--------TP--PE-----------------------------QAGPEP---------------------SGDSAPG-------LPLRAA---------------------AQTDGRAERTS----------------------TPRRALAVRA-----PDS------------------------RL--------LDAR--ELR---------LGKSLRPL--RQ-----RF---------PD---------HRRHE---------LDVVRTV---AA-----MADT-----------------G-----------LPET-----VT---RPVR--TR-W----LSLALLVDDGVS-MVLWQRLA-TEVRTLM-ERA--G--------AF-RDIRVY------GL---------------------DTRGA--------------------------------------TAPRLSIRPYGHKGPYQTPA----SVS-------DP---TGN-T-----------LVLVVSDGVGE-AW--WDGR----------MRD-VMQQWARC-GPTAVVHALP-TRLWAN---S--------------GI---------------T--------AQRW--R---------------
WP_069628672.1 -------MTL------------------------------------ADEELLDVLWLAGN--------------------------------------------------LPPDAAPLV-------RARPPAAPEPRP---------GG-------------------------------------------------------QDGNRPTQ----PSPTTP--PE-----------------------------QAGPEP---------------------SGDSAPG-------LPLRAA---------------------AQADGRAERNS----------------------TPRRALAVRA-----PDS------------------------RL--------LDAR--ELR---------LGKSLRPL--RQ-----RF---------PD---------HRRHE---------LDVVRTV---AA-----MADT-----------------G-----------LPET-----VT---RPVR--TR-W----LSLALLVDDGVS-MVLWQRLA-TEVRTLM-ERA--G--------AF-RDIRVY------GL---------------------DTRGA--------------------------------------AAPRLSTRPYGHKGPYQTPA----SVS-------DP---TGN-T-----------LVLVVSDGVGE-AW--WDGR----------MRD-VMQLWARC-GPTAVVHALP-TRLWAN---S--------------GI---------------T------AQRWRV------------------
WP_010356078.1 -MLSRVTKIL----------AESGAEL-------------------SHEELLDALWLAMR------------------------------------------------RGPTPLARATG--------------VPETP---------PA-------------------------------------------------------PVPQEPPA----PTPRPT--PT-----------------------------AAPPPP-----------------------------------KEPARP------------------ITATDDTPKAPTAT----------------------TPSPALPVRT-----PEP----------------------------------RPTG--QLH---------LGKALRPL--RQ-----RF---------PD---------RRRPE---------LDLARTV---AA-----IADT-----------------G-----------IPET-----VT---RPAR--TR-W----LSLALVIDDGVS-MVLWQRLA-ADVRRLM-ERA--G--------AF-RDVRVY------GL---------------------DTRAA---------------------------------------VPVLRTSPYRRGRSFSPK-----ALC-------DP---SGN-T-----------LVLVISDGVGS-GW--RDGG----------MRG-VLDRWGRC-GPVAIVHALP-GRLWAG---T--------------GI--DVRPA-------------------RV------------------
WP_050371750.1 -MLSRVTKIL----------AESGAEL-------------------SHEELLDALWLAMR--------------------------------------------------RGPTPLARA--------------IGVPE---------TP-------------------------------------------------------PVPVPQEP----PAPTPR--PT-----------------------------PTAPPP-----------------------PPKEP-------ARPITA---------------------TDDTPKAPTAT----------------------TPSPALPVRT-----PEP----------------------------------RPTG--QLH---------LGKALRPL--RQ-----RF---------PD---------RRRPE---------LDLARTV---AA-----IADT-----------------G-----------IPET-----VT---RPAR--TR-W----LSLALVIDDGVS-MVLWQRLA-ADVRRLM-ERA--G--------AF-RDVRVY------GL---------------------DTRAA---------------------------------------VPTLRTSPYQRGRDLSPK-----ALC-------DP---SGN-T-----------LVLVISDGVGS-GW--RDGG----------MRG-VLDRWGRC-GPVAIVHALP-GRLWAG---T--------------GI--DVRPA--------R------------------------------
WP_075779623.1 -MLSRVTKIL----------AESGAEL-------------------SHEELLDALWLAMR------------------------------------------------RGPTPLARATG--------------VPETP---------PA-------------------------------------------------------PVPQEPPA----PTPRPT--PT-----------------------------ASPPPP-------------------------KEP-------ARPITA---------------------TDDTPKAPTAT----------------------TPSPALPVRT-----PEP----------------------------------RPTG--QLH---------LGKALRPL--RQ-----RF---------PD---------RRRPE---------LDLARTV---AA-----IADT-----------------G-----------IPET-----VT---RPAR--TR-W----LSLALVIDDGVS-MVLWQRLA-ADVRRLM-ERA--G--------AF-RDVRVY------GL---------------------DTRAA---------------------------------------VPVLRTSPYRRGRSFSPK-----ALC-------DP---SGN-T-----------LVLVISDGVGS-GW--RDGG----------MRG-VLDRWGRC-GPVAIVHALP-GRLWAG---T--------------GI--DVRPA--------R------------------------------
WP_052680467.1 -VISRVTKVL----------AESGAEL-------------------SHEELLDALWLARK--------------------------------------------------LPPNAGALA------RAAGVAAEPAERD---------GG-------------------------------------------------------PDLDGATG----PEAEAA-QGG-----------------------------AGAPEP----------------------AAEESTEQRPAHGLRGAAR---------------------SCAAEDRQAPA----------------------ASSSAMAVRT-----PES----------------------------------RPLGPRELR---------LGKSLRPL--RQ-----RF---------PD---------RRREE---------LDLTRTV---AA-----MADT-----------------G-----------VPET-----VT---GPVR--TR-W----MSLALVIDDGVS-MILWQRLA-ADVRALM-ERA--G--------TF-RNVRVY------GL---------------------DTRGA---------------------------------------TPALRTGPYRHSSHLLSPR----TLC-------DP---TGN-T-----------LVLIVSDGVGT-AW--RDGG----------MRA-VTDRWGGC-GPTAIVQVLP-SRLWAG---T--------------GI---------------D------ARLWQV------------------
WP_063784888.1 -PLVRLADVL--------AEASGGVRP-------------------TPLELAELLWLARH--------------------------------------------------MEPAEAAPE--------AAAEEVRAPDA---------PS-------------------------------------------------------PTPPPPRE----QPHDGT--PS-----------------------------PPRPTP-----------------------VAPPR-------APLHLP---------------------PPQTPAPAPAP----------------------PAVPHATLLA-----PAP------------------------PM--------LRH---PLA---------LQRSLRPL--KR-----RT-------DAPD---------RLE-----------LDERATA---DR-----IARL-----------------GAAPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MAVWRPLI-RELHTTL-AQS--G--------IF-RTVTVH------RA---------------------DPDGS------------------------------------------------VRPGTPTPT--------------------DGR-T-----------VTLLVSDCMGP-QW--RQGP------VGPRWFG-TLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----A--P----------GR------------------
SDK59304.1 ---ARLAEVL-----TEAGGERAGEGP-------------------TSVELAELLWLARH--------------------------------------------------MSPGEQQPG----EEQGLSHADLPHRPP---------GA-------------------------------------------------------PQDLAPAH----PEPTPP--PH----------------------------LPQPSQP---------------------PLPEPRV-------PVHLPE---------------------PALAGPGGEGD----------------------GEDGFTSLLA-----PAP------------------------PM--------LAR---PLT---------LQRALRPL--KR-----RV---------PA---------PAGFE---------LDEQATA---DR-----IARL-----------------AAPGQ-------AWLP-----VL---RPAA--ER-W----LRLRIVYDDGPT-MTVWRPLL-RELRTAL-GQS--G--------IF-RTLDVH------RL---------------------TESGE-------------------------------------------------VRGTAGTPA-------------------DGR-T-----------VTLVLSDCMGP-QW--RAGP------AGRRWHA-TLHRWAAR-HPVAVVQPLP-ERLWRT---T--------------AL---------------P------ATATTL------------------
WP_051842718.1 ---ARLADVL--------AEAAGGPRP-------------------APLELAELLWLART--------------------------------------------------MDREPGTGP------------HAPPPEP---------AA-------------------------------------------------------PERPAGPS----PSVPPP-PPP-----------------------------PESTPP-----------------------SPPAA-------PSRVPL---------------------RLPSPGPSRDV----------------------PGEPHAALLA-----PAP------------------------PM--------LRR---PLA---------LQRSLRPL--KR-----RV-------DAPV---------GRE-----------LDERATA---DR-----IARL-----------------GAAPD-------WWLP-----VM---RPAR--ER-W----LRLNLVHDTGPT-MPVWRPLI-RELHTAL-ARS--G--------VF-RTVTLL------SV---------------------GPDGT------------------------------------------------VRGPGAHAPA-------------------DGR-C-----------VTLVISDCMGP-QW--RRGP------AGDLWYG-VLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL---------------P------TVPGRL------------------
WP_053635218.1 ---ARLADVL--------AEAAGGPRP-------------------APLELAELLWLART--------MDR--------------------------------------EPGTGPHAPP--------------PEPAA---------PE----------------------------------------RPAGP----------SPSVPPPP--------PP--PE-----------------------------STPPPP--------------------------PS-------APSRVP---------------------LRLPSPGPSRDV---------------------PGEPHAALLA-----PAP------------------------PM--------LRR---PLA---------LQRSLRPL--KR-----RV-------DAPV---------GRE-----------LDERATA---DR-----IARL-----------------GAAPD-------WWLP-----VM---RPAR--ER-W----LRLNLVHDTGPT-MPVWRPLI-RELHTAL-ARS--G--------VF-RTVTLL------SV---------------------GPDGT------------------------------------------------VRGPGAHAPA-------------------DGR-C-----------VTLVISDCMGP-QW--RRGP------AGDLWYG-VLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----V--P----------GRL-S---------------
WP_078621095.1 ---ARLADVL--------AEAAGGPRP-------------------APRELAELLWLART--------------------------------------------------MDREPGTGP------------HAPEPAA---------PA-------------------------------------------------------RPAGPSPSSVPPPPPPPA-STP-----------------------------PASPSG-----------------------------------SSRTPL---------------------RLPSPAPSRDM----------------------PGEPHAALLA-----PAP------------------------PM--------LRR---PLA---------LQRSLRPL--KR-----RV-------DAPV---------GRE-----------LDERATA---DR-----IARL-----------------GAAPD-------WWLP-----VM---RPAR--ER-W----LRLNLVHDTGPT-MPVWRPLI-RELHTAL-AQS--G--------IF-RTVGTL------SV---------------------GPDGT------------------------------------------------VRGPGAHAPS-------------------DGR-C-----------VTLVISDCMGP-QW--RPGP------GGERWYG-VLRRWAHR-MPLAIVQPLP-EHLWRD---T--------------AL---------------P------TVPGRL------------------
WP_052579849.1 ---ARLAEVL-----TEAGGEEEEDGP-------------------TSVELAEVLWLARQ--------------------------------------------------MKASKPATA-------APTLPSTPRTSQ---------DT-------------------------------------------------------APVSPPRS----GDAQPPHEPA-----------------------------LVSPEP------------------RVPLHIPDDA-------RQPLDE---------------------PPPDGTSDGSS----------------------DDGTYTTLLA-----PAP------------------------PM--------LPR---PLT---------LQRALRPL--KR-----RV---------PA---------PVGIE---------LDESATA---DR-----IARL-----------------AAPPQ-------WWLP-----VL---RPSA--ER-W----LRLRIVYDEGPT-MPIWRPLL-RELRTVF-GQS--G--------IF-RTLDVH------TL---------------------TADGH-------------------------------------------------VRGAEGTPA-------------------DGR-T-----------VTLVVSDCMGP-QW--RGGP------AGRRWYG-TLNRWASR-HPVAIVQPLP-ERLWRT---T--------------AL---------------P------------------------------
WP_079084658.1 GRREPAIARLSALLVGAGGDAVGEKSP-------------------TPRELAELLWFAGQ--------------------------------------------------LEASEEDAHTRRPSGDHTATGVLPPPAP------------------------------------------------------------------PTAPVPPH----QHPHPA--QQ-----------------------------PQTPTP-----------------------------------PPDNGR---------------------IPLHLPEPAPT----------------------PSPAGTPLLA-----PAP------------------------PM--------LSH---PLA---------LQRALRPL--KR-----TV---------PS---------PRARV---------LDEHATA---DR-----IARL-----------------GAHPD-------LWVP-----VL---GPAP--DR-W----LRLNLVYDTGPT-MPVWRPLV-RELHTTL-AQS--G--------IF-RTVTLH------QA---------------------TPNGR--------------------------------------------------ARHVPVLA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGVRWYR-TLRRWAAR-MPLAVVQPLP-EHLWHT---T--------------AL---------------P------AEAGLL------------------
WP_051858348.1 -PLARLADVL--------GRAAGGPRP-------------------TPLELAELLWLART--------------------------------------------------MDHQPGTGP----------RPPRPPAEP---------AA-------------------------------------------------------PRPAAPVP----PSGPPP--PA-----------------------------PQPPPP-----------------------APPAE-------PPRAPL---------------------HLPSPDPSSGP----------------------PDEPHTTLLA-----PAP------------------------PM--------LHR---PLA---------LQRSLRPL--KR-----RV-------DAPL---------GSE-----------LDERATA---DR-----IARL-----------------GAAPD-------WWLP-----VM---RPAP--ER-W----LRLNLVHDTGPT-MPVWRPLI-RELHTAL-AQS--G--------VF-RTVSLL------SV---------------------GADGT------------------------------------------------VRGPGAHAPA-------------------DGR-G-----------VTLVISDCMGP-QW--RDGR------AGDLWYG-TLRRWAHR-MSLAVVQPLP-EYLWRD---T--------------AL---------------P------TTPGLL------------------
WP_078892246.1 PHLADILGRA-----------SSGARP-------------------TPLELAELLWLAGQ--------------------------------------------------MTPAPDPPD----GPAPDGTDPVPDGTV---------PP---------------------------------PDPVRRPAPDRDLDRDRHHRHGPGREQGQG----QGQGRD--SG-----------------------------QDRPVP---------------------GPPPAAD-------APGTPL-------------------RLPSSAAPAPGTS----------------------AAEPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRSLRPL--KR-----RT-------AAPV---------GHE-----------VDESATA---DR-----IARL-----------------GGGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWQPLV-RELHDAL-AQS--G--------VF-RTVVLH------RA---------------------DADGT------------------------------------------------VGGDGFQAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGE------AGTRWFG-TLRRWARH-TPLAVLQPLP-ERLWRD---T--------------AL-----PP-----V--P----------GR------------------
WP_051370568.1 AALARLLGEV-----------TGGEPP-------------------GSVELAELLWLAGH--------------------------------------------------AEGHSAPVR--APRPPSAGRETSRDPAT---------PG------------------------------------------------------TPPPAGPPP----SAPPAG--PG-----------------------------PEPPAG---------------------PGHSEDR-------VPLRLP-------------------VSGDTAGSGGPGD----------------------DDGPHTRLLA-----PAP------------------------PM--------LPH---PLA---------LQRTLRPL--KR-----RV---------PA---------PVGHE---------LDEEETA---HR-----IARL-----------------GAAPP-------WWMP-----VL---RPAT--ER-W----LTLHLVHDTGPT-MPVWRPLV-RELHTAL-AQS--G--------VF-RTVELH------RL---------------------TAGGT--------------------------------------------------VRRPGSQEAYA----------------DGR-T-----------VTLLVSDCMGP-QW--RGGP------PGARWYR-TLRRWAAR-MPVAVLQPLP-ERLWRT---T--------------AL---------------P------ATTTRI------------------
WP_079154905.1 ----HLADIL-GRA-------SSGARP-------------------TPLELAELLWLAGQ----------M---------------------------------------TPAPDPPDG----PAADGTVPEAAAGTF---------PP-----------------------------------PDPVRRPAPDRDLDRDRHHRHGPGREQG----QGRDSG--QD-----------------------------RPVPGP---------------------PPAADAP-------GTPLRL---------------------PSSTMPAPGTS----------------------AAEPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRSLRPL--KR-----RT-------AAPV---------GHE-----------VDESATA---DR-----IARL-----------------GGGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWQPLV-RELHDAL-AQS--G--------VF-RTVVLH------RA---------------------DADGT------------------------------------------------VGGDGFQAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGE------AGTRWFG-TLRRWARH-TPLAVLQPLP-ERLWRD---T--------------AL-----PP-----V--P----------GRL-S---------------
WP_051926349.1 ---TRLTDAL--------AGAAGGVRP-------------------TPLQMAELLWLARQ--------------------------------------------------MEPVVDGGP----------VTTAPPPAG---------PG-----------------------------------------------------AAPPLPEPPG----PPAREP--HH-----------------------------PPPPDP----------------------APARTG-------AGETPR---------------------APLHLPAPVPG----------------------TPGAYAGLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----HT-------DAPS---------GHR-----------LDEHATA---DR-----IARL-----------------GASPE-------WWLP-----VL---RPAR--ER-W----LRLNLAYDTGPT-MPVWRPLI-RELHTAV-AQS--G--------VF-RTVSPL------RV---------------------TAEGT------------------------------------------------VHGDGTHAPA-------------------DGR-T-----------VTLVISDCMGP-QW--RPGP------AGSRWEA-TLRRWCRR-MPVAVVQPLP-EHLWRD---T--------------AL-----PV-------EP----------GL------------------
WP_015660598.1 -PLVRLADVL--------AEAGGGARP-------------------TALELAELLWLARH--------------------------------------------------MEEPRAAET--PERRPAPDDDDVPPPEP---------PR-------------------------------------------------------PVEQPRAE----DPPEPP--RA-----------------------------PLHLPT-----------------------------------PTPAPV----------------------PRPPEPTTPP----------------------SPEPHAALLA-----PAP------------------------PM--------LHH---PLA---------LQRSLRPL--RR-----RT---------AA---------PDRLE---------LDERATA---DR-----IARL-----------------GACPE-------WWLP-----VL---RPAQ--ER-W----LRLNLLYDTGPT-MPVWRPLI-RELHTTL-AQS--G--------IF-RTVTAH------RA---------------------EPDGT------------------------------------------------VRHPDAHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--RPGP------AGTRWYG-TLRRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT---------------------------------------
WP_078942771.1 ----------------------------------------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRH---PLA---------LQRSLRPL--KR-----RT-------DAPD---------RLE-----------LDERATA---DR-----IARL-----------------GAAPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MAVWRPLI-RELHTTL-AQS--G--------IF-RTVTVH------RA---------------------DPDGS------------------------------------------------VRPGTPTPT--------------------DGR-T-----------VTLLVSDCMGP-QW--RQGP------VGPRWFG-TLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----A--P----------GRL-S---------------
WP_067010480.1 -PLARLAGVL--------AEAAGGVRP-------------------TPLELAEVLWLAQQ--------------------------------------------------LEPGDQERQ------------TAPPKPA---------PD-------------------------------------------------------VPQEQPRP----PQEEPP--TT-----------------------------PPAPDP----------------------TPDAPR-------HSPRAP---------------------LHLPSPTPSG-----------------------PGAAHASLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----RT-------DAPC---------GHR-----------LDEPATA---DR-----IARL-----------------GACPE-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDTGPT-MPVWRPLV-RELNTAL-AQS--G--------VF-RTVTLL------RA---------------------APDGT------------------------------------------------VHGHGAHAPA-------------------DGR-T-----------VTLVISDCMGP-QW--RHGE------AGHRWTG-TLRRWTRR-LPVAVLQPLP-EHLWRD---T--------------AL---------------P------TAPGLL------------------
WP_078916501.1 ----------------------------------------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRH---PLA---------LQRSLRPL--KR-----RT-------DAPD---------RLE-----------LDERATA---DR-----IARL-----------------GAAPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MAVWRPLI-RELHTTL-AQS--G--------IF-RTVTVH------RA---------------------DPDGS------------------------------------------------VRPGTPTPT--------------------DGR-T-----------VTLLVSDCMGP-QW--RQGP------VGPRWFG-TLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----A--P----------GR------------------
SEC39357.1 -GVARLAAVL--AAATGSDP-SADGGP-------------------TSRELAELLWFAQQ-------------------------------------------------LSGVGEGGPG--------------PAAAS---------RP----------------------------------------AADPT----------VTPDAPTA----VPADPA--PP-----------------------------NTAAPA----------------------TSAPPS-------GGRVPL---------------------HLPEPPHPGAT----------------------HSHGSAPLFA-----PAP------------------------PM--------LTH---PLA---------LQRALRPL--KR-----KV---------PS---------PRARL---------LDEDATA---DR-----IARL-----------------GGRPD-------VWFP-----VL---RPAP--DR-W----LRLNLVYDTGPT-MPVWRPLV-RELHTTL-AQS--G--------VF-RTVTVH------RA---------------------TPDGR--------------------------------------------------AHHVPLLA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGDRWYR-TLRRWATR-MPLAVVQPLP-EHLWHT---T--------------AL-----PA-----A--P----------GL------------------
SED44913.1 SGVARLAAVL--AAATGSDP-SADGGP-------------------TSRELAELLWFAQQ-------------------------------------------------LSGVGEGGPG--------------PAAAS---------RP----------------------------------------AADPT----------VTPDAPTA----VPADPA--PP-----------------------------NTAAPA----------------------TSAPPS-------GGRVPL---------------------HLPEPPHPGAT----------------------HSHGSAPLFA-----PAP------------------------PM--------LAH---PLA---------LQRALRPL--KR-----KV---------PS---------PRARL---------LDEDATA---DR-----IARL-----------------GGRPD-------VWFP-----VL---RPAP--DR-W----LRLNLVYDTGPT-MPVWRPLV-RELHTTL-AQS--G--------VF-RTVTVH------RA---------------------TPDGR--------------------------------------------------AHHVPLLA-------------------DGH-T-----------VTLIVSDCMGP-QW--RPGP------AGDRWYR-TLRRWATR-MPLAVVQPLP-EHLWHT---T--------------AL-----PA-------AP----------GL------------------
WP_051744676.1 ARLADLLAEV-----------SGGDLP-------------------TSVELAELLWLARH--------------------------------------------------MKEPEPAAP-SVDPPPVRPERAEPEREI---------PP-------------------------------------------------------LEAGGPSQQHIPDAAPPP--EP-----------------------------ERRPDG-----------------------------------RVPLRL---------------------PGPSAPDEPRD----------------------PNGSYTSLLA-----PAP------------------------PM--------LTH---PLA---------LQRALRPL--KR-----RV---------PA---------PVGKE---------LDEEATA---HR-----IARL-----------------GAAPR-------WWLP-----VL---RPAT--ER-W----LTLHLVYDAGPT-MPVWRPLV-RELHTAL-AQS--G--------IL-RTVELH------RL---------------------EADGT--------------------------------------------------VRRPGSQESYA----------------DGR-T-----------VTLLVSDCMGP-QW--RDGP------AGTRWYG-TLRRWAAR-MPVAVIQPLP-ERLWRT---T--------------AL---------------P------ASTAQI------------------
SBT88418.1 -PLVRLADVL--------AEAGGGARP-------------------TALELAELLWLARQ--------------------------------------------------MEDPAPAPS--------VPTVEDPVRPT---------PE-----------------------------------------------------VEEERQPEHP----PVPGES--AP-----------------------------PEEPVA-----------------------------------PPRAPL---------------------HLPAAAPAKPT----------------------APEPHAALLA-----PAP------------------------PM--------LHH---PLA---------LQRSLRPL--KR-----RT---------AA---------PDRLE---------LDGRATA---DR-----IARL-----------------GAEPE-------WWLP-----VL---RPAQ--ER-W----LSLNLLYDTGPT-MPVWRPLI-RELHTAL-AQS--G--------IF-RTITAH------PA---------------------APDGA------------------------------------------------VPRPAAHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--RPGP------ADTLWYG-TLRRWAHR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA---------------------------------------
WP_073938688.1 ---TRLADAL-------AGASPSGTRP-------------------TPRELAELLWLAGH-----------------------------------------------MEPVPGEGESGADGDGRGSDGGDRGSDGGRP---------AP---------------------------------------------------DGEESGPDGEAPQPHHERPEPP-QEE-----------------------------PDPPHP----------------------RPDEPG-------TPPRAP---------------------LHLPSPTPHHP----------------------GGPRHASLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----RT-------DAPA---------GRE-----------LDERATA---ER-----IARL-----------------GADPE-------WWLP-----VM---RPAR--ER-W----LRLHVVHDTGPT-MPVWRPLI-SELHTAL-AQS--G--------IF-RTVTLH------PA---------------------GPDGT------------------------------------------------VHGHAAHTPA-------------------DGR-T-----------VILLVSDCMGP-QW--RKGP------AADRWYA-TLRRWARR-LPLALVQPLP-EHLWRD---T--------------AL---------------P------TTPGRL------------------
SDO92256.1 -AVARLAAVL---------SSVKGADP-------------STEDAATPRELAELLWFAAQ--------------------------------------------------LIPEGQERQ----EEPTASGQAAPAGHA---------RQ------------------------------------------------------GSTDTPPTP----TAVPPR--PD-----------------------------PPHPNP--------------------HQPSTPPP-------DTRIPL---------------------HLPEPPHPDAPT---------------------GPGRGTPLLA-----PAP------------------------PM--------LPR---PLA---------LQRALRPL--KR-----KV---------PA---------PRARL---------LDEHATA---DR-----IARL-----------------GAHPN-------VWFP-----VL---RPAP--DR-W----LRLNLVYDAGPT-MPVWRPLV-RELHTVL-AQS--G--------IF-RTVTAH------RA---------------------TPDGR--------------------------------------------------ALHVPALA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGDRWYR-ALRRWASR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA---------------------------------------
WP_079051130.1 AVVARLAAVL---------GAAAGTDV-------------SVEAGPTPRELAELLWFAEQ--------------------------------------------------LGAAGEGSS--------PGRPAAPGPAH---------RD-------------------------------------------------------TTDAPAPPDPAHPAVPPQSEPD-----------------------------PPHPSP-----------------------------------DDRVPL--------------------HLPQPPRPGPRG----------------------PNGGGTPLLA-----PAP------------------------PM--------LPR---PLA---------LQRALRLL--KR-----KV---------PS---------PHARL---------LDEHATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVYDAGPT-MPVWRPLV-RELHTLL-AQS--G--------IF-RTVSAH------RA---------------------TPDGR--------------------------------------------------AHQVPALA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGDRWYR-TLHRWASR-MPLAVVQPLP-EHLWPT---T--------------AL---------------P-------AAPGL------------------
WP_078957678.1 VRLADLLAEA-----------ASGDRP-------------------TPRELAELLWLAGR--------------------------------------------------MEPPAAAPP----------HPPRPAAGP---------GG-------------------------------------------------------SAEPPPPR----DTPAPA--PA-----------------------------PAPAPD-------------------PARGERQPG-------PPPRAP---------------------LHLPSPAPAPR----------------------TGPRYASLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----RA-------DAPL---------GRE-----------LDERATA---DR-----IARL-----------------GADPD-------GWLP-----VM---RPAR--ER-W----LSLRLVHDTGPT-MPVWQPLV-RELHTAF-AQS--G--------VF-RTVTLH------RA---------------------APDGT------------------------------------------------VHGHGAHAPA-------------------DGR-T-----------VLLLLSDCMGP-QW--REGP------AAGLWYA-TLRRWAHR-MPVAVVQPLP-ERLWRD---T--------------AL-----PT-------VP----------GR------------------
WP_079030148.1 PRLADLLGRA-----------APDARP-------------------TPLELAELLWLAGQ--------------------------------------------------MESAEAGPP------ESRDEARAPGPTP---------PA-------------------------------------------------------PRTAPEQD----HRHRPD--RP-----------------------------PRPARP---------------------TEPVLPP-------GTPRTP-------------------LRLPSPAPAPGAS----------------------AAEPHRALLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--KR-----RT-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-VQS--G--------VF-RTVALR------RA---------------------DPDGT------------------------------------------------VRGGGVDTPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFG-TLRRWAHR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_079155447.1 ---PRLADLL-GRA-------APDARP-------------------TPLELAELLWLAGQ--------------------------------------------------MESAEAGPP------ESRDEARAPGPTP---------PA-------------------------------------------------------PRTAPEQD----HRHRPD--RP-----------------------------PRPARP---------------------TEPVLPP-------GTPRTP-------------------LRLPSPAPAPGAS----------------------AAEPHRALLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--KR-----RT-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-VQS--G--------VF-RTVALH------RA---------------------DPDGT------------------------------------------------VRGGGVDTPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFG-TLRRWAHR-TPLAVLQPLP-EQLWRD---T--------------AL-----PP-----V--P----------GRL-S---------------
WP_079082984.1 -AITRLTAVLTAAAGA-----AETHGP-------------------VPRELAELLWFAGQ--------------------------------------------------LGARKSHRD----NSPTDTAVTATRTPS---------PP-------------------------------------------------------SPSLPPPT--------PT--PP-----------------------------PLPTQP-----------------------------------PPPTPD-------------------GRVPLHVPPPEPP----------------------KPPGTPQLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----PV---------PS---------PRARI---------LDERATA---DR-----IARL-----------------GARPD-------VWLP-----VL---RPAP--DR-W----LRLNLVYDAGPT-MPIWRPLV-RELHTTL-AQS--G--------VF-RTVTLH------RA---------------------GPDGR--------------------------------------------------AHQVPAPA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGDRWYG-TLRRWARR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----E--P----------GLL-T---------------
WP_079164533.1 -AVVRLTAALAAAAGS------GTPGP-------------------TPRELAELLWLAQK--------------------------------------------------LATPGSHRE--------------APEKP---------TP-------------------------------------------------------AGRPAPAP----VGVSPH--PA-----------------------------PRPKPG----------------------PPPAPP-------PPPAPD---------------------GRIPLHLPER-----------------------TGTPTTQLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----RV---------PA---------PPARV---------LDELATA---DR-----IARL-----------------GARPD-------VWLP-----VL---RPAL--DR-W----LRLNLVYDTGPT-MPVWRPLV-RELHTVL-AQS--G--------VF-RTVTLH------LA---------------------GPDGR--------------------------------------------------AHHVPALA-------------------DGR-T-----------VTLVISDCMGP-QW--RPGP------AGERWYR-TLRRWATR-MPLAVVQPLP-ERLWPT---T--------------AL-----PA-----E--P----------GL------------------
WP_085214149.1 ----ALLTAA------------TDTAP-------------------TARELAELLWLAGR--------------------------------------------------LDTGAAPDG--------------PRAHP---------AA------------------------------------TTEALPATP----------ATPRPPAP----RNPTPA--PA----------------------------APAATTP---------------------GDRVPLH-------LPTPPT---------------------GQPGTAEGPGG----------------------DQGSPSPLLA-----PAP------------------------PM--------LPR---PLA---------LQRALRPL--KR-----TV---------PA---------PRTRL---------LDDRATA---DR-----IARL-----------------DAHPD-------VWLP-----VF---RPAR--DR-W----LRLSLVHDTGPT-MPVWRPLV-RELHTVL-AQS--G--------VF-RTVTLH------TA---------------------TPDGL--------------------------------------------------ARHVPDPG-------------------DGR-T-----------VTLVVSDCTGP-QW--HAGP------AGTRWYR-TLRHWASR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----E--P----------GLL-L---------------
WP_051811665.1 -AVAALAAAL------TGAA-GGGEGP-------------------SAAELAELLWLARH--------LPP---------------------------------------PPEPEDPPG----AAGDGTASRPSAPGA---------PG------------------------------------SGALRATPPTDLTLRPAADPAAPHDPA----ARTAPS--DP------------------------TTPDTPASPHP---------------------GRTPPAT-------DPAPPA--------------------DSRVPLHLPAGGHRRDAAGDTPTGPEAGPTHPTRTAVDGTVLHV-----PVP------------------------PM--------IAH---PLA---------LQRALRPL--GR-----RV---------PA---------PVGRV---------LDEEATA---HR-----IATL-----------------GAHPR-------GWLP-----VL---RPAE--ER-W----LRLCLVHDDGPT-MPVWRPLV-RELHAAL-AQS--G--------LF-RTVELH------RA---------------------GPDGR------------------------------------------------VAARAAAAPA-------------------AGR-T-----------VVLLVSDCMGP-QW--REGG------AGRRWYR-TLRHWASR-LPLAVLQPLP-ERLWST---T--------------AL-----PA-----T--P----------GL------------------
WP_051127194.1 -----------------------------------------------------------M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRH---PLA---------LQRALRPL--KR-----RV---------PA---------RTGRPV--------LDEAATA---NR-----IARL-----------------GAAHD-------MWLP-----VL---HPAP--ER-W----LRLALIHDTGPT-MPVWRPLL-RELHTAL-TQS--G--------IF-RTITVH------PA---------------------TPDGR--------------------------------------------------VPHLALPR-------------------DGR-T-----------AVLLLSDGTGP-QW--HRGP------AGTRWYR-TLHTLASH-TPLALLQPLP-EHLWRT---T--------------AL-----PT---------------------------------------
GAP50094.1 -PVARLAAAL----------SAAGAPP-------------------TPRELAELLWMAAQ--------------------------------------------------LAPDRQEEE--------------PSGEP---------GD--------------------------------------GDTPSAH----------EGNTPAEA----ETPVPV--PP-----------------------------QPEPEP---------------------VRHTPDR-------VPLSLP---------------------APRSSHHRHDS----------------------PGGGGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----KV---------PS---------PHARV---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-SELHTAL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARHVPVLD-------------------DGR-T-----------VTLVISDCMGP-QW--RPGE------AGDRWYR-TLRHWARH-LPLAVVQPLP-EHLWSS---T--------------AL-----PA-----E--P----------GL------------------
WP_078945461.1 -PVARLAAAL----------SAAGAPP-------------------TPRELAELLWMAAQ--------------------------------------------------LAPDRQEEE--------------PSGEP---------GD--------------------------------------GDTPSAH----------EGNTPAEA----ETPVPV--PP-----------------------------QPEPEP---------------------VRHTPDR-------VPLSLP---------------------APRSSHHRHDS----------------------PGGGGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----KV---------PS---------PHARV---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-SELHTAL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARHVPVLD-------------------DGR-T-----------VTLVISDCMGP-QW--RPGE------AGDRWYR-TLRHWARH-LPLAVVQPLP-EHLWSS---T--------------AL-----PA-----E--P----------GLL-T---------------
KUN87228.1 -ALARLTALL---------TAAADTPP-------------------TARELAELLWLARQ--------------------------------------------------LEGTRRPLTETGTEAEAEREREAEAEGT---------AE-----------------------------------------------------AAAAAGPPPP------------PA-----------------------------PPAPPP---------------------ALPADDR-------VPLRLP---------------------TPARPAATATG----------------------ATTDTTPLLA-----PAP------------------------PM--------LPR---PLA---------LQRALRPL--KR-----TV---------PA---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLNLVHDTGPT-MPVWRPLV-RELHTVL-AQS--G--------VF-RTVTLH------PA---------------------GPDGS--------------------------------------------------ARHVPDPG-------------------DGR-T-----------VTLVVSDCMGP-QW--RTGP------AGERWYR-TLRHWASR-MPLAVVQPLP-EQLWPT---T--------------AL---------------P------AEPGVL------------------
WP_055618099.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H---PLK---------LQRALRPL--KR-----SV---------PA---------PFGQE---------LDEAATA---HR-----IARL-----------------GASPQ-------WWLP-----VL---RPAT--ER-W----LTLHLVHDTGPT-MPIWRPLV-RELHAAL-AQS--G--------IF-RTVELH------RL---------------------ETDGT--------------------------------------------------VRRPGSQEAYA----------------DGR-T-----------VTLLISDCMGP-QW--RDGP------AGTRWYS-TLRRWSAR-MPVAVVQPLP-ERLWRT---T--------------AL---------------P------ATTARI------------------
AMW10311.1 -PVARLQAAL----------SAAGAAP-------------------TPREIAELLWLAGQ--------------------------------------------------LEAPSGEPR--TGRPNAPEAPVTQGAAP---------GP-----------------------------------------------------DEPAPAAPAS----PQTAEP--PA-----------------------------PAGPGR-----------------------------------VPLRLP---------------------APRSPDRAGH-----------------------HSGGGSALLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--QR-----KV---------PS---------PHLRL---------LDERATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-SELHTAL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARQVPVLD-------------------DGR-T-----------ATLLVSDCMGP-QW--RPGE------AGERWYR-TLRQWARR-MPLAVVQPLP-EHLWPT---T--------------AL---------------P------AEPGLL------------------
KJK41459.1 -PVARLAAAL----------SAAGAAP-------------------TPREIAELLWLAVR--------------------------------------------------LEQPGEEPE----------TSRPIAPGA---------LP-------------------------------------------------------TGEDPPGA----EERAPA--PP-----------------------------PTAEPP---------------------ARAAPDR-------VPLRLP---------------------APRSPDRPHHH----------------------PGDGGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--QR-----KV---------PS---------PHLRL---------LDERATA---DR-----IARL-----------------GARPD-------VWLP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWHPLV-SELHTVL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARQVPVLD-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGE------AGDRWYR-TLRRWAHR-MPLAVVQPLP-EHLWPT---T--------------AL---------------P------AEPGLL------------------
WP_033306176.1 -PVARLQAAL----------SAAGAAP-------------------TPREIAELLWLAGQ--------------------------------------------------LDPPSGEPG--------------TGRPN---------TP-------------------------------------------------------ETAVTEGT----ASGPEE--PA-----------------------------PAAPEP---------------------PQAAGPP-------APAGPG---------------RVALRLPAPRSPDRPGH----------------------RSGGGSALLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--QR-----KV---------PS---------PHLRL---------LDERATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVHDTGLT-MPVWRPLV-SELHTAL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARQVPVLD-------------------DGR-T-----------ATLVVSDCMGP-QW--RPGE------AGERWYR-TLRQWAHR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-------EP----------GL------------------
WP_004001495.1 ----------------------------------------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPR---PLA---------LQRALRPL--KR-----KV---------PS---------PYARL---------LDEHATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVYDAGPT-MPVWRPLV-RELHALL-AQS--G--------VF-RTVTAH------RA---------------------TPDGR--------------------------------------------------AHQVPALA-------------------DGR-T-----------VTLIVSDCMGP-QW--HPGP------AGDRWYR-TLHRWASR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----A--P----------GL------------------
KUN28796.1 ----------------------------------------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPH---PLA---------LQRALRPL--KR-----PV---------PS---------PRARI---------LDERATA---DR-----IARL-----------------GARPD-------VWLP-----VL---RPAP--DR-W----LRLNLVYDAGPT-MPIWRPLV-RELHTTL-AQS--G--------VF-RTVTLH------RA---------------------GPDGR--------------------------------------------------AHQVPAPA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGDRWYG-TLRRWARR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----E--P----------GL------------------
WP_079147211.1 -PLARLADVL--------AKATGGVRP-------------------TPLELAELLWLARQ--------------------------------------------------MEPAEGEGG------GAVPAPAEPAPAR---------EH-------------------------------------------------------PLPEPPAP----DPPAPA--PD-----------------------------EPSPAS-----------------------------------PEPEPP---------------------RAPLHLPSPTA----------------------APGPYASLLA-----PAP------------------------PM--------LRH---PLG---------LQRSLRPL--KR-----RT-------DAPV---------GLR-----------FDEHATA---DR-----IARL-----------------GAAPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDTGPT-MPVWRPLI-RELHTAL-AQS--G--------VF-RTVAVY------RA---------------------GPDGS------------------------------------------------VRGDGAYPPG-------------------DGR-T-----------VTLLISDCMGP-QW--RPGE------AGTLWYD-TLRRWAHQ-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-------EP----------GL------------------
KUO22454.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLAPAP-----------------------------------------------------------------------------------------------------------------------------------------PM--------LSH---PLA---------LQRALRPL--KR-----TV---------PS---------PRARV---------LDEHATA---DR-----IARL-----------------GAHPD-------LWVP-----VL---GPAP--DR-W----LRLNLVYDTGPT-MPVWRPLV-RELHTTL-AQS--G--------IF-RTVTLH------QA---------------------TPNGR--------------------------------------------------ARHVPVLA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGVRWYR-TLRRWAAR-MPLAVVQPLP-EHLWHT---T--------------AL-----PA-----------------EAGL------------------
WP_010354765.1 -SLARLAALL--------DAAAEGTGP-------------------TPRELAEVLWFARQ--------------------------------------------------LSDDTETSSPNSPTPLVRSEPPVPWPAQ---------SD-------------------------------------------------PAIALPPISDPPRVPLHLPNANPN--PD-----------------------------PDGTPP-----------------------------------TTPPPT-------------------ETQPPTQPPAEAR----------------------TPAGGKPLSI-----PVP------------------------PM--------LPH---PLT---------LQRALRPL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL---------------P------AEPGLF------------------
SDT36692.1 ----PLLADLLGRAAA------TGARP-------------------TPLELAELLWLAGH----------M---------------------------------------EPPEQDPPD----GPASGPRPAEPPPAP---------EG----------------------------TREQGQEGDGQRERDRKPERDRHGDRERDRDGDRN----RGRGPG--QG-----------------------------PWGDGP---------------------GRPSTRS-------EAPRTP-------------------LRLPSPAPAPGTS----------------------AAQPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRALRPL--KR-----RA-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWRPLV-RELQAAL-AQS--G--------VF-RTVTLH------RA---------------------DPDGT------------------------------------------------VRGDGAQIPA-------------------DGR-T-----------VMLLISDCMGP-QW--RAGP------DGVRWFA-TLRRWARR-APLAVLQPLP-EQLWRD---T--------------AL-----PP-----V--P----------GR------------------
WP_030863838.1 PLLADLLGRA----------AATGARP-------------------TPLELAELLWLAGH--------------------------------------------------MEPPEQDPP---DGPASGPRPAEPPPAP---------EG----------------------------TREQGQEGDGQRERDRKPERDRHGDRERDRDGDRN----RDRGPG--QG-----------------------------PWGDGP---------------------GRPSTRS-------EAPRTP-------------------LRLPSPAPAPGTS----------------------AAQPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRALRPL--KR-----RA-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWRPLV-RELQAAL-AQS--G--------VF-RTVTLH------RA---------------------DPDGT------------------------------------------------VRGDGAQIPA-------------------DGR-T-----------VMLLISDCMGP-QW--RAGP------DGVRWFA-TLRRWARR-APLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_011028360.1 -LLADLLGRA-----------ATGARP-------------------TPLELAELLWLAGH--------------------------------------------------MEPPEQDPP---DGPASGTRPAEPPPAP---------EG------------------------------TREQGQEGDGQRERDRKPERDRHGDRERDRDGD----RDRGPG--RG-----------------------------PWGDGP---------------------GRPSTRS-------EAPRTP-------------------LRLPSPAPAPGTS----------------------AAQPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRALRPL--KR-----RA-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWRPLV-RELQAAL-AQS--G--------VF-RTVTLH------RA---------------------DPDGT------------------------------------------------VRGDGAQIPA-------------------DGR-T-----------VMLLISDCMGP-QW--RAGP------DGVRWFA-TLRRWARR-APLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_038534869.1 PLLADLLGRA-----------ATGARP-------------------TPLELAELLWLAGH--------------------------------------------------MEPPEQDPP---DGPASGTRPAEPPPAP---------EG------------------------------TREQGQEGDGQRERDRKPERDRHGDRERDRDGD----RDRGPG--RG-----------------------------PWGDGP---------------------GRPSTRS-------EAPRTP-------------------LRLPSPAPAPGTS----------------------AAQPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRALRPL--KR-----RA-------DAPV---------GHE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWRPLV-RELQAAL-AQS--G--------VF-RTVTLH------RA---------------------DPDGT------------------------------------------------VRGDGAQIPA-------------------DGR-T-----------VMLLISDCMGP-QW--RAGP------DGVRWFA-TLRRWARR-APLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_052842417.1 -RLADILGRS----------AATGDRP-------------------TPLELAELLWLAGQ--------------------------------------------------MEPTAPDSP--NPPASGPRPEEPPPARA---------AT-----------------------------------------PEQHRDHRADRRPDRDRDRDPH----GRRSRD--DR-----------------------------PAGPPP-----------------------------------PSEAPR-----------------TPLRLPSPAPAPGTS----------------------AAQPHSALLA-----PAP------------------------PM--------LRH---TLA---------LQRSLRPL--KR-----RS-------DAPV---------GQE-----------VDESATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLHLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EPDGT------------------------------------------------VRGDGAQIPA-------------------DGR-T-----------VMLLISDCMGP-QW--REGP------AGTRWFG-TLRRWARR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_051101697.1 -PLVRLADVL--------AEAGGGVRP-------------------TALELAELLWLARH--------------------------------------------------MEEGGRPSG--------------PAPEP---------TA-------------------------------------------------------PRPPSSTA----SDDSLP--SD-----------------------------PEPPRP---------------------VRSPAPK-------EPPPPS--------------RAPLHLPAPRRPAPARTE----------------------VTEPHAALLA-----PAP------------------------PM--------LHH---PLA---------LQRSLRPL--KR-----RA-------AAPD---------RLE-----------LDERATA---DR-----IARL-----------------GAEPE-------WWLP-----VL---RPAR--ER-W----LSLNLLYDTGPT-MPVWRPLV-RELHTAL-AQS--G--------IF-RTVTAH------RA---------------------EPDGT------------------------------------------------VRRSAAHALA-------------------DGR-T-----------VTLLISDCTGP-QW--RPGP------AGARWYA-TLRRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----A--P----------GL------------------
WP_052183279.1 -PLVRLADVL--------AEAGGGVRP-------------------TALELAELLWLARH--------------------------------------------------MEEGGRPSG--------------PAPEP---------TA----------------------------------------PRPPSSTASDDSLPSDPEPPRPV--------RS--PA-----------------------------PKEPPP-------------------------PSR-------APLHLP---------------------APRRPAPARTE----------------------VTEPHAALLA-----PAP------------------------PM--------LHH---PLA---------LQRSLRPL--KR-----RA-------AAPD---------RLE-----------LDERATA---DR-----IARL-----------------GAEPE-------WWLP-----VL---RPAR--ER-W----LSLNLLYDTGPT-MPVWRPLV-RELHTAL-AQS--G--------IF-RTVTAH------RA---------------------EPDGT------------------------------------------------VRRSAAHALA-------------------DGR-T-----------VTLLISDCTGP-QW--RPGP------AGARWYA-TLRRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----A--P----------GLL-S---------------
WP_051138277.1 DRLAALLARA-----------GGGDGP-------------------TPVELAEALWLAQH--------------------------------------------------VAGPDDFRP--------------PPPRP---------SR------------------------------------------------------RFTSAPSSD----RLDAGR--PA-----------------------------SSAPPP-----------------------DGTFA-------LPQFPG-------------------DRVPLHLPGKKKD----------------------PVHKGIELLA-----PGP------------------------PM--------LPH---PLA---------LQRALRPV--KR-----RV-------DAPV---------GHE-----------LDEEETA---HR-----IAQL-----------------GM----------WWLP-----VL---RPAT--ER-W----LTLRLVYDTGPT-MPVWRPLA-DELHTAL-AQS--G--------VF-RTVELH------RL---------------------AADGT------------------------------------------------TGAAGSRSYT-------------------AGR-T-----------VTLLVSDCMGP-QW--RAGA------AGDNWYR-TLHAWTAQ-MPVAILQPLP-ERLWRT---T--------------AL-----PA---------------------------------------
WP_073722820.1 PRLADILGRA-----------SSGPRP-------------------TPLELAELLWLAGH--------------------------------------------------MEYPEQNPP--GPSAGTEPAAPEPAPAP---------PA-------------------------------------------------------ADRPREPR----RQDRPA--VP-----------------------------PPAPEP-----------------------------------AAPRSP-------------------LRLPAPARAPGTA----------------------AAEPHSALLA-----PAP------------------------PM--------LRH---PLA---------LQRSLRPL--KR-----RA-------DAPV---------GRE-----------VDEAATA---DR-----IARL-----------------GAGPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EAAGT------------------------------------------------VPGDGAQAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLRRWAHR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GL------------------
WP_073793562.1 ---ARLAAVL--------TDAARGTAP-------------------TPTELAELLWLAGR--------------------------------------------------CAPGGRPGT------PVVPQLPGPDPGP---------DD-------------------------------------------------------GDSDGPDGDERTGGPGTG-RDG-----------------------------PPPPEP---------------------GTGRERA-------VVHLPG---------------------PAPRPPVADRP----------------------DPVGRAALLV-----PAP------------------------PM--------LAR---PLA---------LQRALRPL--AR-----KV---------PA---------PHGRE---------LDEEATA---DR-----IARL-----------------GPGPR-------SWLP-----VL---RPAR--ER-W----LRLHLVHDTGPT-MPLWRPLV-RELRTVL-ERS--G--------VF-RTVEVY------RA---------------------DADGT---------------------------------------------VRGPRGGPVPALA-------------------DGR-T-----------VTLLFSDCVGP-QW--WDGP------AGVRWYG-TLRRWADR-MPVAVLQPLP-ERLWRA---T--------------AL---------------P------AAPGRL------------------
SCK33554.1 ---ARLAAVL--------TDAARGTAP-------------------TPTELAELLWLAGR--------------------------------------------------CAPGGHPGT--------PVVPHLPGPDD---------GD-------------------------------------------------------ERTGGPGT----GGDGPP--PE-----------------------------PGTGRE--------------------------RA-------VVHLPG---------------------PAPRPPVADRP----------------------DPVGRAALLV-----PAP------------------------PM--------LAR---PLA---------LQRALRPL--AR-----KV---------PA---------PHGRE---------LDEEATA---DR-----IARL-----------------GPGPR-------SWLP-----VL---RPAR--ER-W----LRLHLVHDTGPT-MPLWRPLV-RELRTVL-ERS--G--------VF-RTVEVY------RA---------------------DADGT---------------------------------------------VRGPRGGPVPALA-------------------DGR-T-----------VTLLVSDCVGP-QW--WDGP------AGVRWYG-TLRRWADR-MPVAVLQPLP-ERLWRA---T--------------AL-----PA---------------------------------------
WP_051850820.1 ---PRLADVL-GQA-------SSGDRP-------------------TPLELAELLWLAGH--------------------------------------------------MEPADRDAP----DPSDRPHPPVPADPP---------DP----------------------------RADTRPPRPTTGPRARP----------TPEPRPDD----RGDRPP--PA-----------------------------PPVPRP---------------------PGPRSPL-------RLPAPP------------------------QAPAPGTA----------------------TAEPHRALLA-----PAP------------------------PM--------LRH---PLA---------LQRSLRPL--KR-----RA-------DAPV---------GRE-----------VDESATA---DR-----IARL-----------------GADPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EADGT------------------------------------------------VRGDGAEAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------SGTRWFA-TLRRWARR-TPLAVLQPLP-EQLWRD---T--------------AL-----PP-----V--P----------GRL-S---------------
WP_050990728.1 PRLADVLGRA-----------SSGDRP-------------------TPLELAELLWLAGH--------------------------------------------------MEPADRDAP----DPSDRPHPPVPADPP---------DP--------------------------------------RADTRPPRPTTGPRARPTPEPRPDD----RGDRPP--PA-----------------------------PPVPRP------------------------PGPR-------SPLRLP---------------------APPQAPAPGTA----------------------TAEPHRALLA-----PAP------------------------PM--------LRH---PLA---------LQRSLRPL--KR-----RA-------DAPV---------GRE-----------VDESATA---DR-----IARL-----------------GADPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EADGT------------------------------------------------VRGDGAEAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------SGTRWFA-TLRRWARR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
GAV40520.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QH-------------------------------------------------------------------------------------------------VQRQDRAEDSI----------------------GDGKLLDIRD-----DRP----------------------------------GDR---------------AEDSLRPL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL---------------P------AEPGLF------------------
WP_055702450.1 --------------------------------------------------------MVRH------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLA---------LQRALRPL--KR-----RV---------PS---------PNGQV---------LDEEATA---HR-----IARL-----------------NARPD-------GWLP-----VM---RPAK--ER-W----LRLCLVYDTGTT-MPMWRPLV-HELHTTF-AQS--G--------VF-RTVELH------RA---------------------RPDGT------------------------------------------------VPAQAAAASA-------------------DGR-T-----------VTLLISDCMGP-QW--REGA------AGDRWYR-TLRRWAEH-MPLAVVQPLP-ERLWHT---T--------------AL---------------P-------TAPGL------------------
WP_069886112.1 --------------------------------------------------------MVRH------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLA---------LQRALRPL--KR-----RV---------PS---------PNGQV---------LDEEATA---HR-----IARL-----------------NARPD-------GWLP-----VM---RPAK--ER-W----LRLCLVYDTGTT-MPMWRPLV-HELHTTF-AQS--G--------VF-RTVELH------RA---------------------RPDGT------------------------------------------------VPAQAAAASA-------------------DGR-T-----------VTLLISDCMGP-QW--REGA------TGDRWYR-TLRRWAEH-MPLAVVQPLP-ERLWHT---T--------------AL---------------P-------TAPGL------------------
WP_075735350.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------KPLSI-----PVP------------------------PM--------LPH---PLT---------LQRALRPL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLRHWATH-APLAVVQPLP-EHLWPP---T--------------AL---------------P------AEPGLF------------------
WP_075693252.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLT---------LQRALRPL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL-----PA-----E--P----------GLF-T---------------
WP_075779491.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LQRALGHL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL---------------P------AEPGLF------------------
KND29573.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TV-----PSS------------------------HA-------------------------------------------HL----------------------------------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLFLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------AGDRWYR-TLRHWATH-APLAVVQPLP-EHLWPP---T--------------AL-----PA-----E--P----------GL------------------
WP_079127044.1 --------------------------------------------------------------------------------------------------------------PPVPADPPG-----PRADTRPPRPTTGP---------RA-------------------------------------------------------RPTPEPRP----DDRGDR--PP-----------------------------PAPPVP----------------------RPPGPR-------SPLRLP---------------------APPQAPVPGTA----------------------TAEPHRALLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--KR-----RA-------DAPV---------GRE-----------VDESATA---DR-----IARL-----------------GADPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EADGT------------------------------------------------VRGDGAEAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------SGTRWFA-TLRRWARR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
GAQ55305.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL-----PA-----E--P----------GLF-T---------------
WP_050373512.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWLP-----VL---RPAR--DR-W----LRLFLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PL---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------AGDRWYR-TLRHWATH-APLAVVQPLP-EHLWPP---T--------------AL-----PA-----E--P----------GLF-A---------------
WP_078935568.1 --LAEVLVRA---------NMGSSEQL-------------------TSIELAEVLWLARY--------------------------------------------------IRPVETLGP----APHSVHTAAETPGSA---------VM-------------------------------------------------------PGRTEPAE----PRSDAD--TT-----------------------------PAQPTP-------------------AAPRSPRRA-------TPRVPL---------------------HLPEIVRTSDA----------------------RTGTHTPLLA-----PAP------------------------PL--------LSH---PLS---------LQRALRPL--KR-----RV---------PA---------PIGLE---------LDEIATA---RL-----VARL-----------------GVPPR-------WWPP-----VL---RPVA--ER-W----LSLRLVYDSGPT-MPVWRPLV-GELHTAL-AQS--G--------VF-RTVALN------RL---------------------TADGT-----------------------------------------------LCGSGSLGSYG-------------------DGR-T-----------VTLLITDCMGP-QW--RSGA------AGSRWYQ-TLRRWCAR-MPVAVVQPLP-ERLWRT---T--------------AL-----PA--------E------TARIGA------------------
WP_079180720.1 SELQGLATVL----AR-----AGGTAP-------------------TGRELAELLWLAGH--------------------------------------------------MEPGTPTDR--------------SAGNA---------PA--------------------------------------------GRTPPAAPSGDSLRTAEPL--------PE--PA-----------------------HRAADASAPAGP---------------------GHDRVPM-------RLPSPR---------------------PAARDRAPSSM----------------------SPMAQTPLLA-----PAP------------------------PL--------LPH---PLA---------LQRALRPL--RR-----TT---------PS---SY----ASE-----------LDEHGTA---HR-----IAAA---------TLVERPPGAPP--------PLWLP-----LM---RPRP--ER-W----LNLCVVFDTGPT-MTMWRPLL-KELCTVL-AQT--G--------AF-RTITVL------PL---------------------SGAGS-------------------------------------------------VPARHLE---------------------RAR-T-----------TVLVVSDAMGP-QW--RAGP------AGRRWYG-TLRSWAQE-LPVALLQPLP-ERLWQH---T--------------AL----SAV--------A---------GEF--A---------------
OOQ52337.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPLAVVQPLP-EHLWAT---T--------------AL----PAE--------P---------GLL--L---------------
WP_079023028.1 ------------------MTAAGGEAP-------------------TGRELAEALWLAAR--------------------------------------------------MRREPGSEIAQEIGQEPVAAPVEAPSED---------VS-------------------------------------------------------STSPRAES----DRPEPP--PR--------------------------AQVPATAPP-----------------------PPDRV-------ELRTPT---------------------RSAPPWAPQPV----------------------PLGGESAVLA-----PAP------------------------PM--------ISR---PLA---------LQRALRPL--RR-----TV---------PS---------PRERE---------LDEAGTA---HRIAALGVPRG-----------------------------RWLP-----VL---RPAP--ER-W----LHLRLVLDDGPT-MAMWRPLA-RDLFTAF-GQT--G--------AF-RTVEWV------RL---------------------GADGT-------------------------------------------------VPPGQWS---------------------TGR-T-----------AVLVISDAMGP-QW--RAGP------AGGRWYR-TLRQWARR-LPVALVQPLP-ERMWQH---T--------------AL----APV--------P----------GL------------------
WP_079104732.1 -----MRANM-----------GSSEQL-------------------TSIELAEVLWLARY--------------------------------------------------IRPVETLGP----APHSVHTAAETPGSA---------VM-------------------------------------------------------PGRTEPAE----PRSDAD--TT-----------------------------PAQPTP-------------------AAPRSPRRA-------TPRVPL---------------------HLPEIVRTSDA----------------------RTGTHTPLLA-----PAP------------------------PL--------LSH---PLS---------LQRALRPL--KR-----RV---------PA---------PIGLE---------LDEIATA---RL-----VARL-----------------GVPPR-------WWPP-----VL---RPVA--ER-W----LSLRLVYDSGPT-MPVWRPLV-GELHTAL-AQS--G--------VF-RTVALN------RL---------------------TADGT-----------------------------------------------LCGSGSLGSYG-------------------DGR-T-----------VTLLITDCMGP-QW--RSGA------AGSRWYQ-TLRRWCAR-MPVAVVQPLP-ERLWRT---T--------------AL-----PA--------E---------TAR------------------
WP_016642618.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGR-T-----------VTLVVSDCMGP-QW--HEGP------AGRRWFR-TLRRWADH-LPLAVLQPLP-ERLWPT---T--------------AF-----PA-----A--P----------GL------------------
WP_078855504.1 -----------------------------------------------------------M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRH---PLA---------LQRALRPL--KR-----RA-------DAPV---------GRE-----------VDESATA---DR-----IARL-----------------GADPE-------WWLP-----VL---RPVR--ER-W----LRLNLVHDAGPT-MPVWQPLV-RELHAAL-AQS--G--------VF-RTVTLH------RA---------------------EADGT------------------------------------------------VRGDGAEAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------SGTRWFA-TLRRWARR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
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WP_078946634.1 -PLARLADAL--------AGATGGARP-------------------TPLELAELLWLARQ--------------------------------------------------LDGGDPVAG----DERTPASRPRPQERP---------PE-------------------------------------------------------PSRRPPAR----PRPRPP--AD-----------------------------SPEPDP------------------------PPAA-------PPRQPA---------------------RTPLHLPAPDT----------------------GTGRYAPLRA-----PAP------------------------AM--------LRH---PLA---------LQRALRPV--HR-----RT-------DAPA---------GHR-----------LDEEATA---DR-----AARL-----------------GAAPE-------HWLP-----VL---RPAR--ER-W----LRLNLVHDTGPT-MPVWRPLV-RELHAAL-SQS--G--------VF-RTVTAV------PV---------------------TPDGR------------------------------------------------VPGHRVLDPA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGDRWQA-TLRRWTRR-LPVAVVQPLP-EYLWRD---T--------------AL-----PA-------EP----------GL------------------
EFD69442.1 ----------------------------------------------MLQPLPEQLWRDTA----------L---------------------------------------PPVPGRLSA--------------PHRAA---------PS-----------------------------ASLAFTPYDTAAPRAPEGTAHVPVLEPGPEWLAN----WAALVA--SP-----------------------------GGTPYP---------------------GAAAALH-------RPLPAD---------------------ADDRTDVARLS----------------------PEELVLRFRA-----SAS------------------------PQAYR-----LAG---HLA---------LGRPDLPV--MR-----LV----QAAVEPD---------PRPQH---------LAEVILGGLLTT-----VAGP----------------PGSYAFRPGVRELLLRG-----LP---RTAR--NRTH-------DLLLRTGGL-IDDRAGRSPGEFRALIPSRK--GTERAGPSESF-ATISEE------SV--------------RQLTVRERPSVP--------------------------------------------SPFPPGLGARYRPT----RRL-------TP---SGR---------------IWLAEDTGP-----DRTA----------PDR-TPADRTAA-HPVPTNRTVA-IRLHDP---A--------------TG-----PAARQTFL--R--------NARR--L---------------
WP_063628645.1 ----------------------------------------------VLQPLPEQLWRDTA----------L---------------------------------------PPVPGRLSA--------------PHRAA---------PS-----------------------------ASLAFTPYDTAAPRAPEGTAHVPVLEPGPEWLAN----WAALVA--SP-----------------------------GGTPYP---------------------GAAAALH-------RPLPAD---------------------ADDRTDVARLS----------------------PEELVLRFRA-----SAS------------------------PQAYR-----LAG---HLA---------LGRPDLPV--MR-----LV----QAAVEPD---------PRPQH---------LAEVILGGLLTT-----VAGP----------------PGSYAFRPGVRELLLRG-----LP---RTAR--NRTH-------DLLLRTGGL-IDDRAGRSPGEFRALIPSRK--GTERAGPSESF-ATISEE------SV--------------RQLTVRERPSVP--------------------------------------------SPFPPGLGARYRPT----RRL-------TP---SGR---------------IWLAEDTGP-----DRTA----------PDR-TPADRTAA-HPVPTNRTVA-IRLHDP---A--------------TG-----PAARQTFL--R--------NARR--L---------------
WP_075661654.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLT---------LQRALRPL--KR-----TV---------PS---------PHAHL---------LDEPATA---DR-----IARL-----------------GASPE-------VWLP-----VL---RPAR--DR-W----LRLCLVHDTGPT-MPVWQPLV-RELHTAL-AQS--G--------IF-RTVSLH------PR---------------------APDGR--------------------------------------------------TRGVIAPA-------------------DGR-T-----------AILVLSDCMGP-QW--RPGP------DGDRWYR-TLLHWATH-APLAVVQPLP-EHLWPP---T--------------AL---------------P------AEPGLF------------------
WP_060888221.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MG--QE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LDEVATA---RL-----VARL-----------------GVPPR-------WWPP-----VL---RPVT--ER-W----LSLRLVYDTGPT-MPIWRPLV-GELHAML-AQS--G--------IF-RTVTLN------RL---------------------TAEGT--------------------------------------------------LRRVGEQDSFG----------------DGR-T-----------VTLLISDCMGP-QW--RSGV------PGNRWYR-TLRRWCAR-MPVAIVQPLP-ERLWRT---T--------------AL-----PA-----E--T----------AR------------------
KYK10151.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-------------------------------------------------WARR-TPLAVLQPLP-EQLWRD---T--------------AL----PPV--------P----------GR------------------
WP_052146298.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MYDTGPT-MPIWRPLV-GELHAML-AQS--G--------IF-RTVTLN------RL---------------------TAEGT--------------------------------------------------LCRVGQRDSFG----------------DGR-T-----------VTLLISDCMGP-QW--RSGI------PGNRWYR-TLRRWCAR-MPVAVVQPLP-ERLWRT---T--------------AL---------------P------AETARI------------------
SER87460.1 -ALARLTALL---------TDTSDTAP-------------------TARELAELLWLARE--------------------------------------------------LEAPAPMET-----------SGDPNPDP---------DA--------------------------------------------------NTDPNGTVAPPPL----TQVAPE--ER--------------------------QSAPQPPSP-------------------TNTATPTPT-------PTARVP---------------------LHLPTPHPPTDDTL-------------------ARTATRHLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----TV---------AS---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLSLVHDTGPT-MPVWRPLV-RELHTAL-AQS--G--------VF-RAITLH------PA---------------------TPDGR--------------------------------------------------ARHVPDPA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGDLWYA-TLRHWATR-MPLAVVQPLP-ERLWPT---T--------------AL---------------P------AEPGLL------------------
WP_037655222.1 ---ARLAAVL--------AEAAQGVPP-------------------TPRELAELLWLAGH----------------------------------------------MGTGSATGTGEGGDDGNTGDTAGKSGGPGDTE---------NP-------------------------------------------------------KNPEDPENSDDGRATEPDPPPG-----------------------------PAHAPG---------------------PPEGPRR-------APGAPS-------------------RIPLRLPSPTPSP----------------------ERAPHTTLMA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--RR-----RV---------DA---------PVGQE---------LDERATA---DR-----IARL-----------------GADPD-------RWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPVWRPLI-HELHTAL-AQS--G--------AF-RTVTLY------RA---------------------DADGT------------------------------------------------VRGPDGQLPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGH------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRE---S--------------AL---------------P------AAPGRI------------------
SCF58287.1 -SLARLAAVL--------AEAAQGVPP-------------------TPRELAELLWLAGH--------MGT---------------------------------------GSTTGTGEG----GDDGNTGDTAGKSGD---------PG-------------------------------------DTENPKNPENSGDGRATEPGPPPGPA----HDHGPP--EG-----------------------------PRRAPG------------------------------------APSRV---------------------PLRLPSPTPSP----------------------ERAPHTTLMA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--RR-----RV-------DAPV---------GQE-----------LDERATA---DR-----IARL-----------------GADPD-------RWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPVWRPLI-HELHTAL-AQS--G--------AF-RTVTLY------RA---------------------DADGT------------------------------------------------VRGPDGQLPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGH------AGTLWYA-TLHRWARQ-MPLAVVQPLP-EHLWRE---S--------------AL-----PA-----A--P----------GRI-S---------------
WP_030993624.1 -PFVRLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH----APAGPGPADSTGPAA---------PK-------------------------------------------------------RQEPPPPP----SRETAR--DP-----------------------------EPAPGT---------------------EPVPHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPDPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRN---T--------------AL-----PT-------TP----------GT------------------
KMS84544.1 ----RLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH----TPAGPGPADSTGPAA---------PK-------------------------------------------------------RQEPPPPP----SRETAR--DP-----------------------------EPAPGT---------------------EPVPHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--ER-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDVGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPDPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRN---T--------------AL-----PT-------TP----------GT------------------
KOV97699.1 -PFVRLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH--------------APAGP---------GP--------------------------------ADSTGPAAPKRQE----------PPPPPSRE----TARDPE--PA-----------------------------PGTEPV------------------------PHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPNPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----A--P----------GT------------------
WP_030652329.1 -PFVRLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH--------------TPAGP---------GP--------------------------------ADSTGPAAPKRQE----------PPPPPSRE----TARDPE--PA-----------------------------PGTEPV------------------------PHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--ER-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDVGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPDPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRN---T--------------AL-----PT-----T--P----------GT------------------
WP_031025253.1 -RLADVL-----------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH--APAGPGPADSTGPAAPK---------RQ------------------------------------------------------EPPPPPSRE----TARDPE--PA-----------------------------PGTEPV------------------------PHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPDPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRN---T--------------AL-----PT---------------------------------------
WP_031093330.1 ----RLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH--------------APAGP---------GP--------------------------------ADSTGPAAPKRQE----------PPPPPSRE----TARDPE--PA-----------------------------PGTEPV------------------------PHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPNPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----A--P----------GTL-S---------------
WP_059261798.1 VRLADILAEA-----------AHGVRP-------------------TPLELAEVLWLARQ--------------------------------------------------MTPDAHDDA----------PAAPAPAAP---------AP-------------------------------------------------------AGPGAPER----VAPAPP--PP-----------------------------PREPAG---------------------EPEPAAG-------PPSRVP---------------------LHLPARRPAPA----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RV---------EA---------PVDLE---------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------IF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPAPHTPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARH-TPLAVVQPLP-EHLWRD---T--------------AL---------------P------TTPGTL------------------
WP_014672525.1 VRLADILAEA-----------AHGVRP-------------------TPLELAEVLWLARQ--------------------------------------------------MAPDAHDDA--------------PAAPA---------PA-------------------------------------------------------APVPAGPGVPERVAPAPP--PP-----------------------------PREPAG---------------------EPEPAAG-------PPSRVP---------------------LHLPARRPAPA----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RV---------EA---------PVDLE---------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------IF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPAPHTPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARH-TPLAVVQPLP-EHLWRD---T--------------AL---------------P------TTPGTL------------------
WP_053211137.1 ----RLADVL--------AEAAHGVRP-------------------TPVELAEVLWLARQ--------------------------------------------------MTPGADDGH--------------TPAGP---------GP--------------------------------ADSTGPAAPKRQE----------PPPPPSRE----TARDPE--PA-----------------------------PGTEPV------------------------PHPQ-------PPSRVP---------------------LHLPARRPAPV----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--ER-----RI-------DAPV---------GLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDVGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPDPHAPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARR-MPLAVVQPLP-EHLWRN---T--------------AL-----PT-----T--P----------GTL-S---------------
WP_058080417.1 -PLVRLADIL--------AEAAHGVRP-------------------TPLELAEVLWLARQ--------------------------------------------------MAPDAHDDA--------------PAAPA---------PA-----------------------------------------APVP----------AGPGVPER----VVPAPP--PP-----------------------------PREPAG---------------------EPEPAAG-------PPSRVP---------------------LHLPARRPAPA----------------------ADRSHTPLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RV-------EAPV---------DLE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------LF-RTVALH------RA---------------------AADGT------------------------------------------------VRGPAPHTPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTRWFA-TLHRWARH-TPLAVVQPLP-EHLWRD---T--------------AL-----PT-----T--P----------GTL-S---------------
WP_085564588.1 ---ARLAAVL--------AEAAQGVPP-------------------TPRELAELLWLAGH--------------------------------------------------MGTGSATDSGDSGDDGNTGNTAGESGDP---------GN-------------------------------------------------TGNPKTPEDPENSGAGRATEPGPP--PG-----------------------------PAHGPR---------------------PSEGPRP-------TPDAPS-------------------RVPLHLPSPTPSP----------------------ERAPHTTLMA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--RR-----RV---------DA---------PVGQE---------LDERATA---DR-----IARL-----------------GADPD-------RWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPVWRPLI-HELHTAL-AQS--G--------AF-RTVTLY------RA---------------------GADGT------------------------------------------------VRGPDGQLPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRE---S--------------AL---------------P------AAPGRL------------------
AKN69695.1 -PLVRLADVL--------AEAAHGVRP-------------------TPLELAEVLWLARH--------------------------------------------IAPAADERDGTGRPG--------------PTGEA---------PP-------------------------------------------------------CALPPPPP----RKAPAQ--PE-----------------------------PARPPE----------------------PRRAAR-------PPSRVP---------------------LHLPSRRPAPA----------------------ADRSHSPLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPLARRT-----DA---------PV---------GHE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------AF-RTVTLY------RA---------------------AADGT------------------------------------------------VHGPDAHDPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPVAVVQPLP-EHLWRN---T--------------AL-----PT-----R--P----------GTL-S---------------
CUW28293.1 -PLARLADVL--------AEAAHGVRP-------------------TPLELAEVLWLARH--------------------------------------------------IAPAADERD--------GTGRPGPAGEA---------PP-------------------------------------------------------CALPPPPP-----GKAPA-QPE-----------------------------PARPPE----------------------PRRAAR-------PPSRVP---------------------LHLPSRRPAPA----------------------ADRSHSPLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--AR-----RI-------DAPV---------GHE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDAGPT-MPVWRPLV-RELHTVL-AQS--G--------AF-RTVTLY------RA---------------------AADGT------------------------------------------------VHGPDAHDPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPVAVVQPLP-EHLWRN---T--------------AL---------------P------TRPGTL------------------
WP_059249316.1 -PLARLADVL--------AEAAHGVRP-------------------TPLELAEVLWLARH--------------------------------------------IAPAADERDGTGRPG--------------PAGEA---------PP-------------------------------------------------------CALPPPPP----GKAPAQ--PE-----------------------------PARPPE----------------------PRRAAR-------PPSRVP---------------------LHLPSRRPAPA----------------------ADRSHSPLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--AR-----RI-------DAPV---------GHE-----------LDEPATA---DR-----IARL-----------------GADPA-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDAGPT-MPVWRPLV-RELHTVL-AQS--G--------AF-RTVTLY------RA---------------------AADGT------------------------------------------------VHGPDAHDPA-------------------DGR-T-----------VTLLISDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPVAVVQPLP-EHLWRN---T--------------AL-----PT-----R--P----------GTL-S---------------
WP_079192457.1 -RLADVLAEA-----------SGGARP-------------------TPLELAELLWLAGR--------------------------------------------------MRPGGRDTA--GAADATGGGQPVPVRDA---------PA-------------------------------------------------------PAVPPAPDGPSPAAAHPP--GP-----------------------------TRPPEP-----------------------------------PSRVPL---------------------HLPAHRPAPAA----------------------GGAPHTQLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--AR-----RV---------DA---------SVGRE---------LDERATA---ER-----IARL-----------------GAGPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLV-RELHTAL-AQS--G--------AF-RTVGLY------RA---------------------APDGT------------------------------------------------VRGPGAHAPG-------------------DGR-T-----------VTLLVSDCMGP-QW--REGP------AGTRWYA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL---------------P------AVPGRL------------------
WP_071387451.1 -ALARLAAVL----------AGAGQGV-----------------PPTPRELAELLWLAGH----------L-----------------------------------GAEGPADTATVTG--------------GGRDP---------GD---------------------------------------PGGDRA----------AQPLPPPA--------PA--GG-----------------------------PRPPEV---------------------ETPRPRP-------APGAPA---------------------RVPLRLPSPAP-------------------SA-DRAPHTALTA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--RR-----LV---------DA---PV----GRE-----------LDERATA---DR-----IARL---------------GADPD---------RWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPLWRPLI-HELHTAL-AQS--G--------AF-RTVTLH------RA---------------------GADGT------------------------------------------------VRGPDGRLPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRE---S--------------AL-----PA-----A--P----------GR--L--S------------
SEC83886.1 -RLADVLAEA-----------AGGTRP-------------------TPLELAELLWLAGR--------------------------------------------------MRPGGGETADPTGAGQPAPARDAPAPPV---------PP-------------------------------------------------------APDEPSPA----AEHRPE-TIR-------------------------------PPEP-----------------------------------VSRVPL---------------------HLPARRPAPAA----------------------GGTPHTQLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--AR-----RV-------DAPV---------GRE-----------LDERATA---ER-----IARL-----------------GAGPE-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDAGPT-MPVWRPLV-RELHTAL-AQS--G--------AF-RTVALY------RA---------------------APDGT------------------------------------------------VRGPGIHAPG-------------------DGR-T-----------VTLLVSDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL---------------P------AVPGRL------------------
SEC94800.1 ----RLADVL--------AEAAGGTRP-------------------TPLELAELLWLAGR--------MRP---------------------------------------GGGETADPT--------------GAGQP---------AP-------------------------------------------------------GRDAPAPP--------VP--PA-----------------------------PDEPSP-------------------AAEHRPETI-------RPPEPV---------------------SRVPLHLPARR---------PAPAA--------GGTPHTQLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--AR-----RV-------DAPV---------GRE-----------LDERATA---ER-----IARL-----------------GAGPE-------WWLP-----VL---RPAQ--ER-W----LRLNLVYDAGPT-MPVWRPLV-RELHTAL-AQS--G--------AF-RTVALY------RA---------------------APDGT------------------------------------------------VRGPGAHAPG-------------------DGR-T-----------VTLLVSDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PA-----V--P----------GRL-S---------------
WP_070025225.1 ---ARLAAVL--------AEAAHGVPP-------------------TPRELAELLWLARH--------------------------------------------------MGPGPGADD---TREAPAPAREDPDRAP---------AP-------------------------------------------------------AAVDAPAR----KRPPREQAPP-----------------------------DSAPGP-----------------------------------PARVPV--------------------RLPAHRPSPAPA----------------------DGPPGASLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRVL--RR-----RV---------DA---------PVGRE---------LDERATA---DR-----IARL-----------------GADPD-------HWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPVWRPLI-RELHTAL-AQS--G--------AF-RTVTLC------RA---------------------DADGT------------------------------------------------LRGAEGRIPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGP------AGTRWYA-TLHRWARR-MPLAVVQPLP-EHLWRE---S--------------AL---------------P-------AAPGL------------------
WP_074992219.1 -ALARLAAVL--------AEAAHGVPP-------------------TPRELAELLWLARR----------M---------------------------------------GPGPGADDT----REAPAPAREDPDRAP---------AP---------------------------------------AAVDAP----------ARKRPPRE--------QA--PP-----------------------------DSAPGP------------------------------------PARVP-------------------VRLPAHRPSPAPA----------------------DGPPGASLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRVL--RR-----RV-------DAPV---------GRE-----------LDERATA---DR-----IARL-----------------GADPD-------HWLP-----VL---RPAR--ER-W----LSLNLVYDAGPT-MPVWRPLI-RELHTAL-AQS--G--------AF-RTVTLC------RA---------------------DADGT------------------------------------------------LRGAEGRIPA-------------------DGR-T-----------VTLLISDCMGP-QW--RQGP------AGTRWYA-TLHRWARR-MPLAVVQPLP-EHLWRE---S--------------AL-----PA-----A--P----------GLL-S---------------
WP_030940437.1 -MIEELLAAF----------AEHGPDV-------------------GAEEIADILWLAAR--------------------------------------------------VDAAAPSGR----------------AGP---------PG-------------------------------------------------------SGPRPDDE----EEALPA--PV----------------------------RHDQPAP------------------------REPE-------EQLFPA---------------------GRRQAAGQERE----------------------DVQWGVPLRV-----GRA------------------------AS--------LNE---PLA---------LMRSLRPI--GR-----RA-------IGGF---------GDR-----------LDEQATV---ER-----SVEQ----------------------------LLLSP-----VL---LPAE--SS-W----LDLALVVDAHHS-MLLWADLV-DELRRML-TRS--G--------VF-RDVRTW------YL-------------------SGTESGG------------------------------------------TPLVAHQRGDPARSPW----EIA-------DP---SGH-R-----------LILVVTDTVAE-GW--RQGP----------LHE-VLLHWSGH-NSVAVLNILP-ERLWTR---A--------------AV----RPE--------S----------LW------------------
WP_005308092.1 -MIEELLAAF----------ADGGPDA-------------------GPDEIADILWLAAR--------------------------------------------------VDAAHRRPV--------------AGPHG---------PG----------------------------------------------------THGHDAAARRE----GARHAT--PT-----------------------------TSTQPA-----------------------------------DQLFPA-----------------AVRERSDGDGGLGAG----------------------GGARGVPLRL-----PRA------------------------EV--------LHE---PLA---------VMRSLRPV--GR-----HS---------DG---------GPGEE---------LDEQLTV---EQS----IEQL-----------------------------MLSP-----VL---RPAR--TR-G----SDLTLVVDAHHS-MLLWDDLT-EELRRAF-TRS--G--------VF-RDVRTW------FL-------------------TGTAAGG------------------------------------------TPMVAHRRGAAPRHPR----ELA-------DP---SGR-R-----------LILVCTDLVAG-GW--REPG----------VQS-VLRQWGRH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_079430380.1 --GAAPRTAI------------------------------------GAEEIADILWLAAR--------------------------------------------------VDPAAADAR-----TPAPAADGAEACAP---------PP-------------------------------------------------------DPPDPPAG----PAPAPG---------------------------------AGTDQL-----------------------------------FPATTR---------------------PGPPDGRADGA----------------------SGRRGVPLRL-----PRT------------------------AS--------LDD---PLG---------LMRSLRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ER-----SIEA-----------------M-----------VPTP-----VL---RPAE--SR-W----LDLALVVDAHHS-MLLWADLV-AELRGVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGR----------------------------------------GGTPQLARGPGGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--QEAP----------LRA-VLRHWSSH-NAVAVLNVLP-ERLWTR---G--------------AV----APV--------P----------FA------------------
WP_031153630.1 -MIEELLAAF------AEGDGDSGPRP-----------------GAGAEEIADILWLAAR--------------------------------------------------VDPARARPP-------GPPSGAAGAQQP---------PG-------------------------------------------------------TGTDPPGA----GGETPARPAG-----------------------------EEAAVE-----------------------------------LYPGPA---------------------ADLTGRPADSG----------------------AGRRGTALRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GGLPMLTRRRGGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--RQAP----------LQA-VLRHWCGH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------A----------FA------------------
WP_037895842.1 -MIEELLAAF------AEGDGDSGPRP-----------------GAGAEEIADILWLAAR--------------------------------------------------VDPARARPP--------------GPPSG---------AA-------------------------------------------------------GAQQPPGT----GTDPPG--AG-----------------------------GETPAR-------------------PAGEEAAVE-------LYPGPA---------------------ADLTGRPADSG----------------------AGRRGTALRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV--GR-----RS----IGGPGEE-----------------------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDLV-DELRRVL-TRS--G--------VF-RDVRTW------QL------------------TGTGPGGL-------------------------------------------PMLTRRRGGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--RQAP----------LQA-VLRHWCGH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV-------------------AF--A---------------
WP_030715500.1 -MIERLLAAF-----------AEGADD------------GGPRTGVGVEEIADILWLAAR--------------------------------------------------VDPDGARPP--------GMPAADPTGEQ---------PP-----------------------------------------------------APGPASPEAG----PDALPP--PE-----------------------------PDRPDG---------------------GTPAVQL-------FPAAPP----------------------GAAGRPADTA----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDLV-DELRGVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GATPMLTHRRGGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_052680669.1 -MITRLLAAL-ADGAGGGG--GGGEDT-------------GPRPGVGAEEIADILWLAAR--------------------------------------------------VDPAGSRPP--------------PPASG---------GA-------------------------------------------------------DAGRPPAD----DPQAPG--TG-----------------------------AVHGGR--------------------ADGQPAAK-------LFPAPV---------------------PGPAGKPADDG----------------------AGRRGAAVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GGTPMLTRGRYGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWGAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_052871930.1 -MIEKLLAAL--------ADGADGSVP---------------YTGLGAEEIADILWLAAR--------------------------------------------------VDPAGARPP-------ADPGAAGPPGGP---------PP------------------------------------------------------LPDPPPPEA----AGPLPE--PG----------------------------APAGGEP-----------------------------------VQLYPA-------------------ARPDPEGKPAEDG----------------------AGRRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NSVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
KJY21448.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE-AAA-----------------------------VSGGPA---------------------DGQPAVK-------LLPASV---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030656871.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRPP--------------PVTPG---------DA-------------------------------------------------------EAGPPAVA----DPPAPE--AA-----------------------------AASGGP--------------------ADGQPAVK-------LFPASV---------------------PGPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV-GRR-----SI---------GG---------PGEE----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_030766469.1 -MIEKLLAAL-----ADGTDDADGSVP---------------STGVGAEEIADILWLAAR--------------------------------------------------VDPAGAHPP------------AEPGADP---------PG-------------------------------------------------------GRPPPADP----PAPEPG--PA-----------------------------PGPVTP--------------------TGGEPAVQ-------LFPAAR---------------------RDPAGKPADDA----------------------MERRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GATPMVTRGHGGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------MRS-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030826218.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE-AAA-----------------------------VSGGPA---------------------DGQPAVK-------LLPASV---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030898785.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE--AA-----------------------------AVSGGP--------------------ADGQPAVK-------LLPASV---------------------AAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_046779758.1 -MIEELLAAL-----ADGAHDAAGPRP-----------------GVGSEEIADILWLAAR--------------------------------------------------VDGAGPRAP-------AVTPGDLPGERP---------PD-------------------------------------------------------TDPSAPED----PTTVAR--PA-----------------------------DGQPAV----------------------------------TLFPASV---------------------PDPAGKPADDG----------------------AGRRGTALRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--TR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGA----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLTDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053612266.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADIVWLAAR--------------------------------------------------VDPAGPRPP--------------PVTPG---------DA-------------------------------------------------------EAGPPAVA----DPPAPE--AA-----------------------------AASGGP--------------------ADGQPAVK-------LFPASV---------------------PGPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------IDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_053625154.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRPP--------PVTPGDAEAGP---------PA-------------------------------------------------------VADPPAPE----AAAASG-GPA-----------------------------DGQPAV----------------------------------KLFPASV---------------------PGPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053627348.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRPP--------------PVTPG---------DA-------------------------------------------------------EAGPPAVA----DPPAPE--AA-----------------------------AASGGP--------------------ADGQPAVK-------LFPASL---------------------PGPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RT-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_053629734.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP------------PVPPGDA------------------------------------------------------------------EAGPPPVA----DPPAPEAAAV-----------------------------SGGPAD----------------------GQPAVK-------LLPASV---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053633026.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE-AAA-----------------------------VSGGPA---------------------DGQPAVK-------LLPASV---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053681301.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE-AAA-----------------------------VSGGPA---------------------DGQPAVK-------LLPASV---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053685064.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRPP--------PVTPGDAEAGP---------PA-------------------------------------------------------VADPPAPE----AAAASG-GPA-----------------------------DGQPAV----------------------------------KLFPASV---------------------PGPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053685938.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE--AA-----------------------------AVSGGP--------------------ADGQPAVK-------LLPASA---------------------PAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_053712681.1 -MIEDLLAAL------ADGARDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGLRPP--------------PVPPG---------DA-------------------------------------------------------EAGPPPVA----DPPAPE--AA-----------------------------AVSGGP--------------------ADGQPAVK-------LLPASV---------------------AAPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
EYU71427.1 -MIGELLAAL------ADGAEDAGPRP-----------------GIGTEEIADILWLAAR--------------------------------------------------VDPAWSRPP--------------ALPLG---------DA-------------------------------------------------------ADERPPAA----DTTAPE--AA-----------------------------TPAGGP--------------------ADGHPAVR-------LFPASV---------------------ADPAGKPGDDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS----IGGPGEE-----------------------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRVW------RL---------------------TGTGY----------------------------------------GAPVMLTRGRSDAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030389769.1 -MIEKLLAAL-----------ADGADG------------SVPYTGLGAEEIADILWLAAR--------------------------------------------------VDPAGTRPP-------ADPGAAGPPGGP---------PP-------------------------------------------------------LPDPPPPE-----AAGPL--PE-----------------------------PGTPAG-----------------------------------GEPVQL----------------FTAARRDPDGKPAEDG----------------------AGRRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-HEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030715041.1 -MIEKLLAAL-----------ADGTDS---------ADGSVPSTGIGAEEIADILWLAAR--------------------------------------------------VDPAGAHPP------------GEPGADP---------PG-------------------------------------------------------GRPPPPDP----PSPEPG--PT-----------------------------PGAGAP--------------------PGGEPAVQ-------LFPAAR---------------------RAFAGKPADEA----------------------TERRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GATPMVTHGHDGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------MRS-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_031152033.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRAP------------AVTPGDF------------------------------------------------------------------AGLPPPAA----DPPVPEAATL-----------------------------PGGPAG----------------------GRPGVK-------IFPASV---------------------PDPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDAHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_037915520.1 -MIGELLAAL------ADGAEDAGPRP-----------------GIGTEEIADILWLAAR--------------------------------------------------VDPAWSRPP--------------ALPLG---------DA-------------------------------------------------------ADERPPAA----DTTAPE--AA-----------------------------TPAGGP--------------------ADGHPAVR-------LFPASV---------------------ADPAGKPGDDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS----IGGPGEE-----------------------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRVW------RL---------------------TGTGY----------------------------------------GAPVMLTRGRSDAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_053704399.1 -MIEKLLAAL--------ADGADGSVP---------------YTGLGAEEIADILWLAAR--------------------------------------------------VDPAGTRPP-------ADPGAAGPPGGP---------PP------------------------------------------------------LPDPPPPEA----AGPLPE---------------------------------PGTPAG-----------------------------------GEPVQL----------------FTAARRDPDGKPAEDG----------------------AGRRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-HEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_079406523.1 -MIEKLLAAL--------ADGADGSVP---------------YTGLGAEEIADILWLAAR--------------------------------------------------VDPAGTRPP-------ADPGAAGPPGGP---------PP------------------------------------------------------LPESPPPEA----AGPLPE---------------------------------PGTPAG-----------------------------------GEPVQL----------------FTAARRDPDGKPAEDG----------------------AARRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_081522098.1 -MIEKLLAAL--------ADGADGSVP---------------YTGLGAEEIADILWLAAR--------------------------------------------------VDPAGTRPP-------ADPGAAGPPGGP---------PP------------------------------------------------------LPAPPPPEA----AGPLPE---------------------------------PGTPAG-----------------------------------GEPVQL----------------FTAARRDPDGKPAEDG----------------------AGRRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_075971297.1 -MITRLLAAL-ADGAGGGEDTGPRPGV-------------------GAEEIADILWLAAR--------------------------------------------------VDPAGSRPP--------------PPASG---------GA-------------------------------------------------------DAGRPPAD----DPQAPG--TG-----------------------------AVHGGR--------------------ADGQPAAK-------LFPAPV---------------------PGPAGKPADDG----------------------AGRRGAAVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS------IGGPG---------EE------------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGS----------------------------------------GGTPMLTRGRYGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWGAH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_030853861.1 -MIEELLAAL------AHGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRAP--------AVPPSDFAGAP---------PP-------------------------------------------------------AADPPDTG----AATVSG--GP-----------------------------PDGQPA-----------------------------------VRIFPA-------------------SVPDPAGKPADGG----------------------PGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REPA----------VQG-VLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----LPV--------P----------FA------------------
WP_076044739.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRAP--------AVPPRDFAGAP---------PP-------------------------------------------------------AADPPDTG----AATVSG-GPP-----------------------------DGQPA------------------------------------VRIFPA-------------------SVPDPAGKPADGG----------------------PGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REPA----------VQG-VLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV------L--------P------VPFAVR------------------
WP_030766032.1 -MIEDLLAAL------ADGAGVAGPRP-----------------GIGAEEVADILWLAAR--------------------------------------------------VDPAGPRPP--------------PVAPD---------DV-------------------------------------------------------EPEPPPAA----EAAASE--EP-----------------------------AAAGGP--------------------ADGRPAVK-------LFPASL---------------------PHPAGKPADDG----------------------VGRRGTPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GAVPMLTRGRSGPPRHPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
WP_033218020.1 -MIEKLLAAL-----------ADGSVP---------------STGIGAEEIADILWLAAR--------------------------------------------------VDPAGAHPP--------GDLGADPPGER---------PP---------------------------------------------------------PPDPPA----PEAGPT--PG-----------------------------AGAPPG----------------------GEPAVQ-------LFPAAR---------------------REFAGKPADEA----------------------TERRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRSLRPV-GRR-----SI---------GG---------PGEE----------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DELRRVL-TRS--G--------VF-RDVRTW------QL---------------------TGTGP----------------------------------------GATPMVTHGHDGPPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------MRS-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_078095390.1 -MIEELLAAL------ADGAEDAGPRP-----------------GIGAEEIADILWLAAR--------------------------------------------------VDPAGPRAP--------AVPPRDFAGAP---------PP-------------------------------------------------------AADPPDTG----AATMSG--GP-----------------------------PDGQPA-----------------------------------VRIFPA-------------------SVPDPAGKPADGG----------------------PGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGS----------------------------------------GATPMLTRGRSGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REPA----------VQG-VLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV----LPV--------P----------FA------------------
WP_078906829.1 --------------------------------------------------------------------------------------------------------------MTPGDFAGL--------------PPPAA---------DP-------------------------------------------------------PAPEAATA-------------------------------------------PGGPAD----------------------GQSAVR-------IYPASV---------------------PHPAGKPADDG----------------------AGRRGSPVRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS---------IG---------GPGEE---------LDEQLTV---ERS----IERM-----------------------------VPTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWADLV-DELRRVL-TRS--G--------VF-RDVRTW------RL---------------------TGTGS----------------------------------------GATPMLTRGRWGAPRNPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAS----------VQG-VLRHWCTH-NAVAVLNVLP-ERLWTR---G--------------AV----RPV--------P----------FA------------------
KOG44801.1 -------------------------------------------------------------------------------------------------------------------------------------GPPGG---------PP-------------------------------------------------------PLPAPPPP----EAAGPL--PE-----------------------------PGTPAG-----------------------------------GEPVQL----------------FTAAQRDPDGKPAEDG----------------------AARRGSPLRL-----PRA------------------------AS--------LDD---PLA---------LMRALRPV--GR-----RS-------IGGP---------GEE-----------LDEQLTV---ERS----IERM-----------------------------VTTP-----VL---RPAE--SR-W----LDLALVVDTHHS-MLLWSDHV-DEVRRVL-TRS--G--------VF-RDVRTW------HL-------------------TGTAAGA------------------------------------------TPMVTRGPGGPPRTPL----ELA-------DP---AGR-R-----------LILVLSDTVAG-GW--REAP----------VQG-MLRHWCAH-NAVAVLNVLP-ERLWTR---G--------------AV--RPVPF--------A------------------------------
WP_051885844.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPSPGAGE---------ERAPSPEAVG---------SA-------------------------------------------------------PGTAGGDDEGRGARRPLDETPT-----------------------------AGAPDS-----------------------------------RPGAPD---------------------GLYAPGGARPA----------------------AVRPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----NV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRAYDPDGS---------------------------VRTYDPDSAREAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGH-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_062009594.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPPPGAGE---------ERAPSPEAAG---------SA-------------------------------------------------------SGAAGGDDEGRDARRPLDETPT-----------------------------AGAPDS-----------------------------------RPGAPD---------------------GLYAPGGARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----NV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRTYGPDSA------------------------------------REAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_060950690.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT-------------------------------------------------TAPSPGAGEE------------PAPSPEA-------------------------------------------------------------------AGSAPGAA----GGDDEG-RG--------------------------ARRPLDETP---------------------TAGAPDS-------RPGAPD---------------------GLYAPGGARPA----------------------AVRPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----NV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRTYGPDSA------------------------------------REAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_066027130.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPSPGAGE---------ERAPSPEAAG---------SA-------------------------------------------------------SGAAGGDDEGRGARRPLDETPT-----------------------------AGAPDS-----------------------------------RPGAPD---------------------GLYAPGGARPA----------------------AVRPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----NV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRTYGPDSA------------------------------------REAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
CUM41332.1 -TIQRLCGLL----------EDAGVDL-------------------SMEELLDVLWLAAT------------------------------------------------TREEPPAPEPG--------------AAARP---------HT-------------------------------------------------------PAVAESAP----AGDVRG--DD-----------------------------HATAEP---------------------DRVLPDC-------PTDKAP---------------------QALYAPGGGRG----------------------RRLPARSVGL-----RGV------------------------RA--------IPA---ARG---------LHRALRPL--RR----------------PT---------KSRSSFV-------VDETATA---DL-----IADT-----------------A-----------LPDAVLPDVVM---RPEN--ER-W----LDAVLVVDDGPS-MVLWRQYA-TETRALL-ENQ--G--------LF-HRVRTY------GL------------------DSSDPDRP-----------------------------------------ILRSRPFAPTSARVPAR----RLA-------DP---VRP-T-----------VVLVLSDGVGP-GW--AGGA----------IPA-LLGRWARH-SPVAVVQPLP-ERLWPA---P--------------VM---------------P-------AEQWLV-----------------
WP_055643571.1 -TIQRLCGLL----------EDAGVDL-------------------SMEELLDVLWLAAT------------------------------------------------TREEPPAPEPG--------------AAARP---------HT-------------------------------------------------------PAVAESAP----AGDVRG--DD-----------------------------HATAEP---------------------DRVLPDC-------PTDKAP---------------------QALYAPGGGRG----------------------RRLPARSVGL-----RGV------------------------RA--------IPA---ARG---------LHRALRPL--RR----------------PT---------KSRSSFV-------VDETATA---DL-----IADT-----------------------ALPDAVLPDV-----VM---RPEN--ER-W----LDAVLVVDDGPS-MVLWRQYA-TETRALL-ENQ--G--------LF-HRVRTY------GL------------------DSSDPDRP-----------------------------------------ILRSRPFAPTSARVPARRLA-----------DP---VRP-T-----------VVLVLSDGVGP-GW--AGGA----------IPA-LLGRWARH-SPVAVVQPLP-ERLWPA---P--------------VM---------------P-------AEQW---L---------------
WP_024491665.1 -MFDRLTGLL----------GRAGVDL-------------------STEELLDVLWIAEV------------------------------------------------RRTGEPQDVPP----------PHRRPQGDP---------PV-------------------------------------------------------PGLEPEER----VHEGRG--HH------------------------AVGRDAPVPEP-----------------------------------GPAEPQ---------------------GLYAPAAPGGT----------------------GGRSSHAVGV-----SGV------------------------RS--------LES---PRA---------LNRAMRPL--RR-----TV---------PS---------RTAVV---------LDEAATV---ER-----MAET-----------------T-----------LPEP-----VL---RARA--ER-W----LTAVLVIDDGPS-MVLWQRYA-AEVRTLL-EGQ--G--------AF-HDIRTH------GL---------------------DSSGA--------------------------------------SGPLLRPRPFAAGPRQAAG-----LRI-------DP---VRP-T-----------VVLVLSDMVGP-GW--RTGA----------VPA-LLRRWARR-APVTILQPLP-ERMWPS---H--------------AG-----PV-----------------ERLVV-----------------
WP_067079480.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPSPGAGE---------ERAPSPEAAG-------------------------------------------------------------------SAPGAAGG----DDEGRG-AR----------------------------RPLDETP---------------------TAGAPDS-------RPGAPD---------------------GLYAPGGARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRTYDPDSA------------------------------------REAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_073735943.1 -MFDRLTGLL----------GRAGVDL-------------------STEELLDVLWIAEV--------------------------------------------------RRKGESQDV--------LPPDRRPQADP---------PV-------------------------------------------------------PGLEPEER----VHEGRG--HH-----------------------------ASGRDA-----------------------PVPGP-------GPAEPQ---------------------GLYAPAAPGGT----------------------GGRTSHAVGV-----GGV------------------------RT--------LES---PRA---------LNRAMRPL--RR-----TV---------PS---------RTAVV---------LDEAATV---ER-----MAET-----------------T-----------LPEP-----VL---RARA--ER-W----LTAVLVIDDGPS-MVLWQRYA-AEVRTLL-EGQ--G--------AF-HDIRTH------GL---------------------DSSGA--------------------------------------PGPLLRPRPFAAGPRQAAG-----LRI-------DP---VRP-T-----------AVLVLSDMVGP-GW--RTGA----------VPA-LLRRWARR-APVTILQPLP-ERMWPS---H--------------AG---------------P-------VERLVV-----------------
WP_027765362.1 -MFDRLTALL----------GGAGVDL-------------------ATEELLDVLWIATV--------------------------------------------------RRDGDAEDE--------------PRRDR---------PR-------------------------------------------------------EVYQVPVP----EAEEAK-EPS-----------------------------HARVAD--------------------DEATAARR-------APARSQ---------------------GLYAPPAPGAG----------------------GGGPARAVGV-----HGA------------------------RS--------LAS---PRA---------LSRVMRPL--RQ-----TV---------PS---------RTVLA---------FDEDATV---EW-----MAET-----------------A-----------LHEP-----VL---RPEP--ER-W----LNAALVVDDGPS-MVLWQQYA-AEVRALL-EGL--G--------AF-RDIRTY------WL---------------------DSSGG--------------------------------------PGPLLSGRPLRSGAVPRA------DLR------IDP---ARP-T-----------VIMVLSDMVGP-GW--SNGA----------VQG-LLRRWARR-APVTVVQPLP-ERMWPS---A--------------GS---------------S-------VERLVV-----------------
OSC70555.1 -MFDRLTALL----------RDAGVDL-------------------ATEELLDVLWIATV--------------------------------------------------RHAGEPEDE-------------LRPEGP---------AE-------------------------------------------------------ASLTPDPGTEELERPRER-AHD-----------------------------PAEQAP------------------------AERR-------EPSQRD---------------------GLYAPPAPGAR----------------------GGGAARAVGV-----RGT------------------------RS--------LSS---PRA---------LNRAMRPL--RR-----KV---------PS---------RTVLA---------FDEDATV---EW-----MAET-----------------E-----------LHEP-----VL---RPEP--ER-W----LNAALVIDDGPS-MVLWQQYA-AEVRALL-EGL--G--------AF-RDVRTY------WL---------------------DSSGT--------------------------------------PGALLRTRPLCSDAVPSA------ALR------IDP---ARK-T-----------LVMVLSDMVGP-GW--SNGT----------VKG-LLRHWARR-APVTVLQPLP-ERMWPS---A--------------DG---------------P-------IERLVV-----------------
WP_046086747.1 -MIERLCALL----------EDAGVDL-------------------SEVELRDVLWFAAT--------------------------------------------------TAPARGEGD-----------GDEPPPSR---------RP---------------------------------------------------AAPVSGAADGEDETKGAQRQPPGAHG-----------------------------AGDPEP-----------------------------------GPLVPA---------------------GLYAPGTARPA----------------------MARPARAVGV-----RGV------------------------RA--------LPG---TRR---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------TF-RSVRTY------GL---------------------DSADE--------------------------------------DRPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_064456135.1 -MIERLWALL----------ENAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPSPGAGE-----------ERAPSPEA---------AG-----------------------------------------------------SVPGAAGGDDEGRGARRPLDETPT-----------------------------AGAPDS-----------------------------------RPGAPD---------------------GLYAPGGARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---ARG---------LSRALRPL--RR-----NV---------PS---------RTSFH---------VDEAATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL--------------DSSVRTYGPDSA------------------------------------REAEPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
EXU70110.1 -MIERLCALL----------EDAGVEL-------------------SEVELRDVLWFAAT--------------------------------------------------TAPARGEGD--GEEPAPSRRSAAPASGA---------AD-------------------------------------------------------GEDEAKGA----QRQLPGALT------------------------------PGEPEP-----------------------------------GPLVPA---------------------GLYAPGAARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRR---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL-------------------DSAQEDR----------------------------------------PVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_037946117.1 -MIERLCALL----------EDAGVEL-------------------SEVELRDVLWFAAT--------------------------------------------------TAPARGEGD--GEEPAPSRRSAAPASGA-------------------------------------------------------------------ADGEDEAK----GAQRQL-PG--------------------------ALTPGEPEP-----------------------------------GPLVPA---------------------GLYAPGAARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRR---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL---------------------DSAQE--------------------------------------DRPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
AQA11755.1 -MIERLWALL---------E-DAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPARDEED--------------GGKRT---------PP-------------------------------------------------------PGTAGPAS----GAADGE--DD-----------------------AKGAQRQPAGAQ---------------------IAVDPEP-------GPLAPD---------------------GFYAPGAARPT----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRG---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWRQLA-AEVRGLL-ERQ--G--------AF-RSVRSY------GL---------------------DSAQE--------------------------------------SQPVLRARPYAPGAPRRTPR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_069866024.1 -MIERLWALL---------E-DAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPARDEED---------GGKRTPPPGT---------AG-------------------------------------------------------PGSGAADG----EDDAKG--AQ-----------------------------RQPAGA--------------------QLAVDPEP-------GPLAPD---------------------GFYAPGAARPT----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRG---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWRQLA-AEVRGLL-ERQ--G--------AF-RSVRSY------GL---------------------DSAQE--------------------------------------SQPVLRARPYAPGAPRRTPR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_078641309.1 -MIERLCALL----------EDAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPARSEEG-------------EPTPSA------------------------------------------------------------------GSAGPASGAADGDDDGKGDQRQ-----------------------------PAGPPT----------------------EGEPES-------GPLVPA---------------------GLYAPGAARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPA---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTYGLDSAQGL-------------------DSAQDAA----------------------------------------PVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_079257565.1 -MIERLWALL---------E-DAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPARDEED---------GGKRTPPPGT---------AG-------------------------------------------------------PASGAADG----EDDAKG--AQ-----------------------------RQPAGA--------------------QIAVDPEP-------GPLAPD---------------------GFYAPGAARPT----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRG---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWRQLA-AEVRGLL-ERQ--G--------AF-RSVRSY------GL---------------------DSAQE--------------------------------------SQPVLRARPYAPGAPRRTPR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_050361396.1 -MFDRLTAVL----------SSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPEDG----PPPERQVGPRPGPGP---------LD-------------------------------------------------------EAEDALDL----DVDHGG--PG-----------------------------PLRESP------------------------------------SVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM---------------------DSGDG--------------------------------------TGPLVRSGGNAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAGR-APVAVLQPLP-ERMWPQ---S---------------------PA-------GP-------VERLL------------------
WP_056706812.1 -MFDRLTAVL----------SSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPEDG--------------PPPER---------PA-------------------------------------------------------GPRPASGP----LDEAED--AL------------------------DLDVDHGGPGP------------------------LRES-------PSVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM---------------------DSGDG--------------------------------------TGPLVRSGGNAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAGR-APVAVLQPLP-ERMWPQ---S---------------------PA--------G------PVERLL------------------
WP_057662565.1 -MFDRLTAVL----------SSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPEDG------PPPERQVGPRPGP---------GP-------------------------------------------------------LDEAEDALDLDVDHGGPG---------------------------------PLRESP------------------------------------SVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM--------------------DSGDGT---------------------------------------GPLVRSGGHAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAGR-APVAVLQPLP-ERMWPQ---S-------------------------------P----AGPVERLL------------------
WP_073741611.1 -MFDRLTAVL----------SSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPEDG--------------PPPER---------PA-------------------------------------------------------GPRPASGPQDEAEDALDL-DVD-----------------------------HGGPGP------------------------LRES-------PSVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM--------------------DSGDGT---------------------------------------GPLVRSGGYAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAVR-APVAVLQPLP-ERMWPQ---S-------------------------------P----AGPVERLL------------------
WP_073801500.1 -MFDRLTAVL----------GSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------LGAGEPEDG--------------PPPER---------QA-------------------------------------------------------GPRPAPGPPDEAEDALDL-DVD-----------------------------HGGPGP------------------------LRES-------HSVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEHATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALLIDDGPS-MVLWRQLA-DEVKALL-QAQ--G--------IF-RDIRTY------TM--------------------DSGDGT---------------------------------------GPLVRSGGYAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAVR-APVAVLQPLP-ERMWPQ---S-------------------------------P----AGPVERLL------------------
WP_073863467.1 -MFDRLTSLL----------GRAGVDL-------------------STEELLDVLWIAEV--------------------------------------------------RRRGGPEHE--------------PPPGP---------EP--------------------------------------------------DTRPVRPLEPEEAEGDHDARRSG-HDL-----------------------------PVLPEP-----------------------------------EPERAE--------------------PQGLYAPAAAGP----------------------AAGTSRPVAV-----TGV------------------------RS--------LEA---QRA---------LNRSMRPL--RR-----TV---------AS---------RTDLV---------LDETATV---DR-----MAES-----------------A-----------LPEP-----VM---RPRP--ER-W----LSAVLVVDDGPS-MVLWQRYA-AEVRALL-ESQ--G--------AF-HDIRVH------GL---------------------DSSGG--------------------------------------PGPLLHARPFARGLHPPAV-----LRT-------DS---VRP-T-----------LVLVVSDMVGP-AW--RSGA----------VPA-LLRGWARK-DPVAILQPLP-ERMWPE---P--------------GG---------------H------PAERLLV-----------------
WP_073958768.1 -MFDRLTAVL----------SSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPEDG--------------PPPER---------PA--------------------------------------------------GPRPASGPLDEAE----DALDLD--VD-----------------------------HGGPGP------------------------LRES-------PSVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LSAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM---------------------DSGDG--------------------------------------TGPLVRSGGNAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAGR-APVAVLQPLP-ERMWPQ---S---------------------PA-------GP-------VERLL------------------
WP_052658798.1 -MFDRLTAVL----------GSAGVDV-------------------STDELLDVLWLAVA--------------------------------------------------RGAGEPADG--------------PPPEQ---------QV-------------------------------------------------------GPRPGPVPLDEAEDALDL--DA-----------------------------DHGPGP------------------------LWES-------PSVEPP---------------------QGLYAPAGPGD----------------------RGRPSRSVGV-----HGV------------------------RA--------LRS---PRA---------LGRAMRPL--RR-----TV---------DS---------RTELV---------LDEQATV---DR-----MAET-----------------G-----------LPEP-----VL---RPLP--ER-W----LTAALVIDDGPS-MVLWRQLA-DEVKTLL-QAQ--G--------IF-RDIRTY------TM--------------------DSGDGT---------------------------------------GPLVRSGGHAGARGGAD------GLR------LDP---TRR-T-----------LVLVLSDMVGE-RW--RTGA----------VHA-ALRTWAVR-APVAVLQPLP-ERMWPQ---S-------------------------------P----AGPVERLL------------------
WP_044575624.1 -MIERLCALL----------EDAGVEL-------------------SEVELRDVLWFAAT--------------------------------------------------TAPARGDGD----------GDEPPPSRR---------SG-------------------------------------------------------APASGAADGEDEAKGAQRQLPG--------------------------ALTPGEPDP-----------------------------------GPLVPS---------------------GLYAPGAARPA----------------------AARPARAVGV-----RGV------------------------RA--------LPG---TRR---------LSRALRPL--RR-----SV---------PS---------RTSFL---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL---------------------DSSHE--------------------------------------DRPVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_065959104.1 -MIQRLCALL----------EDAGVEL-------------------SEVELRDVLWFAAT--------------------------------------------------TAPTPSAGDGDGRARSTGGARPASEEAD---------GG------------------------------------------------------DEGKGVPHR----RAGEHT---------------------------------AGEPEP-----------------------------------ERSAPV---------------------GLFSPGAARPA----------------------ATRPARTVGV-----RGV------------------------RA--------LPT---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFH---------MDEAATA---AW-----IAET-----------------A-----------LPDV-----VL---RPRP-ERR------LSAALIVDDGPS-MVLWRQLA-TEVRGLL-ERQ--G--------AF-RSVRTY------GL-------------------DSAPDLE----------------------------------------PVLTARPYAPGAPRRTAR----QLT-------DI---SGR-T-----------VMLVLSDGVGP-AW--RSGA----------IPR-LLHRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_059146322.1 -MIERLCALL----------EDAGVEL-------------------SEEELRDALWFAAT--------------------------------------------------TSPARSGEG---------EPTPSPGSTG---------PA-------------------------------------------------------SGAADGDDDGKGDQRQPAAPPT-----------------------------EGEPEP-----------------------------------GPLAPA---------------------GLYAPGAVRSA----------------------AARPARAIGV-----RGV------------------------RA--------LPA---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFC---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL-------------------DSAQDAA----------------------------------------PVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_063734284.1 -MIERLCALL---------E-DAGVDL-------------------SEEELRDILWFAAT--------------------------------------------------TAPARGEGE----GEERAPSPGAAGPAS---------GA-------------------------------------------------------ASGGDDEG----KAAQRP--PV-----------------------------GGHAAD------------------------EPGS-------GPLAPA---------------------GFYAAGAARST----------------------AARPARGVGV-----RGV------------------------RA--------LPA---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFR---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-VEVRGLL-ERQ--G--------AF-RSVRTY------GL---------------------DSAQE---------------------------------------APVLKARPYAPGAPRRTAR----QLT-------DP---SGR-T-----------VMLVLSDGVGP-GW--RSGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_055550146.1 -MIERLCALL----------EDAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TAPARGEGE-------GEERAPSPGTAS---------AP-------------------------------------------------------ASGAVGDDEGKAAQRHPAGAHA-----------------------------AEEPGS-----------------------------------GPLAPA---------------------GFYAAGAARST----------------------AARPARGVGV-----RGV------------------------RA--------LPA---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFC---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL-------------------DSAEDAQ----------------------------------------PVLTARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_014142316.1 -MIDRLSAAL----------ERAGVEL-------------------STQELLDVLWLAVR--------------------------------------------------TGGAPAGTG-------------EPPAGP---------AP------------------------------------------------------AATARPPRP----PADAAE--PE-----------------------------PPAGSE-----------------------AADPA-------RPADPG---------------------LYAPGPRPPR-----------------------GGRTAVTVQV-----RGV------------------------RA--------LTR---AHR---------LGRALRPL--RQ-----WS---------PS---------PRLVR---------LDESASA---DR-----IAET-----------------G-----------LPDV-----VL---RPER-EHR------LSLTLIVDDGPS-MVLWRQLA-AELRAIL-ERL--G--------AF-RQLRIL------GL---------------------DTGDA--------------------------------------AAPVLRARPFAPAAPRRTPG----SVV-------GQ---EGR-T-----------VVLVLSDGVGP-AW--RSGA----------VQR-WLARWARR-VPVAVVQPLP-PRMWPA---P--------------AM---------------A-------AERLLL-----------------
WP_060947196.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G---------------------------------------------------------------------LDSSVRTY----------------------------------------------------------------------------------------------------------------------------------DPDSA----------REAEPVL-RAR-----------PY-----------------------------------------------------------------------------------------APGAPRRTAR----QLT-------DT---SGR-T-----------VMLILSDGVGP-GW--RGGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_051159736.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRPL--RR-----TV---------PS---------RTALA---------FDEAATV---EW-----MAET-----------------A-----------LHEP-----VL---RPEP--ER-W----LNAALVVDDGPS-MVLWQQYA-AEVRALL-EGL--G--------AF-RDIRTY------WL---------------------DSSGE--------------------------------------PGPLVKTRPLRSGSVSGAG-----LRI-------DP---ARP-T-----------VIMVLSDMVGP-GW--SNGT----------VKE-LLRGWARR-APVAVLQTLP-ERMWPS---A--------------DR---------------P-------DERLVV-----------------
SEB86929.1 -MIERLCALL----------EDAGVEL-------------------SEEELRDVLWFAAT--------------------------------------------------TSPARSAEG---------EPTPSPGSTG---------PA-------------------------------------------------------SGAADREDDGKGDQRQPAGPPT-----------------------------EGEPEP-----------------------------------GALAPA---------------------GLYAPGAVRPA----------------------AARPARAIGV-----RGV------------------------RA--------LPA---ARG---------LSRALRPL--RR-----SV---------PS---------RTSFC---------VDETATA---EW-----IAET-----------------G-----------LPDV-----VL---RPRP--ER-W----LSVALIVDDGPS-MVLWQQLA-AEVRGLL-ERQ--G--------AF-RSVRTY------GL-------------------DSAQDAA----------------------------------------PVLRARPYAPGAPRRTAR----QLT-------DT---SGR-T-----------VMLVLSDGVGP-GW--RSGA----------IPR-LLRRWARH-SPVAVLQPLP-ARMWPE---R--------------GM---------------P-------TQRLLV-----------------
WP_073757570.1 -MIDRLRQVL----------AGQGYDL-------------------GASELLDILWLARA--------------------------------------------------VREGEHRTAAPGATAAEEAGPGADGGPELAE------GP------------------------------------------------ADAGPDTADGGPGEADVPDGTDGPQ-ENG-----------------------------EAGDLP---------------------DGGPATA-------FPAQRS---------------------LYAMGSEGGST----------------------LSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----SE---------PH---------PHRSL---------PDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDR--EHRW-----SAVLLVDDAPS-MQVWNQLA-GELRAVL-DRG--G--------MF-RSVRVR------TF---------------------DPREM------------------------------------------------------AVAG----RLP-------WA---VGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRRWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_030373066.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRAAAGPSGSD---------DG--------------------------------------GTEPAAEGAAETGAEDGGTDGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------G-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_030630372.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRAAAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAEDGGTDGPDTA----RSGQET--AE-----------------------------GEAVSG----------------------GDRTTV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------G-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MEVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
KOT61113.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRAAAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAEDGGTDGPDTA----RSEQET--DE-----------------------------GEAASG----------------------GDRTTV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------G-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR---------------------------------------
WP_031190118.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRAAAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAEDGGTDGPDTA----RSEQET--DE-----------------------------GEAASG----------------------GDRTTV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------G-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
WP_030647823.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRAAAGPSGSD---------DG--------------------------------------GSEPAAEGAAETGAEDGGTDGADTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
KOT93823.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPSGGD---------DD--------------------------------------GTGPAAEDAAETGAEDGGTDGPDTA----RSEPET--DG-----------------------------AEMAPG----------------------GDRATV-------LPAQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR---------------------------------------
WP_053697580.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPSGGD---------DD--------------------------------------GTGPAAEDAAETGAEDGGTDGPDTA----RSEPET--DG-----------------------------AEMAPG----------------------GDRATV-------LPAQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
WP_060730269.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEEPRADAGPSGSD---------DG--------------------------------------GTEPTAEGAAETGAEDAGTDGPDTA----RSEQES--DG-----------------------------AEAAPG----------------------GDRATA-------LPAQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------VL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
KOT34693.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPPGSD---------DG--------------------------------------GTEPTAEGTAETGAEDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVPG----RLP-------WV---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
KOT99550.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEEPRADAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAQDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR---------------------------------------
WP_030179051.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPPGSD---------DG--------------------------------------GTEPTAEGTAETGAEDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVPG----RLP-------WV---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
WP_030592893.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPSGSD---------DG--------------------------------------GTEPTAEGAAATGAEDAGTDGPDTA----RSEQES--DG-----------------------------AEAAQG----------------------GDRATA-------LPAQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_033034317.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAQDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSRLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_042829953.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEESRADAGPPGSD---------DG--------------------------------------GTEPTAEGTAETGAEDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVPG----RLP-------WV---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR---------------------------------------
WP_053800190.1 -MIDRLRQVL----------AGQGYDL-------------------GAHELLDVLWLARA--------------------------------------------------VREGERRQA---AAEEEPRADAGPPGSD---------DG--------------------------------------GTEPAAEGAAETGAQDGGTEGPDTA----RSEQET--DG-----------------------------AEAAPG----------------------GDRATV-------LPSQRS---------------------LYAMGSEGGSA----------------------RSRRARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL-EHR------WSAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVLG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL--DAQPR-------------------LL------------------
WP_030667973.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PARPARA-----PGR------------------------RA--------LAR---PQH---------LSRALRPL--RR-----FE---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSQLA-GELRAVL-DRC--G--------IF-RSVRVR------TL---------------------DPRKM------------------------------------------------------AVPG----RLP-------WA---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_003987317.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PQH---------LSRALRPL--RR-----FQ---------PH---------PHRRV---------TDVEATV---RL-----AAET-----------------A-----------LFDV-----VS---RPDL--EHRW-----SAVLLVDDAPS-MQVWSQLA-GELRAVL-DRS--G--------IF-RSVRVC------AL---------------------DPRKM------------------------------------------------------AVPG----RLP-------WV---AGP-T-----------LTFVLTDGTSP-GW--RTPD----------AAR-AVRGWGRY-GPVAVLHPLP-RRLWRG---T--------------AL---------------D------AQPRLL------------------
WP_028806360.1 ----RLTALL---------TAAADTAP-------------------TPRELAELLWLAGL--------------------------------------------------SSDPEETSG--RTEQAVPDAAAAAAARA---------ER------------------------------------------------------DTGGAPDDG----TGSGPD--PA--------------------DADRTAGSTPPKSAP---------------------GDPADRV-------SLHLPT---------------------PAPAADSGDGS----------------------GSAGRRPVLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLNLVHDTGPT-MPVWRPLI-RELHTVL-AQS--G--------VF-RTVTPH------PA---------------------TPDGE--------------------------------------------------ARHVPHPA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGERWYR-TLRHWATR-MPLAVVQPLP-EHLWST---T--------------AL-----PA-------EP------GLLFSA------------------
WP_062649304.1 -ALDRLTALL---------TAATDTTP-------------------TPRELAELLWLAEL-------------------------------------------------SSDPAEPSPP--DATGARAGRGTGYASDG---------PP----------------------------------------GDTAGGTPGDATDRPEGGDPPGS----AAPAPP--PA-----------------------------PADRVP------------------------LHLP-------TPASTA---------------------GSGPGSGSGDA----------------------GDAGDRPVLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------TRARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--ER-W----LRLLLVHDTGPT-MPVWRPLV-RELHTVL-AQS--G--------VF-RTVTPY------PA---------------------TPDGA--------------------------------------------------ARQVPDPA-------------------DGR-T-----------VALIVSDCTGP-QW--RPGP------AGERWYR-TLRHWATR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA---------------------------------------
WP_057599902.1 -ALDRLTTLL---------TAAADTAP-------------------TPRELAELLWLAGL--------------------------------------------------SSGPEEASG--RTAQAGPDAADAADPAS---------AQ---------------------------------------------------AERDPGGTPDGP----TGSGPG--HA-------------------YADRTAGGTSPKSAPA---------------------DPDARVA-------LHLPSP---------------------APAPAADSGDG----------------------GGPGSRPVLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLSLVHDTGPT-MPVWRPLI-RELHTVL-AQS--G--------VF-RTVTSY------PA---------------------TPDGE--------------------------------------------------ARQVPRPA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------VGERWYR-TLRHWATR-MPLAVVQPLP-EHLWPM---T--------------AL---------------P------AEPGLL------------------
WP_054238173.1 -ALDRLTALL---------TAAADSAP-------------------TPRELAELLWLAGL--------------------------------------------------SSDQEEASG--------------RTEPA---------GP--------------------------------DATAAAAARAERDTGGTPDDGTDSRPDPADA----ERTAGS--TS-----------------------------PTSTPG--------------------DPADRVSL-------HLPTPA---------------------PAADSGDGSGG----------------------GSAGSRPVLA-----PAP------------------------AM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLNLVHDTGPT-MPVWRPLI-RELHTVL-AQS--G--------VF-RTVTPH------PA---------------------TPDGE--------------------------------------------------ARQVPHPA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGERWYR-TLRHWATR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----E--P----------GL--L---------------
KPI32272.1 -ALDRLTALL---------TAAADSAP-------------------TPRELAELLWLAGL--------------------------------------------------SSDQEEASG--------------RTEPA---------GP--------------------------------DATAAAAARAERDTGGTPDDGTDSRPDPADA----ERTAGS--TS-----------------------------PTSTPG--------------------DPADRVSL-------HLPTPA---------------------PAADSGDGSGG----------------------GSAGSRPVLA-----PAP------------------------AM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------ARARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLNLVHDTGPT-MPVWRPLI-RELHTVL-AQS--G--------VF-RTVTPH------PA---------------------TPDGE--------------------------------------------------ARQVPHPA-------------------DGR-T-----------VTLIVSDCMGP-QW--RPGP------AGERWYR-TLRHWATR-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-----E--P----------GL------------------
WP_071381763.1 -PLARLADVL--------AGAAHGVRP-------------------TALELAELLWLARH--------------------------------------------------MRPDAPASD--------------PEVTT---------EP---------------------------------------EDTGRA----------ADPPPPLA----PVVARP--PA-----------------------------PSEPSR-------------------------PLP-------EPTRVP---------------------LHLPSPRAATA----------------------ADRRHTTLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RV-------DAPV---------GHE-----------LAERETV---DR-----IARL-----------------GADPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVI-AQS--G--------LF-RTVALY------RA---------------------AADGT------------------------------------------------VRGPGSHDPA-------------------DGR-G-----------VTLLISDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----T--P----------GR------------------
WP_079662554.1 -ALERLSALL---------TAASGTAP-------------------TPRELAELLWLAGE--------------------------------------------------LGGPEAGPC--GDPSGVGATPPSVAPSA---------PP-----------------------------------------------------EPAADPTPAD----RENRPA--AS-----------------------------PPLPAS--------------------RPPSPADR-------VPLHLP---------------------TPEPHKDPAHP----------------------TASAGRPVLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----TV---------PS---------VRARL---------LDERATV---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLSLVHDTGPT-MPVWRPLI-RELHTVL-AQS--G--------VF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARHVPDPA-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGP------AGELWYG-TLRHWATR-MPLAVVQPLP-ERLWPT---T--------------AL-----PA-------EP----------GL------------------
WP_071370429.1 -PLARLADVL--------TGAAHGVRP-------------------TALELAELLWLARH--------------------------------------------------MRPDTPATG--------------PEATT---------GP------------------------------------EDTGRAAAP----------PSPLTPAP----PVAQPP--PV-----------------------------PEPSRP--------------------------VP-------EPARVP---------------------LHLPSPRAATA----------------------ADRRHTTLLA-----PAP------------------------PM--------LRH---PLA---------LQRALRPL--GR-----RV-------DAPV---------GHE-----------LAERETA---DR-----IARL-----------------GADPE-------WWLP-----VL---RPAR--ER-W----LRLNLVYDAGPT-MPVWRPLI-RELHTVL-AQS--G--------LF-RTVALY------RA---------------------AADGT------------------------------------------------VRGPGPHAPA-------------------DGR-S-----------ITLLISDCMGP-QW--REGP------AGTLWYA-TLHRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----T--P----------GR------------------
WP_037672148.1 ASVLRAAA------SGGDAGPAGGPTP---------------------LEIAEVLWLAQQ--------------------------------------------------VGPEEVSGEDGSAASSGDDDSTGDGTAE---------VA-------------------------------------------------------SLDDGVSG----SDDAPV-DVE-----------------------------TPRPEP----------------------PDTAPH-------PDGRVP---------------------LHLPVPGQRSE----------------------GNGGGPSLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----KV---------PA---------PRARV---------LDEKATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-RELHTVL-AQS--G--------IF-RTVTLH------PA---------------------GPDGR--------------------------------------------------ARHVPASD-------------------DGR-T-----------VTLLVSDCMGP-QW--RPGP------AGELWYA-TLRHWADR-MPVAVLQPLP-EHLWPT---T--------------AL---------------P------AEPGLL------------------
WP_058925471.1 -PLARLADLL--------AEAGSGVRP-------------------TPLELAELLWLARH--------------------------------------------------MEPRTPSAE--------------RAPGP---------AP-------------------------------------------------------DGPRPEPP----PSPPPS--PR-----------------------------PPRPGT----------------------RRPAGP-------VPPPRA---------------------PLHLPSATGPG----------------------DGRPHTTLLA-----PAP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----RI-------DSPV---------GHE-----------LDEHATA---DR-----IARL-----------------GAAPE-------GWLP-----VM---RPAR--ER-W----LRLNLVYDTGPT-MPVWRPLV-RELHTAL-AQS--G--------VF-RTVVPY------RA---------------------GADGT------------------------------------------------VRGPGTPTTT-------------------DGR-T-----------VTLLVSDCMGP-QW--RQGP------SGALWFD-TLRRWASR-MPLAVVQPLP-EHLWRE---T--------------AL-----PT-------TP----------GR------------------
WP_016435421.1 DQLARLADIL--------AEASSGPRP-------------------SPRELAELLWLARH--------------------------------------------------MEPHEPDAP----RPPGPARKAQPAEDR---------PS----------------------------------------PPPQP----------TAPASPPT--------PQ--QQ-----------------------------PQPPAP------------------------APPQ-------EPARVP---------------------LHLPGSGKGGG----------------------TGRPHTTLLA-----PSP------------------------PM--------LRH---PLG---------LQRALRPL--KR-----RI-------AAPT---------GLE-----------LDEHATA---DR-----IARL-----------------GAGPE-------WWLP-----IM---RPSR--ER-W----LCLNLVHDTGPT-MPVWRPLI-RELHTAL-AQS--G--------VF-RTVTPY------RA---------------------RPDGT------------------------------------------------VCGDDAPAPV-------------------DGR-T-----------VTLVISDCMGP-QW--RRGP------AGTLWYR-TLRRWARR-MPLAVVQPLP-EHLWRD---T--------------AL-----PT-----T--P----------GR------------------
WP_030836701.1 -PVARLAAAL----------SAAGAAP-------------------TPREIAELLWLAGQ--------------------------------------------------LDHPAGGSL--VGEPPAGQPEAGRPHAP---------DA-------------------------------------------------------PAAADPPG----PAEQAG--QA-----------------------------PPAPAP---------------------AHPTEPPVRAAPGRVPLRLP---------------------APRTPDGAHHH----------------------PGSAGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--RR-----KV---------PS---------PHARL---------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-SELHAVL-AQS--G--------IF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARQVPALD-------------------DGR-T-----------ATLVVSDCMGP-QW--RPGE------AGERWYR-TLRSWAHR-MPLAVIQPLP-EHLWST---T--------------AL---------------P------AEPGLL------------------
WP_010042268.1 -PVARLAAAL----------SAAGASP-------------------TPRELAELLWMAAL------------------------------------------------LDRERQEEEPS--REPGEDRAPSSTAPAHE---------AG-------------------------------------------------------NPEASTPG----KADTPT--PV-----------------------------PPQPEP---------------------VRHTPDR-------VPLTLP---------------------APRSPQHRHDA----------------------PGGGGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----KV---------AS---------AHVRV---------LDERATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-SELHTAL-AQS--G--------IF-RDVTLH------PA---------------------APDGR--------------------------------------------------ARHVPVLD-------------------DGR-T-----------VTLVVSDCMGP-QW--RPGE------AGDRWYR-TLRHWARH-MPLAVVQPLP-EHLWPT---T--------------AL---------------P------AEPGLL------------------
WP_079141625.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPS---ARA--------------------------RL----------------------------------LDERATA---DR-----IARL-----------------GAHPD-------VWLP-----VL---RPAR--DR-W----LRLSLVHDTGPT-MPVWRPLV-RELHTVL-AQS--G--------VF-RTVTLH------PA---------------------TPDGR--------------------------------------------------ARHVPDTA-------------------DGR-T-----------ATLVVSDCMGP-QW--RPGP------AGDRWHA-TLRHWAAR-MPLAVVQPLP-ERLWPT---T--------------AL---------------P------------------------------
WP_053683716.1 -PLRNVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPREVGVPG---------PQAADPAGAS------------------------------------------------------------------ASAATPDG----PGAEPAAAPS-----------------------------ERDRPP-------------------DATHERHEV-------AHHGPY---------------------GLYESLSDEPE----------------------GGIHDTPVVV-----AAS------------------------RA--------LPH---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL----------------------DLPAVR------------------
KOU33656.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA--------------------------------------GGPASAS----------TPDGPEAE----PADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-----------------STEPHPDVT------------------------------------------------DARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL-----DL--------P----------AV--R---------------
WP_030659385.1 -PLRNVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPQEVGVPG---------PQAADPAGAS------------------------------------------------------------------ASAATPDG----PGAEPAAAPS-----------------------------ERDRPP-------------------DATHERHEV-------AHHGPY---------------------GLYESLSDEPE----------------------GGIHDTPVVV-----AAS------------------------RA--------LPH---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL----------------------DLPAVR------------------
WP_030821754.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG---------PQAAEPAGGP------------------------------------------------------------------ASASTPDGPEAEPADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-REFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL---DLPA---------------------------------------
WP_030899222.1 -------DAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA-------------------------------------------------------GGPASAST----PDGPEA--EP-----------------------------ADAPSE---------------------RDRPPDGAHERHEVTHHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL---DLPA---------------------------------------
WP_053612976.1 -PLRNVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPREVGVPGPQAADPAGASASAATPDGP---------GA-------------------------------------------------------EPAAAPSE----RDRPPD--AT-----------------------------HERHEV-----------------------------------AHHGPY---------------------GLYESLSDEPE----------------------GGIHDTPVVV-----AAS------------------------RA--------LPH---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL---DLPA---------------------------------------
WP_053627414.1 -------DAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPREVGVPG---------PQAADPAGAS------------------------------------------------------------------ASAATPDG----PGAEPAATPS-----------------------------ERDRPP-------------------DATHERHEV-------AHHGPY---------------------GLYESLSDEPE----------------------GGIHDTPVVV-----AAS------------------------RA--------LPH---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------HL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL----------------------DLPAVR------------------
WP_053629375.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA--------------------------------------GGPASAS----------TPDGPEAE----PADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-----------------STEPHPDVT------------------------------------------------DARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL-----DL--------P----------AV--R---------------
WP_053633441.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG---------PQAAEPAGGP------------------------------------------------------------------ASASTPDGPEAEPADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL---DLPA---------------------------------------
WP_053679427.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA--------------------------------------GGPASAS----------TPDGPEAE----PADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-----------------STEPHPDVT------------------------------------------------DARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL-----DL--------P----------AV--R---------------
WP_053687101.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLAEEAGVPG---------PQAAEPAGGP------------------------------------------------------------------ASASTPDGPEAEPADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-------------------STEPHPD----------------------------------------------VTDARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL---DLPA---------------------------------------
WP_053706140.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA--------------------------------------GGPASAS----------TPDGPEAE----PADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-----------------STEPHPDVT------------------------------------------------DARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL-----DL--------P----------AV--R---------------
WP_053713048.1 -PLRKVLDAL----------VVVGVLP---------------PDCNDPVLLADLLWLATS-----------------------------------------------CVDLPEEAGVPG--------------PQAAE---------PA--------------------------------------GGPASAS----------TPDGPEAE----PADAPS--ER-----------------------------DRPPDG---------------------AHERHEV-------THHGPY---------------------GLYESLSDEPE----------------------GAVHDTPVVV-----AAS------------------------RA--------LPQ---SVE---------LGRALRPF--MR-----PF---------PN---------GRRTG---------LDLAATI---DS-----YTRN-----------------D-----------ELLP-----VV---RPLP--ER-W----FEVLLVIDTHLS-MEVWQDAV-QEFALLL-ENS--G--------AF-RRVQKW------QL-----------------STEPHPDVT------------------------------------------------DARGRVVNSR----NVA-------AP---DGR-R-----------MVLVVSDCAAP-AW--YGKE----------VWQ-LLRDWAGQ-CPVSVASPLP-PRLWHR---T--------------GL-----DL--------P----------AV--R---------------
WP_018087270.1 -MIDRLRQAM----------SAAGYDL-------------------GATELLDVLWLSRA--------MEGRTAAEAPGESGESGERVGGTGSG----------------SGAGADGAG----VPEESRGEGVAEDGG---------ASDGRAGAGAGTVDAADAADAADTVADRAGSEGPGESSDHADPARSPGDRSNLADHTDRTDPTPT----AGPGGT--AA-----------------------------PGDEPP---------------------SGPCDPL-------TPAVPP------------------RRALYAMGSQGGEP----------------------GADRARTARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDIEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ--ERRW-----SAVLLVDCSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVRIL------PV---------------------DPQDP------------------------------------------------------SGPA----GRR-------RS---AGA-A-----------VTFLLTDGTSP-GW--RTPQ----------AVR-ALAAWGRG-GPLAVLNPLP-RRLWRG---T--------------AL-----DA--------R----------PR--L---------------
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SCK52956.1 -MIDRLRQAM----------SAAGYDL-------------------GATELLDVLWLSRA--------------------------------------------------MEGRTAAEA----PGDAGESGERVGGTG---------SG--------SGAGAEGAGVPEESRGEGVAEDGGSSDGRAGAGTVDAADAADTVADRAGSEGPGE----FSDHAD--PPRGLGDGADLTDHTDRTDPTPTAGPGGTAAPGDEPP---------------------SGPCDPL-------TPAVPP------------------RRALYAMGSQGGEP----------------------GADRARTARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDIEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ--ERRW-----SAVLLVDCSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVRIL------PV---------------------DPQDP------------------------------------------------------SGPA----GRR-------RS---AGA-A-----------VTFLLTDGTSP-GW--RSPQ----------AVR-ALAAWGRG-GPLAVLNPLP-RRLWRG---T--------------AL--DARPR-----------------------L---------------
GAO06532.1 -MIDRLRQAM----------SAAGYDL-------------------GATELLDVLWLSRA--------MEGRTAAGTPGDTGESGDSVERVGGTGSA--------------------------------------------------SG--------GGAEEADGGGEADAIRGDGVWGASDAAEAPDEPDAAHASDGADACAAAAAPAVPA----DSAAPA--TE-----------------------------PTDRTD--------------------HADPTDPL-------NPALPP------------------RRALYAMGSQGGEP----------------------GADRARTARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDIEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ--ERCW-----SAVLLVDCSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVHIL------PV---------------------------------------------------------------------------------DPQ----DLS-------GP---AGRRRSAGAA------VTFLLTDGTSP-GW--RSPQ----------AVR-ALAAWGRR-GPLAVLNPLP-RRLWRG---T--------------AL--DARPR-----------------------L---------------
WP_078885533.1 ---------------------------------------------------------------------------------------------------------------------------------------------------MG----------------------------------------------------------------------------------------------------------SQGGEP-----------------------------------------------------------------------------------------------GADRARTARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDIEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ--ERCW-----SAVLLVDCSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVHIL------PV---------------------DPQDL-----------------------------------------------SGPAGRRRSAG--------------AA-------------------VTFLLTDGTSP-GW--RSPQ----------AVR-ALAAWGRR-GPLAVLNPLP-RRLWRG---T--------------AL---------------D------------------------------
WP_030799596.1 -MMDRLRQTL----------AAAGYDL-------------------AATELLDVLWLARA---------------------------------------------------MEGEGRKEP---ATGPQRGEPGEAGESED-------PG----------------------------------ASGAVDEVAGAAGRGEGADEGADEAAGDA----RTAAGT--TA-----------------------------PERPAE---------------------PADADCPAGHADPLAPSDPP------------------RRALYAMGSQGGGP----------------------DGGRARPARV-----PGG------------------------RA--------LPD---ARQ---------LGGALRPL--RR-----TH---------DH---------PHRTV---------PDVEATV---RL-----TAET-----------------G-----------FLDV-----VS---RPDR--ERHW-----SAELWVDTSPA-MQVWGSLA-AELRTLL-VRS--G--------VF-RSVRVR------AI---------------------DPRGP--------------------------------------------------GGPLHGRR-------------------SGGAT-----------VTFVLTDGTDP-GW--RGPQ----------AVR-SLTACGRG-GPVAVINPLP-RRLWRG---T--------------AL----DAR--------P----------QL------------------
WP_051823228.1 ----RLRQTL----------AAAGYDL-------------------AATELLDVLWLARA---------------------------------------------------MEGEGRKGPA-TGPQRGGPEGPERAA----------GE-------------------------PGESGESGESGDPGAPGAVDEAAGGARTAAGAATPERP----TEPAEP--AD-----------------------------PDGPAD--------------------PADPPASS-------GPPRRA---------------------LYAMGSQGGGP----------------------DGGRARPARV-----PGG------------------------RA--------LPD---ARQ---------LGGALRPL--RR-----TH---------EH---------PHRTV---------PDVEATV---RL-----TAET-----------------G-----------FLDV-----VS---RPDR--ERHW-----SAELWVDTSPA-MQVWGSLA-AELRTLL-VRS--G--------VF-RSVRVR------AI---------------------DPRGP--------------------------------------------------GGPLPGHR-------------------SGGAT-----------VTFVLTDGTDP-GW--RGPQ----------AVR-SLTACGRG-GPVAVINPLP-RRLWRG---T--------------AL--DARPQ-------------------LL------------------
WP_066926886.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MS-----------------------------GQGGRP-----------------------------------------------------------------------------------------------GAERARPARA-----PAG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----YR---------DH---------PHRTV---------TDIDATI---RL-----AAET-----------------G-----------FLDV-----VS---RPDR--ERSW-----SAVLLVDRSPA-MQVWGPLA-AELRALL-VRS--T--------AF-RSVRVH------SV---------------------DPQDP-------------------------------------------------SGPVPGRPV-------------------TGS-S-----------VTFLLTDGTSP-GW--RDPR----------AVR-ALTAWSRG-GPMAVVNPLP-RRLWRG---T--------------AM---------------D------------------------------
WP_044367918.1 -MIERLRQAI----------SAAGHEL-------------------GAAELLDVLWLARV--------------------------------------------------MEGETEKRP----SREADGGGDAADGAG---------DG----------------------GVTEAAEAAGAREAEQPSADSREGPEADGSDGNGPYADPAR----AIDGTA--PG----------------------DHVGEAPGDPGD------------------PNSPAGPEDPD-------APAGPP------------------RRALYAMGSQGGGP----------------------AADRARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTA---------IDIESTV---RL-----AAET-----------------G-----------FLDA-----VC---RPEQ--ERRW-----SAVLLVDRSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVEVH------LL---------------------DPEDP------------------------------------------------AGPLYGRQPA----KAA----------------------------LTFLLTDGTSP-GW--RSPQ----------AVR-ALAAWARG-GPVAALNPLP-RRLWRG---T--------------AL--DARPR-----------------------L---------------
ARF57533.1 -MIERLRQAM----------SAAGHDL-------------------GAAELLDVLWLARA--------MEGETRPRSSGEADGVEGVDG---------------------AGDAADGAG----DGGTREAVEAAGPRE---------AE-----------------------------------QAADSPEGPEPDGRAGRAGDGPYAGPAR----AVGGTA--PG----------------------DHGGDAPGDPGD------------------PDGTDGPDAPA-------GPPRRA---------------------LYAMGSEGGGP----------------------AAERARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTA---------IDIESTV---RL-----AAET-----------------G-----------FLDV-----VC---RPEQ--ERRW-----SAVLLVDRSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVEVH------FF---------------------DPEDP--------------------------------------------------AGPLYGGQ-------------------SAKAA-----------LTFLLTDGTSP-GW--RGPQ----------AVR-ALAAWARG-GPVAALNPLP-RRLWRG---T--------------AL--DARPR-----------------------L---------------
WP_083107524.1 -MIERLRQAM----------SAAGHDL-------------------GAAELLDVLWLARA--------MEGETRPRSSGEADGVEGVDG---------------------AGDAADGAG----DGGTREAVEAAGPRE---------AE-----------------------------------QAADSPEGPEPDGRAGRAGDGPYAGPAR----AVGGTA--PG----------------------DHGGDAPGDPGD------------------PDGTDGPDAPA-------GPPRRA---------------------LYAMGSEGGGP----------------------AAERARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPLRRSR-----DH---------PH---------RTA-----------IDIESTV---RL-----AAET-----------------G-----------FLDV-----VC---RPEQ--ERRW-----SAVLLVDRSPS-MQVWGPLA-AELRALL-ARS--T--------VF-RSVEVH------FF---------------------DPEDP------------------------------------------------------AGPL-----YG-------GQ---SAKAA-----------LTFLLTDGTSP-GW--RGPQ----------AVR-ALAAWARG-GPVAALNPLP-RRLWRG---T--------------AL-----DA--------R----------PR--L---------------
WP_052687083.1 -MIDALRQAM----------SAAGYDL-------------------GATELLDVLWLARV--------MEGRGAPQVTGEPGES--------------------------VDEAGTEGD--FGATGAEGEADGRPGEP---------PG------------------------------AAGEGDAAAEPGDRADPATAADATGATDATDVM----DSTCPS----------------------------------DTTDP------------------AGPSAPVTPG-------GPPRRA---------------------LYAMGSQGGDP----------------------AADRARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----PR---------DH---------PHRTV---------TDVEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ-EHR------WSAVLLVDCSPS-MQVWGSLA-AELRALL-ARS--T--------VF-RSVDVH------LI---------------------DPRDP--------------------------------------------------ACPLRGRG-------------------TAHAS-----------LTFLLTDGTNP-GW--RSPQ----------AVR-ALTGWGRG-GPVAVLNPLP-RRLWRG---T--------------AL--DARPR---------------------------------------
WP_078970667.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MG-----------------------------SQGGDP-----------------------------------------------------------------------------------------------AADRARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----PR---------DH---------PHRTV---------TDVEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPDQ--EHRW-----SAVLLVDCSPS-MQVWGSLA-AELRALL-ARS--T--------VF-RSVDVH------LI---------------------DPRDP--------------------------------------------------ACPLRGRG-------------------TAHAS-----------LTFLLTDGTNP-GW--RSPQ----------AVR-ALTGWGRG-GPVAVLNPLP-RRLWRG---T--------------AL---------------D------------------------------
WP_017577293.1 --------------------------------------------------------------------------------------------------------------------------MTPHNTQIP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALTLSGL-----------------------------------------------------------------------------------------------TSDP------------------------SHLVILLDTSPL-MRVHEDEV-AALLRDA-ESA--G--------ATVRTVTPT-----------------------------PLARA-------------------------------------------NSDGE-----HRWPL----DAP-------LP---AGA-T-----------AGIVVTDAQDR-GW--RQPH----------FRS-WLAELNTR-LPLHVVHLLD-RSTWHR---G--------------PV----HPA--------PMRLTGSRT--N-------------------
WP_017607480.1 -----------------------------------------------------------------------------------------------------------------------------------MTPQNTQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------IPALTLSSL-----------------------------------------------------------------------------------------------TSDP------------------------SHLVILLDTSPL-MCVHEDEI-AELLREA-ESV--G-----------AAVCAI-----------------------------TP----------------------------------------------TPLARAHSGEHRWPL----DAP-------LP---AGA-T-----------AGIVVTDAQDR-GW--RQPH----------FRS-WLAELNTR-LPLHVVHLLD-RSTWHR---G--------------PV----HPS--------P------MRLTGA------------------
WP_017615244.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTPQNT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HI---------PA-------------------------------------------------------------------------LTLS-----GL---TSDP----------SHLVILLDASPL-MCVHEDEV-AELLREA-QAS--G-----------TAVRNF------AP---------------------TPLGR-------------------------------------------AHDDGEGGGVHPWPL----DAP-------LP---AGA-T-----------AGLVVTDAQDR-GW--RQPH----------FRS-WLAELNNQ-LPLHVVHLLD-RSTWHR---G--------------PV----HPS--------P------MRLTGA------------------
WP_026122567.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDD---------------LSQRYRNA---------------------------------------------LDNLTGG----------------------------------------------P------------------------SRLSVLVDSSPL-MGLHRDEV-GELVREI-ERA--G-----------SEIVRF----------------------------------------------------------------------------------------RPGH----AVP-------DA---AGREAA----------AVVIVTDAQDR-GW--RQPR----------PRS-WIASLATR-VPAAVLHLLD-RSVWSR---G--------------PL----APQ--------P------------------------------
WP_077692791.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDD---------------LSHRYHHA--------------------------------------------------------------LSNL-------------------------------------------TGGP----------SRLVVLVDSSPL-MALHQHTV-GRLVEEA-ERA--G-----------SSVVRF-----------------------------DPGRP------------------------------------------------------TLPG--------------TP---HDA-S-----------AAVIVTDTQDR-GW--RRPR----------LRA-SLASLAAR-VPTALLHLLD-RSVWFR---G--------------PL----APQ--------P----------MR------------------
WP_073700917.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDD---------------LSHRYRNA---------------------------------------------LDNLTGG----------------------------------------------P------------------------SRLVILVDSSPL-MALHRHGV-ALLVEAA-EQA--G-----------SPVVRF-----------------------------DPGRP------------------------------------------------------ALPD-------------------TGRDAA----------AAVIVTDTQDR-GW--RQPR----------LRS-WIASLATR-TPTALLHLLD-RSVWSR---G--------------PL----APQ--------P------------------------------
WP_013155599.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDE---------------LSHRYRNV---------------------------------------------LDNLTGG----------P------------------------------------------------------------SRLAVLVDSSPL-MGLHTAGV-AALTGEA-ERA--G-----------ATVVRF-----------------------------HPGHA-----------------------------------------------------VHAPQ------L------------GGA-E-----------AAVLVTDTLDR-SW--RQPR----------LRA-WIAELAAR-LPTAVLHLLD-RSVWPE---G--------------PL----TPR--------P----------MR------------------
WP_019608801.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDE---------------LSHRYRNV---------------------------------------------LDNLTGG----------P------------------------------------------------------------SRLAVLVDSSPL-MGLHTAGV-AALTGEA-ERA--G-----------ATVVRF-----------------------------HPGHA-----------------------------------------------------VRAPQ-------------------LGGAE-----------AAVLVTDTLDR-GW--RQPR----------LRA-WIAELAAR-LPTAVLHLLD-RSVWPE---G--------------PL----TPR--------P----------MR------------------
WP_061083272.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDD---------------LSHRYRNA---------------------------------------------LGNLTDG----------------------------------------------P------------------------SRLAVLVDSSSL-MDLHQRSV-AELVEEA-ERA--G-----------ATVVRF-----------------------------HPGHA------------------------------------------------AHAPRIHGAE-----------------------------------AAVLVTDTQDR-GW--RQPK----------LRS-WVAALASR-IPTAVLHLLD-RSVWSG---G--------------PL----APQ--------P------------------------------
WP_071623019.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDE---------------LSHRYRNV---------------------------------------------LDNLTGG----------------------------------------------P------------------------SRLAVLVDSSPL-MGLHTAGV-AALTGEA-ERA--G-----------ATVVRF----------------------------------------------------------------------------------RPGHAVHAPQ-------------------LGGAE-----------AAVLVTDTLDR-SW--RQPR----------LRA-WIAELAAR-LPTAVLHLLD-RSVWPE---G--------------PL----TPR--------P------------------------------
WP_017562502.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDD---------------LSHRYRNV--------------------------------------------------------------LGNL-------------------------------------------TGGP----------SRLAVLVDSSPL-MGLHLAGV-AALAEEA-GRA--G-----------ATVVRF----------------------------------------------------------------------------------------HPAH----AVH-------AP-QVSGA-E-----------AVVLVTDALDR-GW--RQPR----------LRS-WVAELAAR-VPTAVLHLLD-RSVWSE---G--------------PL----MPR--------P----------MR------------------
SCF77036.1 -GFGAVVEAL----------LGLDRDL-------------------DAVTLAELLWLAGR--------------------------------------------------GDGFPADGD------------GGSGADD---------GE-------------------------------------------------------TADGREDR----SPTGAR-HPE-----------------------------AGPAAD--------------------------------------------------------------RTPVFDPSRAE----------------------TGPTVQSLSL-----PRG------------------------SP--------LPR---ARE---------IARSLKPL--KR-----AW---------RR---------GRRRE---------LDITRTV---AD-----YARS-----------------G-----------ELIP-----AF---SAAP--ER-W----FDATVVIDRSPT-MAVWHDTA-TEFLRLL-SRT--G--------AF-RTLRVR------EL-------------------YAEEHGP---------------------------------------------ELRGPLGQRLAES----VAH-------SS---HPR-R-----------LMIVLSDCASA-PW--RDGT----------LWE-RLYEWASA-MPTALVNPLP-SKIWRH---T--------------GV---DLPA---------------------------------------
OLO30728.1 -GLRAVVASL----------CGLDRDF-------------------DADRIAEILWLAAQ--------------------------------------------------DDGSVAESD--------DAERREDPDDT---------PA-------------------------------------------------------TADGPPTD-------------------------------------------DLAAEA-----------------------------------DQPARR---------------------SSLHTPWSDGA----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDATVVVDRSPT-MAVWAETA-GELVRLL-GRT--G--------VF-RTVRVR------EL-------------------YADPSPE---------------------------------------------NTPTLHGPLGQRV----EVG-------GGRSVQPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM---SLPA---------------------------------------
WP_052658869.1 -GLRAVVASL----------CGLDRDF-------------------DADRIAEILWLAAQ--------------------------------------------------DDGSVAESD--------------DAERR---------ED-------------------------------------------------------PDDTPATA-------------------------------------------DGPPTD----------------------DLAAEA-------DQPARR---------------------SSLHTPWSDGA----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDATVVVDRSPT-MAVWAETA-GELVRLL-GRT--G--------VF-RTVRVR------EL-------------------YADPSPE---------------------------------------------NTPTLHGPLGQRV----EVG-------GGRSVQPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM-----SL--------P--------AVRV------------------
BAG18883.1 -GLRTVVAAL----------CGLGRDF-------------------DAERIAEILWLAAQ--------------------------------------------------DDGSAAVGG-----AKIDGTGRRAGPAT---------PA-------------------------------------------------------AADRPPTD-------------------------------------------SLASKA-----------------------------------DQPAPR---------------------SSLHTPWGDGV----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDAIVVVDRSPT-MAVWAGTA-DELVRLL-ART--G--------VF-RTVRVH------EL-------------------YADPSPG---------------------------------------------NTPTLHGPLGQRV----EVG-------GERSVHPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM---SLPA---------------------------------------
EGE41651.1 ----TVVAAL----------CGLGRDF-------------------DAERIAEILWLAAQ--------------------------------------------------DDGSAAVGG-----AKIDGTGRRAGPAT---------PA-------------------------------------------------------AADRPPTG-------------------------------------------SLASKA-----------------------------------DQPTPR---------------------SSLHTPWGDGV----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDATVVVDRSPT-MAVWAGTA-DELVRLL-ART--G--------VF-RTVRVH------EL-------------------YADPSPE---------------------------------------------NTPTLHGPLGQRV----EVG-------GERSVHPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM---SLPA---------------------------------------
SBU89710.1 ----TVVAAL----------CGLGRDF-------------------DAERIAEILWLAAQ--------------------------------------------------DDGSAAVGG-----AKIDGTGRRAGPAT---------PA-------------------------------------------------------AADRPPTD-------------------------------------------SLASKA-----------------------------------DQPAPR---------------------SSLHTPWGDGV----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDAIVVVDRSPT-MAVWAGTA-DELVRLL-ART--G--------VF-RTVRVH------EL-------------------YADPSPE---------------------------------------------NTPTLHGPLGQRV----EVG-------GERSVHPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM---SLPA---------------------------------------
SED37029.1 -GLRTVVAAL----------CGLGRDF-------------------DAERIAEILWLAAQ--------------------------------------------------DDGSAAVGG--------------AKIDG---------TG-------------------------------------------------------RRAGPATP----AAADRP--PT-----------------------------DSLASK---------------------------A-------DQPAPR---------------------SSLHTPWGDGV----------------------PGSGAVGVSL-----PRA------------------------GS--------LPR---GRE---------LARALKPL--KR-----PW---------PR---------GRRQR---------LDITATV---SD-----YVRV-----------------G-----------ELTP-----VF---SDEP--ER-W----FDAIVVVDRSPT-MAVWAGTA-DELVRLL-ART--G--------VF-RTVRVH------EL-------------------YADPSPG---------------------------------------------NTPTLHGPLGQRV----EVG-------GERSVHPR-R-----------LMFVFSDWASA-AW--RDGS----------QWN-RLRTWADS-VPTVLLNPLP-SKIWRQ---T--------------GM-----SL--------P--------AVRV------------------
EFH31709.1 -ALTAVIGAL----------NGAGEDL-------------------DAVSLAELLWLSAR--------------------------------------------------MPRRAGAAP----------------------------GG------------------------------------------------------GSGGADPAT----SDDLRERLPD-----------------------------WDGEGR--------------------------------------------------------------PVYQSAEDGEG----------------------ATLAAREVTV-----PRA------------------------SA--------LPD---ARQ---------LASALRPL--GR-----PW---------RN---------GRSQQ---------LDVDATV---SD-----YARS-----------------G-----------ELVP-----AF---RPGP--ER-W----FDLTVVVDRSPT-MAVWDATV-DELLKVL-ATS--G--------VF-RTLRTA------GI-------------------DSGKGGE-------------------------------------------PLTGGPPPGRRRDGA--------------ST---TGHSRR----------LLLVVSDCVSG------GDA----------VWD-LLRRSSAV-TPTVLVNPLP-PQIWRQ---S--------------GL----------------------DLPAVR------------------
WP_070202374.1 -PLLAVVAAL----------QGLGRKL-------------------DAVAISEVLWLAAR--------------------------------------------------HQRPVRSPG-------------------------------------------------------------------------------------GQAGGPQA----GHGRVD--PR------------------------------------------------------------EKV-------GVWAPS---------------------PGSRTVDPSVG----------------------GRLRGRKVAL-----PRG------------------------SA--------LPR---ARE---------IARSLRPL--RR-----SW---------RS---------GRRLR---------LDIDATV---SA-----YART-----------------E-----------ELLP-----VF---RPAP--ER-W----FDLRVFIDRSPT-MSVWSDTA-EELVRVL-ART--G--------AF-RTVRVG------GI---------------------ASGRP--------------------------------------------APTTGADQPPTVPA----RSP-------QP-----R-R-----------LVLVFSDCAGDRRW-----------------EP-LLHGWASW-SPTLLVNPLP-PRIWRY---S--------------GL-----DL--------P--------AVRV------------------
EYU68527.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPRSPA----------------------------------------------------------------------------------------------------------LPS---SLE---------LGRALRPF--KR-----PW---------RQ---------GRRPA---------LDIAATV---RD-----YART-----------------G-----------ELIP-----AF---APAP--ER-W----YDLTLLVDRSPS-MTVWQEVL-DEFRRRL-RTL--G--------AF-RAVRVR------EL---------------------YADGE-------------------------------------------RPEIADGRGNRHPPG----SLG-------LP---TAR-S-----------LLLIASDCTSL-AW--RNGT----------LWH-SAYIWALK-GSVALVNPLP-PKIWRH---V--------------GV-----DL--------P---------AGR------------------
WP_062720228.1 -MIAALRAAL----------ATAGYDP-------------------TPEELADILWLAVQ--------------------------------------------------PQRGALHRP----------------LSG---------GP-------------------------------------------------------LAVGGPGS----PGFDSG--SE-----------------------------DRDPTG---------------------------A-------EQADSR---------------------VLYASVDWSGT----------------------SGVTVSPTRI-----PTP------------------------RA--------LPN---ARG---------LARALRPL--RS-----TV---------RS---------RTRFH---------LDIGATV---AA-----LADG-----------------------------FRDI-----IL---APTR--EP-L----LDLTFIVDDGIS-MAVWHDVA-KELHQEF-HRL--K--------AF-RRTRLL------GM---------------------NTDDP--------------------------------------------EQVRFTAEPFRHNA----PTA-------QP--AAGDRS-----------LVMVLTDAVGQ-AW--QSGV----------AQE-HALRWAAK-GPAAIFHVLP-EDMWSG---T--------------AL-----PT---------------------------------------
WP_010353495.1 -MIDLLHAAL----------AAAGYDA-------------------TPEELADILWLAAH--------------------------------------------------PRTPVRRAG-------------GPGDGA------------------------------------------------------------------AVPEGARA----PGRGRG-GRG-----------------------------PGDSGS-----------------------------------AAARTL-----------------------YAAADWGDG----------------------AATAVSPTRL-----PTP------------------------RA--------LPD---ARA---------LARSLRPL--RS-----SV---------RS---------RTALR---------LDVGATV---DA-----IADG-----------------------------FRDV-----VL---APAR--EP-L----LDLTLVVDDGVS-MAVWHDAA-LELRQEL-HRL--R--------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
GAV44387.1 --------------------------------------------------MRRTMWTTWR------------------------------------------------------------------------------------------------------------------------------------------------CGRGWRRG-------------------------------------------PGDSGS-----------------------------------AAARTL-----------------------YAAADWGDG----------------------AATAVSPTRL-----PTP------------------------RA--------LPD---ARA---------LARSLRPL--RS-----SV---------RS---------RTALR---------LDVGATV---DA-----IADG-----------------------------FRDV-----VL---APAR--EP-L----LDLTLVVDDGVS-MAVWHDAA-LELRQEL-HRL--R--------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
WP_075660888.1 -------------------------------------------------------W-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GDG----------------------AATAVSPTRL-----PTP------------------------RA--------LPD---ARA---------LARSLRPL--RS-----SV---------RS---------RTALR---------LDVGATV---DA-----IADG-----------------------------FRDV-----VL---APAR--EP-L----LDLTLVVDDGVS-MAVWHDAA-LELRQEL-HRL--R--------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
WP_075692473.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATAVSPTRL-----PTP------------------------RA--------LPD---ARA---------LARSLRPL--RS-----SV---------RS---------RTALR---------LDVGATV---DA-----IADG-----------------------------FRDV-----VL---APAR--EP-L----LDLTLVVDDGVS-MAVWHDAA-LELRQEL-HRL--R--------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
WP_075779362.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATAASPTRL-----PTP------------------------RA--------LPD---ARA---------LARSLRPL--RS-----SV---------RS---------RTALR---------LDVGATV---DA-----IADG-----------------------------FRDV-----VL---APAR--EP-L----LDLTLVVDDGVS-MAVWHDAA-LELRQEL-HRL--R--------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
WP_079251228.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MR-------------------------------------------------------------------------------------------------------------------------------------------------------------------AF-RRIRLL------GM------------------DTDDPAGP-----------------------------------------RVTAEPYRRGAPPAHPG-------------------PGERT-----------LLVVLTDGVGY-QW--QSGA----------VQR-VLAGWAVK-GPTAVFHVLP-VEMWAG---T--------------GL---------------P------TVRLMA------------------
WP_069737637.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER----------M---------------------------------------PADAPLALA----AGLLGGDARSPGTAG---------EP-----------------------------------GAPPVTTWPETKGRAGRTESPAAGPPRA----ELHAAE--AA-----------------------------PAKPPP----ADGGDGTGLDDGITGDRGPDDGIT-------GDQGPD---------------------DGSDAPDPGTAAENERPEE--------------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAER---------LDEAGTA---AQ-----IAHS-----------------G-----------LLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL---------------------RLRPG--------------------------------------RMPRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLARWAAC-GPTAVIHTLP-PRMWRG---S--------------GL-----PT--------R--------RWSV--Q---------------
WP_069740765.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLALAAGLLGGDARSPGTAGEPG---------AP--------------------------------------PVTTWPETQERAGRTESPAAGPPRAELHAAEAAPA-EPA-----------------------------PADGSDGTGPDDGITGGRGSDGGTMGDQGPDDGS-------DAPDPG---------------------TAAENERPEE-----------------------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAER---------LDEAGTA---AQ-----IAHS-----------------G-----------LLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL-------------------RLRPGRM----------------------------------------PRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-ILSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL---------------P------TRRWSV------------------
WP_050358421.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLAL----AAGLLGGDARPPAAS---------GE----------------------------------PGAPPVTTWPETEERAGRTESPEAGPPRA----ELHAAE--AS-----------------------------PAKPPP---------------------TGGSDGT-------GPDDGT---------------------TGDEDHDGGSDAPDPGTAAENERPDE-------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAEQ---------LDEAETA---AQ-----IAHS-----------------G-----------LLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL---------------------RLRPG--------------------------------------RMPRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL-----PT--------R--------RWSV--Q---------------
WP_056701957.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLALAAGLLGGDARPPAASGEPG---------AP--------------------------------------PVTTWPETKERAGRTESPEAGPPRAELHAAEASPT-EPP-----------------------------PTGGSD-------------------GTGPDDGTT-------GDEDPD---------------------GGSDTPDPGTAAENERPDE--------------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAEQ---------LDEAGTA---AQ-----IAHS-----------------G-----------FLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL-------------------RLRPGRM----------------------------------------PRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL---------------P------TRRWSV------------------
WP_057664687.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLAL----AAGLLGGDARPPAAS---------GE----------------------------------PGAPPVTTWPETKERAGRTESPEAGPPRA----ELHAAE--AS-----------------------------PTEPPP--------------TGGSDGTGPDDGTT-------GDEDPD---------------------GGSDTPDPGTAAENERPDE--------------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAEQ---------LDEAGTA---AQ-----IAHS-----------------G-----------FLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL---------------------RLRPG--------------------------------------RMPRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL-----PT--------R--------RWSV--Q---------------
WP_073958207.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLAL----AAGLLGGDARPPAAS---------GE----------------------------------PGAPPVTTWPETKERAGRTESPEAGPPRA----ELHAAE--AS-----------------------------PTEPPP--------------NGGSDGTGPDDGTT-------GDEDPD---------------------GGSDAPDPGTAAENERPDE--------------DRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAEQ---------LDEAGTA---AQ-----IAHS-----------------G-----------FLDV-----VT---RPAR--DR-W----LDLTVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL---------------------RLRPG--------------------------------------RMPRLSSRPFVPDAPTVSAE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL-----PT--------R--------RWSV--Q---------------
WP_073223271.1 -MPDRLLSLL----------RDVGFDV-------------------TAEELVDCLWLAER--------------------------------------------------MPADAPLAL----AAGLLGGDSRPPGGA---------EE----------------------------------TGAPPVTTWPRKLEKAGPAKSPEAGPPRA----ELHAAE--AP-----------------------------PTQPPP------------------SDGFDDAVTGDEGPRAGSDAPGP---------------------QTAAEDEPPEE----------------------NRSRALPVRI-----PHP------------------------HA--------LAL---PLR---------TARALRPL--KQ-----YR---------PH---------PSAEQ---------LDEAGTA---AQ-----IAHS-----------------G-----------ILDV-----VT---RPAR--DR-W----LDLSVVVDDGVS-MLLWQQLC-SELNSLL-AHL--G--------AF-RQIRTY------GL-------------------RLRPGRT----------------------------------------PRLSSRPFVPDAPTVSPE----VLT-------DP---SGR-T-----------MTLVISDGAGP-GW--RTGA----------MRA-VLSRWAAC-GPTAVIHTLP-PRMWRG---S--------------GL---------------P------TRRWSV------------------
EPH45106.1 -----------------------------------------------------------M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TARALRPL--KR-----YR---------PN---------PRRHE---------IDETATA---DR-----IAHT-----------------G-----------LLDV-----VT---RPER--ER-W----LDLALVVDDSGS-MLLWQQLC-TEMHALF-ERL--G--------AF-RQIRTW------GL--------------------RLGDGR---------------------------------------TPMLSPRPFGASRSLVPPA----VVD-------DP---SGR-T-----------MTVVISDGAGP-GW--RTGA----------MEA-QLARWASR-GPTAVVHALP-ARMWRG---S--------------AL---------------P------VRRWSV------------------
WP_016639864.1 -----------------------------------------------------------M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TARALRPL--KR-----YR---------PN---------PRRHE---------IDETATA---DR-----IAHT-----------------G-----------LLDV-----VT---RPER--ER-W----LDLALVVDDSGS-MLLWQQLC-TEMHALF-ERL--G--------AF-RQIRTW------GL--------------------RLGDGR---------------------------------------TPMLSPRPFGASRSLVPPA----VVD-------DP---SGR-T-----------MTVVISDGAGP-GW--RTGA----------MEA-QLARWASR-GPTAVVHALP-ARMWRG---S--------------AL---------------P------VRRWSV------------------
WP_030949105.1 ---------------------------------------------GSDGQIAVVMDLARR--------------------------------------------------TLGSGFLVA-------------------------------------------------------------------------------------ANHVLACA--------HV--VA-----------------------------DALEAP---------------------------------------------------------------------AGGE----------------------RPRGQMLVQL-----PE-----------------------------------LPR-------------------LRPG-QAR----------------PA---------PAG-----------LAMSRTV---P------SVRS-----------------------------ALLE-----AL---RSFT-RGA------FALDLVVEGAPS-MDVWDDKL-AQFAAVL-GE---G--------PF-HGVRVC------RL---------------------DTSAP------------------------------------------GPLRCVGEGGRAVPAD----ERL-------GE---RRDVR-----------VLLLATDTLGA-AW--RDGR----------MTG-LLRTCADH-TSLAVMQVLP-QRLWFR---A--------------GS-----PV--------V--------DVEW--C---------------
WP_055715312.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSRGPAGR------------------------------------------------------------------------------------SALLHA---------------------LSAFDRPTAGG--------------------------------------------------------------------------FPG---------------DPGALDPA--EG-----YR---------GP-------------------------------------------------------------------------LEFP----------VPAA-ERR------YDLHVVVDRAPS-MDLWDDTV-RDFLSVT-RQA-----------PF-RSVRVD------EL------------------DTSAPDSP----------------------------------------------PPGVAGADGAGR-------------------ATR-R-----------VLLLATDCLGH-AW--RDGR----------MTA-LLHEWSRT-SAVAVVQLLP-QRLWGR---T--------------GT---------------P------------------------------
KUN89326.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MD--------------PSA---------VRHALSLL-GGV----------------PD-----------------------------------------------------------------------------------------------------LTLDLVLDRAQS-MDLWARTV-HGLRETL-SR---G--------PL-PDLRVR------TV---------------------DTSAP---------------------------------------------------GELRTGD----TVQ-------PV---PGQ-R-----------VLLLVSDCVAP-AW--HDGR----------AHA-LLDEWCRF-SATAVVQPLP-PSLRHR---V--------------GV-----PL-----A--P---------FHW--S---------------
OOQ46879.1 ---------------------------------------------------------------------------------------------------------------------------------------------------MN------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAA----------------------------------------------------LLSALRPL-------------------------------------------------------DG--------------------------G-------------------------------PR------LTADLVVDDAPS-MELWTQAV-HDLRTAL-DQA-----------PF-DDVRVH------TI---------------------DSSAP---------------------------------------------------GELRLDA--------------TPEPTPGH-Q-----------ALLVFSDCVGP-AW--QDGR----------AVE-LLERRGRS-CATAVLHPLP-PPLRHR---A--------------AV---------------P------LAPFRW------------------
WP_046729107.1 ---------------------------------------------------------------------------------------------------------------------------------------------------MD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PST----------------------------------------------------LLRALHPF-------------------------------------------------------------------------------------------------------------EGTP-----Y----LTLTLVLDRAPS-MELWRRTV-DDLREAL-GQA-----------PF-EALRVQ------TV---------------------DTSAP----------------------------------------------GPLPTGDTGTPP-------------------PGK-Q-----------VVLLVSNLVEA-AW--RDGR----------AAA-LLDHWCRT-GATAVLQPLP-PGLRHH---V--------------GVRLAPFQW--------R------------------------------
AOR30905.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------NLVVDTAAS-MEVWDETV-HDLQDRL-QQA-----------PF-HDVQIQ------TI---------------------DASAR---------------------------------------------------GPLRAGN----TIT-------PV---PGR-Q-----------ALLVVSDCVGP-AW--RDGR----------AVD-LLDTWCRS-CSTAVLQPLP-SSLRHR---L--------------GP--LLAPF--------S------------------------------
WP_069777557.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------NLVVDTAAS-MEVWDETV-HDLQDRL-QQA-----------PF-HDVQIQ------TI---------------------DASAR---------------------------------------------------GPLRAGN----TIT-------PV---PGR-Q-----------ALLVVSDCVGP-AW--RDGR----------AVD-LLDTWCRS-CSTAVLQPLP-SSLRHR---L--------------GP--LLAPF--------S------------------------------
WP_037722884.1 ----------------------------------------------GAREAAGQWVMGRS--------------------------------------------------LRRPAWVAP---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NTSPAAALLV-----ERR----------------------------------------------------IAPALQPL---------------------------------------------LPTPSAA---GA-----ALRD-----------------------------LAWPPAPGPAWQSEGPHPADAAGW-----EITVVADGSLA-MEFWRPVV-EELVALL-VRM--G--------LC-RQESLV------TL---------------------DTEAV----------------------------------------------PGPLDIPTPDGA--------------DPPGAGRTAR-----------PVLLLTDGLAM-AW--RTSA----------VVP-RLHSWALR-SPVAVVHLLP-ETLWPS---T--------------AI----TPQ--------P----------RA------------------
CBG74993.1 ---------------------------------------------MMGRSLRRPAWVA------------------------------------------------------------------------------------------------------------------------------------------------------------------PN--TS-----------------------------PAAALL-----------------------------------------------------------------------------------------------VERRIAPALQ-----PL-----------------------------------LPT---PSA---------AGAALRDL---------AW---------PP----------------------------------------APGP-----------------------------AWQS-----E----GPHPADAAGW-----EITVVADGSLA-MEFWRPVV-EELVALL-VRM--G--------LC-RQESLV------TL---------------------DTEAV------------------------------------------------PGPLDIPTPD----GAD-------PPGAGRTA-R-----------PVLLLTDGLAM-AW--RTSA----------VVP-RLHSWALR-SPVAVVHLLP-ETLWPS---T--------------AI----TPQ--------P----------RA------------------
SME88395.1 ------------------MSGEAETAP------------------ADAEGPAARSWVMVR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALERPP-----------------------------------------------------------------------------------------------WPRPGAPAVG-----PLS----------------------------------------ERQ---------IVRALHAL---------------------------------------------LDGTPTD----------TAED-----------------Q-----------AFLA-----EERHHRGAGAAGR------WEMTVAVDNALS-MEVWQPVV-RGLVELL-IRL--G--------LC-RPERVV------EF---------------------DSHGP--------------------------------------------------RPSAVAPE----RVP------------PGP--------------LLVLTDGIAS-AW--QLGA----------LDG-PLHALGQN-HSVAVIHLVH-DRLWPS---T--------------GI----RPE--------P------------------------------
WP_085206146.1 MSGEAETAPA------------------------------------DAEGPAARSWVMVR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALERPP-----------------------------------------------------------------------------------------------WPRPGAPAVG-----PLS----------------------------------------ERQ---------IVRALHAL---------------------------------------------LDGTPTD---TA-----EDQA-----------------------------FLAE-----ER-HHRGAGAAGR------WEMTVAVDNALS-MEVWQPVV-RGLVELL-IRL--G--------LC-RPERVV------EF---------------------DSHGP------------------------------------------------------RPSAVAPERVP------------PGP--------------LLVLTDGIAS-AW--QLGA----------LDG-PLHALGQN-HSVAVIHLVH-DRLWPS---T--------------GI----RPE--------P----------LT--L---------------
WP_078636543.1 ------------------MSGEAETAP------------------ADAEGPAARSWVMVR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALERPP-----------------------------------------------------------------------------------------------WPRPGAPAVG-----PLG----------------------------------------ERQ---------IIRALHAL---------------------------------------------LDGTPSD----------TVED-----------------Q-----------AFLA-----EERHHRGAGAAGR------WEMTVAVDNALS-MEVWQPVV-RGLVELL-IRL--G--------LC-RQERVV------EF---------------------DSHGP--------------------------------------------------RPSAVAPE----RVP------------PGP--------------LLVLTDGIAS-AW--QLGA----------LDG-PLHALGQN-HSVAVIHLVH-DRLWPS---T--------------GI----RPE--------P------------------------------
WP_057578299.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVIDHGWT-MEMWRPVV-REFIDLL-QAH-----------ALSATLKQY------AL---------------------DPDAG---------------------------------------------------TVSPPPP----TEP-------ES---DAR-E-----------LGIFITDGLGS-LW--QHGK----------AHD-LLCTWAAR-QPLGVVHLLP-RTLWDS---S--------------GI----RAT-------------------RQ--S---------------
WP_060888708.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEFWRPVV-EELVALL-VRM--G--------LC-RQESLV------TL---------------------DTEAV------------------------------------------------PGPLDIPTPD----GAD-------PPGAGRTA-R-----------PVLLLTDGLAM-AW--RTSA----------VVP-RLHSWALR-SPVAVVHLLP-ETLWPS---T--------------AI----TPQ--------P----------RA------------------
WP_030393995.1 ----ALAELL---------R-QADGGP-------------------QPQDLADVLWIAGL-----------------------------------------------AGMLEPPPPPPAPP--SPPSPPTPPLPMPSA---------PR-----------------------------------PSAAPRPARARPRSTVVPWQSSPPPPAG----RTPIGP--AP-------------------------VVALPPPPPP----------------------PPPPVR-------PPTGPH--------------VALHHRSGSQGRPENPGA----------------------DEPSGHVIRV-----TQP------------------------AA--------LDG---GLA---------LARALRPL--RR-----AV---------DA---------PGRAT---------LDEEATA---EA-----TAET-----------------G-----------ILLP-----AW---RPAQ-QPR------FSVDLLVDTGAT-MAVWHRLA-GELSTLL-ERH--G--------AF-ADVRCW------AL---------------------DTDRP---------------------------------VPTLAPFHRRRPGAPAAARADWSRPLN------------DP---TDR-R-----------ILLVLTDGVGP-AW--YGKE----------LPK-FLAGVAAA-RPAAALQVLP-RRLWHR---T--------------AL---------------R--------TALV--A---------------
WP_051770902.1 -PPDGLTEAL-----ADLLD-LTDGGP-------------------LPHEVADVLWIAEL-----------------------------------------------AGLLAPPPPVEQPR--SAEPPTTRDRPTPAP---------QA-------------------------------GPPRRPSPRPAVRPPAPRPADGAAPAPPSPPP----TTRRPG--PN-----------------------------PAAPPP-------------------AGRPSAAPR-------AALHPR---------------------PGPAGPDGRDR----------------------PGGHAVQVAQ-----PAA----------------------------------LTG---GLA---------LARALRPL--RR-----PV-------DAPG---------RAT-----------LDEDATA---EA-----TAET-----------------G-----------ILLP-----AW---RPAQ-RPR------FSVDLLVDTGAT-MAVWHRLA-GELSTLL-ERH--G--------AF-ADVRCW------AL---------------------DTDGP---------------------------------VPALAPFHRRRPGARAVTRSGWSVPLK------------DP---TGR-R-----------ILLVLTDGVGP-AW--YGDE----------LPD-FLAAVTTE-RPTAALQVLP-RRLWHR---TALRTAAVEARVSVAGR-----PL--------P----------AF--R---------------
SDT07870.1 ----ALAGLL----------RPEDGGP-------------------LPQDLADVLWIAGL-----------------------------------------------AGLLDPPTTPSVP-RPSTAPRPAGARPTSTG---------VP---------------------------------WQSSPPRHAVPTPTDRTPAVAVPPPPPYPP----SADRPG--PD-----------------------------TAVPPP---------------------LRPHAAL-------HHRSGT---------------------PETDEPAGTDR----------------------SGGHVVQVTQ-----PAA----------------------------------LDG---GLA---------LARALRPL--RR-----AV---------DA---------PGRAT---------LDEEATA---EA-----TAET-----------------G-----------ILLP-----VW---RPAQ-QPR------FSVDLLVDTGAT-MAVWHRLA-GELSTLL-ERH--G--------AF-ADVRCW------AL---------------------DTDRP---------------------------------VPTLTPFHRRRPGAPAAARTDWSRPLN------------DP---TDR-R-----------ILLVLTDGVGP-AW--YGTE----------LPK-FLAGVAAA-RPAAALQVLP-RRLWHR---T--------------ALRTALVAA--------R------ASVASRPVPA--------------
WP_052709503.1 -MTDALAGLL----------RPAEGGP-------------------LPEDLADVLWIAGL-----------------------------------------------AGLLDPPPTPPP--TPMSSVPRPSAAPRPAP---------AR--------------------------------------PESSAVPRQPPPPRPAGRAPADPAP----AVAVPP--PL-----------------------------PHTPPV-----------------------RPPAG-------PPAGPN-----------------AALHHRPGPPEAGGA----------------------DRSGGHVVQV-----TQP------------------------AA--------LDG---GLA---------LARALRPL--RH-----AV---------DA---------PGRAT---------LDEEATA---EA-----TAET-----------------G-----------ILLP-----VW---RPAQ-QPR------FSVDLLVDTGAT-MAVWHRLA-GELSTLL-ERH--G--------AF-ADVRCW------AL---------------------DTDRP---------------------------------VPTLAPFHRRRPGAPAAARADWSRPLN------------DP---TDR-R-----------ILLVLTDGVGP-AW--YGEA----------LPE-FLAGAAAA-RPAAALQVLP-RRLWHR---T--------------AL--RSALV--------A------------------------------
WP_053647130.1 ----------------------------------------------MPRQ------------------------------------------------------------PPPPRPAGR--------------APADP---------AP-------------------------------------------------------AVAVPPPL----PLPHPP--PV-----------------------------RPPAGP-----------------------NAGPN-------AALHHR---------------------SGPPEAGGADR----------------------SGGHAVQVTQ-----PAA----------------------------------LDG---GLA---------LARALRPL--RH-----AV---------DA---------PGRAT---------LDEEATA---EA-----TAET-----------------G-----------ILLP-----VW---RPAQ-QPR------FSVDLLVDTGAT-MAVWHRLA-GELSTLL-ERH--G--------AF-ADVRCW------AL---------------------DTDRP---------------------------------VPTLAPFHRRRPGAPAAARADWSRPLN------------DP---TDR-R-----------ILLVLTDGVGP-AW--YGEA----------LPE-FLAGVAAA-RPAAALQVLP-RRLWHR---T--------------AL---------------R--------SALV--A---------------
WP_043464408.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLGAGHRSED-----PDA------------------------------------------------------RTVPPA-------------------------------------------------------------------------------------------------------------PPGR--TR------------------------------------RRQ--G-----------------------RL-----------------------------------------------------------VPTAQRPDRPT----------------------------DP---------------------LVLTDGVGP-AW--YGKE----------LPK-FLAAVAAA-RPAAALQVLP-RRLWHR---T--------------ALRTALVAA--------R------ASVAGRPVPA--------------
WP_052771536.1 RHTVDEQQSV------------HPDGL-------------------TATEIADLLWLASL--------------------------------------------------AGPRGGAAP----DGSEADTPVLPDTER---------PP-------------------------------------------------------PAEPTAQE----HLRDGV--PE-----------------------------PPLPGR---------------------DDQAWRS-------SAAAPQ---------------------PAPQSGTPADRAEVRH-----------------RQQLAGPLPL-----PPQ------------------------RA--------LAD---PLL---------VERALRPL--RRRGISAAT--------------------TEM-----------LDEEATA---ER-----AVEG-----------------G-----------LWLP-----VF---RPAY--DRAW----TEVVLLVDDSPT-MVLWRDKV-REFTELL-SRV--G--------AF-RSVRTV------QL-------------ITGPGDGSGPDGA------------------------------------------PAVPMLRSRSRDVDPR----ALG-------FP---ASS-R-----------LMLVLTDGLGP-AW--LRGT----------VTP-LLHHLGRR-QALAVLQVMP-SKLWPL---T--------------GV-----ST--------A--------------L---------------
WP_060879576.1 RHTVDEQQPV------------HPDGL-------------------TATEIADLLWLASL--------------------------------------------------AGPRGGAAP----DGSEADTPVLPDTER---------PP-------------------------------------------------------PAEPTAQE----HLRDGV--PE-----------------------------PPLPGR---------------------DDQAWRS-------SAAAPQ---------------------PAPQSGTPADRAEVRH-----------------RQQLAGPLPL-----PPQ------------------------RA--------LAD---PLL---------VERALRPL--RRRGISAAT--------------------TEM-----------LDEEATA---ER-----AVEG-----------------G-----------LWLP-----VF---RPAY--DRAW----TEVVLLVDDSPT-MVLWRDKV-REFTELL-SRV--G--------AF-RSVRTV------QL-------------ITGPGDGSGPDGA------------------------------------------PAVPMLRSRSRDVDPR----ALG-------FP---ASS-R-----------LMLVLTDGLGP-AW--LRGT----------VTP-LLHHLGRR-QALAVLQVMP-SKLWPL---T--------------GV-----ST--------A--------------L---------------
CBG74991.1 ---MDEQQSV------------HPDGL-------------------TATEIADLLWLASL--------------------------------------------------AGPRGGAAP----DGSEADTPVLPDTER---------PP-------------------------------------------------------PAEPTAQE----HLRDGV--PE-----------------------------PPLPGR---------------------DDQAWRS-------SAAAPQ---------------------PAPQSGTPADRAEVRH-----------------RQQLAGPLPL-----PPQ------------------------RA--------LAD---PLL---------VERALRPL--RR-----RG---------IS---------AATTEM--------LDEEATA---ER-----AVEG-----------------G-----------LWLP-----VF---RPAY--DRAW----TEVVLLVDDSPT-MVLWRDKV-REFTELL-SRV--G--------AF-RSVRTV------QL-------------ITGPGDGSGPDGA------------------------------------------PAVPMLRSRSRDVDPR----ALG-------FP---ASS-R-----------LMLVLTDGLGP-AW--LRGT----------VTP-LLHHLGRR-QALAVLQVMP-SKLWPL---T--------------GV--STALV--------H------------------------------
WP_013005435.1 ---MDEQQSV------------HPDGL-------------------TATEIADLLWLASL--------------------------------------------------AGPRGGAAP----DGSEADTPVLPDTER---------PP-------------------------------------------------------PAEPTAQE----HLRDGV--PE-----------------------------PPLPGR---------------------DDQAWRS-------SAAAPQ---------------------PAPQSGTPADRAEVRH-----------------RQQLAGPLPL-----PPQ------------------------RA--------LAD---PLL---------VERALRPL--RRRGISAAT--------------------TEM-----------LDEEATA---ER-----AVEG-----------------G-----------LWLP-----VF---RPAY--DRAW----TEVVLLVDDSPT-MVLWRDKV-REFTELL-SRV--G--------AF-RSVRTV------QL-------------ITGPGDGSGPDGA------------------------------------------PAVPMLRSRSRDVDPR----ALG-------FP---ASS-R-----------LMLVLTDGLGP-AW--LRGT----------VTP-LLHHLGRR-QALAVLQVMP-SKLWPL---T--------------GV-----ST--------A--------------L---------------
WP_060907571.1 ---MDEQQSV------------HPDGL-------------------TATEIADLLWLASL--------------------------------------------------AGPRGGAAP----DGSEADTPVLPDTER---------PP-------------------------------------------------------PAEPTAQE----HLRDGV--PE-----------------------------PPLPGR---------------------DDQAWRS-------SAAAPQ---------------------PAPQSGTPADRAEVRH-----------------RQQLAGPLPL-----PPQ------------------------RA--------LAD---PLL---------VERALRPL--RRRGISAAT--------------------TEM-----------LDEEATA---ER-----AVEG-----------------G-----------LWLP-----VF---RPAY--DRAW----TEVVLLVDDSPT-MVLWRDKV-REFTELL-SRV--G--------AF-RSVRTV------QL-------------ITGPGDGSGPDGA------------------------------------------PAVPMLRSRSRDVDPR----ALG-------FP---ASS-R-----------LMLVLTDGLGP-AW--LRGT----------VTP-LLHHLGRR-QALAVLQVMP-SKLWPL---T--------------GV-----ST--------A--------------L---------------
WP_078636541.1 ----MTQQRP-----------EPSGDL-------------------TAMEIAEAMWLASV--------------------------------------------------ISRRGGALD--GPTDPDPRPTDVPADSR---------ES-------------------------------------------------------SPSPPADH----VPPPPD--AA-------------------------EVRLPDRSAP----------------------TVGAPD-------RVDTES---------------------ATSRQPRPSGH----------------------PSEDAPSLGG-----PSG----------------------RLPA--------LSN---PLA---------LARALRPL--RT-----HA---------AE---------SRDRL---------FDEAATA---RR-----AAED-----------------D-----------FWLP-----VF---RRAR--SRPW----DEATLIIDDSPT-MNLWNRTG-AEFAELL-ARI--D--------AF-ATVRTL------RL-----------------DTTNGADGR--------------------------------------------PPVLRNRADEVSPR----SLG-------GP----GRRS-----------VVLVLTDGIGA-AW--RTGT----------APA-LLRDLART-HTTAVVHLLP-ERAWAL---S--------------GITARSVPL--------R------------------------------
WP_003963216.1 -MIERLRQAL----------GGMGYDL-------------------GAAELLDVLWLARV--------------------------------------------------LNDAAATAATADGTAPGTAATGPGQPSD---------DA------------------------------------------------------LEPRPSGSGERTGADPLSG-TPA-----------------------------PSGAPD---------------------GTGDAPA-------AERRHS---------------------LFAAHTAPAGA----------------------AGAPARAVRS-----PGP------------------------RA--------LPG---LHA---------LARSLRPL--RG-----HR---------DH---------RHRTV---------ADIEATV---RL-----TAES-----------------G-----------LFDI-----VD---RPEQ-ELR------HSAVLLVDASAS-LRVWQPLV-RDVRRLL-ERG--G--------VF-RAVHVH------RF---------------------DPRGA------------------------------------------------SRAGSVARSE--------------SP-------------------VVLVLTDGVDG-AW--QGRA----------ARR-FLGAWERS-GPLVVLPPLP-RRLWRG---T--------------AF---------------D------AVPQLL------------------
WP_015038303.1 -RLRRVLDGI-------------GYDL-------------------GGPELLDVLWLARA----------------------------------------------MDSGTDRTADAAP--GPFTADEEAPAGPVEAP---------VA-------------------------------------------------------RGTAPPAD----PAATVP--DP-----------------------------PARPVP-------------------DPAAPDAHT-------DADAPR------------------RHRLFTAHHVPGAD----------------------SGSAARAIHA-----PGP------------------------RA--------LPG---THG---------LARALRPL--RG-----HR---------DH---------RHRTV---------ADIEATV---RA-----TAES-----------------G-----------VLDV-----IS---RPEQ-ELR------HTAVLLVDESAS-MRVWQPLV-REVRRLL-ERA--G--------VF-RAVHVH------RF---------------------DLRKS------------------------------------------------------RRPG--------------TPPRTESP-------------VVFVLTDGVDE-AW--RGPA----------ARR-FLGAWERS-GPLVVVPPLP-RRLWRG---T--------------AF--DARPQ--------L--------LVAE------------------
WP_073755836.1 -MIERLRRVL----------DGMGYEL-------------------GGPELLDILWLARA--------------------------------------------------MDGGATREGDGAPAPPGGGRNEQPGPQP---------VG---------------------------------------------------GDGPLAAVPPSEPLGSAGPHRS--PQ-----------------------------PARGRP-----------------------------------ARSHAL---------------------FTADGAEGPE-----------------------AGPRARAVRA-----PGP------------------------RT--------LPG---MQG---------LARALRPL--RR-----HR---------DH---------RIRTV---------VDVEATV---RV-----TAES-----------------G-----------VLDV-----ID---RPEQELRHTA-------VLLVDDAPS-MRMWQPLV-RDVRRLL-ERG--G--------VF-RSVHVH------RF---------------------DLRDG--------------------------------------------------HRPATTPR-------------------TES-P-----------LTFLVTDGVDA-AW--RESA----------AAR-FLTAWERC-GPLVVLSPLP-RRLWRG---T--------------AF---------------D------ARPHLL------------------
WP_084896381.1 -MIERLRRVL----------DGMGYEL-------------------GGPELLDILWLARA--------------------------------------------------MDGGATREG----DGAPAPTGGGRGGQP---------GP-------------------------------------------------------EPMGGDGP----LTAVPP--SE-----------------------------PLDSAL---------------------PDRSRQP-------AGGRPA----------------RSHALFTADGAEGPA-----------------------AGPRARAVRA-----PGP------------------------RA--------LPG---MQG---------LARALRPL--RR-----HR---------DH---------RLRTV---------ADIEATV---RV-----TAES-----------------G-----------VLDV-----ID---RPEQ-ELR------HTAVLLVDDAPS-MRVWQPLV-RDVRRLL-ERG--G--------VF-RSVHVH------RF---------------------DLREG-----------------------------------------------------HRPAT--------------TP---RTESP-----------LTFLVTDGVDA-AW--RESA----------AAR-FLTAWERC-GPLVVLSPLP-RRLWRG---T--------------AF--DARPH-----------------------L---------------
WP_073721464.1 -MIDRLHVLL----------DSLGYDL-------------------AAPELLDVLWLARA--------------------------------------------------MGHAAPAPE-----PATGPPAVRPGDAP-------VVEP-------------------------------------------------------VGDAGPGS----PAAPPEAARD-----------------------------PRVTAP--------------------AAEPAGRP-------HRLYAA---------------------DGQGGGAAPEG----------------------AGTRARSVRA-----PGP------------------------RA--------LPG---TQP---------LARALRPL--RG-----YR---------DH---------RYRTV---------ADIEATV---RL-----TAES-----------------G-----------VLDV-----VA---RPEQ-ELR------HTAVLLVDDSPS-MRLWQPLA-REVKRLL-ERA--G--------VF-RAVRVH------RF---------------------ALGGG--------------------------------------------------HRPTGTPR-------------------TES-P-----------VTFVLTDGVDE-AW--QSPA----------ADR-FIETWGRA-GPLTVLPPLP-RRLWRG---T--------------AF--DAQPH--------PVVAERPFAPARE------------------
GAQ67487.1 -RAVQLLAAL---AHADL---GGGAEG-------------------DIREVLDALLLAAA--------------------------------------------------RSGTSWSGD--------------IPADP---------SP-------------------------------------------------------AADEAPAD----TSLQPE--PG----------------------AADSCDDPLAPEP--------------------------GS-------DAGDPG---------------------TSVWLKDDSSS----------------------HSIPGRPLSI-----GRA------------------------PA--------LPN---ALD---------IGRALRPL--RR-----FR---------PS---------RVHQH---------LDLDATV---NH-----YTRT-----------------G-----------VLVP-----QL---APAA--EP-W----LEVVVVVDRSTS-MAVWDETA-FALTKML-RTL--S--------AF-RSVHTW------RL-------------------EHPPQAA--------------------------------------------PVLRNHHGRLLPMDPSDRRHV-------QP---DHR-------------LLLVVSDCAAP-AW--RRSE----------LWQ-TLHAWGRT-APVALINPLP-KRLWQR---S--------------GL-----DL--------P----------RT--T---------------
WP_059084488.1 -RAVQLLAAL---AHADL---GGGAEG-------------------DIREVLDALLLAAA--------------------------------------------------RSGTSWSGD--------------IPADP---------SP-------------------------------------------------------AADEAPAD----TSLQPE--PG----------------------AADSCDDPLAPEP--------------------------GS-------DAGDPG---------------------TSVWLKDDSSS----------------------HSIPGRPLSI-----GRA------------------------PA--------LPN---ALD---------IGRALRPL--RR-----FR---------PS---------RVHQH---------LDLDATV---NH-----YTRT-----------------G-----------VLVP-----QL---APAA--EP-W----LEVVVVVDRSTS-MAVWDETA-FALTKML-RTL--S--------AF-RSVHTW------RL---------------------EHPPQ------------------------------------------AAPVLRNHHGRLLPMDPSDRRHV-------QP---DHR-------------LLLVVSDCAAP-AW--RRSE----------LWQ-TLHAWGRT-APVALINPLP-KRLWQR---S--------------GL-----DL--------P----------RT--T---------------
WP_078968245.1 -RAAQLLAAL---ARVGLDDINASAEG-------------------DIREALDALVLAAA--------------------------------------------------RSGASRMGD--------------IPAGP---------PS-------------------------------------------------------AAEGPPAD----APLQPD--AD----------------------TDDSGDDPPAPGP-------------------------GSD-------AGASGV---------------------ASIWLKDDSSS----------------------HSIPGSLLSI-----GRA------------------------PA--------LPN---ALG---------IGRALRPL--RR-----FR---------PS---------RVHQR---------LDLDATV---DH-----YTRT-----------------G-----------VLVP-----QL---APAS--EP-W----LEVVVVVDRGTS-MAVWDETS-LALTQML-RTL--S--------AF-RSIRVW------HL-------------------EHPPQAE---------------------------------------------PVLRDQHGRLLPI----DPS-------DPHHSQPAHR-----------LLLVVSDCAAP-AW--RRSK----------LWQ-TLHTWGRT-APVALINPLP-KRLWQR---S--------------GL-----DL--------P----------RT--T---------------
SDE27042.1 -RAARLLAAL---AHADLGDLSGSAEG-------------------DIRETLDALLLAAA--------------------------------------------------RSGTSQIGD--------------IPTNP---------LP-------------------------------------------------------ATEEAPAD----APLQPE--PG----------------------TDDSCDEPSAPES-------------------------GSD-------ANALGT---------------------ASVWLKDDSSS----------------------HSIPGRPLSI-----GRA------------------------PA--------LPN---ALD---------IGRALRPL--RR-----FR---------PS---------RVHRR---------LDLGATV---DH-----YTRT-----------------G-----------VLVP-----QL---APAA--EP-W----LEVVLVVDRGTS-MAVWDETS-LALTKVL-RTL--S--------AF-RSVHVW------HL--------------------EHPPEA------------------------------------------------PPVLRNHHGRPLLMDPS-------DPRHVQPAHR-----------LVLVVSDCAAP-AW--RRND----------LWQ-TLHTWGRT-APVALINPLP-KRLWQR---S--------------GL-----DL--------P----------RT--T---------------
WP_055571911.1 -RAARLLAAL---AHADLGDLSGSAEG-------------------DIRETLDALLLAAA--------------------------------------------------RSGTSQIGD--------------IPTNP---------LP-------------------------------------------------------ATEEAPAD----APLQPE--PG----------------------TDDSCDEPSAPES-------------------------GSD-------ANALGT---------------------ASVWLKDDSSS----------------------HSIPGRPLSI-----GRA------------------------PA--------LPN---ALD---------IGRALRPL--RR-----FR---------PS---------RVHRR---------LDLGATV---DH-----YTRT-----------------G-----------VLVP-----QL---APAA--EP-W----LEVVLVVDRGTS-MAVWDETS-LALTKVL-RTL--S--------AF-RSVHVW------HL--------------------EHPPEA------------------------------------------------PPVLRNHHGRPLLMDPS-------DPRHVQPAHR-----------LVLVVSDCAAP-AW--RRND----------LWQ-TLHTWGRT-APVALINPLP-KRLWQR---S--------------GL-----DL--------P----------RT--T---------------
WP_052499534.1 -ALDRLLQAW--------ANVPLPSGA-------------------EATVLADALWLAAS--------------------------------------------------GTPAEGAPK-------VHDGLSDETTAD---------PE-------------------------------------------------------PGEAPPVG------GGAP---------------------------------PDGEAP-----------------------------------VHRTES---------------------RELSVRGAGAD----------------------TTVRGVPMSL-----GRA------------------------DP--------LPD---ALA---------VGRAIQPF--RR-----PW---------PR---------GGRDR---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---HPAP--EP-W----FEVVLLVDSSLS-MSVWEETT-RALTRLL-TAL--G--------GF-RTVHTW------HL-------------------AWEQGAP---------------------------------------------VVRDHHGHEVPGG----RVP------HHGGGTRGR-R-----------MVLMVSDCAAR-GW--HTPA----------PWL-LLREWGER-VPVALLDPLP-PRLWRR---S--------------AL-----NL--------P------AVRVTA------------------
ALC31298.1 -ALSRLLRAL-------GETRAAGGAA-------------------DARTLADALWLAAS--------------------------------------------GVLGEGTGPASRPPL--------------GTSEE---------PE-------------------------------------------------------PEEPERSG----ADALPG--PA-----------------------------PGAAAT-----------------------------------TTGTAL---------------------SVRHRSGPGTT----------------------VRGVPLSLGR-----PDP----------------------------------LPD---ALA---------VGRAVQPF--RR-----PW---------LR---------GGRSE---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEVVVLVDASLS-MSVWEETT-RAVPRLL-TAL--G--------GF-RAVHTW------RL---------------------EWRGT-------------------------------------------EPLVRDHHGREVRGD----RVP------HHGSGALGR-R-----------LVLVFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVALADPLP-PRLWRR---S--------------AL-----NL--------P------AVQVTG------------------
WP_053562289.1 -ALSRLLRAL-------GETRAAGGAA-------------------DARTLADALWLAAS---------------------------------------------------GVLGEGTG--------------PASRP---------PL-------------------------------------------------------GTSEEPEPEEPERSGADA-LPG-----------------------------PAPGAA-----------------------------------ATTTGT---------------------ALSVRHRSGPG----------------------TTVRGVPLSL-----GRP------------------------DP--------LPD---ALA---------VGRAVQPF--RR-----PW---------LR---------GGRSE---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEVVVLVDASLS-MSVWEETT-RAVPRLL-TAL--G--------GF-RAVHTW------RL---------------------EWRGT------------------------------------------EPLVRDHHGREVRGDR----VPH-------HGSGALGR-R-----------LVLVFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVALADPLP-PRLWRR---S--------------AL---NLPAVQVTGSRLG------AHNGTLRFT---------------
SCD89054.1 -ALSRLLRAL-------GETRAAGGAA-------------------DARTLADALWLAAS------------------------------------------------GVLGEGVGPAS--------------RPPLG---------TP-------------------------------------------------------EEPEPEEPERSGADALPG--PA-----------------------------PGAAAT-----------------------------------TTGTAL---------------------SVRHRSGPGTT----------------------VRGVPLSLGR-----PDP----------------------------------LPD---ALA---------VGRAVQPF--RR-----PW---------LR---------GGRSE---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEVVVLVDASLS-MSVWEETT-RAVTRLL-TAL--G--------GF-RAVHTW------RL---------------------EWRGT-------------------------------------------EPLVRDHHGREVPGD----RVP------HHGSGALGR-R-----------LVLVFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVGLADPLP-PRLWRR---S--------------AL---NLPAVQVTGSRVG------AHNGTLRFALPRRLGTEAGQASAG
SCF93414.1 -SRSPLASGA------------------------------------DARTLADAVWLAAS----------------------------------------------------GVIGGDG--------------PPGAA---------AP-------------------------------------------------------APGTVDEP----EAEAAG--DV-----------------------------AAGPHP---------------------GREPESA-------GTVPGT---------------------PVSARGSTSGP----------------------TTVRGVPLSL-----GRA------------------------DP--------LPD---SLA---------VGRAFQPF--RR-----TW---------QR---------GSRSE---------LDIDATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEAVLVIDTSLS-MSVWEETT-RAVTGLL-TAL--G--------GF-RAVHTW------RL-------------------EWQDDAP---------------------------------------------RVRDHHGREVPGDRVPHQGS-------GA---QGR-R-----------LILMFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVALVDPLP-PRLWRR---S--------------AL-----DL--------P------AVHVTN------------------
WP_010470739.1 -ALRRVLSALRTAVPHLDPA-RDGGAG--------------PGVGLDGTALAEALWLAAS--------------------------------------------------MAQDRPAAP--------------PAPGP---------PP--------------------------------PAASGGGTPGPEE----------AGPRGLPE----RPAVQA--PP-----------------------------PAPPSP-------------------------AGR-------SAGDGE---------------------RGLHERLPGAG----------------------ARLRGHAVAA-----PRA------------------------AG--------LPR---ALE---------VTRALRPW--KR-----PW---------PE---------GRRGA---------LDIEATV---DG-----YARS-----------------G-----------ELLP-----VF---SAAP--ER-W----FDLTLVVDRSPT-MRVWEETL-DDFAAVL-DRL--G--------AF-RTLRVR------DL---------------------LFDGA---------------------------------------------------GRPRAPG----QLR-------QA---DGR-R-----------LVVVVSDCASE-PW--RAPP----------VWR-LLREWAST-TPTALLNPLP-AKLWRR---G--------------GL-----NL--------P----------TV--R---------------
WP_023590986.1 -ALGRVLAALRVAVPHLDPA-ADGGAG--------------PPGGLDGTALAEALWLAAA----------M---------------------------------------ARDRSDPPS--------------PTGPP---------VP----------------------------------------TPRGD----------VPAPSDED----TAPARE--PV-----------------------------PGTADP--------------------VVPGASGA-------RPAEAA---------------------RPLHERLPGAG----------------------TRVRGHAVAA-----PRA------------------------TG--------LPR---ALE---------VTRALRPW--KR-----PW---------PE---------GRRGA---------LDIDATV---DG-----YARS-----------------G-----------ELIP-----VF---SAAP--ER-W----FDLTLVVDRSPN-MRVWEETL-DDFTGVL-DRL--G--------AF-RTLQVR------DL-------------------LFDEAGR-----------------------------------------------------PQGPG----QLR-------QA---DGR-R-----------LVVVVSDRVAE-AW--RGPA----------VWR-LLREWAAG-TPTALLNPLP-TKLWRR---G--------------GL-----NL--------P----------TV--R---------------
KUN49123.1 -ALPRLLSAL------------HGAVP-----------------GLDGTALAEALWLAAR--------------------------------------------------MARDQDPAV----DAPARTATGTPETEG---------RA-------------------------------------------------------QRPSAPGP----RQPFPV--PD-----------------------------DDGTRA---------------------PDATDPA-------PAASPA---------------------LPLHERLPGSG----------------------TTLRGHPVAA-----PRA------------------------AV--------LPH---ALE---------LTRALRPW--KR-----PW---------SE---------GRRAQ---------LDMDATV---DG-----YARS-----------------G-----------ELLP-----VF---TAAP--ER-W----FDLALVVDRSPG-MQVWRETI-AEFAAVL-DRL--G--------AF-RTLQVA------DL---------------------TFDTA---------------------------------------------------QRPHTPG----QLR-------ST---DGR-R-----------LVVVVSDCTAK-AW--RRPE----------VWH-LLRDWAGA-TPTAVLNPLP-AKLWRR---G--------------GL-----NL--------P------------------------------
WP_010983774.1 -ALPRLLSAL------------HGAVP-----------------GLDGTALAEALWLAAR--------------------------------------------------MARDQDPAV----DAPARTATGTPETEG---------RA-------------------------------------------------------QRPSAPGP----RQPFPV--PD-----------------------------DDGTRA---------------------PDATDPA-------PAASPA---------------------LPLHERLPGSG----------------------TTLRGHPVAA-----PRA------------------------AV--------LPH---ALE---------LTRALRPW--KR-----PW---------SE---------GRRAQ---------LDMDATV---DG-----YARS-----------------G-----------ELLP-----VF---TAAP--ER-W----FDLALVVDRSPG-MQVWRETI-AEFAAVL-DRL--G--------AF-RTLQVA------DL---------------------TFDTA---------------------------------------------------QRPHTPG----QLR-------ST---DGR-R-----------LVVVVSDCTAK-AW--RRPE----------VWH-LLRDWAGA-TPTAVLNPLP-AKLWRR---G--------------GL-----NL--------P------------------------------
BAU87440.1 EPLPRLLSAL------------RAAVPEL-----------------DGTALAEALWLAAH--------------------------------------------------MGGDSDTED----GVRDGARPGAEERVP---------GA----------------------------------------EPEHP----------DGPAPETA--------PV--DR-----------------------------PDRNRP--------------------SRPDGAPS-------GDGSST---------------------RPLHERLPGSA----------------------AALRGHAVAA-----PQG------------------------TG--------LPR---ALE---------LTRALRPW--KR-----RW---------PQ---------GHRHE---------LDTDATV---EG-----YARS-----------------G-----------ELIP-----VF---KPAP--ER-W----FDLVLVVDRSPG-MRVWNETV-TEFAAVL-DRL--G--------AF-RTLQTA------DL-------------------TFDAAGA-----------------------------------------------------PRAPG----ALR-------SA---DGR-R-----------LVVVVSDCMAD-AW--RRPD----------VWH-LLRDWAGT-HPTAVLNPLP-TKLWRR---G--------------GL-----DL--------P----------TT--R---------------
AOT62241.1 -ALGRVLSALRAAVPGADPA-GGPGAG----------------GALDGTGLAEALWLAAA----------M---------------------------------------AGDRPSGPA--------------PAAGP---------VP----------------------------------------PEEPG----------DAAPPPAA----GDTAPR--GG-----------------------------PGTRTP-------------------APVVPGATA-------APRAGA---------------------RELHERLAGAG----------------------TRVRGHAVAA-----PRA------------------------TG--------LPR---ALE---------VTRALRPW--KR-----PW---------PE---------GRRGT---------LDIDATV---DG-----YARS-----------------G-----------ELLP-----VF---SAAP--ER-W----FDLTLVVDRSPG-MRVWEETL-DDFTGVL-DRL--G--------AF-RTLQVR------DL------------------LFDDAGAP------------------------------------------------------RPLG----QLR-------QA---DGR-R-----------LVVVVSDCAAG-PW--RGAA----------VWM-LLREWAAT-TPTALLNPLP-TKLWRR---G--------------GL-----DL--------P--------TVRFTPA---------------
CAH05112.1 --MGRVLSALRAAVPGADPA-GGPGAG----------------GALDGTGLAEALWLAAA-------------------------------------------------MAGDRPSGPA--------------PAAGP---------VP----------------------------------------PEEPG----------DAAPPPAA----GDTAPR--GG-----------------------------PGTRTP-------------------APVVPGATA-------APRAGA---------------------RELHERLAGAG----------------------TRVRGHAVAA-----PRA------------------------TG--------LPR---ALE---------VTRALRPW--KR-----PW---------PE---------GRRGT---------LDIDATV---DG-----YARS-----------------G-----------ELLP-----VF---SAAP--ER-W----FDLTLVVDRSPG-MRVWEETL-DDFTGVL-DRL--G--------AF-RTLQVR------DL-------------------LFDDAGA-----------------------------------------------------PRPLG----QLR-------QA---DGR-R-----------LVVVVSDCAAG-PW--RGAA----------VWM-LLREWAAT-TPTALLNPLP-TKLWRR---G--------------GL--DLPTVRFTPAAPGA--------HRSR------------------
CAF33302.1 --GPGAGGAL------------------------------------DGTGLAEALWLAAA-------------------------------------------------MAGDRPSGPA--------------PAAGP---------VP----------------------------------------PEEPG----------DAAPPPAA----GDTAPR--GG-----------------------------PGTRTP-------------------APVVPGATA-------APRAGA---------------------RELHERLAGAG----------------------TRVRGHAVAA-----PRA------------------------TG--------LPR---ALE---------VTRALRPW--KR-----PW---------PE---------GRRGT---------LDIDATV---DG-----YARS-----------------G-----------ELLP-----VF---SAAP--ER-W----FDLTLVVDRSPG-MRVWEETL-DDFTGVL-DRL--G--------AF-RTLQVR------DL-------------------LFDDAGA-----------------------------------------------------PRPLG----QLR-------QA---DGR-R-----------LVVVVSDCAAG-PW--RGAA----------VWM-LLREWAAT-TPTALLNPLP-TKLWRR---G--------------GL--DLPTVRFTPAAPGA--------HRSR------------------
WP_014055711.1 GRLDEAMVVL----------ASSGLEL-------------------SREELLDALWLAGR--------------------------------------------------LPEDGVEWAP-LARAVTGGGTALPATRPETARPPATASP----------------------------------AASAQPTPEPTAPARTPEAEGPGAQPSAP----AKGRPD--DP-----------------------------PDQPRP---------------------HPRGDQR-------LRGLYG---------------------GSQGPGTDGAP----------------------DARRALPLRV-----PED------------------------KA--------LRQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEAATA---TA-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLALVIDDGMS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGT--------------------------------------DAPALRARPYAPDAPRLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGA-AW--RDGR----------MGR-VLARWAGV-GPTAVVHALP-PRLWEG---S--------------GI---------------R--------ARRW--Q---------------
WP_078640352.1 -RLDEAMVVL----------ASSGLEL-------------------SREELLDALWLAGR--------------------------------------------------LPEDGVEWAP-LARAVTSGGTALPATRPETARPPATASPAASAQP----------------------------------TPEPTAPARTPEADGPGAQPSAP----AKGRPD--DP-----------------------------PDQPRP------------------RPRGDQRLRGLYGGSQGPDSQGP---------------------DSQGPDTEGAP----------------------DARRALPLRV-----PED------------------------KA--------LRQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEAATA---TA-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLALVIDDGMS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGA--------------------------------------GAPALRARPYAPDAPRLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGG-AW--RDGR----------MGQ-VLARWAGV-GPTAVVHALP-PRLWEG---S--------------GI---------------R------ARRWQV------------------
SEC79446.1 -RLDEAIALL----------ASSGLEL-------------------SREELLDALWLAGR--------------------------------------------------LPEDDAERAP-LARAATRGGAALPTVPTRSSTAPVSPATP-----------------------------------------AHRTPEPTAQPATPAPLPPQADHAAPGAQPS-GPA--------------------------EAHPDDPPD---------------------QPRPRPR-------GDQRLR------------------GLYGGSQGPDTEGAL---------------------DARRALPLRV-----PED------------------------KA--------LRR---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEAATA---TA-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLALVIDDGMS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGT--------------------------------------GAPALRARPYAPDAPRLATT----ALS-------DP---SGH-T-----------LVLVVSDGVGA-AW--RDGR----------MGQ-VLARWAGV-GPTAVVHALP-PRLWEG---S--------------GI---------------R------ARRRQV------------------
KUL67220.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPLRV-----PED------------------------KA--------LRQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEAATA---TA-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLALVIDDGMS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGT--------------------------------------AAPALRARPYAPDAPRLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGG-AW--RDGR----------MGQ-VLVRWAGV-GPTAVVHALP-PRLWEG---S--------------GI--RARRW--------Q------------------------------
WP_053048758.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPLRV-----PED------------------------KA--------LHQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEAATA---TA-----LAET-----------------G-----------LPDV-----VT---RPAR--ER-W----LDLALVIDDGMS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGG--------------------------------------GAPALRARPYAPEAPLLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGT-AW--RNGR----------MGR-VLARWAGL-GPTAVVHALP-PRLWEG---S--------------GI---------------R------TRRWQV------------------
SFF65888.1 TGLSRAVSAI----------GAVAPGL-------------------DGTALAEALWLASR--------------------------------------------------MAAGSASPT---------PGEPAPAPAQ---------AP---------------------------------------------------GRTGPSVQPLRRVGDFVRQSPP--TA-----------------------------PENPSA--------------------------------------------------------------RPLHERLPGST----------------------NHVPGDAVAV-----PRA------------------------TA--------LPS---ALE---------MTRALRPW--KR-----PW---------RT---------GRRQA---------LDLDATV---AG-----YARS-----------------G-----------ELIP-----VF---APAP--ER-W----FDLVLVVDRSPS-MQVWRETV-GAFAGLL-DRL--G--------AF-RTLQVR------DL-------------------TVDPDDG--------------------------------------------VGLTDRQGLPTSTG----QLG-------SP---DGR-R-----------LILVVSDCAAP-AW--RASE----------IWQ-QLRAWASH-EPVALLNPLP-PKLWRR---T--------------GL---DLPA---------------------------------------
WP_075029706.1 TGLSRAVSAI----------GAVAPGL-------------------DGTALAEALWLASR--------------------------------------------------MAAGSASPT---------PGEPAPAPAQ---------AP-------------------------------------------------------GRTGPSVQ----PLRRVG-DFV-----------------------------RQSPPT-----------------------------------APENPS--------------------ARPLHERLPGST----------------------NHVPGDAVAV-----PRA------------------------TA--------LPS---ALE---------MTRALRPW--KR-----PW---------RT---------GRRQA---------LDLDATV---AG-----YARS-----------------G-----------ELIP-----VF---APAP--ER-W----FDLVLVVDRSPS-MQVWRETV-GAFAGLL-DRL--G--------AF-RTLQVR------DL-------------------TVDPDDG--------------------------------------------VGLTDRQGLPTSTG----QLG-------SP---DGR-R-----------LILVVSDCAAP-AW--RASE----------IWQ-QLRAWASH-EPVALLNPLP-PKLWRR---T--------------GL---DLPA---------------------------------------
WP_014043988.1 -RVTGLNGAV---------SAIGAVAP-----------------GLDGTALAEALWLASR--------------------------------------------------MAAGSASPA--------------PEEPA---------PA-------------------------------------------------------SAQAPALT----GPSVQR-LPR-----------------------VGDFVRQSPPTA-----------------------------------PENRSA---------------------RPLHERLPGST----------------------GRVPGDAVAV-----PRA------------------------TA--------LPS---ALE---------MTRALRPW--KR-----PW---------RT---------GRRQA---------LDLDATV---AG-----YARS-----------------G-----------ELIP-----VF---APAP--ER-W----FDLVLVVDRSPS-MQVWRETV-SAFAGLL-DRL--G--------AF-RTLQVR------DL-------------------TVDPDDG--------------------------------------------VGLTDRQGLPTSTG----QLG-------SP---DGR-R-----------LIVVVSDCAAP-AW--RAPE----------IWQ-QLRAWAGH-EPVALLNPLP-PKLWRR---T--------------GL---DLPT---------------------------------------
WP_079663892.1 -PLERAVSGL----------RAVAPQL-------------------DATSLAEALWLASR--------------------------------------------------MGADHNATS--------------PGQGA---------ET-------------------------------------------------------AAPTEPEA----PRPRPS-SAS-----------------------------PDQAPV---------------------LRPPALP-------APELPT---------------------RTLHERLPGSA----------------------SPVPGHAVAV-----PRP------------------------SA--------LPL---ALP---------LTRALRPW--KR-----PW---------RT---------GRRHT---------LDVAATV---DG-----YARS-----------------G-----------ELLP-----VL---TPAP--ER-W----FDLTLVVDRSPS-MQVWRETV-DAFTGVL-DQL--G--------AF-RTLQVR------DL-------------------RFGTDHG--------------------------------------------LELTDRQGRPVSAR--------------QPGSADGR-R-----------LIVVVSDCTAG-PW--RAPE----------VWQ-RLRTWGRS-APLALLNPLP-TKLWRR---T--------------GL---DLPT---------------------------------------
SHI52217.1 -GLRAVAPQL------------------------------------DATSLAEALWLASR--------------------------------------------------MGADHNATS--------------PGQGA---------ET-------------------------------------------------------AAPTEPEA--------PR--PR-----------------------------PSSASP----------------DQAPVLRPPALP-------APELPT---------------------RTLHERLPGSA----------------------SPVPGHAVAV-----PRP------------------------SA--------LPL---ALP---------LTRALRPW--KR-----PW---------RT---------GRRHT---------LDVAATV---DG-----YARS-----------------G-----------ELLP-----VL---TPAP--ER-W----FDLTLVVDRSPS-MQVWRETV-DAFTGVL-DQL--G--------AF-RTLQVR------DL-------------------RFGTDHG--------------------------------------------LELTDRQGRPVSAR--------------QPGSADGR-R-----------LIVVVSDCTAG-PW--RAPE----------VWQ-RLRTWGRS-APLALLNPLP-TKLWRR---T--------------GL-----DL--------P------------------------------
WP_051905926.1 -MFEELLKVL---------ARGPGLPM--------------------EEELLDVLWLAPR--------------------------------------------------VPSGPAAPL----------ALRAPETTD---------PQ-------------------------------------------------------SPSLDAVG----PDARPP-GDA-----------------------------PAGTGP------------------AAAAGREETA-------GSAAPS--------------------DAHLAIVSSPSA----------------------AGPPAGALWT-----PGG------------------------RA--------LGP---TLP---------LGRALRPL--KR-----RV---------PS---------RHHSG---------LDEAATA---AL-----QADT-----------------R-----------SPHL-----VL---RAQP--ER-W----LRLALVIDGGVS-MPLWQRQC-ADLKDLF-ERS--G--------AF-RQVVTH------QI-------------------RCAPGSA----------------------------------------EVRLARPWSTDPQTRAPG----SVA-------DG---SGR-T-----------MVLVVTDGAAP-AW--RDGR----------LRP-VLEGWARS-GPTAVLHTLP-RRLWAG---S--------------GV---------------R------ADTWRV------------------
WP_085207283.1 -MFEELCRIL----------GDAGQPM-------------------EPEDLLDVLWLAER--------------------------------------------------IPSGARAPL----------AGCAPRAVD---------PP-----------------------------------------------------VSGTGSTSSD----SRAETG--PR-----------------------------ARTDPP----------------------VAETEP-------AARRTS---------------------SHLPVVSGPFA----------------------TEAPGEALWT-----PGA------------------------RA--------LGP---TLP---------LGRALRPL--KR-----RV---------PS---------RRHSE---------LDEVATA---DL-----QADT-----------------R-----------TPQV-----VL---RGRP--ER-W----LRLALIIDDGVS-MLLWERQC-AELKALL-ERS--G--------AF-RQVDTY------QI-------------------RYGADGD-------------------------------------VGGGVRLGRPWSLSPGTRPAD----SVA-------DV---SGR-T-----------MVLVVTDGAAA-AW--REGR----------LRP-VLERWARC-GPTAVVHTLP-RRLWAG---S--------------GV--RADTW--------Q------------------------------
WP_078633428.1 -MFEELCRIL----------GDAGQPM-------------------EPEDLLDVLWLADR--------------------------------------------------IPSGPKAPL--AGHAPRAADPPAPSTGP---------TP-------------------------------------------------------SDTRAETG----THARTE--PP-----------------------------AETTGP-----------------------------------AARRTP---------------------SHLPVVSGPFA----------------------TEAPGEALWT-----PGA------------------------RA--------LGP---TLP---------LGRALRPL--KR-----RV---------PS---------RRHSE---------LDEVATA---DL-----QADT-----------------R-----------TPQV-----VL---RGRP--ER-W----LRLALIIDDGVS-MLLWERQC-AELKALL-ERS--G--------AF-RQVDTY------QI-------------------RYGGDGD-------------------------------------AGGGVRLGRPWSLSPETRPAD----SVA-------DV---SGR-T-----------MVLVVTDGAAA-AW--REGR----------LRP-VLERWARC-GPTAIVHTLP-RRLWAG---S--------------GV---------------R------ADTWQV------------------
WP_055631399.1 -ELRRVLGQE-----------AGLPSP-------------------GQEELLDILWLAAR--------------------------------------------------VPSGPAAPL----------AAHIPPGTD---------PE-------------------------------------------------------SPDAEGSL----PGVEPD--PD-----------------------------ATAPPG-----------------TMTGKGPGNTR-------RTARPV---------------------PQLPVVSGPLT----------------------AEPPTGALWT-----PGA------------------------RA--------LGP---TLA---------LGRALRPL--KR-----RV---------PS---------RRRSE---------LDEAATA---DLQADTRTSQL--------------------------------------VL---RAQP--ER-W----LRLTLIIDGGVS-MPLWQRQC-AELQGLF-ERS--G--------AF-RQVETY------QI-------------------RYGTEGA----------------------------------------EVRLGRPWTTATQTRPAD----TVS-------DT---AGR-T-----------MVLVVTDGAAA-AW--RDGR----------LRP-VLEAWARC-GPTAVLHTLP-RRLWAG---S--------------GV---------------R------AGSWQV------------------
WP_067244441.1 ----ELRRVL---------GQEGRPSL-------------------GQEELLDILWLAAR--------------------------------------------------VPSGPAAPL----------AARIPPGTD---------PE-------------------------------------------------------SPDAEVSP----LGGEPD--PE-----------------------------ATAPPG----------------TTAGKGRGSTRR-------TARPDD---------------------PQLPVVSGPLT----------------------AEPPTGALWT-----PGA------------------------RA--------LGP---TLA---------LGRALRPL--KR-----RV---------PS---------RRRSE---------LDEAATA---DL-----QADT-----------------R-----------TPQL-----VL---RAQP--ER-W----LRLTLIIDGGVS-MPLWQRQC-AELQGLF-ERS--G--------AF-RQVETY------QI-------------------RYGTEGA----------------------------------------EVRLGRPWTATTPTRPAD----TVS-------DT---AGR-T-----------MVLVVTDGAAA-AW--RDGR----------LRP-VLEAWARC-GPTAVLHTLP-RRLWAG---S--------------GV---------------R--------ADGW--Q---------------
WP_081511557.1 -SLSDLLDAL------------RGLDL-------------------DGGTVAEALWLAKH----------I---------------------------------------DSLANSSPE--------------NSAET---------QP-------------------------------------------------------GTAAPDVE--------TA--PA----------------------------LPTVDTA-----------------------AMQPL-------LPREVP---------------------TAPSPGTPVAW----------------------PSRIEVDIPA-----PSP----------------------------------LAS---GTN---------LLGELRPL--AR-----RI---------PD---------PAERV---------FDEDASV---ER-----IART-----------------A-----------VAWP-----VT---RAKLVRQR-------EAALVFDRHPS-MAAWSGLA-DAVRTLV-NSV--G---------F-RRVTVW------YL---------------------DEDSA----------------------------------------GTPRLATHAHGPPQRPLS----VLS-------DP---SGR-R-----------VVMVFSACLGD-AW--VRGT----------MTA-EFERLAAR-SPVAIVQPLP-SSMWRR---T--------------GL-----DW-------------------GHG-R---------------
WP_068013580.1 -SLSELLEAL------------RGLDV-------------------DGDTVAEALYLAKH--------------------------------------------------ITDQPDSAV--------------AQQHS---------PP-------------------------------------------------------PIEPEAMP-------------------------------------------PPLPDA----------------------GTAHAL-------LPRDSG---------------------AVTPPGIPGAW----------------------PARTEIDVPA-----PSP----------------------------------LES---GPS---------LLGDLRPL--GQ-----RL---------PD---------PRESV---------FDEDASV---DR-----TALT-----------------G-----------VAWP-----VT---TPKLVRRR-------DAALVFDRHSS-MAAWSGLA-AAVRRLV-DSV--G---------F-RQVTVW------YL--------------------DEDDAG-----------------------------------------TLRLATGARRSADRPLS----ALA-------DP---SGR-R-----------VVMVFTACLGD-AW--GWGS----------AAA-QLERLAAL-SPVAIVQPLP-NSLWRR---T--------------GL------------QWGH----------GR------------------
WP_077116335.1 -SLSDLLDAL------------RGLDL-------------------DGGTVAEALWLAKH--------------------------------------------------IDSLANSSP--------------ENSAE---------TQ-------------------------------------------------------PGTAAPDV----ETAPAL--PT-----------------------------VDTAAM-------------------------QPL-------LPREVP---------------------TAPSPGTPVAW----------------------PSRIEVDIPA-----PSP----------------------------------LAS---GTN---------LLGELRPL--AR-----RI---------PD---------PAERV---------FDEDASV---ER-----IART-----------------A-----------VAWP-----VT---RAKLVRQR-------EAALVFDRHPS-MAAWSGLA-DAVRTLV-NSV--G---------F-RRVTVW------YL---------------------DEDSA----------------------------------------GTPRLATHAHGPPQRPLS----VLS-------DP---SGR-R-----------VVMVFSACLGD-AW--VRGT----------MTA-EFERLAAR-SPVAIVQPLP-SSMWRR---T--------------GL-----DW--------G---------HGR------------------
WP_040793520.1 -TLSDLLDAL------------RGIDV-------------------DGGVVAEALWLARH--------------------------------------------------IDDRAETAP---------------APEP---------PP-------------------------------------------------------AEPDPRAA----PVHSSG---------------------------------GQSRPL-----------------------------------IPREPP---------------------PVARRGTAQEW----------------------RYRPEVDIPA-----PSP----------------------------------LDS---AGR---------LLGELRPL--SR-----RI---------PD---------PRQRE---------FDETATV---ER-----AART-----------------S-----------IAWP-----VT---RAVPVRQR-------EAAVVFDRHAS-MAAWSGLV-DAVRALM-DTV--G---------F-RRVTVW------YL---------------------DADDA----------------------------------------GEPRLATRPHDAANRPLS----ALN-------DP---TGR-R-----------VIMVFTACLGD-AW--VRGT----------AAA-ALERLAAR-TPVAIVQTLP-NHLWRR---T--------------GL---------------E------WGQGRI------------------
WP_040841206.1 -SLSELLDAL------------HGLDV-------------------DGGLVAEALWLARH--------------------------------------------------IDEQAKSPA--------------APAEP---------PS-------------------------------------------------------GREFDPTA-------------------------------------------PPTPSP---------------------GGQNHPL-------VPREPP---------------------RVEQRGTAEEW----------------------RYRPDIDVPT-----PSP----------------------------------IDS---AGR---------LLGELRPM--AR-----RI---------AD---------PRQRE---------FDEEATV---DR-----AART-----------------A-----------IAWP-----VT---RPLPVRQR-------EAALVFDRHSS-MAAWSGLV-DAVRTLV-DAV--G---------F-RRVTVW------YL---------------------DADGP----------------------------------------AEPRLATHMYEAANRPLA----TLN-------DP---SGR-R-----------VVMVFSTCLGD-AW--VRGT----------AAV-ALERLAGR-SPVAVVQPLP-NRLWRR---T--------------GL----------------------DWEQGR------------------
WP_051833218.1 GLAERLRTRL-------------GVEP-------------------GARELAEALWLAQH--------------------------------------------------VGAPEVLPP-------VAESPADPPYDP---------PP-------------------------------------------------------LPVPRQPT----PGTEPA-VPA-----------------------------PEASDR-----------------------------------TRLYAA-------------------DPRPAPGGADLPD----------------------AGPDFVPVRV-----PMA------------------------TA--------LPH---ALG---------LQRALRPL--QR-----YH---------PP-------VRTTAHR---------LDEQATA---ER-----AAET-----------------G-----------LLTP-----VL---RADG--RR-E----ARMRLLMDASSS-TSVWDSTL-EELRQIC-AGL--G--------AF-REVQVH------YV-------------------HLGADGK-----------------------------------------LALGTSREPARAPHAAE----QLR-------DP---TGR-Q-----------LTLVLSDCAGP-LW--RSGQ----------MQR-LLHHWAQA-APVAVVQPLP-QSLWRR---T--------------HL---------------P------ALPGTL------------------
WP_052731472.1 ----ELVERL----------RTLGAEP-------------------TAREIAEALWFARF--------------------------------------------------VGRAPLSST-------GPDASGDMEPEG---------EF-------------------------------------------------------RIDYTPPAWYTQQADAAR-TVP-----------------------------REEPGA------------------------GTRL-------FARRPA--------------------AGADDSSRLSTD----------------------VAGEALRVRV-----PMA------------------------TA--------LPR---PLV---------LQRALRPL--QH-----YR---------PP-------VRTPALH---------LDEQATA---ER-----AAET-----------------G-----------LLIP-----VL---RPAL--RR-E----ARLRLLMDVSTS-TGVWDTAL-EELRQIC-AGL--G--------AF-REVTVH------YV-------------------RENEDGR-----------------------------------------LVTSATRDGVRGARAAE----QLR-------DP---TGR-Q-----------LTLVLSDCAGP-LW--RSGR----------MQR-LLHHWGRA-APVAVVQPLP-QRMWRR---T--------------HL---------------S------AFPGTL------------------
OSZ60893.1 ----ELAERL----------RALGGEP-------------------SARELAEALWLARY--------------------------------------------------VAPAAVRSD--------------PAPAA---------PR-------------------------------------------------------PEDDHPAEAGPDPCGQGA-APD-----------------------------PPAPDR---------------------PDARTLL-------HADRPR---------------------PADRGAGPPGG----------------------DSAGAVRVRV-----PMA------------------------TA--------LPQ---PLA---------LQRALRPL--QH-----YR---------PP-------VRAAALV---------LDEQATA---EE-----AAET-----------------R-----------LLLP-----VL---RATD--RR-E----ARLRLLMDVSTS-TGVWDTAL-EELRQIC-AGL--G--------AF-REVAVH------YL-------------------REDADGT-----------------------------------------LVAGTARHGGRAVRAAD----QLR-------DP---TGR-Q-----------LTLVLSDCAGP-LW--RSGR----------MQR-LLHHWGQA-APVAVVQPLP-QRMWRR---T--------------HL---------------P------ALPGTL------------------
WP_052413856.1 ----ELAERL----------RALGGEP-------------------SARELAEALWLARY--------------------------------------------------VAPAAVRPD--------------PAPAA---------PR-------------------------------------------------------PADGPLQD----PGPDPC-DPD---------------------------AAPDPPAP---------------------DEPDARTLL-----RADRPR---------------------PAGPEAEPPAG----------------------DTPGAVRVRV-----PMA------------------------TA--------LPQ---PLV---------LQRALRPL--QH-----YR---------PP-------VRAAALD---------LDEQATA---EH-----AAET-----------------R-----------LLLP-----VL---RATD--RR-E----ARLRLLMDVSTS-TGVWDTAL-EELRQIC-AGL--G--------AF-REVAVH------YL-------------------SEDADGT-----------------------------------------LVASPARHGGRVVRAAE----QLR-------DP---TGR-Q-----------LTIVLSDCAGP-LW--RSGR----------MQR-LLHHWGQA-APVAVVQPLP-QRMWRR---T--------------HL---------------P------ALPGTL------------------
WP_030464470.1 -RLAALLADL---------SGADGPAP-------------------TGRELADLLWLRER--------------------------------------------------MGGGTPRRL--AETDRSSVKLHRPTGVH---------HP-------------------------------------------------------APARDPNA----LPPQRS--SD-----------------------------PTRRRP--------------------------------------------------------------LHLPGPAPAADA---------------------PPLPASPVRV-----GTD------------------------RV--------LPR---RRE---------LARALRPL--KR-----GV---------PS---------TDRTA---------LDEEATA---ER-----LARD-----------------P-----------RWWP-----VL---VPAV--DR-W----LGARLIVDAHGDSAVLWEPLA-RELSTLL-ADS--G--------IF-RDVRLH------RL--------------------TGPDAP-------------------------------------------------------DDD----TAA-------PP---TGR-T-----------ATFVLTDGVHP-DW--AGPR----------LRA-ALRRWAQA-GPTAVLQTLP-EHLWSQ---T--------------AL----APE--------P----------GR------------------
WP_051777805.1 -RLAALLTDL--------TDLTDDPAP-------------------TGRELAELLWLYAE--------------------------------------------------LDGPPRSGP--DGPPLLRTPADAEGSAR---------PP-------------------------------------------------------HTPAPPGP----APERNP--PP----------------------TRDRPLHLPAPNP----------------------DPAPASNSTPDSRRTTGRD---------------------APRTPRTPPPA----------------------PPLPAAPIRV-----GTA------------------------HA--------LPR---RRE---------LTRALRPL--KR-----RV---------PS---------ADRTV---------LDEEATA---EL-----LSRD-----------------P-----------RWWP-----VL---VPDL--DR-W----LGARLVVDARGDSAALWEPLA-RELFALL-AAS--G--------LF-RDVRLH------HL--------------------TGPDLP------------------------------------------------GEGTGSGTAR-------------------PGR-T-----------ATFVLTDGVHP-DW--AGPR----------LRA-ALRRRALA-GPTAVLHTLP-EHLWSQ---T--------------AL----APE--------P----------GR------------------
WP_014133537.1 -RLAALLAAL------PALAGEDGPAP-------------------TGRELADLLWLRAR--------------------------------------------------LGGTEPHPL---------------EPDV---------PS-------------------------------------------------------TTLPDRPV----APPDPS--PE-----------------------------PHRPPA----------------------APEAPA-------TGRRPL-------------------HLPGPAPAAPPAD----------------------GPRAAAPIRV-----GTA------------------------RA--------LPR---RRE---------LVRALRPL--KR-----GV---------PS---------SDRTV---------LDEDATA---ER-----LARD-----------------P-----------RWWP-----VL---VPAV--DR-W----LGVRLVVDAHGDSAALWEPLA-RELLAVL-AES--G--------IF-RDVRLH------HL------------------TGLEPGSR---------------------------------------------PGPGSGTGPVLPD--EDSAA-------RP---PGR-T-----------ATLLLTDGVHP-GW--AGPR----------LRA-ALRRWALA-GPTAVLHTLP-EHLWSQ---T--------------AL----APE--------P------GRFRTA------------------
WP_078914741.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----PSA--------------------------------------------------------------DR----------------TA-----------------------LDEEATA---ER-----LARD-----------------P-----------RWWP-----VL---VPAV--DR-W----LDARLIVDAHGDSAVLWEPLA-RELSTLL-ADS--G--------IF-RDVRRH------RL--------------------TGPDAP-------------------------------------------------------DDD----TAA-------PP---TGR-T-----------ATFVLTDGVHP-DW--AGPR----------LRA-ALRRWAQA-GPTAVLQTLP-EHLWSQ---T--------------EL----APE--------P----------GR------------------
OEV28767.1 -----MVARL----------RAAGREP-------------------GSEELAEALWLARF--------------------------------------------------ASGGAAREPDADSTGPRYQGSRTPQPEP------------------------------------------------------------------PMPPVEDH----DADEPA---------------------------------DAAPVQ-----------------------------------ERTAPV----------------------SLFAPRRHGG----------------------APPAGFPVRA-----PAA------------------------GA--------LSG---LLE---------LQHALRPL--HG-----YR---------PP-------LPPATGA---------LDEAATA---DL-----SARS-----------------T-----------TVLP-----VF---GTEQ--RR-Y----SEIQLLMDASPT-ASVWQPTL-ERLRQTF-EQL--G--------AF-RDVQVR------YL-------------------HRAPDGA----------------------------------------PLIGTGPADGTARLRPAD----EYR-------DT---TGR-R-----------LTLVVSDCVGA-LW--QDGR----------AQR-LLHHWSGR-SPLAVVQPLP-PRLWPR---T--------------AL---------------P------AEPGLL------------------
EFL17576.1 ----TLAGLL----------RAAGLDP-------------------SAEELADALWLAAR--------------------------------------------------AGSAAARPA---------GTAPEPGSAH---------PG-------------------------------------------------------EPAGPPGP----ADTAGP--PD-----------------------------PAAPAE----------------------PEPEDP-------VSLYPA---------------------GEPPAPDTGAAAEI-------------------PVAGGIPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GRPTRTV---------LDETATV---EA-----SARA----------------LG-----------LVIP-----VF---RPET--RR-E----ATVRLVMDASPS-MAVWREMF-EELRSVC-ERL--G--------AF-RDVQAH------HL-------------------HRLPDGT-------------------------------------AAVGRGPAPGP----GLRSGD----QLR-------DP---TGR-A-----------LTIVVSDCAGP-LW--REGR----------AQR-LLHRWAEC-APCAVVQPLP-QRLWAR---S--------------WL---------------P------TERGLL------------------
EFL31903.1 -PVARLAAAL----------AAAGASP-------------------TPRELAELLWMAAR--------------------------------------------------LAPPDRPEE----TPSGAVASGGPAGEG---------AA------------------------------------GGEGAAAGEGASVPEENGAAGPAQPEP----SHRTPD--PS-----------------------------PEAPEA---------------------TGPTPGR-------VPLSLP---------------------APRSPHHRPDH----------------------PGGGGSPLLA-----PAP------------------------PM--------LPH---PLA---------LQRALRPL--KR-----EV---------PS---------AHGRV---------LDERATA---DR-----IARL-----------------GAHPD-------VWFP-----VL---RPAP--DR-W----LRLNLVHDTGPT-MPVWRPLV-AELHAAL-AQS--G--------IF-RTVGLH------PA---------------------TPDGR--------------------------------------------------ARQVPVLD-------------------DGR-T-----------VTLVLSDCMGP-QW--RPGE------AGDRWYR-TLRHWARH-MPLAVVQPLP-EHLWPT---T--------------AL-----PA-------EP----------GL------------------
KJY41391.1 ----DLAGLL----------RAAGLDP-------------------TAEELADALWLAGR--------------------------------------------------IGPPVPAAP--------DRDPTAPRRRP---------RT------------------------------------------------------AGGAPPPEE----EPVRPE--PE-----------------------------PEDPVR-----------------------------------LYASRV---------------------LGTVAEEAAEF----------------------PAGAGVPVRV-----PGA------------------------AA--------LPR---ILE---------IQRALRAL--QR-----HR---------PP-------GPPTRLV---------LDEPATA---EA-----SARA----------------LG-----------LVIP-----VL---RPES--RR-E----ATVRLVMDASPS-MAVWYDMF-EELRSVC-ERL--G--------AF-RDVQVH------YL-------------------HRLGDGR-----------------------------------------AAVGRGPGPGTRLRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGA-LW--REGE----------AQR-LLHRWAEC-TPCVVVQPLP-QRLWSR---S--------------WL---------------P------TERGTL------------------
WP_061441116.1 -----------------------------------------------MNTHPDGNWLITS--------------------------------------------------TPQDNRRQF-------------------------------------------------------------------------------------------------FSLRPR---------------------------------PFPAPD--------------------------------------------------------------LFSEPPDDWPR-------------------------------------PAP----------------------------------VPA---VPA---------AASALRAL--ET-----------------------------------------LDPTAQA---NT--------------------------------------PTLP-----NLPGASPYPRARPPA----WDLVLIIDTGAS-MAAWYDSI-KAFVESA-YKL--A--------HF-AHIPVI------SL---------------------HSQGF-------------------------------------------DPMRPVFDAAEVGRA----GLG-------DE---TRK-K-----------IILVITDAVGP-AW--EGEP----------LKS-RLAGWAAV-HPLAVLHVAP-HPHWSR---S--------------AL---------------A------------------------------
WP_033267593.1 -----------------------------------------------MSTLEAATWLITA----------------------------------------------------------------------------------------------------------------------------------------------------------------AP--AT-----------------------------PVTPSQ--------------------------------------------------------------VLGLEHLATER----------------------TVFAPAPDGW-----PSP------------------------LP--------LPA---AEA---------SVSALHAL--GQ-----LP---------PE---------RRD-----------FRKPTAD---AY-----AIPS-----------------------------APGP-----VC---PPAA--DSPV----RELVLVVDTGLS-MFAWAPTV-NAFAASA-CEL--P--------LF-NDVHLV------EL---------------------RSQSS--------------------------------------------TSPADLFDRRRLDELGLGRPA-------SP---HRQ-K-----------TVFVLTDAVGA-AW--KRGL----------IWR-DLRAWAQH-HTVAMLHVLP-HHDWEL---S--------------GV--HTRPH--------Q------------------------------
WP_069570250.1 -----------------------------------------------MSTLEAATWLITA------------------------------------------------------------------------------------------------------------------------------------------------APATPVTP-------------------------------------------AQVRGL-----------------------------------EHLAAE---------------------RTVFAPAPDGW----------------------PSPLPLPAAE-----ASV------------------------SA--------LHG---LGQ---------LPPERRDF--RR----------------PA-----------------------ADAYAIP----------SAPG----------------------------PVCPP-----AA---------DSPV----RELVLVVDTGLS-MFAWAPTV-NAFAASA-CEL--P--------LF-NDVHLV------EL---------------------RSQSS-------------------------------------------TSHADLFDRRTVEEL-GLGRP--------AP---PHRQM-----------TVFVLTDAVGA-AW--KRGL----------IWR-DLRAWAQH-HTVAMLHVLP-HHDWEL---S--------------GV--HARPH--------Q------------------------------
WP_083103842.1 -----------------------------------------------MSTPEAATWLITA--------------------------------------------------APATPVVPA--------------QLRGS---------GH-------------------------------------------------------LVAARPVF--------AP--AP-----------------------------EGWPSA-----------------------------------------------------------------------------------------------LPLPAAEASV-----SAL------------------------HA--------LSQ---------------LQPELASF--RK-----TA---------PD---------AFA-----------IPSAPGP-------------------------------------------VCPP-----AT---NPAM----------RELVLVVDTGLS-MSAWYPTV-NAFAACA-CEL--P--------IF-NDVHIV------KL---------------------RSQPS-------------------------------------------STHSDLLERSTVINL-GLGNP--------TP---PHRQK-----------TVFVITDAVGT-AW--KRGL----------IWD-DLRAWAQH-HTVAILHVLP-HHDWYL---S--------------GI-----HA-----R--P---------HQL--R---------------
EOY50271.1 DPLARLVLRL----------RESGLDP-------------------DAEQLCDALWLARW--------------------------------------------------TRSADATDA-----------EPAPDARV---------AP-------------------------------------------------------AVVRPPTGPVSLPPDRAR-PPA-----------------------------PEPPAA-----------------------PAARR-------VALYPL---------------------PPGDGPGAHGA----------------------GPARALPVGV-----PAA------------------------PV--------LPA---PLE---------LQRALRPL--QG-----YR--------SPA--------TPLRSE---------LDEVATA---EV-----SARA----------------GG-----------LILP-----VR---RYLS--RR-D----ARLQLVLDASSS-MRVWGRLF-AELAQVF-SRL--G--------AF-SDVQVS------HL-------------------HQGPDGG----------------------------------------PAVSRSADPYGAPLHAAD----RLS-------DP---TGR-R-----------IVVLVSDCAGP-------------------------------------------------------------------AV----------------------------------------------
KJY37233.1 ----------------------------------------------------DALWLAAR--------------------------------------------------TREAARAAT--------PGAGEGPEPEP---------AR------------------------------------------RRPARAQGSPGRAGGPSPPAD----AEEPPT--AR-----------------------------VREDDP---------------------AEDPVRL-------YPAGAL---------------------AAADPAPDTEV----------------------PVAGGVPVRV-----PGA------------------------AA--------LPR---ILD---------IQRALRAL--QR-----HR---------PP-------GPPTRTV---------LDEPATA---EA-----SARA----------------LG-----------LVLP-----VF---RPEC--RR-E----ATVRLVMDASPS-MAVWQDMF-DELRAVC-ERL--G--------AF-RDVQVH------YL-------------------HRLPDGT-------------------------------------AAVGRGPAPAA----GVRSGD----QLR-------DP---TGR-A-----------LTMVVSDCAGP-VW--REGE----------AQR-LLHRWAEC-APCVVVQPLP-QRLWNR---S--------------WL-----PT---------------------------------------
ELQ77549.1 -PLGEIVARL----------RAAGLPA-------------------DARALADALWLARW--------------------------------------------------ITPGAADGD----VTPAEETVPPTAQGP---------KP-------------------------------------------------------ATFSVDSR----GRDSAR--DT-----------------------------PSVTEP---------------------AARDRPR-------RTEVDL---------------------LPAQDDRTLAP----------------------DHGRLGEVGI-----PVA------------------------SA--------FPG---LLP---------LQRALRPI--QR-----YH---------PP-------VAPVRQE---------LDEDATA---EL-----SAHA-----------------E-----------MIIP-----VL---RGVR--RR-A----ASLRLLMDGSSS-MAVWEQML-HDLRQVC-ERV--G--------AF-RDVTVH------YL---------------------HPYGD----------------------------------------EVGVAAGPGRDAPLRPAD----QLH-------DP---TGH-H-----------VTLIVSDCAGP-LW--RDGR----------IQR-LLYRWVAD-APLAVVQPLP-QRMWAR------------------TL----------------------------------------------
OEV11574.1 ----ELVSRL----------RAAGWEP-------------------SAEEVAEALWLARR--------------------------------------------------IGVRPPETA----------EASVPRQAP---------AS-------------------------------------------------------GESAGRPP----RSTGPA---------------------------------GTDPAP----------------------RERDVP-------EKRSPP---------------------VSLYAPVRHGG----------------------APGGAFPVRA-----PAA------------------------ST--------LPG---LLG---------FQRALRPL--AG-----YR---------PR-------LPSVPRV---------LDEAQTA---EL-----SASS-----------------G-----------AVRA-----VL---TPAR--RP-E----TELLLLMDASAT-SSVWQLTF-EKLRQTC-ERL--G--------AF-RDVQAL------HL-------------------HRGSDGA----------------------------------------PLIGTGPDRAATRLRPAD----QYR-------DT---SGR-R-----------LTLVVSDCVGP-LW--QDGG----------AQR-MLHRWAAA-SPVAVVQPLP-PRLWPR---T--------------AL----------------------------------------------
WP_012381064.1 --MTELPEQL-----KRLGALAGRLGM-------------------TAEELADAVLLAAA--------GYK---------------------------------------RDAAASVLP--------------EDDAG---------PE-------------------------------------------------------SGLPGPQH----QDAQEK--AV-----------------------------PPREQT------------------------------------ATGGH---------------------QVSAYGPAGGG----------------------TTQPGVRLTL-----GQA------------------------AA--------LPQ---ALA---------IGRALRPL--RR-----RW---------QH---------GHRTD---------LHIDATV---ED-----YART-----------------G-----------LLVP-----HL---VPMP--ER-W----LDVTVVLDRSSS-MGVWDPAV-DGLNKIL-RSL--G--------AL-RTLNTW------HL----------------TWSGTDPVLR------------------------------------------------DQRGALVPVGEAGRREG-------QP----GR-R-----------LVLVVSDCAAP-GW--RGAT----------LWK-HLHGWSRT-TSLALFNPLP-PRLWHR---T--------------GL-----DL--------P----------LT--V---------------
WP_003969340.1 -RLGALAGRL----------------------------------GMTAEELADAVLLAAA--------GYK---------------------------------------RDAAASVLP--------------EDDAG---------PE-------------------------------------------------------SGLPGPQH----QDAQQK--AV-----------------------------PPREQT------------------------------------ATGGH---------------------QVSAYGPAGGG----------------------TTQPGVRLTL-----GQA------------------------AA--------LPQ---ALA---------IGRALRPL--RR-----RW---------QH---------GHRTD---------LHIDATV---ED-----YART-----------------G-----------LLVP-----HL---VPMP--ER-W----LDVTVVLDRSSS-MDVWDPAV-DGLNKIL-RSL--G--------AL-RTLNTW------HL----------------TWSGTDPVLR------------------------------------------------DQRGALVPVGEAGRREG-------QP----GR-R-----------LVLVVSDCAAP-GW--RGAT----------LWK-HLHGWSRT-TSLALFNPLP-PRLWHR---T--------------GL-----DL--------P----------LT--V---------------
WP_051034042.1 -MISHVTGLL----------AASGLDL-------------------SHEELLDALWLAGR--------------------------------------------------LPHPTGPLA--------------RAALH---------PS-------------------------------------------------------HPDVPPPH----RPDGPD--AP-----------------------------QPDSPP---------------------GDARRGA-------RQEHPL---------------------LAAPLGRRADGDRAT------------------GSYPAHPVGV-----PDH-----------------------HSL--------GPG---RLR---------LEKSLRPL--RQ-----RF---------PD---------PRRRS---------LDIPGTV---TA-----IAET-----------------G-----------VPET-----VT---RPLR--TR-W----LTLALAVDDGIS-MLLWQRLA-SDIRALM-ERA--G--------SF-RDVRVY------GL---------------------DTRDA---------------------------------------TPTLRSSPYGHGTRPESPK----ALC-------DP---TGN-T-----------LVLVVSDGVGR-AW--RDGA----------MLR-VMERWARS-GPTAIIHALP-PRLWPS---T--------------GI--DARPW--------Q------------------------------
SBV07778.1 --MTELPEQL-----KRLGALAGRLGM-------------------TAEELADAVLLAAA--------GYK---------------------------------------RDAAASVLP--------------EDDAG---------PE-------------------------------------------------------SGLPGPQH----QDAQEK--AV-----------------------------PPREQT------------------------------------ATGGH---------------------QVSAYGPAGGG----------------------TTQPGVRLTL-----GQA------------------------AA--------LPQ---ALA---------IGRALRPL--RR-----RW---------QH---------GHRTD---------LHIDATV---ED-----YART-----------------G-----------LLVP-----HL---VPMP--ER-W----LDVTVVLDRSSS-MGVWDPAV-DGLNKIL-RSL--G--------AL-RTLNTW------HL----------------TWSGTDPVLR------------------------------------------------DQRGALVPVGEAGRREG-------QP----GR-R-----------LVLVVSDCAAP-GW--RGAT----------LWK-NLHGWSRT-TSLALFNPLP-PRLWHR---T--------------GL-----DL--------P----------LT--V---------------
AIS01610.1 -MISDLLALL---------ARGGVDDP-------------------GAEELADILWLAQR--------------------------------------------------VLPPGRPSG--------------SSGDP---------TG-------------------------------------------------------AGPHPPAA----EGTAGE-APE-----------------------------EPSGRP-----------------DWEDSASGQDA-------LGVHAT---------------------GTGPRDGTDGG----------------------ACTSGTPVRV-----PAA------------------------AS--------LPH---ALA---------LARSLKPL--TR-----KV---------PS---------RTAFQ---------LDEEATV---TR-----LVDE-----------------D-----------VLLP-----VL---RPEP--SR-W----LRLTLVVDCGPS-MSLWQDEV-NEIQREL-ARL--G--------AF-RDIRRW------NL-------------------LPSTDGS----------------------------------------AVELRPHPAAHRPPRHPR----EIV-------DP---AGD-Q-----------LILVLSDTVGG-MW--RTGA----------AHH-LLTGWAGR-AQVALAHLLP-ADLWNR---V--------------GI----APA--------P------------------------------
KUN19774.1 -MISDLLPLL---------ARGGVDDP-------------------TPEELADILWLAQR--------VLTRD-------------------------------------RRAPVRADT--------------PTDAH---------PP-------------------------------------------------------SPPLPVPE----QPPQPE--PH-----------------------------SAEPHR---------------------NRQEAPS-------PDDEPA------------------LDIHLPTNVPEPPG----------------------EAPTGTALAV-----PAA------------------------AS--------LPN---TLA---------LARALKPL--TR-----KV---------AS---------RTVFE---------LDEEATV---NR-----LVDE-----------------H-----------ILLP-----VL---RPAP--TR-W----LSLALVVDCGPS-MSLWRDEV-HEVQHDV-VRL--G--------AF-RDIRRW------NL-------------------LPSPDGA----------------------------------------AVGLRPHPAADRPARHPR----EVV-------DP---AGD-Q-----------LILVLSDTVGA-MW--RSGA----------AHR-LLTDWARH-SQVAVVHLLP-AALWNR---V--------------GM----APS--------P----------TM------------------
WP_059196915.1 -MISDLLPLL---------ARGGVDDP-------------------TPEELADILWLAQR--------VLT-------------------------------------RDRRAPVRADT--------------PTDAH---------PP-------------------------------------------------------SPPLPVPE----QPPQPE--PH-----------------------------SAEPHR---------------------NRQEAPS-------PDDEPA------------------LDIHLPTNVPEPPG----------------------EAPTGTALAV-----PAA------------------------AS--------LPN---TLA---------LARALKPL--TR-----KV---------AS---------RTVFE---------LDEEATV---NR-----LVDE-----------------H-----------ILLP-----VL---RPAP--TR-W----LSLALVVDCGPS-MSLWRDEV-HEVQHDV-VRL--G--------AF-RDIRRW------NL-------------------LPSPDGA----------------------------------------AVGLRPHPAADRPARHPR----EVV-------DP---AGD-Q-----------LILVLSDTVGA-MW--RSGA----------AHR-LLTDWARH-SQVAVVHLLP-AALWNR---V--------------GM----APS--------P--------TMVH------------------
WP_051810959.1 -PLRDVLAAL----------SASGLDL-------------------SREELLDALWLADR---------------------------------------------LPSDASAPLARATG--LTPPLPPSDDLDAPIAS---------PP---------------------------AEAVIDADVDPDADADTDPWHVGSGPWTPGIAAAQP----PGRAQQ--PP-----------------------------RRRPPS-------------------STSARAAPAAEARTAARGTTPL---------------------YAGASLPGLAP----------------------RASRALPVRT-----PGT------------------------TA--------LGAH--QLQ---------LGRALRPL--KQ-----SR---------PD---------RRLWE---------LDEIASA---DS-----AAES-----------------G-----------LADA-----VL---RPGR--AR-W----LDLALLVDDGVS-MLLWQRLA-AETRQLL-ERS--G--------AF-RTVRVL------GL---------------------DTRAA---------------------------------------AAPLLGRAYHPGTAVLSPA----TVT-------DP---SGN-T-----------LVLVVSDGVGA-AW--RDGR----------MRA-ALKQWARC-GPTAVLHALP-EHLWDG---S--------------GL---------------R------AERWQV------------------
WP_069886105.1 -RSVRLRQAL------EVFA-GSGVGL-------------------AQEELLDALWLAAR--------------------------------------------------LPEGASTRL----ARMSGAVAPAGEPAA---------DD-----------------------------GRLPSAMERAGGRDAAGTGLPARAPAEGPPPPRR----PDAAGP--PP------------------DADTDEDARSAPGMPAD---------------------TAVHRAV-------APGHSP---------------------LYGGAGSDPRH----------------------DTAPVRPVRA-----PGT------------------------RA--------LGSR--QLR---------LARALRPL--KQ-----TV---------AD---------RRRWE---------LDETATA---ES-----TAHS-----------------G-----------LTDA-----VL---RPAR--AR-W----LDLTLLVDDGAS-MLLWQQLA-LETRLLL-ERS--G--------AF-RDVRVH------GL---------------------DTRSC--------------------------------------GAPLLGRRPFASGTAALAPG----TVT-------DP---GGT-T-----------LILVLSDGIGA-AW--HDGR----------MRE-LLGQWGRF-GPTAVLHALP-PHLWDG---S--------------GI--RAEPW--------R------------------------------
WP_055556059.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MKQTVADR--RR-----WE----------------------------------LDETATA---DS-----TAHS-----------------G-----------LTDA-----VL---RPAR--AR-W----LDLTLLVDDGAS-MLLWQRLA-TETRLLL-ERS--G--------AF-RDVRVH------GL------------------DTRTPGAP-----------------------------------------LLGRRPFTPGTAVLPPA----TVT-------DP---GGN-T-----------LILVLSDGVGA-AW--RDGR----------MRE-LLGQWGRF-GPTAVLHALP-PHLWDG---S--------------GI---------------R------AERWQV------------------
WP_051756012.1 -RTADLLTAL-----------SRFLPP-----------------DTDPAALADALWLAAG--------------------------------------------------RVPSGAVPE--------SPLATTPPPAP---------AP-------------------------------------------------------SRPTDPDA----PAAEDL--PE-----------------------------ADPPEA--------------------------------------------------------------GPPVYDGLAAG----------------------SAPTGVRVRV-----AAA------------------------RA--------LPH---TLE---------LGRALRPF--KR-----RY---------PH---------GPRQV---------LDFGATM---AA-----YARD-----------------G-----------DLAP-----VF---RPAP--EP-W----FEAVVLTDSSPT-MAIWQDSA-DEFTTLL-AGL--G--------AF-RRITSL------RL---------------------DPGPE--------------------------------------------PAVEDLHGRPVAHG----RLA------------GTR-R-----------LVVVLSDCAAP-AW--HDGE----------VWR-LLRHWGTA-GPVALLNPLP-GRLWNR---T--------------AL-----DL--------P--------AVRA------------------
WP_051740295.1 DRTADLLTAL-----------SRFLPP-----------------DTDPAALADALWLAAG--------------------------------------------------RVPSGAVPE--------SPLATTPPPAP---------AP-------------------------------------------------------SRPTDPDA----PAAEDL--PE-----------------------------ADPPEA--------------------------------------------------------------GPPVYDGLAAG----------------------SAPTGVRVRV-----AAA------------------------RA--------LPH---ALE---------LGRALRPF--KR-----RY---------PH---------GPRQV---------LDFGATM---AA-----YARD-----------------G-----------DLAP-----VF---RPAP--EP-W----FEAVVLTDSSPT-MAIWQDSA-DEFTTLL-AGL--G--------AF-RRITSL------RL---------------------DPGPE--------------------------------------------AAVEDLHGRPVAHG----RLA------------GTR-R-----------LVVVLSDCAAP-AW--HDGE----------VWR-LLRHWGTT-GPVALLNPLP-GRLWNR---T--------------AL---DLPA---------------------------------------
WP_081974155.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGLWQDTL-AEFTTLL-AGL--G--------AF-RRIRAL------NL---------------------DLDPR---------------------------------------------PAVT-----DPLG----RPV-------DHHRLTGRRR-----------LLLVLSDCAGP-SW--RDPA----------VWQ-LLHAWSAG-GPVVLLNPLP-SRLWNR---T--------------GL-----DL--------P----------AV--R---------------
SDG68818.1 -MIERLLRAL---------E-ESGANA-------------------GPEELADILWLAAR---------------------------------------------------VGGAAGPD--------------AGSAQ---------DV-------------------------------------------------------LDESEATP----LTEYPA--EG-----------------------------PEEADR------------------------------------APEEE-------------------FYTAGDVTDAPGP----------------------ARQGVELVRV-----RRA------------------------SS--------VRD---PLA---------VMRALRPL--GR-------SKD-TSGGNPA---------DCE-----------LDEELTV---RR-----TIEQ-----------------R-----------LPTP-----VL---RTRR--GR-W----LDLALVVDAHHS-MLLWHSLV-GELRRVF-VQT--G--------IF-RDVRTW------HL------------------LGTDPDAA------------------------------------------------EPLSVARTPD----GERRSVQEVSDP---SGH-R-----------LVIVVTDTVAS-GW--AEAD----------VAR-MLRQWASH-GPVALLNVLP-RRLWDR---G--------------AV--RPRSL--------P------------------------------
WP_073772252.1 -MIERLLRAL----------EESGANA-------------------GPEELADILWLAAR--------------------------------------------------VGGAAGLDA-----GSAQDVLDESEATP------------------------------------------------------------------LTEYPAEG-------------------------------------------PEEADR-----------------------------------APDEEF--------------------YTAGDVTDAPGP----------------------ARQGVELVRV-----RRA------------------------SS--------VRD---ALA---------VMRALRPL--GR-----SK-----DTSGGN---------PADCE---------LDEELTV---RR-----TIEQ-----------------R-----------LPTP-----VL---RPRR--GR-W----LDLALVVDAHHS-MLLWHGLV-GELRRVF-VQT--G--------IF-RDVRTW------HL------------------LGTDPDAA-----------------------------------------EPLSVARTPDGERRSVQ----EVS-------DP---SGH-R-----------LVIVVTDTVAS-GW--AEAD----------VAR-MLRQWASH-GPVALLNVLP-RRLWDR---G--------------AV----------------------RPRSLS------------------
WP_015655648.1 -MIEDLFRAL----------NESGDKA-------------------GPEELADILWLAAR--------------------------------------------------IGASGGPDV--------------QDLLP---------DA-------------------------------------------------------EDEHPDAP--------PL--PE-----------------------------PPATGP--------------------GGSAPGPT-------EEFYNA---------------------ADVTDTPGPSR----------------------DGIDLVRVRR-----AAS----------------------------------LRD---PLA---------LMRALRPL--GR----------------ST---------GRRETDCRDIDLD-LDEELTV---RR-----TVEQ-----------------R-----------LPVP-----VL---RPRR--GR-W----LDLALVVDAHHS-MLLWHDLV-AELRRVF-VQT--G--------IF-RDVRTW------YL------------------RGTDPDAG-----------------------------------------DPLSVSRTPDGERRSVQ----EVS-------DP---SGH-R-----------LVLVLTDTVAS-GW--AGAE----------VAQ-MLRQWSAH-GPVALLNVLP-RRLWDR------------------GA-----VR--------P--------RAVL------------------
WP_051830823.1 -MPERARRIL----------SDSGVEL-------------------SPQELLDALWLATR--------------------------------------------------LPAPDEAAA--APAPEPENGTAPPEPDD---------PS----------------------------------------------------ELEAPDGEPVL----PSRSPG--RE---------------------------ARPQAPAR-----------------------------------APRRPD--------------AGHGLHGGSLRTTSPDRD----------------------GGRPAVSVRA-----PEG------------------------KA--------VTD---ALA---------LSRALRPLQQQR----------------PS---------PVRTE---------VDEAATV---DA-----MAET-----------------G-----------LPDV-----AI---LPAR--ER-W----LDLALVIDDGTS-MLLWQRLC-GELRGVL-ERL--G--------AF-RDVRVY------GL---------------------HTRGG--------------------------------------GRPALRSSPFGDGPANGDPA----VLA-------DP---SGA-T-----------MVLVVTDGIGS-AW--RGGR----------MAD-VLAGWGRC-GPTAVLQVLP-PQLWKG---S--------------GV---------------R------ADRWEV------------------
WP_052868496.1 -MPERARRIL----------DDSGLPL-------------------SPQELLDALWLATR--------------------------------------------------LPAPAADAA--------------PPESP---------PE-------------------------------------------------------DGAPPPEP----GDTARP--AG-----------------------------PAGPAS--------------------VPPSRAPG-------RTAHPS---------------------PPARTPRRADAGHGLHGGSQHTVTRGRD-----GGRPAVSVRA-----PEG------------------------KA--------VTD---ALA---------LSRALRPLQQQR----------------PS---------PVRTE---------VDEAATV---DA-----MAET-----------------G-----------LPDV-----AI---LPAR--ER-W----LDLALVIDDGTS-MLLWQRLC-GELRGVL-ERL--G--------AF-RDVRVY------GL---------------------HTRGG--------------------------------------GRPALRGSPFGDGPANGDPA----VLA-------DP---SGA-T-----------MVLVVTDGIGS-AW--RSGR----------AQE-VLAGWGRC-GPTAVLQVLP-PQMWKG---S--------------GV---------------R------ADRWEV------------------
WP_051862305.1 ----RARRIL----------GDSGVEL-------------------SPQELLDALWLATR--------------------------------------------------LPVPEEEAA----EPDPEPGNGTAPPEP---------DD------------------------------------------------------SSELEAPDG----EPVLPS--RS-----------------------------PGREAR----------------------PQAPAR-------APRRPD--------------AGHGLHGGSLRTTSPERD----------------------GGRPAVSVRA-----PEG------------------------KA--------VTD---ALA---------LSRALRPLQQQR----------------PS---------PVRTE---------VDEAATV---DA-----MAET-----------------G-----------LPDV-----AI---LPAR--ER-W----LDLALVIDDGTS-MLLWQRLC-GELRGVL-ERL--G--------AF-RDVRVY------GL---------------------HTRGG--------------------------------------GRPALRSSPFGDGPANGDPA----VLA-------DP---SGA-T-----------MVLVVTDGIGS-AW--RGGR----------MAE-VLAGWGRC-GPTAVLQVLP-PQLWKG---S--------------GV-----RA--------D--------RWEV--T---------------
WP_026178210.1 VLRAELARLL----------DVGDGGP-------------------DADDALDVLWIAR---------------------------------------------------LGGLDPVDPLLLANDRTGTASSAQDRTP---------AP-------------------------------------------------------RPEHPAPD------------AG-----------------------------PEPPQA-----------------------------------GLHLPA----------------------GADTATPPRS----------------------GGAHAMRVAR-----PRA----------------------------------LPD---TLA---------LTRALRPL--RQ-----TV---------PS---------ARFRT---------LDVTATA---AA-----SADT-----------------G-----------LLLP-----VV---RPAR-ELR------FSVDLLIDTGTT-MSVWHGLA-DELRTLA-ARH--G--------AF-ADVRAW------AL---------------------HTEGP----------------------------------------EPALAPFRRGARAAAPTRRWRQALA-------DP---TGR-R-----------AVLVLTDGVGE-SW--YGDE----------LPA-ALADWSRT-RPVAALQVLP-SRLWHR---T--------------AL-----RASLVRARRTP------AADGRIE-----------------
WP_067024564.1 ----ELARLL----------DAGGGAP-------------------DAGDALDVLWIARL--------------------------------------------------SGLEPVDPR------QLGGNGTDPRPAP---------VP-------------------------------------------------------TDPEPPVP----PADRPT--PH-----------------------------PGNPSA-----------------------------------RLHLPD---------------------GGTNGGGTTPP----------------------RPGGAHTVRV-----AQP------------------------RA--------LAQ---PLS---------VARALRPL--RQ-----TV---------PS---------PYARA---------LDVDATA---AA-----SGDT-----------------G-----------LFFP-----VL---CPAP-ERR------FSVDLLIDTGTT-MTVWHRLA-DELRTLL-ARH--G--------AF-ADVRAW------AL---------------------HTDGP-------------------------------------EPTLAPFRRVARGTGGAGATRRWRQALT-------DP---TGR-R-----------AVLVLTDGVGP-SW--YGDE----------LPA-ALAGWSRR-RPVAALQVLP-SRLWHR---T--------------AL--RTAPVRARGTEATR------ATIEVR------------------
KOU55156.1 -------------------------------------------------------------------------------------------------------------------------------------PTPDA---------GP----------------------------------------------------------QPPSA----RLHLPG-GTG-----------------------------TAPLRP-----------------------------------------------------------------------------------------------GGAQAIRVTQ-----PHA----------------------------------LPD---VLP---------LARALRPL--RQ-----TV---------AS---------ARTRT---------LDVEATA---AA-----SGDT-----------------G-----------LLLP-----VL---RPAS-ELR------FSVDLLIDTGMT-MTVWHRLA-DELRGFL-ARH--G--------AF-ADVRAW------AL------------------HTQEPEPR-------------------------------------------LAVFRRGAQAASPTRRWRQALT-------DP---TGR-R-----------AVLVLTDGVGP-AW--YGTE----------LPA-TLAAWSRE-RPVAALQVLP-SRLWHR---T--------------ALRTSAVRA--------R------GTEAAR------------------
WP_052261118.1 -MLNSLIDAL----------LQDGVAL-------------------DYKSLADTLWLANA--------------------------------------------------MGIVQEQAP----------ASAAPKGAD---------PG----------------------------------------------------WETTSENAPAS----AKPEPLVIP------------------------------PTGYGT-----------------------------------LQAAPR--------------------NVEKALLKPASA----------------------RAEGGGTAKL-----GAL------------------------PT--------LAD---RPG---------FKRAVKPF--LA-----QH---------RQ---------ASAR----------LDERLTL---DR-----LTDE---------------GPH-----------ALKP-----VY---LPGS--RR-S----LRLSVIRERHGT-NALWTQPL-DELTALF-RAQ--G--------TF-KQQREW------TL---------------------AEDDA-------------------------------------------TSDGLSPAVALTELD----RLG-------RP---LGASRKADKIKWWPGEILLLASDFTSA-GW--RNGS----------YLK-LLRAMAVQ-QPIVLLHTLP-VSLWSR---S--------------------------------------------------------------
WP_017530615.1 -MLDTLIKAL----------RESGASV-------------------DSDSIANTLWLRMA--------------------------------------------------MGAHNAAEK------PLAQRPSEPAWQE------------------------------------------------------------------DVEAPIDT----STSTPA-LPA----------------------------TVESPPP-----------------------------------TSPVVD---------------------DIPLVPTAASP----------------------VAGQTAALGV-----LPS----------------------------------LPE---RAA---------FKRAVKQL--RS-----QH---------RQ---------PSQR----------LDERAMV---RS-----VAED---------------SLQ-----------ALKP-----VF---MPGS--RR-S----LRLSLIRERSGT-NALWTQPL-DELAALF-HGQ--G--------TF-KLQREW------SL-------------------GEREAGA--------------------------------------EAPMAVLSELDRQGQPIGVERSAERIK-------WW---PGE-------------IILIASDFTSN-GW--WDGT----------YLK-LLRGLAAR-QPVALLHTLP-GRLWSR---T--------------WT-----GT--------P------DASVSS------------------
WP_024075602.1 -MLDTLIKAL----------RESGASV-------------------DSDSIANTLWLRMA--------------------------------------------------MGAHNAAEK--------------PLAQR---------PS---------------------------------------EPAWQE----------DVEAPIDT--------ST--ST-----------------------------PALPAT------------------------VESP-------PPTSPV---------------------VDDIPLVPTAA----------------------SPVAGQTAAL-----GVL------------------------PS--------LPE---RAA---------FKRAVKQL--RS-----QH---------RQ---------PSQR----------LDERAMV---RS-----VAED---------------SLQ-----------ALKP-----VF---MPGS--RR-S----LRLSLIRERSGT-NALWTQPL-DELAALF-HGQ--G--------TF-KLQREW------SL---------------------GEREA---------------------------------------------GAEAPMAVLSELD----RQG-------QP---IGVERSAERIKWWPGEIILIASDFTSN-GW--WDGT----------YLK-LLRGLAAR-QPVALLHTLP-GRLWSR---T--------------WT-----GT--------P--------DASVS-S---------------
KIR65538.1 MRTARLVEAL----------RGGGLDA-------------------LPREVAEALWLARF--------------------------------------------------LPGDGASPS-----------RGEPSAHP---------PP-----------------------------GSSPGSAAPGEADPPEAADPTAGPGPGSRVHPAG----GGVDPP--PG-----------------------------PGAADP-------------------------RRW-------VELHLP---------------------APAAPGAGAGH----------------------GGGGGLPVRA-----PEP------------------------PA--------LD----ARA---------LTRSLRPL--RR-----RV---------PD---------PRAVV---------VDEEATA---TR-----IVEE-----------------G-----------LWLP-----VL---RQVR--RP-W----FDLTLAVDAGAS-MAVWHPLV-DDLAAVL-ARL--G--------AF-RRVERV------RL-------------------PSGPGQR-----------------------------------------FEVGAAGGPGVPGHSMR----ELL-------DP---RGR-R-----------LILVVSDCAGP-QW--HDGS----------MFR-TLQDWARR-ETVAILQPLP-QRMWRR---S--------------GL----VPV--------R----------GRLTA---------------
SCE64837.1 MRTARLVEAL----------RGGGLDA-------------------LPREVAEALWLARF--------------------------------------------------LPGDGASPS--RGEPSAHPPSGSTPGSA---------AP--------------------------------------GEADPTEAADPTAGPGPGSRVHPAG----GGVDPP--PG-----------------------------PGATTP-------------------------PRW-------VELHLP---------------------APAAPGAGAGR----------------------GGGGGLPVRA-----PEP------------------------PA--------LD----ARA---------LTRSLRPL--RR-----RV---------PD---------PRAVV---------VDEEATA---TR-----IVEE-----------------G-----------LWLP-----VL---RQVR--RP-W----FDLTLAVDAGAS-MAVWHPLV-DDLAAVL-ARL--G--------AF-RRVERV------RL----------------------PSGP--------------------------------------GQRFEVGVAGGPGVPGHSMR----ELL-------DP---RGR-R-----------LILVVSDCAGP-QW--HDGS----------MFR-TLQDWARR-ETVAILQPLP-QRMWRR---S--------------GL----VPV--------R----------GR------------------
WP_043962336.1 -RTARLVEAL----------RGGGLDA-------------------LPREVAEALWLARF--------------------------------------------------LPGDGASPS-----------RGEPSAHP---------PP-----------------------------GSSPGSAAPGEADPPEAADPTAGPGPGSRVHPAG----GGVDPP--PG-----------------------------PGAADP----------------------RRWVEL-------HLPAPA------------------------APGAGAGH----------------------GGGGGLPVRA-----PEP------------------------PA--------LD----ARA---------LTRSLRPL--RR-----RV---------PD---------PRAVV---------VDEEATA---TR-----IVEE-----------------G-----------LWLP-----VL---RQVR--RP-W----FDLTLAVDAGAS-MAVWHPLV-DDLAAVL-ARL--G--------AF-RRVERV------RL-------------------PSGPGQR-----------------------------------------FEVGAAGGPGVPGHSMR----ELL-------DP---RGR-R-----------LILVVSDCAGP-QW--HDGS----------MFR-TLQDWARR-ETVAILQPLP-QRMWRR---S--------------GL----VPV--------R----------GR------------------
AHJ30118.1 ----QLIRVL-----------QKELKL-------------------TGTEIAEILWLAQQ--------------------------------------------------TSSNFSGQK--------------TQDSS---------HD-------------------------------------------------------PETRVKDI----TRVKDI--TE-----------------------------DITEDI-------------------TNKLSDSTL-------TNSLVS---------------------TAVVTPQTSKT----------------------FSGSSLSIKL-----PDR------------------------SS--------LPY---PLK---------IAKALRPL--IQ-----YI---------AF---------GKAVL---------LDENATV---EL-----IAEL----------------NG-----------VCIP-----VL---KPRL-ELR------FDLTVVIDKSDS-MIFWQSIT-KELEQIL-KHY--G--------IF-RNIQTF------GM-------------------VENEQGD-------------------------------------------ICLKQETSKKNYSPQ----KLI-------DP---SGR-R-----------LILVVSDCVSQ-IW--RNGK----------AFD-LLKIWGKH-NVVAIVQMLP-EKMWLR---T--------------GL-----SL-------------------GTMVQ---------------
WP_006194993.1 ----QLIRVL-----------QKELKL-------------------TGTEIAEILWLAQQ--------------------------------------------------TSSNFSGQK--------------TQDSS---------HD-------------------------------------------------------PETRVKDI----TRVKDI--TE-----------------------------DITEDI-------------------TNKLSDSTL-------TNSLVS---------------------TAVVTPQTSKT----------------------FSGSSLSIKL-----PDR------------------------SS--------LPY---PLK---------IAKALRPL--IQ-----YI---------AF---------GKAVL---------LDENATV---EL-----IAEL----------------NG-----------VCIP-----VL---KPRL-ELR------FDLTVVIDKSDS-MIFWQSIT-KELEQIL-KHY--G--------IF-RNIQTF------GM-------------------VENEQGD-------------------------------------------ICLKQETSKKNYSPQ----KLI-------DP---SGR-R-----------LILVVSDCVSQ-IW--RNGK----------AFD-LLKIWGKH-NVVAIVQMLP-EKMWLR---T--------------GL-----SL-------------------GTMVQ---------------
OBQ42247.1 ----QFITTL-----------EKKLNL-------------------TGTEIAEILWLAQQ------------------------------------------------TCTHVSVEKTT--------------PQPQP---------NN-------------------------------------------------------DNAKNNQP--------TN--TP-----------------------------PQTPNN---------------------TQKFQPI-------TPSTEP---------------------QVPIYPKPSND----------------------YPDSGLSINI-----PDV------------------------SS--------LPY---PRK---------IAKALRSL--IQ-----YI---------AY---------GKAVL---------LNEKATV---EL-----MAEL----------------NG-----------ICIP-----IL---EPRR-ELK------FDLLLVIDKSDS-MIFWQRII-KELQKIL-KHY--G--------IF-RNIQIF------GI-------------------FKDNQGK-------------------------------------------IYLKQGIGEKRYSAQ----KLI-------DP---TGR-R-----------IIFIVSDCVSE-IW--RNGT----------AFN-LLKIWGKH-NIVAIVQMLP-ERMWLR---T--------------AL-----SS-------------------GAMVQ---------------
WP_052390345.1 DRLTDLLAEL-------------GLAP------------------RAPVELAELLWLAAR----------------------------------------------------GTEGGTG--ADTAGRAAPRTDRPAAG---------TP-------------------------------------------------------NGHRPRHR----TEHTPG--PD-----------------------------GTGPRT--------------------------------------------------------------ALHLPAPDRGG----------------------RSAPAVPAPT-----PGA------------------------PM--------LAR---PLS---------LQRALRPL--KR-----LV---------PD---------ERRRL---------LDEQATA---DR-----IAEA-------------LREPGPV---------QWLP-----VL---RPST--ER-W----LDLHLVLDVGPT-MTLWRPLA-RELRTLF-QQT--G--------AF-RQVGSG------RL---------------------LADGR------------------------------------------------------LAHR----RIA------------EGR-S-----------AVLVISDCMGP-QW--RSGP------AGDRWHR-TLHALARR-LPVAVVQPLP-ERLWPL---T--------------AV-----PA---------------------------------------
WP_052682031.1 DQLAALLADL------------GLADP-------------------GPVELAELLWLAAR--------------------------------------------------SGEGGAEQE--------------PGHGS---------AG-------------------------------------------------------NSARRNDR----RPADPN--RT-----------------------------GGRSAG-----------------------TATGE-------GQSVRT---------------------ALHLASGDPED----------------------TVAAVAAIPT-----PSV------------------------PM--------LAR---PLA---------LQRALRPL--KR-----RV---------PD---------PRHVR---------LDETATA---ER-----LAEA-------VTAKRTAGPPSGPGHPYRPGPVPWLP-----VL---RPAT--ER-W----LDLHLIFDCGPT-MALWRPLL-QELRTLL-VQT--G--------AF-RQVVQS------CL---------------------DPSGR-----------------------------------------------------PASRP-----------------TPDAR-T-----------VVLVLSDCMGP-QW--RPGA------AGSHWYR-TLHRLAHR-SPVAVVQPLP-ERLWPL---A--------------AL-----P---------P--------EVGL------------------
WP_057238953.1 --MDRLAALL---------TGLGRPEP-------------------DPVELAELLWLAAR---------------------------------------------------SERTPDGA--------------PADRP------------------------------------------------------------------GGRAVPGA------------LG-----------------------------PDGPSP---------------------GVPVEPN-------GPLLPL---------------------HLPVADPAD------------------------GTAAAGTVAT-----PSA------------------------PM--------LAR---PLD---------LQRALRPL--KR-----QV---------PD---------PRRAL---------LDEDATA---DR-----LAEA---------------LRGPDPV-------HWLP-----VL---RTGT--ER-W----LSLRLVLDCGPT-MALWRPLA-RELALLL-RQT--G--------AF-RQVGSA------RL---------------------AADGT-----------------------------------------------------LAGAQ-------------------PGPRV-----------VTLVLSDGMGP-QW--RPGP------AGERWYR-TLGALLRR-GPVAVVQPLP-ERLWPL---T--------------AL---------------P------AVPGVL------------------
WP_079065729.1 -MIERLGALL------ADLC-PAGQPP-------------------IPREVAELIWLARH--------------------------------------------------LPAESGWTS--------------STAVP---------TA-------------------------------------------------------GRSTPPTL----EGGAEE--EP-----------------------------PEAGDD---------------------DRSESGA-------TRLYVP---------------------RRPSRDGEEEP----------------------QVEQAAPVRV-----TGP------------------------PA--------LPR---RRE---------LARALRPL--KR-----RV---------PS---------RVRTV---------LDEDATV---SR-----IADH-----------------D-----------HWIP-----VL---APAA--DR-W----LDVRIVLDSYGESAVFWEPLA-RELRTLL-LQL--G--------AF-RDVRLH------CL---------------------APRSD------------------------------------GGPGIGTGTSSSTSSQPLRSAG----SLV-------DP---TGC-T-----------VTLVLTDGVAP-AW--RTGP----------MLE-ALRTWADH-GPTAVLQTLP-ENVWAR---T--------------AL----APE--------P----------GR------------------
CCK25370.1 -MIDRLRQII---------T-DAGAEA-------------------GPEELADILWLAGV--------------------------------------------------MTARTGTGT----RTDRPERVHEPEPTP---------PP-------------------------------------------------------TTPPPPPP----PSTRTT--RT-----------------------------ASGTSS-----------------------SLFTA-------EQPHAA---------------------RSGAPRPPRPR----------------------SSRRGTPVCV-----SRA------------------------AS--------LDD---PLA---------VLRALRPLGRRR-----LA---------DN---------RME-----------LDEEATA---EA-----GIDH-----------------Q-----------MLMP-----IV---RPAR--DP-W----LDLTLVVDTHRS-MLLWHDLI-SELRTLL-THT--G--------LF-RSVRVW------FL-------------------RASAEAG-------------------------------------------ITVSPTLGGPPRSPG----ELV------------TGH-RHS---------LILLVSDTVSE-AW--QRPA----------LRA-AVGQWCRH-SAVALLNVLP-ERLWER---G--------------GV----RPV--------P----------CQ------------------
WP_015655767.1 ----RLRQII---------T-DAGAEA-------------------GPEELADILWLAGV--------------------------------------------------MTARTGTGT----RTDRPERVHEPEPTP---------PP-------------------------------------------------------TTPPPPPP----PSTRTT--RT-----------------------------ASGTSS-----------------------SLFTA-------EQPHAA---------------------RSGAPRPPRPR----------------------SSRRGTPVCV-----SRA------------------------AS--------LDD---PLA---------VLRALRPLGRRR-----LA---------DN---------RME-----------LDEEATA---EA-----GIDH-----------------Q-----------MLMP-----IV---RPAR--DP-W----LDLTLVVDTHRS-MLLWHDLI-SELRTLL-THT--G--------LF-RSVRVW------FL-------------------RASAEAG-------------------------------------------ITVSPTLGGPPRSPG----ELV------------TGH-RHS---------LILLVSDTVSE-AW--QRPA----------LRA-AVGQWCRH-SAVALLNVLP-ERLWER---G--------------GV----RPV--------P----------CQ------------------
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WP_067632860.1 MTIDRLREAL----------SAIGPPP-------------------DARELSEMLWLACH--------------------------------------------------ITPAEERPS-----------PAPPPPVA---------PA-------------------------------------------------------PEIRQPPT----PATPAT---------------------------------PAAPPP-----------------------------------HAPEPR--------------------TGIHPRPAPGAE----------------------PGGEAAEVLV-----PTA------------------------PM--------LAD---PLG---------LQRALRPL--KR-----RI---------PS---------RHRRE---------LDEEATA---AR-----IADT-----------------R-----------LWTP-----VL---VPSP--ER-W----LTLALVVDTGPT-MRLWRPLA-RELTEML-IRQ--G--------AF-QDVHIT------YL---------------------DEAGR---------------------------------------------IASTPGAPSQDPR----TLL-------DA---SGR-R-----------AVLVLSDCSGP-HW--WNGH----------ARR-AVRHWAQA-GPTAILQPLA-ERLWRR---T--------------AA---------------P------TAPGLA------------------
CNF91710.1 SEIERLRDAL------------SAIGP-----------------PPDARELSEMLWLACH--------------------------------------------------ITPAEAGPA------------RTPPVPP---------PT----------------------------------------APAAP----------EAPPPPAP----RGSSPP--PR-----------------------------PPAREP-------------------------LTG-------LHPRPA----------------------------PGAE----------------------PVGEAAEVLV-----PTA------------------------PM--------LAD---ALG---------VQRALRPL--KR-----RV---------PS---------RHRRE---------LDEEATA---AR-----IADT-----------------R-----------LWTP-----VL---VPSP--ER-W----LTLTLVVDTGPT-MRLWRPLA-RELTEML-IRQ--G--------AF-HDVHVA------YL---------------------DETGG---------------------------------------------IMATPGAPPQDPR----TLV-------DV---SGR-C-----------AVLVLSDCSGP-HW--WKGH----------APR-AIRHWAQA-GPTAILQPLA-ERLWRR---T--------------AA-----PT-----A--P----------GL------------------
WP_078889789.1 ELLERAVAAL----------KAAVPEM-------------------DGTALAEALWLASR--------------------------------------------------MASDDRTGE-------ASESLLVPPEPP------------------------------------------------------------------ATPEPAPQ----PAAETA---------------------------------SPPAET-----------------------------------RAETGT---------------------RALHERLAGGA----------------------SRIRGDAVAV-----PRA------------------------AG--------LPL---SLE---------VTRALRPW--KR-----PW---------RQ---------GRRHA---------LDIEATV---EG-----YARS-----------------G-----------ELIP-----AF---TAAP--ER-W----FDLVLIVDRSPA-MQVWQETI-ADFTAVL-DRL--G--------AF-RTLQVR------DL---------------------TVDRG--------------------------------------------LELRDPQGRLTGPG----ELR-------AP---GGR-R-----------LVVVVSDCAAP-GW--RGPA----------VWR-QLREWSVT-TPVALLNPLP-TKLWRR---T--------------GL-----DL--------P--------TVRV------------------
WP_078953405.1 -LLERAVAAL----------KAAVPEM-------------------DGTALAEALWLASR--------------------------------------------------MASDDRTGE-----------ASEAPLVP---------PE-------------------------------------------------------PPATPEPA------------PQ-----------------------------PAAETA----------------------SPPAET-------RAETGT---------------------RALHERLAGGA----------------------SRIRGDAVAV-----PRA------------------------AG--------LPL---SLE---------VTRALRPW--KR-----PW---------RQ---------GRRHA---------LDIEATV---EG-----YARS-----------------G-----------ELIP-----AF---TAAP--ER-W----FDLVLIVDRSPA-MQVWQETI-ADFTAVL-DRL--G--------AF-RTLQVR------DL---------------------TVDRG--------------------------------------------LELRDPQGRLTGPG----ELR-------AP---GGR-R-----------LVVVVSDCAAP-GW--RGPA----------VWR-QLREWSVT-TPVALLNPLP-TKLWRR---T--------------GL---DLPT---------------------------------------
ANS70744.1 -MIEELFDAL----------GASGVNA-------------------GPEELAEILWLAAR--------------------------------------------------IDGPGIRPP-------------DHPSDA---------HV-------------------------------------------------------DGSAQPPR----ALDSPS--PA-----------------------------ASSTDP-----------------------------------PPAEQF--------------------YSAADITDTPGS----------------------APRHADLVRV-----RRA------------------------AS--------LHD---PLA---------VMRALRPL--GR-----HA----GLPGDAA---------RGE-----------LDEELTV---RS-----TIEQ-----------------C-----------LPVP-----VI---RPCR--GR-W----LDLALVVDTHHS-MRLWHDLV-TELRRVF-AQT--G--------IF-RDVRTW------YL------------------SGTGPDEA--------------------------------------------PSVARASGEPRSVQ----EVA-------DP---AGH-R-----------LVLVVTDTVAD-GW--NTSG----------VQD-VLRHWSSH-GPVALLNVLP-RRLWDR---G--------------AV----RPQ--------P----------HM------------------
WP_079165048.1 -MIEELFDAL---------G-ASGVNA-------------------GPEELAEILWLAAR--------------------------------------------------IDGPGIRPP--------------DHPSD---------AH------------------------------------------------------VDGSAQPPR----ALDSPS--PA-----------------------------ASSTDP------------------------------------PPAEQ-------------------FYSAADITDTPGS----------------------APRHADLVRV-----RRA------------------------AS--------LHD---PLA---------VMRALRPL--GR-----HA----GLPGDAA---------RGE-----------LDEELTV---RS-----TIEQ-----------------C-----------LPVP-----VI---RPCR--GR-W----LDLALVVDTHHS-MRLWHDLV-TELRRVF-AQT--G--------IF-RDVRTW------YL------------------SGTGPDEA--------------------------------------------PSVARASGEPRSVQ----EVA-------DP---AGH-R-----------LVLVVTDTVAD-GW--NTSG----------VQD-VLRHWSSH-GPVALLNVLP-RRLWDR---G--------------AV----RPQ--------P----------HM------------------
ANL87877.1 -MILALVSAL----------RAAGLTA-------------------TIGELEQILWLAER--------------------------------------------------LPAAGGDEA-------------QPAERD---------QA-------------------------------------------------------NPSAEATN----QPRGDQ--PH-----------------------------AAAKES---------------------GGGKIAD-------ADAVET---------------------AATPLFAAQTQ----------------------GSVSASVLQV-----PGV------------------------TM--------MSD---LDG---------LRRALRPL--SR-----RV---------PS---------RWRRT---------LDEEETA---SR-----AAET-----------------G-----------IWYP-----FY---RPTR--ER-W----LDLSIVIDGSPS-MDLWADTV-ADFSRQL-RSQ--G--------GF-KSISNY------SL-------------------PERPSAP---------------------------------------------MSPVVRGRGESIA----HLL-------DR---NKQ-H-----------VVFLITDGTGF-RW--RDGS----------AQD-FIRELGSC-AAVSVVQLLP-RRSWRH---S--------------RV-----GE--------P--------DFEV------------------
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WP_015197943.1 ----RVIGAF----------NHLGFDL-------------------DDTEIADILWLALQ--------------------------------------------------MRRCDPSPM-------SELPEETPAATP---------EI-------------------------------------------------------DHKLPGNR----QNNFPK--PS-----------------------------TQTETS-----------------------------------ANVYPQ--------------------------SSQDNN----------------------ETSSGLPIKV-----PTA------------------------QA--------LRN---KLD---------ISRSLKPL--KR-----RV---------PS---------RSEFI---------LDEIATA---ER-----IAEE-----------------K-----------LLLP-----VM---CPAR--DR-W----LEVALVIDEGTS-MFLWQQTI-KEFKQLL-ERH--G--------AF-RDVRTW------GL-------------------FTDRDNK--------------------------------------VWLRPRTGNLSRQKRLHNPR----ELI-------DP---NGR-R-----------LFIIISDCVSP-AW--YNGA----------ITK-TLAAWAST-APTTIIQVLP-EWLWER---S--------------AL---------------G------IAESIL------------------
CQR62799.1 DALPRLLAAV----------RAHVGDA-------------------DPTLLADAAWLAAS--------------------------------------------------RAAATDAEE-------------APGPEV------------------------------------------------------------------SGGPKPDR----PATGPR-TDA-----------------------------PGDPAP-----------------------------------PPAARP---------------------APVSVRRPDGT----------------------TPVRGVPLSV-----QRP------------------------AP--------LPE---ALA---------LARALRPF--RR-----PW---------PG---------GTRTR---------LDLDATI---DH-----YARS-----------------G-----------TLVP-----IF---SRAP--ER-W----FEVILVVDTSVT-MALWEDLA-QALSRLM-HGL--G--------AF-RAVHTW------RL------------------TWQDLEPR----------------------------------------------LHDHRGHTVPSHRAAQHSG-------SP---RGR-R-----------LILVLTDCAAP-GW--RRDE----------PWH-MLRAWGRS-APLALVDPLP-RRLWHR---S--------------AL---DHPP---------------------------------------
WP_078969206.1 --MPRLLAAV----------RAHVGDA-------------------DPTLLADAAWLAAS--------RAA---------------------------------------ATDAEEAPG--------------PEAFG---------EP-------------------------------------------------------EPDRPAAG--------PR--TD-----------------------------VAGAPA---------------------------S-------PPAARP---------------------APVSVRRPDGT----------------------TPVRGVPLSV-----QRP------------------------AP--------LPE---ALA---------LARALRPF--RR-----PW---------PG---------GTRTR---------LDLDATI---DH-----YARS-----------------G-----------TLVP-----VF---SRAP--ER-W----FEVILVVDTSVT-MALWEDLA-QALSRLM-EGL--G--------AF-RAVHTW------RL----------------TWRDLEPRLH------------------------------------------------DHRGHTVPPHRAAQHSG-------SP---RGR-R-----------LILVLTDCAAP-GW--RRDE----------PWH-MLRAWGRS-APLALVDPLP-RRLWHR---S--------------AL---DHPP-------------------CR------------------
ANS69559.1 -MLRAVAPHL------------------------------------DATALAEALWLASR--------------------------------------------------AAPAPAEAS--------------EPDAT---------PP-------------------------------------------------------APPAPAGT----ADPRTD--PD-----------------------------PRTARP----------------------PTPSGQ-------AEGGPA---------------------RTLHERLPGSG----------------------TRVTGHAVAL-----PRA------------------------SA--------LPH---TLE---------LTRALRPW--KR-----SW---------RT---------GRDQA---------LDVSATV---DA-----YARS-----------------G-----------ELIP-----VF---APAP--ER-W----FDLVLVVDDSPS-MQVWRETV-HAFTGVL-DRL--G--------AF-RTLQVR------HF---------------------HPDSG--------------------------------------------NELTDPEGRSASAG----QLG-------AP---DGR-R-----------LVVVVSDCAAP-AW--RAPE----------IWQ-QVRSWAHG-TPVALLNPLP-PKLWRR---T--------------GL-----DL--------P--------TVRV------------------
WP_079165222.1 -MLRAVAPHL------------------------------------DATALAEALWLASR--------------------------------------------------AAPAPAEAS--------------EPDAT---------PP-------------------------------------------------------APPAPAGT----ADPRTD--PD-----------------------------PRTARP----------------------PTPSGQ-------AEGGPA---------------------RTLHERLPGSG----------------------TRVTGHAVAL-----PRA------------------------SA--------LPH---TLE---------LTRALRPW--KR-----SW---------RT---------GRDQA---------LDVSATV---DA-----YARS-----------------G-----------ELIP-----VF---APAP--ER-W----FDLVLVVDDSPS-MQVWRETV-HAFTGVL-DRL--G--------AF-RTLQVR------HF---------------------HPDSG--------------------------------------------NELTDPEGRSASAG----QLG-------AP---DGR-R-----------LVVVVSDCAAP-AW--RAPE----------IWQ-QVRSWAHG-TPVALLNPLP-PKLWRR---T--------------GL---DLPT---------------------------------------
WP_027562298.1 -QLSDLLRGL----------RSGGVDL-------------------AAEHMLDCFWLAHH----------------------------------------------------VSGKLFD----DVEDVQQRTPAVQTQ---------PA-------------------------------------------------------LGGAAVIE----RTSEAA--AG-----------------------------PRSAAP--------------------------------------------------------------AQVWADAPSGV----------------------GTRRASLGSV-----PSA------------------------RA--------LPN---RLD---------FSRALRPFTLRR-----KS---------AE---------RSE-----------MDEEQTV---DA-----SATIG----------------------------FPFP-----IL---KPSE--QR-W----FTVDLVLEDDPA-IPIWRQTL-REFFKIL-HES--G--------AF-DDVRFW------HL--------------EKRSRATDAEGS--------------------------------------------DFVLVSQAGARIST----KFV-------AG---SGVAR-----------LVLLATHGSSL-NW--TNGS----------YDR-LLRDWLDT-SSVALIYLLP-EGDRKR---S--------------PL-----GE--------P---------QGL------------------
SFV19391.1 -QLSDLLRGL----------RSGGVDL-------------------AAEHMLDCFWLAHH------------------------------------------VSGKLFDDVEDVQQRTP--------------AVQTQ---------PA-------------------------------------------------------LGGAAVIE----RTSEAA--AG-----------------------------PRSAAP--------------------------------------------------------------AQVWADAPSGV----------------------GTRRASLGSV-----PSA------------------------RA--------LPN---RLD---------FSRALRPFTLRR-----KS---------AE---------RSE-----------MDEEQTV---DA-----SATIG----------------------------FPFP-----IL---KPSE--QR-W----FTVDLVLEDDPA-IPIWRQTL-REFFKIL-HES--G--------AF-DDVRFW------HL--------------EKRSRATDAEGS------------------------------------------------GFVLVSQAGARVSTKFV-------AG---SGVAR-----------LVLLATHGSSP-NW--TNGS----------YDR-LLRDWLDT-SSVALIYLLP-EGDRKR---S--------------PL-----GE--------P---------QGL------------------
WP_051846592.1 ----ELAARL----------AALPGRREEGADGGP-----------SARELAELLWLARH--------------------------------------------------VPPAGGTPA------PPGDDTAADGPAP---------PP-------------------------------------------------------PGDRPKPPADEPETEPGG-RRE-----------------------------TAEPEP---------------------ATAGLRS-------GRPVPP---------------------QRGRTPETGDG----------------------PRLRAVPVRA-----PAA------------------------TV--------LPG---VPE---------LQRALRPL--QG-----YQ---------PP-------VGTRDGQ---------LDEQATA---ER-----AAET-----------------G-----------LVVP-----VL---RGAT-TAG------TRIRLVMDVSSS-TVLWQGAL-AELAQVC-AVT--G--------AF-REVRTY------HL-------------------REGRDGT------------------------------------------VLASPDHAGRRMPCPA---ERLR-------DP---TGQ-Q-----------LTLVLSDCAGP-LW--RAGR----------MQR-LLHHWASG-APVALVQPLP-QRLWRR---T--------------HL---------------P------AEPGVL------------------
WP_078872798.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRA-----PAA------------------------TV--------LPG---VPE---------LQRALRPL--QG-----YQ---------PP-------VGTRDGQ---------LDEQATA---ER-----AAET-----------------G-----------LVVP-----VL---RGAT-TAG------TRIRLVMDVSSS-TVLWQGAL-AELAQVC-AVT--G--------AF-REVRTY------HL-------------------REGRDGT-----------------------------------------VLASPDHAGRRMPCPAE----RLR-------DP---TGQ-Q-----------LTLVLSDCAGP-LW--RAGR----------MQR-LLHHWASG-APVALVQPLP-QRLWRR---T--------------HL---------------P------AEPGVL------------------
SCG36816.1 MSVARVSRVF----------ARAGLEL-------------------DARGLADALWLADH--------------------------------------------------LPAARPRDA-EEPVSTVDEGDGVPVEPV---------EP-------------------------------------------------------VPDPPDDD----PVPDPD--PA-----------------------------PDRAAT---------------------VSPADPP-------QEDLLP---------------------LHLRPRQPGRP----------------------ETNPAVPLLA-----HAA------------------------PA--------IPD---TLR---------LMRSLRPL--KR-----TV---------DS---------RHRTV---------LDEEATV---RR-----IAER-----------------R-----------IWLP-----VL---QPAR--EP-W----LDLVLVADLGAG-GQLWGRLA-HELYGVF-RRL--G--------AF-RDVRLR------HL-------------------HADSEGR----------------------------------------SWVTTSGRGAGSAPRSPS----ELI-------DP---TGR-R-----------LILLLTDGIGA-AW--RSGH----------LGA-VVHRWGGS-GPVAILQPLP-AHLWER---T--------------AL----RPS--------P----------GR------------------
KUF20465.1 ----ALIARL----------REDGGDV-------------------RAEDLADVLWLAAK--------------------------------------------------VPGITGTPT------------APPVTDP---------PV-------------------------------------------------------TAEPADTGNGSSGQPQDTDRAS-----------------------------DAAPGP---------------------PTAPLAS-------LSVPRA---------------------ATTGRAPGPDP----------------------GDGCGTTVHI-----PAP------------------------ST--------LPD---PYA---------LLRALRPL--RR-----RT-------LVPG---------AVAQ----------FDEFATA---ER-----AAES-----------------R-----------LLLP-----VL---RPADTSTH-------RIALLMDVSSS-NAVWRDTF-EDLRQAA-AQA--G--------VF-RDVAHH------YV-------------------HETPYGE-----------------------------------------PRLARTFAPGSPSLSGD----RLL-------AP---GGH-R-----------LVLVLSDCVGP-LW--RDGH----------MQR-LLHRLARS-GAVAVMQPLP-QRMWAR---T--------------HL---------------P------PEPGIL------------------
WP_058845433.1 ----ALIARL----------REDGGDV-------------------RAEDLADVLWLAAK--------------------------------------------------VPGITGTPT------------APPVTDP---------PV-------------------------------------------------------TAEPADTGNGSSGQPQDTDRAS-----------------------------DAAPGP---------------------PTAPLAS-------LSVPRA---------------------ATTGRAPGPDP----------------------GDGCGTTVHI-----PAP------------------------ST--------LPD---PYA---------LLRALRPL--RR-----RT-------LVPG---------AVAQ----------FDEFATA---ER-----AAES-----------------R-----------LLLP-----VL---RPADTSTH-------RIALLMDVSSS-NAVWRDTF-EDLRQAA-AQA--G--------VF-RDVAHH------YV-------------------HETPYGE-----------------------------------------PRLARTFAPGSPSLSGD----RLL-------AP---GGH-R-----------LVLVLSDCVGP-LW--RDGH----------MQR-LLHRLARS-GAVAVMQPLP-QRMWAR---T--------------HL---------------P------PEPGIL------------------
WP_009714190.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPLRV-----PED------------------------KA--------LHQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEVATT---AA-----LAET-----------------G-----------LPDV-----IT---RPAR--ER-W----LDLALVVDDGTS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGA--------------------------------------AAPALRTRPYDPDAPHLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGA-AW--RDGR----------MDQ-VLARWAGV-GPTAVVHALP-PRLWDS---S--------------GI---------------R------TRRWQV------------------
WP_063731010.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPLRV-----PED------------------------KA--------LHQ---ELS---------IGRALRPL--KQ-----HR---------PN---------PLKRE---------FDEVATA---AA-----LAET-----------------G-----------LPDV-----IT---RPAR--ER-W----LDLALVVDDGTS-MLLWRRLA-VELRTVL-QRS--G--------AF-RVVRVL------GL---------------------HTRGA--------------------------------------AAPALRTRPYDPDAPHLPTT----ALS-------DP---SGH-T-----------LVLVVSDGVGA-AW--RDGR----------MGQ-VLARWAGV-GPTAVVHALP-PRLWDS---S--------------GI---------------R------TRRWQV------------------
WP_006602968.1 ----RLRQAM----------SAAGYDL-------------------GATELLDVLWLARV--------------------------------------------------MEGRTAAGG--------------PGDSG---------EP--------GERVGGTGDGAAFGDGDGAEDRAGAGEGRRRTEAGGAEGATAAADPAPEGRSADA----APTTPV--DP-----------------------------ADPADPA---------DSSDSSCEPQPTESTRPL-------TPPGPP------------------RRALYAWGSAGGEP----------------------GADRARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDVEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPEQ--EPRW-----SAVLLVDCSAA-MQVWGPLA-AELRALL-ARS--T--------VF-RSVRIQ------RI---------------------DPRHP------------------------------------------------------AGPV----HHR-------RS---AGA-S-----------VTFLLTDGTSP-GW--RSPQ----------TVR-ALTAWGNR-GPLAVLNPLP-RRLWRG---T--------------AL-----DA-----R--P----------RL--L---------------
SEE56281.1 -MIDRLRQAM----------SAAGYGL-------------------GATELLDVLWLARV--------------------------------------------------MEGRTAAGG--------------PGDSG---------EPGECVGGTGDGAASGDGAASWGEDASGDGDGAEEGRRRTEAGGAEGTTAAADTAPEGRSADAAP----TTPAAP--AD----------------------------STDPAD------------FSASSCDSRPTESTRPL-------TPPGPP------------------RRALYAWGSAGGES----------------------GADRARPARV-----PGG------------------------RA--------LPD---AQQ---------LGRALRPL--RR-----SR---------DH---------PHRTV---------TDVEATV---RL-----AAET-----------------G-----------FLDV-----VS---RPEQ--EPRW-----SAVLLVDCSAA-MQVWGPLA-AELRALL-ARS--T--------VF-RSVRIQ------RI---------------------DPRNP------------------------------------------------------AGPV----HRR-------RS---AGA-S-----------VTFLLTDGTSP-GW--RSPQ----------TVR-ALTAWGNC-GPLAVLNPLP-RRLWRG---T--------------AL-----DA-----R--P----------RL--L---------------
WP_052360456.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWLP-----ER---TPEM--TR-W----LDVALVVDAGAS-MRIWRRAA-GELRVLL-ERM--G--------AF-RDVRVW------EM---------------------DTGAA---------------------------------------QPVLRKASAPSGAPARSPR----ELL-------DP---GGR-R-----------LVLLFSDCVAA-GW--RSGA----------MSE-LLTTWSAH-GPVAIVQPLP-QRLWHR---T--------------GI----VPV--------P----------VR------------------
AHH96337.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTR------------------------------------------------------------------------------------W----LDVALVVDAGAS-MRIWRRAA-GELRVLL-ERM--G--------AF-RDVRVW------EM---------------------DTGAA---------------------------------------QPVLRKASAPSGAPARSPR----ELL-------DP---GGR-R-----------LVLLFSDCVAA-GW--RSGA----------MSE-LLTTWSAH-GPVAIVQPLP-QRLWHR---T--------------GI----VPV--------P----------VR------------------
EWM11539.1 -EARTARRRA-----------GGGRSG-------------------GHRRGAGRRRLAGR--------------------------------------------------LPRRRPSRARGRAAAGAGAAAAARGAGG---------AG-----------------------------------------------------VARRRDGTQAALGFTAVARG-HGG-----------------------------AGVVGV---------------------HAPAGAW-------RPRRRH---------------------ERPDAAEPRGA----------------------GAAGHAAAVA-----GAA------------------------AV--------------EAA---------RARSAPPV---------------------------------------------VNEQDTA---DH-----IADT-----------------G-----------LWLP-----EF---QPEM--TR-W----LEVALVVDSGPS-MRIWRRAA-AELRVLL-ERM--G--------AF-RDVRVW------EM---------------------DSRAD-------------------------------------------DPRLQRPGSPSRSAR----ELI-------DP---SGR-R-----------LVLMLSDCVGE-AW--LSGA----------MSR-LLALWSKS-GSVAIVQPLP-QRLWHR---T--------------AV----VPV--------P----------VR------------------
EIP98807.1 -PLEKFVACL---------L-RHAPDS-------------------AADEIADVLWLAAH--------------------------------------------------AKASSPSGL----DSASHKSSENPAQKS---------RS-------------------------------------------------------ATATKTPE----ESSSPQ--SP-----------------------------SNATEP----------SREKIDDDTDGGADGSAE-------IKTSQG---------------------RSSSHPDFHTP----------------------PATHSLPLRV-----PSG------------------------RA--------LPE---PIA---------LVRALRPL--TR-----RV---------PS---------RIRQH---------LAEAATA---ER-----VADT-----------------G-----------LWQP-----VL---APER--AR-W----LELALVLDTHAS-MAVWQPTL-SELRKLL-ETL--G--------AF-RDVRLW------TL---------------------DTSRP----------------------------------------GRPPLLHSAHSDTLRPAK----ELV-------SP---NGR-R-----------LILLATDCLGP-AW--RDGS----------VAT-WLQSLAAR-QPVVLWQLLP-EHLWRQ---T--------------HL-----RH--------A--------QFVH------------------
WP_007361780.1 -PLEKFVACL---------L-RHAPDS-------------------AADEIADVLWLAAH--------------------------------------------------AKASSPSGL----DSASHKSSENPAQKS---------RS-------------------------------------------------------ATATKTPE----ESSSPQ--SP-----------------------------SNATEP----------SREKIDDDTDGGADGSAE-------IKTSQG---------------------RSSSHPDFHTP----------------------PATHSLPLRV-----PSG------------------------RA--------LPE---PIA---------LVRALRPL--TR-----RV---------PS---------RIRQH---------LAEAATA---ER-----VADT-----------------G-----------LWQP-----VL---APER--AR-W----LELALVLDTHAS-MAVWQPTL-SELRKLL-ETL--G--------AF-RDVRLW------TL---------------------DTSRP----------------------------------------GRPPLLHSAHSDTLRPAK----ELV-------SP---NGR-R-----------LILLATDCLGP-AW--RDGS----------VAT-WLQSLAAR-QPVVLWQLLP-EHLWRQ---T--------------HL-----RH--------A--------QFVH------------------
SEB64482.1 -RFGALLGAL----------DPQGSPA-------------------GSREVAELLWLAAN--------------------------------------------------LPPGAVVRS-------------EPPSAE---------AA-------------------------------------------------------GGPAQPSP----DHAEIE--PG-----------------------------ATAADG---------------------HEDGAKG-------DGRLYL---------------------PDADAPGAEGA----------------------LLHPASPVRV-----AGA------------------------SA--------LPR---RRA---------LARSLRPL--KR-----RV---------PS---------TTRLV---------LDEDATA---ER-----IADE-----------------A-----------PWMP-----VL---VPAR--DR-W----LDLALVLDVHGDGAALWQPLG-RELLGML-QEL--G--------AF-RDIRTY------WL-------------------RRRLDGS-------------------------------------------PGLATGPHRVPRSPA----TAS-------DP---TGR-T-----------VTLLLTDGVDP-GW---GGD----------ALRGVLRQWARN-GPAAILQALP-EHLWGQ---T--------------AL----APE--------P----------GR------------------
WP_052743202.1 -ALGALLGAL----------DPQGPPA-------------------GPREIAELLWLAAQ--------------------------------------------------LPEGAVVRP------------HLPVPDA---------SA-------------------------------------------------------DAPPTSTA----ATGAGD--GS-----------------------------PEEASE----------------------GDADEQ-------GDRLFL---------------------PDTDTPAEGHA----------------------LLHPGSPVRV-----AAA------------------------PA--------LPH---RRA---------LGRSLRPL--KR-----RV---------PS---------RTRLV---------VDEDATA---DR-----IAHE-----------------V-----------RWLP-----VL---VPAR--DR-W----LDLVLVIDAHGDSAALWQPLG-RELLGVL-REL--G--------AF-RDIRTY------WL-------------------RRQPDGT-------------------------------------------PGLSTGPRGTLRSPA----TVS-------DP---TGR-T-----------VTLVLTDGVAP-GW--GGES----------LRG-TLRLWARS-GPAAVLQTLP-ENLWGQ---T--------------AL----APE--------P----------GRFRS---------------
WP_081104772.1 -AHTGLAAIA------------ARLRI-------------------DPAAIVDAAWVAAV--------------------------------------------------LSGPTSGRP----ADESRRTTDAEAQKP---------VR-------------------------------------------------------NNLRPNAL----AANQRS--LT-----------------------------GSRAND---------------------GRSASES-------LPETQQ---------------------LRLHLPRRDVGEVG-------------------QLRGGPEVRI-----ATS------------------------RT--------VAT---GVE---------IARALRSL--TV-----RW---------PK---------GHRPE---------LDLTSTV---KE-----YAET-----------------G-----------RLVP-----RF---HPAG--EH-W----FDATLVVDANPS-MAVWGDVV-ADIQRAL-ARL--G--------AF-QTLETL------SL---------------------EFDGK---------------------------------------------EPQLRDSQKRPVA--LDRLR-------SP---NQR-R-----------LIMVFSDCFAE-PW--RAAQ----------IWS-LLASWGHS-TPVVLASPLT-PGSLRR---N--------------GV---------------G--------FDAV--V---------------
WP_081281385.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTSTV---KE-----YAET-----------------G-----------RLVP-----RF---RPAG--EH-W----FDATLVVDANPS-MAVWGDVV-ADIQRAL-ARL--G--------AF-QTLETL------SL----------------EFDGKEPQLR------------------------------------------------DSQKRPVAPD----RLR-------SP---NQR-R-----------LIMVFSDCFAE-PW--RAAQ----------IWS-LLASWGHS-TPVVLASPLT-PGSLRR---N--------------GV-----GF--------D----------AV--V---------------
WP_079127936.1 -MIEELLAAL----------VEAGADA-------------------GHEELADILWLATH--------------------------------------------------ISAEGHPAR--------TSDGREPDAEH---------GT-------------------------------------------------------VSPSMPDR------------DD-----------------------------GDPQAN-----------------------------------ERYYSA---------------------TPAEDTSGDNS----------------------DARRGEAVQV-----RRA------------------------LA--------LEN---PLG---------VMRALRPL--GR-----RT--------APG---------VTTTE---------LDEELSV---NS-----TAEQ-----------------G-----------MVVP-----IL---KPQR--GR-W----LDLALVIDTHHS-MLLWHDLV-SELSRTI-AQT--G--------IF-RDVRVW------FL-------------------SGTEAGS------------------------------------------VPTVARVNGGDSRRPQ----EVA-------DP---SGH-R-----------LVLVVTDTVAE-GW--NAGS----------LEG-VLRQWATH-SPLALLNVLP-RRLWAR---G--------------AV----TPA------------------GAT------------------
SCF56449.1 -MIEELLAAL----------VESGADA-------------------AHEELADILWLAAR--------------------------------------------------IGAAGSRDN--------------TGDEQ---------QP-------------------------------------------------------DSVEQGTA----SPSNPD-RGD-----------------------------GGSQAS-----------------------------------ERYYSA---------------------TLEDDARAVDP----------------------DTRRGEAVLV-----RRA------------------------MA--------LED---PLG---------VMRALRPL--GR-----QT--------VPA---------VNTTE---------LDEELSV---DS-----SVEQ-----------------G-----------MVVP-----IL---KPQR--GR-W----LDLALVIDTHHS-MLLWHDLV-SELCRTF-AQT--G--------IF-RDVRLW------FL-------------------SGTEVGG------------------------------------------IPTVARANGGDSRRPQ----EVS-------DP---SGH-R-----------LVLVVTDTVAG-GW--SGTS----------LQA-VLRQWVAH-NPLALLNVLP-RRLWTR------------------GA---------------V------APEGVV------------------
EFO80365.1 -SINSLLQLI------------VERNP-----------------ETTGYHIAEALWLMLT--------------------------------------------------IKEAGIPTD--------------GKPLQ---------QP-----------------------------------------------------------------------PE--QP-----------------------------TSKPAS-----------------------ASLNA-------EHQQAD---------------------LYPLGASDSEA----------------------TSAQTTPLRI-----SSV------------------------GT--------LPH---AAS---------IARALRPL--RR-----RV---------PS---------RHRLR---------LNEKLTA---ER-----SAEE-----------------N-----------TLVP-----VM---LPVP--SR-W----LALHLVVDHGRS-SMIWQETI-QELHRLL-IRQ--G--------AF-RDVRLW------HF-------------------NSDTDDN--------------------------------------------ELRLFAGRTSTIPR-RARELS-------DP---EGR-H-----------LILIVSDGVGR-AW--HDGR----------LTT-AMSLWSAS-GPVALCQLMP-PQLWNR---T--------------AL-----GR--------E--------IEVR------------------
WP_006562336.1 -SINSLLQLI------------VERNP-----------------ETTGYHIAEALWLMLT--------------------------------------------------IKEAGIPTD--------------GKPLQ---------QP-----------------------------------------------------------------------PE--QP-----------------------------TSKPAS-----------------------ASLNA-------EHQQAD---------------------LYPLGASDSEA----------------------TSAQTTPLRI-----SSV------------------------GT--------LPH---AAS---------IARALRPL--RR-----RV---------PS---------RHRLR---------LNEKLTA---ER-----SAEE-----------------N-----------TLVP-----VM---LPVP--SR-W----LALHLVVDHGRS-SMIWQETI-QELHRLL-IRQ--G--------AF-RDVRLW------HF-------------------NSDTDDN--------------------------------------------ELRLFAGRTSTIPR-RARELS-------DP---EGR-H-----------LILIVSDGVGR-AW--HDGR----------LTT-AMSLWSAS-GPVALCQLMP-PQLWNR---T--------------AL-----GR--------E--------IEVR------------------
AKJ08455.1 ----------------------------------------------MIDEFS-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PRGPGA-----------------------------------------------------------------------------------------------SSGRFTPV--------------------------------------------------------------MTWDLRPA--------------------PG----------------------------------------TERW-----------------------------RWSS-----FL---RPL---EPLG----LELALVVDSAVS-MALWRRTV-AWFRELL-RAH--G--------PF-VDVWTW------RL-------------------CTDAGGE----------------------------------------GRQLQAGWEGEEPVRVGR----APR-------EP--GEGC-------------LTLVLSDCVSR-GW--YTGE----------VAR-LLERWGHA-GPVAVVQVLQ-KPLWPR---T--------------AL---------------R------QGSVLA------------------
WP_047861214.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEPL-----------------------------------------------------------------------------------G---------------------------------------LELALVVDSAVS-MALWRRTV-AWFRELL-RAH--G--------PF-VDVWTW------RL-------------------CTDAGGE----------------------------------------GRQLQAGWEGEEPVRVGR----APR-------EP--GEGC-------------LTLVLSDCVSR-GW--YTGE----------VAR-LLERWGHA-GPVAVVQVLQ-KPLWPR---T--------------AL---------------R--------QGSV------------------
WP_055420298.1 ----HLLRVL------------GGLSVEA-----------------EAEDLADALWLAAR--------------------------------------------------LPPPAEPSG----DGSKMLDDGDPAHLP---------PP----------------------------------------------------------RPEND--------PA--PD-----------------------PGELRLSGRPPD-----------------------------------GPSEPR-------------------LDLYLPGAGDRAD----------------------GTGRASQLRL-----PAP------------------------RA--------LPY---PHR---------LVRSLRPL--TR-----RA---------PS---------PDRTQ---------LDEEATV---QN-----IVDT-----------------A-----------LWLP-----VL---SPAP--SR-W----LDLALVVDDSTS-MAVWRETV-QEFLSVL-VNV--G--------AF-RSVQHW------TL----------------------PTEE-------------------------------------VATRGLVLRSPAGPGRDHSPM----EIV-------DT---TGR-R-----------VVLVVSDCISP-AW--SDGT----------LLR-LLRTWGGT-GPVALVQSLP-RRMWER---S--------------AL-----DL--------R--------AVRL--R---------------
WP_067031497.1 -LIARLLTDV-------------ENQP-------------------TWQELADVLWLAER--------------------------------------------------LSRESDGRP--------HTWGWERPPVP---------DT----------------------------------------------------WSQPDSGPPAG----RTKPPG--AD-----------------------------PPHAEH--------------------VQLYADVP-------RDVASA---------------------SARLALPGGQD----------------------GVGNATPVRL-----PTT------------------------PA--------LRN---VLA---------LRRALRPL-GSR-----TL---------PG---------PGPELQ--------LDEEATV---ER-----IADT-----------------G-----------FWLP-----VL---RPAP--VR-W----LDVALVVDDSVS-MAVWDRAV-REFRDLL-DTA--G--------AF-RSVQVW------SL----------------------PSEE-------------------------------FRSLGVVLRRGLPARASTTSATYSSPG----ELV-------DP---TGR-R-----------VVLVVSDCISP-SW--SDGT----------LEQ-LLRLWGRS-GPVAIVQPLP-RRMWER---C--------------PL-----NL-----------------HKVT------------------
WP_026217851.1 ---------------------MAEADP----------------DKVTVDSLLDWAWMRAV--------------------------------------------------VGAPNERFP--GIRAGPPSVLPRPTVAP---------PA----------------------------------------DSGSVTESAPDTADEQGVDPPAQ----SMRGRD--RA-----------------------------TGSGYS---------------------TDQPGSIDDFGLSTKPTGPA---------------CDSGYTLVPTEVGPAGG----------------------IGSRVPGLRV-----PEW-----------------------LGEAPAPAAFVLPD---RLE---------LARLLRRL--RE-----FG---------AA---------PNSVV---------LDEDATA---EH-----AALT-----------------D-----------LIVP-----IL---APAR--ER-W----FELALVVDSAAS-IDPWRRLL-AEFARLL-DGN--G--------TF-RAVRSW------SL---------------------DTEVD------------------------------------------GRAVLRTPIGTTSRSA-------APV----GV---TGR-R-----------IIMVISDGVGR-AW--SDPG----------TAA-MLATWAKQ-GPVVFVNLLP-RRWWER---S--------------RV-----PL-------TP----------VV------------------
WP_078978683.1 -MAEEEPAEV------------------------------------TVDAVLDWAWLTAV------------------------------------------------IGTRGAPPDAA----VEIAAPAAAAPAARG---------PG----------------------------------------PPVPP----------GPEPPPAP----IARRPP--RA-----------------------------VRGPRP-------------------ETSLAFTAV-------PDSVES---------------------IERIGTGPAGA---------VARR---------LPAWLGEARP-----PAA------------------------SV--------LPD---RLE---------LARLLRRLRSHG-----TA---------PH---------AVV-----------LDEEATA---EQ-----AALT-----------------D-----------LIVP-----VL---EPAR--ER-W----FELALVVDSAPS-IAPWRRLL-AEFTRLV-NGN--G--------TF-RAVRSW------SL---------------------DTDVP------------------------------------------GRAVLRTPFGMPAPPA----APV-------GP---TGR-R-----------IVMVITDGVGR-AW--SHPQ----------TSA-MLASWAKQ-CPVVLLNLLP-KRWWDR---A--------------RI-----PS-----T--P--------VVFR------------------
WP_057578301.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MP-----VV---HPAP--ER-A----FDVVLMVDNHPT-MEPWRHTV-DELRQVL-YSL--G--------AF-RNIREI------PL---------------------DVAAT--------------------------------------------------QAGPVDLV----RVV-------QP---TNSHQ-----------LVLLLTDGLAD-AW--RDGQ----------LMG-PLHALANS-QLLSIIHMMN-DSSWSA---S--------------HL---------------Q------GQRTEL------------------
KRD17930.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVDNHPT-MEPWRHTV-DELRQVL-YSL--G--------AF-RNIREI------PL---------------------DVAAT--------------------------------------------------QAGPVDLV----RVV-------QP---TNSHQ-----------LVLLLTDGLAD-AW--RDGQ----------LMG-PLHALANS-QLLSIIHMMN-DSSWSA---S--------------HL---------------Q------GQRTEL------------------
EHR73674.1 -MIPTLADAL------------RGLDP-----------------ALGFDDLRDILWLAQR--------------------------------------------------LPAARPVAT-----PALAADEFAPPPGG---------SA-------------------------------------------------------TAAPPAAP----PGAAPA---------------------------------PATPPT---------------------RQRVRDD-------DPNHAY--------------------GVDGIGVPLPVG----------------------RAARRVGLRA-----PDP----------------------------------LPD---ALA---------LARALQPLGRRR-----RF--------------------GRSDQ---------LAEEASA---ER-----FAQT-----------------G-----------LPLP-----VL---RPAR--ER-W----FEIALLVDAGPT-LAAWRPQV-RAFERLL-QRH--G--------GF-RRVMPL------GL---------------------DSRDG-------------------------------------------EPQLLGASGRPLARN----ALL-------DR---RGR-R-----------LLIVVSDCTGP-AW--YDGR----------MAD-WLAPLAEH-MPLAVAQPFA-PTQWSH---T--------------ALGFVELQA---------------------------------------
WP_009553588.1 -MIPTLADAL------------RGLDP-----------------ALGFDDLRDILWLAQR--------------------------------------------------LPAARPVAT-----PALAADEFAPPPGG---------SA-------------------------------------------------------TAAPPAAP----PGAAPA---------------------------------PATPPT---------------------RQRVRDD-------DPNHAY--------------------GVDGIGVPLPVG----------------------RAARRVGLRA-----PDP----------------------------------LPD---ALA---------LARALQPLGRRR-----RF--------------------GRSDQ---------LAEEASA---ER-----FAQT-----------------G-----------LPLP-----VL---RPAR--ER-W----FEIALLVDAGPT-LAAWRPQV-RAFERLL-QRH--G--------GF-RRVMPL------GL---------------------DSRDG-------------------------------------------EPQLLGASGRPLARN----ALL-------DR---RGR-R-----------LLIVVSDCTGP-AW--YDGR----------MAD-WLAPLAEH-MPLAVAQPFA-PTQWSH---T--------------ALGFVELQA---------------------------------------
WP_052390618.1 --MERLQDTL----------SAAGLGL-------------------TALELAEVLWLAAR--------------------------------------------------IPAPGAAGA------------TGTPTAT---------TS-------------------------------------------------------PPHRPPGN----PSGADA--PA-----------------------------HGSVPG-----------------------------------TAGGTD---------------------VYAMAGAPVEG----------------------TAATPVLVRA-----ERA----------------------------------LPA---PRR---------LARALRPL--KR-----PV---------RS---------PREQE---------LDERATA---DL-----VADT-----------------G-----------VFDL-----VT---RARR--ER-W----MDVALVIDDGLS-MHIWRELS-AELRVLL-QNA--G--------IF-RRVRTY------GL------------------DTRHPEGP-----------------------------------------RLYSRPFDPHGVRLPAG--------------SPCPSDGR-G-----------LVLVLSDAVGA-GW--RDGR----------LDR-LLAHWARS-CATAVLQPLP-KRLWPG---T--------------GL---------------R-------TETKQL-----------------
WP_028808563.1 -MIERLRDVL----------ASSGIAL-------------------TPAELADVLWLALR--------------------------------------------------LPTEGLAAA--------------QNPVP---------NA-------------------------------------------------------LQEGGGPA--------DI--PT-----------------------------PPSQEQ-----------------------------------HGFAAD---------------------SDLFSYGGDGV----------------------PGTAGDLMRL-----PAE------------------------RT--------LPG---SLA---------IGRALRSL--KR-----ST---------PD---------HSAKE---------IDDTSTV---DL-----IAET-----------------G-----------ILDV-----VL---QPMK--EQ-W----LDVSLVVDDGLS-MKLWQETA-RELRTLM-EQT--G--------AF-RRVRAF------GL---------------------DTRTP--------------------------------------HAPVLRNAPFRPSSARIAPQ----SLC--------P---ADRRA-----------VVLILSDVIGP-GW--HTSA----------TQS-LLCFCAER-CPTAIVQPLP-RRLWAG---T--------------RL-----NI-----------------ELK---T---------------
WP_026065859.1 ----RLIKVL----------DDLGLEP-------------------TYREVAEALWLARH--------------------------------------------------LGGPTGGST--VRVERPVRQEAPEPAGW---------PA-------------------------------------------------------PYRPPAED----GRGDDG--RD-----------------------------GNEVGD-----------------------------------DWRYGL---------------------YSHGLTEERPS----------------------AEARGHNIRV-----PAV------------------------SA--------LPD---QLE---------LIRQLRAF--KR-----RL---------VA---------GRTQQ---------LDEEGTV---AW-----IART-----------------Q-----------VWRP-----VF---RPVP--ER-W----FDVVLLVDTGAS-MVIWKALV-SELASLL-QCL--G--------AF-RDVRVR------YL-------------------HTSEDGE----------------------------------------VSQSSSDRRDSTRLRPLP----ELL-------DP---AGR-R-----------VVIVVSDCVGE-GW--DSGA----------VGR-GLVELSRS-GPVSVFQPLP-QHLWRR---T--------------GV----RPV--------S----------GR------------------
WP_026418515.1 ----RLIKVL---------D-DLGLEP-------------------TYREVAEALWLARH--------------------------------------------------LGGPTGGST--------------VRVTR---------PA-------------------------------------------------------KQEAAEPE----GWPAPY--RP-----------------------------PAEDGR---------------------GVDGRDG-------NEVGDD----------------WRYGLYSNGLTEERPS----------------------TEARGHNIRV-----PAV------------------------SA--------LPD---QLE---------LIRQLRAF--KR-----RL---------VA---------GRTQQ---------LDEEGTV---AW-----IART-----------------Q-----------VWRP-----VF---RPVP--ER-W----FDVVLLVDTGAS-MVIWKALV-SELASLL-QCL--G--------AF-RDVRVR------YL-------------------HSTEDGE----------------------------------------VSQSSSDRRDSTRLRPLP----ELL-------DP---AGR-R-----------VVIVVSDCVGE-GW--DSGV----------IGR-GLAELSRS-GPVSVFQPLP-QHLWRR---T--------------GV----RPV--------S----------GR------------------
KPH99459.1 SAFGRGPAPARAGGPDPVPG-TAGSDR---------------ADAPDVVELLDALLLAAA--------------------------------------------------RNARAPTVS----ERAGRRASGAKPVGT---------PG-------------------------------------------------------KASRHAPE----EDAAPG--EE-----------------------------PAEPPA------------------------------------QDTAG---------------------ADVWLEQPGST----------------------HSVPGVRHSA-----GRV------------------------DA--------LPD---AQG---------IGRALRPL--RY-----RR---------PS---------ATRRH---------LDVDATV---DH-----FTQT-----------------G-----------LLVP-----QL---AATP--ES-W----LEAVVVLDGGTA-MTVWDAPV-RRLVSVL-REL--G--------AF-RDVRLW------HL--------------------EHPPGR-------------------------------------------PPRLLDHRGRVLDPALGNRLLR-------QP---ANR-------------LLLVISDCAAP-AW--REPA----------LWQ-ALHAWGST-APMALINPLP-TRLWRH---S--------------GL-----DL--------P--------------R---------------
WP_054236610.1 -----------------------------------------------MVELLDALLLAAA--------------------------------------------------RNARAPTVS----ERAGRRASGAKPVGT---------PG-------------------------------------------------------KASRHAPE----EDAAPG--EE-----------------------------PAEPPA------------------------------------QDTAG---------------------ADVWLEQPGST----------------------HSVPGVRHSA-----GRV------------------------DA--------LPD---AQG---------IGRALRPL--RY-----RR---------PS---------ATRRH---------LDVDATV---DH-----FTQT-----------------G-----------LLVP-----QL---AATP--ES-W----LEAVVVLDGGTA-MTVWDAPV-RRLVSVL-REL--G--------AF-RDVRLW------HL--------------------EHPPGR-------------------------------------------PPRLLDHRGRVLDPALGNRLLR-------QP---ANR-------------LLLVISDCAAP-AW--REPA----------LWQ-ALHAWGST-APMALINPLP-TRLWRH---S--------------GL-----DL--------P--------------R---------------
ACL45435.1 --VRALLSQR------------VGLDL-------------------SPVELAEILWLALQ--------RGV---------------------------------------VIPEDLENR--------------KSPIP---------PT----------------------------------------QKLES----------ESESEPLD--------PT--PT-----------------------------TDSSSP---------------------KESIPIV-------AEPPET---------------------RFPETAQDSDQ----------------------AVGSALPINI-----PET------------------------VA--------LRN---RQA---------IARSLRPL--MR-----KV---------AS---------KQRRI---------LDEEATV---IQ-----IAET-----------------Q-----------TWSP-----VL---KPEP--ER-W----LELAIVIEVTNL-LDVWQDTI-AEFQRLM-ERH--G--------AF-RNVRTW------QL---------------------KPNAQ-------------------------------------GEPQLFLQTSRGLRGSPRSPR----ELL-------DP---SGR-R-----------QILLLSDCTSR-AW--RTGK----------IPK-LLKLWSRE-NPVAIVQLLP-EHYWDR---S--------------AL-----KA--------S--------YRVA------------------
WP_049770996.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGSALPINI-----PET------------------------VA--------LRN---RQA---------IARSLRPL--MR-----KV---------AS---------KQRRI---------LDEEATV---IQ-----IAET-----------------Q-----------TWSP-----VL---KPEP--ER-W----LELAIVIEVTNL-LDVWQDTI-AEFQRLM-ERH--G--------AF-RNVRTW------QL---------------------KPNAQ-------------------------------------GEPQLFLQTSRGLRGSPRSPR----ELL-------DP---SGR-R-----------QILLLSDCTSR-AW--RTGK----------IPK-LLKLWSRE-NPVAIVQLLP-EHYWDR---S--------------AL-----KA--------S--------YRVA------------------
WP_051042918.1 ----RQGPSL------------AEYGL-------------------DATDLADAVHLAAV--------------------------------------------------MKQAADGTS--QLSYGHLSHLPFTEPLP---------TD-------------------------------------------------------PGDRGPEP----EHDANT--EP-----------------------ERQEESPREEVP--------------------DPLRAATV-------APLDDP---------------------VHHLDDRSALL----------------------SAFSLFNLKL-----PQG----------------------------------RAD---HLD---------LIDTARNY--AR-----AL----------------------------------LDTAHWG---AG------ERRSAGV-------------------------PVLP-----AL---RRGA--HR-A----VRLTLVVDTGVS-MLFQRGVA-DELTRLL-RRS--G--------IF-HAVDLL------GF---------------------DSHRQ---------------------------------------------GAPLLVGPDGRPR----HLR--------PAGHNGP-H-----------VTLIVTDGLGT-AW--GDTG----------FQS-WIARAARG-GAVAVLHLLR-PQLWQR---G--------------SI--RTVPT--------R--------IRAS------------------
WP_026118556.1 ---------------------LGEYGL-------------------DATDLADAVHLAAV--------------------------------------------------MKQAADGTS--RLRYGHLAHLPFTEPLP---------PD-------------------------------------------------------PASPDAVP----RRHNAA--PE-----------------------------APEPAP--------------------GPAEGPTS-------VPAAPI---------------------DDPAHQRLEDRSALL------------------SAFGRFSLKV-----PRG----------------------------------RPE---HPD---------LADTARNY--AR-----AL----------------------------------LDTAHWE---PG------ERRSSGV-------------------------PVLP-----AL---RPGA--AR-T----VRLALVTDTGVS-MLFQRGIT-QDLTRLL-RRS--G--------IF-RSVDLL------GF---------------------DSQRP---------------------------------------------GAPLLADPDGRPR----HLR-------PP-GETGP-H-----------VTLIVTDGLGA-AW--GDAG----------FQD-WVARAARG-GAVAVLHLLR-PQLWRR---G--------------SI----RTV--------P------TRIRAA------------------
OEV17914.1 -ALPRLLRAL-------GETRAVGGAA-------------------DARTLADALWLAAS---------------------------------------------------GVLGEGTG--------------PASRP---------PW-------------------------------------------------------EASEEPEP----EEPERS--GA-----------------------------DALPGP-----------------------APGAV-------ATTTST---------------------ALSVRHRPGSG----------------------TTVRGVPLSL-----GRA------------------------DP--------LPD---ALA---------FGRAIQPF--RR-----PW---------LR---------GGRSE---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEVVVLVDASLS-MGVWEETT-RAVTRLL-TAL--G--------GF-RAVHTW------HL---------------------EWQGT-------------------------------------------DPLVRDHHGREVRGD----RVP------HHGSGALGR-R-----------LVLVFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVALVDPLP-PRLWRR---S--------------AL----------------------------------------------
OEV17915.1 --------AL-------GETRAVGGAA-------------------DARTLADALWLAAS---------------------------------------------------GVLGEGTG--------------PASRP---------PW-------------------------------------------------------EASEEPEPEEPERSGADA-LPG-----------------------------PAPGAV-----------------------------------ATTTST---------------------ALSVRHRPGSG----------------------TTVRGVPLSL-----GRA------------------------DP--------LPD---ALA---------FGRAIQPF--RR-----PW---------LR---------GGRSE---------LDVEATV---EH-----YARG-----------------G-----------PLVP-----LF---RPAP--EP-W----FEVVVLVDASLS-MGVWEETT-RAVTRLL-TAL--G--------GF-RAVHTW------HL---------------------EWQGT------------------------------------------DPLVRDHHGREVRGDR----VPH-------HGSGALGR-R-----------LVLVFSDCAAR-GW--HTPA----------PWL-LLRDWAHR-VPVALVDPLP-PRLWRR---S--------------AL----------------------------------------------
WP_052518892.1 ----RLLRVL----------EAANLDV-------------------TAEELADALWLATV--------------------------------------------------LPKGVRPAF---------SLPSEPAASE---------QE------------------------------------------------------TAVEVPPNA-------------------------------------------PTSQEP----------------------TVATSA-------TASTPP---------------------SALVVLPDEQR----------------------LSIPTVPLQV-----PAA------------------------TA--------LPH---ALE---------ISRALRPL--HR-----RV---------PS---------RTVRL---------VDEATSA---EQ-----IAET-----------------R-----------VWTP-----VL---RPAL--TR-W----LDLALVVDASAS-MAIWRQTV-AEFRDLL-MFQ--G--------GF-RTVRTW------HL------------------PTSSGEGR--------------------------------------LRLLAGVGADGRPLVGSDPQ----ELN-------DP---SGR-R-----------LVMVVSDCVSP-GW--YTGE----------VPE-LLASWGRA-GPVVVVQMLS-ERHWSR---T--------------AL---------------R------GGSAVL------------------
WP_051778639.1 -LLTRALDVL----------RAAGVDL-------------------THDELLDVLWLSTR--------------------------------------------------LPTGPDAPL--------AAHRPAPDGGP---------DD-------------------------------------------------------APGSPDDE----RPPDQD--DG-----------------------------PGAPRP----------------------------------RLPLHSA---------------------AADPDRGRGRS----------------------PSAPAGSVRV-----PGP------------------------KA--------LDG---QLL---------LGRALRPL--NR-----RR---------PA---------PRDSE---------VDETATV---AS-----WAEE-----------------G-----------LPTV-----VF---RNAT--EP-W----LDCVLAVDDGVS-MLLWQRLV-VELGRVL-TRT--G--------GF-RTVRTV------GL-------------------RHQGGGG----------------------------------------VLVGAAPFDRTGRTVPGA----SLC-------DP---TGR-T-----------LVLVVTDGVAD-AW--RDGR----------MRT-ALDRWAAA-GPTAVLHTLP-RRLWPG---G--------------AL-----DA-----------------ASHR------------------
WP_051837519.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MIPPRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------FKRALRPL--RH----------------PG---------------------------------PH----------------------------------------------------GPAK--PS------LDLAIVLDDGPT-MAIWQPFT-EELSQLA-TGT--G--------YF-RTVRLL------------------------------GRAQ-------------------------------------------------ESPLPLL-------------------RP-GR-T-----------AVLVVSDCTGP-RW--WPGE----GGSESPWHR-SLHDWATA-APTAVVQPLP-ERLWRR---T--------------AL-----PA-----T--P----------GL--L---------------
WP_051761502.1 MTIDRLRGIL----------SRTGLDV-------------------SARELADVLWLAAH--------------------------------------------------LPPETPGDP-------------------------------------------------------------------------------------GSAGVPAS----AGPMDA--AE-----------------------------PIRSAP-----------------------------------VEKTEP---------------------ALGLELQAEED----------------------GTGGGHRIRV-----PAA------------------------PM--------LKR---TLE---------IQRALRSL--KR-----SV---------PS---------RVRDV---------MDEAATA---AE-----IART-----------------D-----------RWLP-----VM---TGAP--ER-W----LDLALVVDTGAT-MRSWRPLV-RELRAVL-SQV--G--------AF-RDVHVS------YL-----------------------VGD--------------------------------------------RLAMGPRATPGNPA----ALV-------DP---AGR-R-----------VVLVLTDCSGR-HW--WEGR----------AQP-VVAMWARR-NATAVLQPLP-ERLWRR---T--------------AA-----PV---------------------------------------
WP_067817617.1 MTIDRLRDAL------------GSLGP-----------------PPDAVELSEMLWLAHH----------L---------------------------------------APAPEPVPE--------------PGPAP---------AP-------------------------------------------------------PAPGPPED--------TR--PE-----------------------------PRRDPV------------------------PEPR-------EPERPR---------------------ALHPPAPSPAR----------------------EGGAAREILV-----PTA------------------------PM--------LTD---PLG---------VQRALRPL--KR-----RV---------PS---------RRLRE---------LDEEATA---AHIAETRIAHA-----------------R-----------RWLP-----VL---APAL--ER-W----LSLVLVVDTGPT-MRLWRPLA-RELTEVL-LRQ--G--------AF-HDIRVT------YL---------------------RGSGH---------------------------------------------VSTTPDGSPRAPA----TLL-------DP---TGR-Q-----------AVLVLSDCSGP-HW--WDGR----------APA-AVRRWAAT-GPTAILNPLP-ERLWRR---S--------------AA-----PT-----T--P----------GL------------------
WP_026401380.1 -----------------------------------------------MARLPDRRGRSAA--------------------------------------------------PERAPVGPV--------------EAAAC---------PP-------------------------------------------------------RVRPDVRE--------GT--AG-----------------------------PPRPAP-------------------------------------DVPL---------------------HPLPAAPPPAR----------------------TDAGAEEVLV-----PTA------------------------PM--------LAD---PRG---------LQRALRPL--KR-----RV---------PS---------PRRRE---------LDEDATA---AR-----IADS-----------------G-----------LWAP-----VL---VPAP--ER-W----LTLDLVVDTGPT-MRLWRPLA-RELAETL-VRQ--G--------AF-RNVHVS------YL----------------------RGGR---------------------------------------------VSGGPGAPPRAPG----TLL-------HP---SGR-H-----------AVLVLSDCSGP-HW--WDGR----------AAR-AVRRWART-GPTAILQPLP-ERMWRR---T--------------AA-----PT-----T--P----------GT------------------
WP_067455624.1 --------------------------------------------------------------------------------------------------------------MPAPEPRAG-----------------------------------------------------------------------------------------------------LH--PR-----------------------------PAAGAE-----------------------------------------------------------------------------------------------PVGTATEVLV-----PTA------------------------PM--------LAD---PLG---------VQRALRPL--KR-----RV---------PS---------RHHLE---------LDEDATA---AR-----IADT-----------------G-----------NRTP-----VL---VPAP--ER-W----LTLSLVVDGGPT-MALWRPLA-RELAEAL-VRQ--G--------AF-GDVHVR------HL---------------------NVAGR---------------------------------------------ISSAPEAPPRDPG----TLL-------DA---SGR-H-----------AVLVLSDCSGP-HW--WDGS----------AAR-AVRRWALA-GPTAILQPLP-ERLWRR---T--------------AA-----PA-----T--P----------GL------------------
WP_067794950.1 MTIDRLREAL------------SAIGP-----------------PPDARELSEMLWLACH----------I---------------------------------------SPAPGERSA--------------SAPPE---------PS-------------------------------------------------------GACATPPE----PALPPA--PA-----------------------------RAAPEP-------------------------------------EPPA---------------------GLHPRPAPGAE----------------------PAGEAAQVLV-----PTA------------------------PM--------LAD---ALG---------VQRALRPL--KR-----RV---------PS---------RHRRE---------LDEEATA---AR-----IADT-----------------R-----------LWTP-----VL---VPAP--ER-W----LTLSLVVDTGPT-MRLWRPLA-RELAETL-ARQ--G--------AF-RDVHLT------YL---------------------DTGGR---------------------------------------------IASAPDAPGRAPG----TLL-------DA---SGR-H-----------AVLVLSDCSGP-HW--WDGR----------AAG-AVRRWAQA-GPVAILQPLA-ERLWRR---T--------------AA-----PA-----A--P----------GLA-V---------------
WP_020507876.1 -AFDRLVLGL----------TGAGLDP-------------------TRDELADALWLGAH--------------------------------------------------LARVERCTV---------AAAGASPPAP---------AP-------------------------------------------------------PRDDRRPT----ETPPPP--PT-----------------------------SGEPPP------------------------AEPQAELYARRPPAREP-------------------AAGPPDTPATGPA----------------------TGPAAGETRV-----PGA------------------------PA--------LPD---ALL---------LGRALRPL--LR-----RV---------PS---------RIQWT---------LDAPATV---ER-----IAEQ-----------------R-----------LWIP-----VF---RPRQ--ER-W----LSLALVVDDHSS-MRVWEPAI-AELRRLL-ERH--G--------AF-ADVRLW------RL-----------------TAADGPDQS------------------------------------AAGPAPAVVLRDERGHACRRPG----ELH-------DA---AGR-R-----------AIWVLTDCIAP-YW--RHND---------RLLD-LLHRWGAG-NPLALVQLLP-RRLWSR---T--------------IL---------------R------TAPLVR------------------
SDX38190.1 -TLERLIEAM----------QRAGLAP-------------------HVDDVLDAFWLATR--------------------------------------------GKTLYLHPPPQREPS----REGANPGERQPTEEA---------NH-------------------------------------------------------PRLPGKDM----DTTKPR--TV-----------------------------PNEKDE-----------------------------------VPVYPS-------------------------GRTPSGN----------------------RTVNASPVAL-----PAG------------------------RP--------LPG---RLQ---------LARALRPL--RR-----RW---------PS---------RHAQE---------LDERRTA---EA-----SAECGG---------------------------SLQP-----VF---RPVP--EY-W----FEAHVVLEDDPA-ISLWHDTV-QGFCRML-EDT--G--------AF-RFVRSW------RL--------------RGVLERATADRR----------------------------------------GLSSAYLEGPVGFHVSPR----LLA-------GR---GAR-R-----------LVFFVTHGNSP-CW--LDGR----------YAR-VLALWVQS-ASVVMLHLRD-ARRWRH------------------GT---------------L------GEHHGL------------------
ABG51457.1 ----NLIRLL-----------EKELKL-------------------TGTEIAENLWLAMR--------------------------------------------------RQYPSSVDK--------------KIPSK---------NQ-------------------------------------------------------ITTGEKVN----TTISST--RS-----------------------------STTQFQ-------------------------DSF-------YPKIPE-----------------NNSYAEVTPKTNSTS----------------------SNKSDLSIKA-----PDV------------------------SS--------LRH---PLK---------IASAFRPL--ME-----YI---------SY---------GKAVL---------LDEKATV---EN-----IAQL----------------EG-----------LCVP-----ILK--YPLE--LQ------FDLALVVDQSDS-MIFWDKNI-QELQQLF-KRY--G--------IF-RNVKTW------RI-------------------LTDTKGK--------------------------------------ICLKQGIKQNPYSHHLFYPQ----KLI-------DP---TGR-R-----------LILVVSDCVSK-IW--RNGQ----------FFS-LLKNWGKY-NIVAIIQVLP-RRLWLR---T--------------AL-----SL-------------------GAMVQ---------------
ABG51370.1 -MFEKFIAFI----------KTKEWQL-------------------DSMQIAEVLWFVHQ--------VSE---------------------------------------QKQEENNSQ----NLVSSNTEELAENFD---------QS------------------------------------------------------YDFQLSKTA----SIQQPK--KT-----------------------------PTRSSS-----------------------SQYPL-------TTSSSN---------------------KSQNTEIQPTS----------------------LTTEKLPIKL-----PDI------------------------AI--------LRN---TLE---------LSRLIKPF--KQ-----KV---------NS---------RVAQE---------LDVNETA---KI-----SAEL------------STLNFP-----------RYFP-----VL---TPKK--ER-W----LDVVLLIEDSDS-MILWQSLL-PEVRDFL-EHL--G--------AF-RDIKLY------RI-------------------KWDNNSE-----------------------------------------NLQIYPFHSPSLTLSPQ----ELN-------SS---DHR-R-----------LILMLSDCISL-AW--INQK----------FIN-ILQKWATK-EKLTILNPFP-ERMWEN---T--------------NL---------------C--------YAIRLRL---------------
WP_012167133.1 -STEQFVSAL------------TEYKL-------------------DPTEIAEILWLALR--------------------------------------------------EPEKFDVSDVDQENKDPDDNLELEDVDD------------------------------------------------------------------DNLDLENGNEEDAGNEED--DD-----------------------------NDNQND-----------------------------------EVDEPD---------------------FGVAPELPSGK----------------------LPQKALPISI-----PDP------------------------DI--------LDE---TLP---------LVRALKPI--LK-----QI---------DS---------QFCSS---------VNEAETV---ER-----IAET-----------------D-----------IWSP-----IL---EPDQ--EP-W----YEVALVIDSSPA-MDLWQRLI-QDIRRLL-RCY--G--------SF-RDFRVW------QL--------------------NVKQGE-------------------------------------------VGICAAPDPVLRSPN----ALL-------TP---DAR-R-----------LILVFSDCTAN-YW--WDGS----------LQP-ILSLWGDS-TPTAIWQVLP-DWMWKR---T--------------ALGIGEYVA---------------------------------------
BAS55188.1 -----LKALL---------SDRVGLEL-------------------SPIELAEILWLALQ--------------------------------------------------QGEIEPDES-------------ETPALQ---------TP-------------------------------------------------------IEQNQEVE--------PV--SD-----------------------------PIRSNS---------------------ESAAVVT-------EPPKPL---------------------EEEEAEESEPR----------------------SQESALPVKI-----PES------------------------VA--------LRN---RQA---------IARSIRPL--MR-----KV---------AS---------KQRRS---------IDEEATA---IQ-----IAET-----------------Q-----------TWSP-----VV---QPDP--ER-W----LELAIVIEVTNL-LEVWRDTI-AEFQQLM-ERH--G--------AF-RTVRTW------QL---------------------KPNED-------------------------------------GEPQLFLQTVAGLRSRARSPR----ELL-------DS---AGR-R-----------LILLLSDCTSR-AW--RSGK----------IPE-LLELWSQE-NPVTIVQLLP-ESYWER---S--------------AL-----SA-----GY-P---------VGL--K---------------
KST64955.1 ----QLIAAL-----------GKDLEL-------------------TGEEIADIIWFNQK--------RQE---------------------------------------VIDTQNNIS----SQQVNQSSTSEELNP---------TP-------------------------------------------------------TNTNTSEK----LNSNPR--DT-----------------------------ETSFKP---------------------PSAEIYP-------KTQEET---------------------QQEIQDQTQTS----------------------SKTKALPLRV-----PDA------------------------PS--------LRE---PLT---------LAQVLKPL--MH-----RV---------ES---------GRKTV---------LDETATV---ER-----TAAE-----------------G-----------ICIP-----IL---KSEP--EP-W----LDVALVVDESKS-MLIWRHTI-WELKRLL-EHY--G--------VF-RDVRAW------GL---------------------VTNEN------------------------------------GQIHIRPGIGQNVSQQRFASPR----EIL-------DP---NRR-R-----------LILLVSDCVAA-TW--RNGA----------LTQ-VLKDWTNT-QPVAIIQMLP-DWLWLK---T--------------AL-----GL-------------------GAAVS---------------
WP_071102798.1 -MVGKAIAIL----------QQAGFDL-------------------TAREIAEILWLAIH--------------------------------------------------LDQSEESQQ--PLPQQQSQSSTISQDQS---------QQ------------------------------------------------------SQQPSQAST----VSQDQS--QQ-----------------------------PRNQTP--------------------DIQTDTQESPLPEVTKPGADV---------------------YLPSSKPNKTK----------------------ESREAIPIKV-----PAA------------------------VA--------LRN---SLA---------LGRALRPL--MR-----KV---------PS---------AIETI---------LDQEATV---YQ-----IAES-----------------K-----------IWLP-----VL---KPAS--ER-W----LELALVVEKTSS-TAVWKQTI-IELQNLV-KHH--G--------AF-RDVRTW------ELRISETEERKNPDELTSLPLAASPLNP--PILGDFNSISPQSWGARGAGDFNSISPQSWGARGAKFAVFPQTSTGRYDSTPHPPQ----VLI-------DP---KKQ-R-----------LILLVSDCISV-AW--RRQL----------IHP-VLELWGRN-GLLTILQLLP-ERLWER---T--------------AL-----GS--------E------------------------------
WP_008307738.1 -STEQFVAAL------------TEYQL-------------------DPTEIAEILWLALH--------------------------------------------------QPLPEVAAS----TDSDASDQDGTGGNA---------ET-------------------------------------------------------NQDANDQG----AGIDPI--PI-----------------------------DQDDGT-----------------------DPESE-------ENDDRF---------------------FGIAPELPAGT----------------------LPQRAAPISI-----PDP------------------------GI--------LDD---TLP---------LVRAMKPL--LK-----QI---------ES---------QILGT---------VNEVETV---ER-----IAET-----------------D-----------IWSP-----VL---NADQ--EP-W----FDVALVIDGSPA-MGLWQRLI-QDIQRFL-RCY--G--------SF-RDFRVW------RL--------------------TAINGE-----------------------------------------VGICAAPEAEAVTRSPR----ALL-------PP---DAR-R-----------LILVFSDCTAD-YW--WDGS----------LQP-ALALWGRS-TPTAVWQVLP-DWMWKR---T--------------AL-----GI-------------------GEYVA---------------
EKU96985.1 -AADALIQSL------------AEVQDF------------------TSIEIAETLWLAMQ--------IEV---------------------------------------QSHKSVTPV----EPVTPRESKEPTEPD---------PS-------------------------------------------------------KEPKEPTE--------PD--PS-----------------------------KEPKEP---------------------TEPDPPK-------EPKEPA--------------------KANIAAPMPQAGV---------------------LPPKALPIWL-----ADP------------------------EM--------LTD---SLA---------IIRALRPL--LQ-----KI---------DV---------GFGKH---------LDEPATV---DF-----VART-----------------Q-----------LLLP-----IL---EAEQ--ES-W----FDLVLVVDRGSS-MHIWQRLV-KDVVRIL-RRY--G--------AF-RDVRAF------DL----------------VINSEAKTAN-----------------------------------------DKVLLVSKPGRPGHLPR----ELI-------DQ---QGR-R-----------IVIILSDCAGE-YW--WNGT----------LLP-ALYDWGNV-MPVAIWQMLP-PATWER---T--------------AL------------G--E--------GAGI--A---------------
WP_015135700.1 ----GFITTLGRSDLLLTKNPQSTCA--------------------DDLDIADMLWLAQQ--------------------------------------------------IQERSPDIT----ETEDESSDDQASNEN---------RG-------------------------------------------------------DRRPAQGT----SSSTVS--GN-----------------------------YNSPPP-----------------------------------KADITT---------------------QGEQSKFEGRS----------------------PQMDSLPIRV-----PKA------------------------PT--------FLK---TRL---------IRQAFRPL--RR-----KV---------PS---------KTTQV---------VDVDKTV---EA-----IAER--------------LIYGQE---------FWSV-----ET---KPER--ER-W----LNVELVIEVTES-NMIWQEMI-DEFQKIL-ETH--G--------AF-RKIRVW------NL---------------------KPDRH------------------------------------------GIVLESRHRSKKRQRKHRLKELC-------HP---ERR-S-----------MILLVSDCTSA-LW--EEGK----------IYP-TLHKWSQS-TMLGLVQLFP-ESRWQS---T--------------WL---------------D------HGQKFF------------------
WP_051107757.1 MTIDRFRAVL---------A-EVGPEP-------------------DPVELSEMLWLAAH--------------------------------------------------LSPARPAPA--------------EPVAR---------GS-------------------------------------------------------GADSPPRP--------PP--AP-----------------------------PRPPGR--------------------------------------EPS---------------------APLHRSGPDGA----------------------RGGEALPVLV-----PTA------------------------PM--------LSD---ARA---------VQRALRPL--KQ-----RV---------PS---------RTARM---------LDEEATA---AR-----IADT-----------------A-----------SWSP-----VL---APAP--ER-W----LRLTLVVDTGLT-MGLWRPLA-RELARTL-VWQ--G--------AF-RDVRTV------LL---------------------TPSGK-----------------------------------------------VSVAGRTRDPS----ALL-------DP---SGR-H-----------AVLVLSDCSGP-HW--WEDG----------ARR-ALRRWAAA-GPTAILQPLP-ERLWRR---T--------------AA-----PA-----L--P----------GL------------------
AKI98917.1 ----RLIDTL----------RAAGLEP-------------------DARELEEILWLAPF--------------------------------------------------LTPEPAHDE---AERSSDGSEDASEPSR---------PL-------------------------------------------------------EDEQPRAR----RPETPA-VQP-----------------------------PVRPSP-----------------------------------PEAEVG---------------------MPRREPGVPT-----------------------RHGGSMVFRS-----PGA------------------------PA--------LPN---PLQ---------LGRALRPL--RR-----RR---------DS---------HWLRE---------LDEVATA---ER-----IARE-----------------G-----------LWSP-----VF---RRGR--SR-W----LELDLVIDTGRS-MTIWRQTL-HELRTLL-RYV--G--------IF-RDVRAW------SL------------------TTEDPKGR--------------------------------------VRLYRGTAGAAHGKSERNPR----ELM-------GT---PGERR-----------LILVVSDCVSP-AW--HAGG----------VGE-LLRLWGQG-GPVAILQMLP-QRVWVR---T--------------AL---------------R------HHSSVW------------------
WP_027344130.1 MAVESLRQIL----------AELGREA-------------------SPLELAELLWLATR--------------------------------------------------LEPGRPSPA-----------RPAPTPAT---------DA-------------------------------------------------------PAPQPPPD----EPPARQDRPA-----------------------------PPTPEE-----------------------------------PPAPER---------------------IPVYAERLQSP----------------------SGPQAVRVPL-----PEP------------------------FA--------LAD---RRG---------VQRALRPLRIGF-----RR--------------------GPSTE---------IDEAATA---RL-----IAES-----------------ARTAA-------AWLP-----V----RRARTERR------FSAVFIVDQSDS-MAIWRTQA-AEFATVA-RQS--G--------IF-RRYQDF------TL-------------------IGDDRGH--------------------------------------------AVLRGHDGRDHAPA----RLV-------DP---TGR-T-----------AVFVLSDCIAP-HW--ASGA----------APA-MLHAWAGA-GPVTVVQPLP-ERMWSH---T--------------AA---------------P-------TLAGR------------------
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Part 2

ALIGN ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEE--------------------HH--HHHHHHHHHHH----EE----------------EE------EE----------------------------------------------------------------------------------------------------------------------------------------------------------------------HHHHHHHHHHHH-------HHHHHHHHHHHHHHHH------------------------HHHHHHHH----H----------------------------------HHHHH-HHHHH--------HH--------------------------------H----------------------------EEEEE---------------HHHHHHHHH-HH-H--HHH--H----------------HHHH--------HHH---HHH--------------H---HH--------------------------------------
HMM -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EE------------------EEEE-------------------HHH--HHHHHHHHHHH---EEE-------------EEEEE------EE-------------------------------------------------------------------------------------------------------H---------------------------------------------------------H--------HHHHHHHHH----HHH-EHHHHHHHHHHHHH----HH----HHH-----------HHHHHHHH----H--H--HH-----------H--------------HHHHHH-HHEEE--------EE-------------------------------------------------------------EEEEE--------------HHHHHHHHHH-HH----HHH--H----------------HHHH--------HHHH--HHH--------------H---H---------------------------------------
FREQ --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--------------------E---------------------HH--HHHHHHHH-------HHHHH---HHHH-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HHHHHHHHHH---HHHHHHHHHHHHHHHHHH--------------------------HHHHHHH----H--H--H-------------------------------HH-HHHHH--------H----------------------------------HHH------EEEE----------------EEEE-----------------HHHHHHH-H-----HHH--H----------------HHHH--------HHHH--HHH--------------H---HH--------------------HHHHHHH---------H-
PSSM ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H--HH------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HHHHHHHHHH---HHHHHH---HHHHHHHHH----------------------------HHHHH-------H-----------------------------------E-EEEEE-----------------------------------------------------------------------EEEE-----------------HHHHHHHH-H-----HHH--H----------------HHHH--------HHHH--HHH--------------H---HH--------------------------------------
FINAL --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E------------------EEEE--------------------HH--HHHHHHHH-------HHHHH---HHHH-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HHHHHHHHHH---HHHHHHHHHHHHHHHHHHH-------------------------HHHHHHH----H--H--H-------------------------------HH-HHEEE--------E--------------------------------------------------------------EEEEE----------------HHHHHHHH-H-----HHH--H----------------HHHH--------HHHH--HHH--------------H---HH---------------------HHHHHH---------H-
GAT82291.1 LR----A------P----GP--A-------------V--P---N-------------R-----------VYDAEWK-----------------------------PPYTDLPGAGPEFAPHPGPG---------------------------------TA---------------IP------------------VPVVEL-RP--------------G-S--LRRWARLV-AATG----------GGEW----HGLA-----ALW---------------TAPDRDLRSASAGPVPE--DLADIVVGPRHTE---PD------------P-------------AEADGAGSSAVRRARWA--------A---------------------------------------------------------AV---------VRR-FCATASPAAY-------ALAQRLAA----A--P---LN-----------LPVMRLLQ----Q--T----L------P---G----AQ--S-----W---NL-AEIVL---LGL--VR------------------------------------------RTDTTADA------EDAHRVSFDF--------PE--G------VREEL-LA-LGSRAE-----------------------------------------------------------------------------------------------------------
WP_076831948.1 FA----A------A----GP--G-------------S--V---A-------------V------R---------WR--------------FQDAWAGL------------------TGGAVSDQA---------------------------------AV---------------AP------------------IPMLGV-DG--------------G-S--IASWARFQ---SA------E---HERR----LDAP------AV-----------------------LVGPGGTGA------GA-GA-------AA------------G---RDTGEGTAAG------RNA-----GAG--------T---------DGAGARVTDGVGVTLTKLTPL---------------------------EI---------VRR-ARATLSPAAF-------DLAVRLAA----V--P---LT-----------RDAIHMVC----D--Q----V------S---Q----AG--R-----A---EL-GEILV---HRL--LR------------------------------------------PVTAAAALP-----TAADEVAFEF--------GE--G------VPAEL-LA-CGRQSQ--T----------------IRTW--------RSAG--RLL--------------S------------------------------------P--------------A
WP_067395191.1 LR----A------P----GP--A-------------V--P---N-------------R-----------VYDAEWK-----------------------------PPYTDLPGAGPEFAPHPGPG---------------------------------TA---------------IP------------------VPVVEL-RP--------------G-S--LRRWARLV-AATG----------GGEW----HGLA-----ALW---------------TAPDRDLRSASAGPVPE--DLADIVVGPRHTE---PD------------P-------------AEADGAGSSAVRRARWA--------A---------------------------------------------------------AV---------VRR-FCATASPAAY-------ALAQRLAA----A--P---LN-----------LPVMRLLQ----Q--T----L------P---G----AQ--S-----W---NL-AEIVL---LGL--VR------------------------------------------RTDTTADA------EDAHRVSFDF--------PE--G------VREEL-LA-LGSRAE--T----------------IRAL----SEVQRHLG--PVL--------------E------ARW------------------GEGAS---------AL---------
WP_054568190.1 FA----A------A----GP--G-------------S--V---A-------------V------R---------WR--------------FQDAWAGL------------------TGGAVSDQA---------------------------------AV---------------AP------------------IPMLGV-DG--------------G-S--IASWARFQ---SA------E---HERR----LDAP------AV----------------------LVGPGGTGAG---------AG-------AA------------A---GRDTGEGTAA------GRN-----AGA--------G--------TDGAGARVTDGVGVTLTKLTPL---------------------------EI---------VRR-ARATLSPAAF-------DLAVRLAA----V--P---LT-----------RDAIHMVC----D--Q----V------S---Q----AG--R-----A---EL-GEILV---HRL--LR------------------------------------------PVTAAAALP-----TAADEVAFEF--------GE--G------VPAEL-LA-CGRQSQ--T----------------IRTW--------RSAG--RLL--------------S------------------------------------P----AV---------
CUU60227.1 FA----A------A----GP--G-------------S--V---A-------------V------R---------WR--------------FQDAWASL------------------TGDAVSDQA---------------------------------AV---------------AP------------------IPMLGV-DG--------------G-S--IASWARFQ---SA------E---HERR----LDAP------AV------------------LVGPDGTGTGAGEG---------TG-------QD------------T---GEGTAAGRNA------GAG-----TGG--------H---------GARVMDGVGVTLTKRTKPTPL---------------------------EI---------VRR-ARATLSPAAF-------DLAVRLAA----V--P---LT-----------RDAIHMVC----D--Q----V------S---Q----AG--R-----A---EL-GEILV---HRL--LR------------------------------------------PVTAAPALP-----TAADEVAFEF--------GE--G------VPAEL-LA-CGRQSQ--T----------------IRTW--------RSAG--RLL--------------S-----------------P---------AVAAL---------RH---------
WP_006541138.1 AA----A-----------GP--G-------------S--V---A-------------V------R---------WR--------------------------------FQDAWAGLTGDAVSDQA---------------------------------AV---------------AP------------------IPMLGV-NG--------------G-S--IASWARFQ---SA------E---HERR----LDAP------AV-------------------LVGPGGTGAGATE----AGRDTGE-------GT------------AAGRNAGAGTGGDGARVT-DGVGVTLTKLTP--------L---------------------------------------------------------EI---------VRR-ARATLSPAAF-------DLAVRLAA----V--P---LT-----------RDAIHMVC----D--Q----V------S---Q----AG--R-----A---EL-GEILV---HRL--LR------------------------------------------PVTAAAALP-----TAADEVAFEF--------GE--G------VPAEL-LA-CGRQSQ--T----------------IRTW--------RSAG--RLL----------SPAVA---------------------------ALRHV---------DV--------V
WP_053138638.1 LE----A------G----GF--G-------------A--P---N-------------D------------GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEAGD------DS---------------VP------------------VPVLSL-KP--------------G-S--LAAWSHLV---TG------E---RGVR--RTLPIV------LA---------------------------GALAK---------GA-------PA------------P------------G------LRA-----PRF--------P--------------------------RAAT---------------------------TA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FD-----------LDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDRAGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------AVVG--ELP----------------------AA--------G----------------------------------
WP_063483361.1 LE----A------G----GF--G-------------A--P---N--------------------D-----GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEAGD------DS---------------VP------------------VPVLSL-KP--------------G-S--LAAWSHLV---TG------E---RGVR--RTLPIV------LA---------------------------GALAK---------GA-------PA------------P------------G------LRA-----PRF--------P--------------------------RAAT---------------------------TA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FD-----------LDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDRAGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------AVVG--ELP----------------------AA--------G----------------------------------
WP_052840000.1 LE----A------D----GF--G-------------A--A---N-------------A------------GLGHWA---------------------------------------PPGGPDPLRP---------------------------LPEAGDGS---------------VP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P-------------------GLR----APRL--------S--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQMR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A-----------------A---------GRRGV---------AL--------R
WP_063826594.1 LR--LVG------G--SPHL--G-------------S--P---G-------------MSWDYQDA---------WA--------------------------------------GLAVDVRAGSA---------------------------------AV---------------AP------------------VPVLGL-DG--------------E-S--ITGWARFQ---AG------R---HDRR----LDVS------AV----------------------LASPLAARGD---------QE-------PE------------P--------------DLA-SNDA-----PTP--------L---------------------------------------------------------EI---------VRR-ARAALSPAAF-------DLGVQLAA----V--P---LT-----------RDAIRMVC-------D----L---V--P---R----AG--R-----A---EL-GEILV---QGL--LR------------------------------------------PVRGPGARHP----RRPGEIAFEL--------DA--D------VRAEL-LA-CGRRSQ--T----------------VRTW--------RSAG--RLL----------SPAVA---------------------------AVRHV---------DT--------V
WP_051034131.1 VR----L------R--AARA--G-------------A--R---N--------------------T----ELSVVFP--------------------------------------PEARDPFDPPP---------------------------------ET-------------WRVA------------------VPVLEL-EA--------------D-W--LGRWASMV---AG------E---EPGW----VDAS------VL-------------------LLGVPGKDGADAD---------EP-------AD------------P-------------------LPA-----PSV--------Q---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--I---LE-----------PALVRDVR----R--T----L---V--P---E----AQ--P-----V---HV-AELFL---SGL--VE------------------------------------------ESPPDEPP------GAVPEAPLDF--------VD--G------AREAL-LA-GAMRAD--T----------------ARVV--------RSVS--DFY----------GDRFE---------------------------AARGL----P----GA--------L
WP_024758050.1 VR----A------S----TP--G-------------L--P---N-----------ARLELLRHGR---------WE----------------------------------RP---RDSDPADPLP--------------------------------------------------VP------------------VPVLEL-EP--------------D-W--FAGWARMV---TG----------GALPWAETTSLLVDE---KG-------------------------LTAHCLP--PFSWEERRR-------P-----------------------------------------VPP--------D---------------------------------------------------------LA---------VRR-FLQQASPAAR-------RLTARLAM----V--P---LR-----------PEVVEAVR-------QGSTAV---------------GG--P-----L---PF-AEILL---GGL--LA---------------------------------------SRTTAGPRG---------TGEGYAFEF--------LD--G------VRARL-LR-GLGRTE--L----------------LRTLQETSALAGRAV--------------------G---------------------------ARPDL-LSTV--------------I
WP_019325899.1 LE----A------G----GF--G-------------A--A---N-------------D------------GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEADD------GS---------------LP------------------VPVLSL-KA--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------VA---------------------------GTLAK---------GA-------PA------------P------------G------LRA-----PRL--------P--------------------------RAAG---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELS--------------A-----AGSR--------G---------VALRA---------AL---------
WP_031015549.1 LE----A------G----GF--G-------------A--A---N--------------------D-----GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEADD------GS---------------LP------------------VPVLSL-KA--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------VA---------------------------GTLAK---------GA-------PA------------P------------G------LRA-----PRL--------P--------------------------RAAG---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELS--------------A-----AGSR--------G---------VALRA---------AL---------
WP_007445178.1 EA----G-----------GF--G-------------A--A---N-------------------------EGLGHWA---------------------------------------PPGGPDPLRP---------------------------LPEAGDGS---------------VP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P-------------------GLR----APRL--------S--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FELVEQMR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A------AGR------------------RGVAL----R----AA--------L
WP_054102283.1 QAVLEAG-----------GF--G-------------A--A---N-------------E------------GLGHWA---------------------------------------PPGGPDPLRP---------------------------LPEAGDGS---------------VP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P-------------------GLR----APRL--------S--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQMR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A------AGR------------------RGVAL----R----AA--------L
WP_055419746.1 LE----A------G----GF--G-------------A--A---N--------------------E-----GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEAGD------GS---------------VP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P------------G------LRA-----PRL--------P--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---LE-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WNSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A-----AGRR--------G---------VALRA---------AL---------
WP_030663654.1 QAVLEAG-----------GF--G-------------A--P---N-------------------------DGLAHWA---------------------------------------PPGGPDPLRP---------------------------LPTAGDGS---------------VP------------------VPVLSL-KA--------------G-S--VAAWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALTK---------GA-------PA------------P-------------------GL----RAPRF--------P--------------------------RAAT---------------------------AA---------VRR-FLTLATPAAR-------RLATQLAA----I--P---FE-----------FDLMEQLR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--DLP------------------------------------------AAGERGVALR----AA--------L
WP_030944915.1 EA----G-----------GF--G-------------A--P---N-------------------------NGLAHWA---------------------------------------PPGGPDPLRP---------------------------LPAAGDGS---------------VP------------------VPVLSM-KA--------------G-S--VAAWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALTK---------GA-------PA------------P-------------------GL----RAPRF--------P--------------------------RAAT---------------------------AA---------VRR-FCTLATPAAR-------RLATQLAA----I--P---FE-----------FDLMEQLR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--DLP------------------------------------------AAGERGVALR----AA--------L
WP_073732208.1 LE----A------G----GF--G-------------A--P---N-------------E------------GLGHWA-----------------------------------------PPGGPDPL-------------------------RPLPEAGDGS---------------LP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA----------------------GALAKGAPAP---------GL-------RA------------P-------------------RLP-----RAA--------T---------------------------------------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A------AGT------------------RGVAL----R----AA--------L
WP_018543767.1 LR----A------P----AA--T-------------A--P---N-------------LAYETDVKHGGPDPLDPWP----------------------------------------HPGRGSGRE---------------------------------TA---------------VP------------------VPVVEL-RP--------------V-A--LGRWARLV---AG----------AGAGEGHELATLWTGPDGDL---------------------RSAAVGPVTTE----LADLVAA-------PR------------S-------------------GTPDDDRAPGS--------S---------------------------------------------------------SAELRAKRAAAVVRRFRATASPAAY-------ALAQRLAA----A--P---LN-----------LPVMRLLQ----Q--S----L------P---R----AR--P-----W---NL-SEILL---LGL--VG------------------------------------------PTGGTADA------ENVHHVSFDF--------EG--G------VREEL-LA-LGSRTE--T----------------VRAL--------REIE--RHL-------------------------------------------GPRLEALWGEGAGAL---------
WP_030857533.1 GT-----------PNDCLGH--G-------------A--PPGGA----------------------------------------------------------------------NPLRPLPEVAD---------------------------------DF---------------LP------------------VPVLSL-KP--------------G-S--VAAWADLV---TG------E---RGVR--RDLPVV------LA---------------------------GTLTK---------GT-------PA------------P-------------------GLRAPRLP--------------------------------------RAAA---------------------------AA---------VRR-FLTLATPAAR-------RLAAQLAA----V--P---FE-----------FDLVEQLR----R--R----V---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDGGGQGRPDF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--DLP------------------------------------------AAGERGVALR----AA--------L
WP_069782621.1 LR----A------S----SP--A-------------A--P-----------------NRAYDVDGKHPQADPLGLQ---------------------------------------PQAAAEPGRD---------------------------------HA---------------FP------------------VPVVEL-RP--------------T-S--LRRWARLV-AAAG----------GGEW----HALA-----ALW---------------TAPGRDLRSAAVGPVAE--ELADLVADPAGAEADGTG------------P-------------------AEPSAVQRAKH--------A---------------------------------------------------------AA---------MVRRFRATASPAAY-------ALAQRLAA----A--P---LN-----------LPVMRLLQ----Q--A----L------P---K----SQ--L-----W---NL-AEILL---LGL--VR------------------------------------------RTDDAADA------EDAHRVSFDF--------QE--G------VREEL-LA-LGSRAE--T----------------IRAL--------RQVQ--RHL--------------------------------GPRLEALWGEGAGAL-------------------V
WP_073936870.1 MD----L------RVRAFAP--G-------------L--P---N--------------------SRLELLRYGRWE-------------------------------------RPRDSDPADPLP--------------------------------------------------VP------------------VPVLEL-EP--------------G-W--FAGWARMV---TG----------GALPWAETTSLL-------------------------------VDEQGLTPH---------CL-------PP--------------------------------FTWEERRRPVP--------P---------------------------------------------------------DL---------AVRRFLQHASPAAR-------RLAARLAM----V--P---LR-----------PEVVEAVR----Q--G-----------P---T----AAGGP-----L---PF-AEILL---GGLLALR--------------------------------------------TTAARG------RTGEEYVFEF--------LD--G------VRSRL-LR-GLGRTE--L----------------LRTL--------QETS--ALA----------------------GR------------------AVGARTDLLR----TV--------I
KOU62395.1 AH----W------A----PP--G-------------G--P---D-------------P----------------LR------------------------------------------PLPAAGD---------------------------------GS---------------VP------------------VPVLSL-KA--------------G-S--VSAWADLV---TS------E---RGVR--RALPVV------LA---------------------------GTLTK---------GA-------PA------------P------------G------LRA-----PRF--------P--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP--------------A-----AGER--------G---------LALRA---------AL---------
WP_017595227.1 PA----G------A----AS--G-------------L--P---S-------------N----------------TR--------------L-GV---H----------P-------TDPGELLRP--------------------------D--RPLPSA---------------VP------------------VPVVAF--P--------------E-G--LADFARFA---TG------RRLSGGYH----VRVL-----------------------------------PARPG---------GR-------PP------------P---------------------A-----APE--------G---------AAE---SAE---------------------------------------DA---------VLR-FRADASDTAF-------RLARMLAA----V--P---LS-----------LPAMRGVQ----H--L----V---L--P---E----AD--S-----G---HL-AEVLC---GGL--LV------------------------------------RTVPGERA------------ARADEVTLDF--------RP--R------VREVL-LA-HGRRSE--T----------------LRAM----LAWARSVR--SAV----------------------PW--------A---------ASVES---------AL---------
WP_053751785.1 LE----A------G----GF--G-------------A--A---N-------------N------------GLAHWA--------------------------------P-------PGGPDPLRP---------------------LPAAGD------GS---------------VP------------------VPVLSL-KA--------------G-S--VSAWADLV---TS------E---RGVR--RALPVV------LA---------------------------GTLTK---------GA-------PA------------P------------G------LRA--PRFPRA--------A---------TAA--------------------------------------------------------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP--------------A-----AGER--------G---------LALRA---------AL---------
WP_067973520.1 PA----G-----------GG--G-------------L--PANAR------------------------------YR----------------------------------VRPTVSEGPAPALPA---------------------------------GG---------------VA------------------VPLFPL-EP--------------H-D--IERWALFL---TG------RR--GGRG----YATT------AL-------------------VADPDPDPAAEDD----DEDGATALFGAAAGPV------------P--------------------RP-----LDA--------R---------------------------------------------------------AR---------VEL-FRVVASPEAF-------RLAVRLAA----V--P---LN-----------LATIRLVQ----ERFA-----------P---H----TR--P-----S---DL-TEVLC---SGL--VR------------------------------------------RTAGSPAV------DRDDRVTLEF--------HP--G------VRELL-LAAGGSRRE--V----------------KELLEAVAARYRESLPWFAAL--------------E--RLLLGRA------------------AGDRL----P----GA--------A
WP_073939274.1 LE----A------G----GF--G-------------A--A---N-------------R------------GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPDAGD------GS---------------VP------------------VPVLSL-KP--------------G-S--LAAWADLV---TG------D---RGVR--RALPVV------LA---------------------------GTLTK---------GA-------PA------------P------------G------LRA--PRLPRA--------A---------AGA--------------------------------------------------------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRTQ--L----------------ARTV--------SLVG--ELP--------------A-----AGER--------G---------VALRA---------AL---------
WP_017622184.1 RP----P------D----ES--G----------PSVA--P---N------------------------------AD--------------Y------RTVPAAPVDGLAEPFGPGRDGGPDLPPD---------------------------------GA---------------VP------------------VPVVPL-DA--------------E-E--LGAWAGFV---------------SQRPEAPELTAS------VL--------------------------YAEDAP---------GG-------PP------------P---SALPRPLVRR------GAG-----PGP--------A---------DAA---------------------------------------------EL---------VET-FRETASAPAV-------ELAVCLAA----V--P---LN-----------LPTAHAVR----A--R----F---V--P---G----AT--A-----S---DL-AEALW---SGL--VV------------------------------------------RRPGGIPI------TRADQVSLGF--------RP--G------VRAAL-LASGATRER-------------------IRAL--------LALAAERFA------------------------------------------GAAPWMEAFA----AL--------L
CUM41527.1 VR----G------P----RA--G-------------A--R---N-------------T------E---------LS--------------VHFPEAER------------------DPFDPPPPT---------------------------------WR---------------VA------------------VPVLEL-DA--------------G-W--LGRWATLV---AG------T---EPGW----TDAS------VL------------------------------LL---------GA-------PA------------P---AAWEDDEEDE------PCA-----PSV--------Q---------------------------------------------------------ER---------VRR-FRSHATPTAF-------RLATHLAA----T--V---LE-----------PRLVRDVR----L--K----L---V--P---E----AQ--P-----A---HV-AELFL---SGL--VE------------------------------------------ELPSEEPS------GAAFPTPLDF--------VD--G------AREAL-LS-SAMRGD--T----------------ARVA--------RSMS--DFY----------GDRFE---------------------------AARGL----R----GA--------L
WP_018383820.1 ER----V------RLHASGPRSG----------------NGQVE------------------------------WE--------------------------------FAEPPLPWASLGEAERR---------------------------------RL---------------VP------------------VPVLEVAGS----------------W--LAPWARFV---AG------N---GPRW----TEVA------AV--------------------LAGPWQGPGADD---------AE-------PA------------A-------------------ARP-----MSP--------A---------------------------------------------------------ER---------VAR-FRVWASPQAF-------ALATRLAA----V--Q---LD-----------LPIMSVVQ----RH-T----L------P---A----SG--P-----A---HL-AEFLM---SGL--VD--------------------------------------------AWS----------FGGEGSFLF--------HR--G------VREEL-LAAGTRRAT-------------------EKAL--------RKAA--EFM--------------A-----PRNQ------------------AAQEL---------LF-------HL
WP_055643712.1 VR----G------P----RA--G-------------A--R---N-------------T------E---------LS--------------VHFPEAER------------------DPFDPPPPT---------------------------------WR---------------VA------------------VPVLEL-DA--------------G-W--LGRWATLV---AG------T---EPGW----TDAS------VL----------------------------LLGA------------------PA------------P---AAWEDDEEDE------PCA-----PSV--------Q---------------------------------------------------------ER---------VRR-FRSHATPTAF-------RLATHLAA----T--V---LE-----------PRLVRDVR----L--K----L---V--P---E----AQ--P-----A---HV-AELFL---SGL--VE------------------------------------------ELPSEEPS------GAAFPTPLDF--------VD--G------AREAL-LS-SAMRGD--T----------------ARVA--------RSMS--DFY----------GDRFE---------------------------AARGL----R----GA--------L
WP_037798431.1 EA----GGFGAPNTRIGHGPPQD-------------E--P----------------------------------WA----------------------------------------EPPVKPGAG---------------------------------RG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPYV------LA----------------------GTLAEGQPTP---------GL-------RT----------------------------------------PRTAGPGSA--D---------------------------------------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR---GR--A----L------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-TGTRSQ--L----------------ARTV--------NLFA--DLP------------------------------------------SARDRGVRLR----AA--------L
AAZ54441.1 AP----A------N--RHYT--A-------------R--P---F-------------Q----------------WP----------------------------------------DGLPLPEPE--------------------------------------------------FPHSALSVV-----------LPVLAS-RP--------------E-M--IHAWARFV---MG------T---RQRT----LNAG------AL--------------------------RVVPGD----TAANAAG-------ER------------P-------------------TAA-----PTP--------E---------------------------------------------------------AR---------VRR-FRRDSSETAF-------QIAVDLAA----V--P---LT-----------EPVIAAVC----Q--R----F---AGHP---Q--------P-----S---EL-IEVLF---SGL--VT-------------------------------------------EVDSPVV------TPERRIRWEY--------RR--G------VREAL-LSLGGRRSR--I----------------RRTL--------ADIA--AEF--------------A-----------------G---------YDPWFALLRR----IL---------
WP_011290850.1 TV----A------A----HL--G-------------R--A---P-------------A--NRHYT----ARPFQWP----------------------------------------DGLPLPEPE--------------------------------------------------FP-----------HSALSVVLPVLAS-RP--------------E-M--IHAWARFV---MG------T---RQRT----LNAG------AL-----------------------RVVPGDTAA------NA-AG-------ER------------P-------------------TAA-----PTP--------E---------------------------------------------------------AR---------VRR-FRRDSSETAF-------QIAVDLAA----V--P---LT-----------EPVIAAVC----Q--R----F---AGHP---Q--------P-----S---EL-IEVLF---SGL--VT-------------------------------------------EVDSPVV------TPERRIRWEY--------RR--G------VREAL-LSLGGRRSR--I----------------RRTL--------ADIA--AEF--------------A-----------------G---------YDPWFALLRR----IL---------
OKI62008.1 ESGGFGA----PNTRIGHGPPQD-------------E--P----------------------------------WA----------------------------------------EPPVKPGAG---------------------------------RG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPFV------LA----------------------GTLAEGRPTP---------GL-------RTP---------------------------------------RTAGPGSA---D---------------------------------------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR-------G--RAL------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-TGTRSQ--L----------------ARTV--------NLFA--DLP------------------------------------------SARDRGVRLR----AA--------L
WP_073775788.1 LE----S------G----GF--G-------------A--P---N-------------T------R---------IG--------------H------G----------P--------------PQ-------------------DEPWAEPPVKPGAGRG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPFV------LA----------------------GTLAEGRPTP---------------------------------------------G------LRT-----PRT--------A---------GPG---------------SAD---------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR---GR--A----L------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-TGTRSQ--L----------------ARTV--------NLFA--DLP--------------S------ARD------------------RGVRL----R----AA--------L
WP_030244400.1 LE----A------G----GF--G-------------A--T---N--------------------D-----GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEAGD------DS---------------VP------------------VPVLSL-KP--------------G-S--LAVWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P------------G------LRA-----PRF--------P--------------------------RAAT---------------------------TA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDRGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP--------------A-----AGER--------G---------VALRA---------AL---------
WP_030895433.1 LE----A------G----GF--G-------------A--T---N-------------D------------GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEAGD------DS---------------VP------------------VPVLSL-KP--------------G-S--LAVWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P------------G------LRA--PRFPRA--------A---------------------------------------------------------TT---------AVRRFFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDRGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP--------------A-----AGER--------G---------VALRA---------AL---------
WP_037743264.1 EA----G-----------GF--G-------------A--T---N-------------------------DALEHWA------------------------------------PPGGPDPMRPLPD---------------------------------GG------------DGSVV------------------VPVLSL-KP--------------A-S--IAAWADLV---TG------E---RGVR--RALPVV------LA---------------------------GTLTK---------GA-------PA------------P-------------------GL----RAPRF--------P--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQLR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP------------------------------------------AAGERGVALR----AA--------L
WP_007516491.1 RH--------------------G---------------------------------------------------WL---------------------------------EVCQLEEYQDLPRSTA---------------------------------EA-----------------------------------VPLLDA-DP--------------G-S--IRRWATRL-----------TDTYRGDPERDDLPVV------VV-----------------------GPVAEDRDD--RGFDGWDGE-------NE--------------------------------TPA-TRNGSLA--------R---------------------------------------------------------RR---------VER-FRATASPAAF-------DLATHLAA----T--P---IT-----------RSMLGLLL----R--R-----------A---GQSHRSA--L-----A---TL-AELFA---HGL--LR--------------------------------------------PVEGLG------GDEWVVAYDF--------LP--G------LRESL-LS-FLRRSD--T----------------MLVM--------RAVG--EHL--------------G-----------------A---------RVPAV----RHLDAAL---------
WP_017587752.1 WP----A-----------AP--G-------------A--P---N-------------SSYLRERA---------IT----------------------------------------EVGEEEAPY---------------------------------GT---------------L-------------------IPVLPL-WP--------------G-A--LHDWASFVMFRSR----------SRLW----VHTA------EF----------------------------PSRE---------RP-------AE------------P----------GDEIVLG-RSTE-----LGR--------A---------------------------------------------------------EE---------VRR-FQQSVSPDAF-------ELAVALAA----V--P---LQ-----------PRMVEAVC-------E--DVL---------------GGDSP-----S---EL-TEVFF---SGL--VQ------------------------------------------LVDGEGAN------PPGEEPRWEF--------RD--G------VRREL-LLLGGRVPE--V----------------RRML--------RLAA-------------------E---------------------------QLREV--------------------
WP_083401471.1 RH--------------------G---------------------------------------------------WL---------------------------------EVCQLEEYQDLPRSTA---------------------------------EA-----------------------------------VPLLDA-DP--------------G-S--IRRWATRL-----------TDTYRGDPERDDLPVV------VV-----------------------GPVAEDRDD--RGFDGWDGE-------NE--------------------------------TPAT-RNGSLA--------R---------------------------------------------------------RR---------VER-FRATASPAAF-------DLATHLAA----T--P---IT-----------RSMLGLLL----RRAG---------------Q----SH--R-----SALATL-AELFA---HGL--LR--------------------------------------------PVEGLG------GDEWVVAYDF--------LP--G------LRESL-LS-FLRRSD--T----------------MLVM--------RAVG--EHL--------------G-----------------A---------RVPAV----RHLDAAL---------
WP_010033823.1 LE----A------G----GF--G-------------A--A---N-------------D------------GLEHWA-----------------------------------------PPGGPDPL-------------------------RPLPDAGDGS---------------VP------------------VPVLSL-KP--------------G-S--LAAWADLV---TG------E---RGVR--RALPVV------LA---------------------------GTLTK---------GS-------PA------------P-------------------GL----RAPRF--------P--------------------------RAAK---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDVVEQLR----R--R----I---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDGGGEGNPEF--------AD--G------VREEL-LA-TTTRSQ--L----------------AHTV--------SVVG--ELP--------------A------AGA------------------RGVAL----R----AA--------L
WP_030831121.1 VR----A------S----AP--G-------------L--P---N--------------------SHLELLRYGRWE-------------------------------------RPRDSGPADPLP--------------------------------------------------VP------------------VPVLEL-EP--------------G-W--FAGWARMV---TG----------GALPWAETTSLL-------------------------------VDEQGLTPH---------CL-------PP--------------------------------FTWEERRSPVP--------P---------------------------------------------------------DL---------AVRRFLQHASPAAR-------RLAARLAM----V--P---LR-----------PEAVEAVR----R--G-----------P---V----AAGGP-----L---PF-AEILL---GGL--LT------------------------------------------LRTTAALG------RTGEEHMFEF--------LD--G------VRSRL-LR-GLGRTE--L----------------LRAL--------QETS--ALA--------------G------RAV--------G---------ARPDL---LR----TV--------I
WP_037930286.1 LE----A------G----GF--G-------------AANDALTH------------------------------WP---------------------------------------PPGGPDPLRP---------------------------LPDGGDGS---------------VP------------------VPVLSL-KP--------------G-S--LAAWAGLV---TG------E---RGVR--RALPIV------LA---------------------------GTLVK---------GA-------PA------------P-------------------GLRAPRFP--------------------------------------RAAR---------------------------TA---------VRR-FFTLATPAAR-------RLASQLAA----V--P---FD-----------FDLFDQLR----R--R----I---M--P---E----TR--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGAEGRPEF--------AE--G------VREEL-LA-TTTRTQ--L----------------AHTV--------SVVG--ELP--------------A------AGE------------------RGAAL----R----AA--------L
WP_076821064.1 GS----G------D----AP--S----------------------------------R------F---------WH--------------L------M------------------DPLAEVEPD--------------------------N------GT---------------VP------------------VPILEL-DP--------------G-W--IGRWASLV---AA------P---EPVW----AEMA------AV-----------------------------LVP---------SG-------PA------------P---SRRVASAAPS------ART-----SAG--------A---------------------------------------------------------EL---------VRG-FLATASPEAR-------RLGTFLAA----V--PAARLG-----------TDSARLVV----D-------M------A---R----AD--R-----C---HL-SELFA---LGLLRVT---------------------------------------------------------DPKRANFDL--------VA--G------VRDSL-LK-LGTRSE--L----------------DRAR--------RAVV-ASVV--------------A------PDR--------G-TPDGR---GPGGM----P----RT--------E
WP_017563873.1 PR----A------A----GP--C-------------A--A---N-------------T----RYA-----RERTLD---------------------D----------P----------EEEGRE---------------------------------RG---------------AL------------------VPVLPL-DP--------------R-K--IRDWAVFA---MG------R---GRGR--------------LW-----------------------AHTARFPAG---------ED-------PP------------P------------AEA----PEA-----REP--------D---------FDA---------------------------------------------ER--------EARR-FRELASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----AT--P-----S---EL-TEVFF---SGL--VR--------------------------------------------GGGGWG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVL--------GLAA--ERL--------------------------------------------------------RW--------V
WP_046471648.1 VP----E-----------PP--G----------EALT--P---N-------------T------R---------YR--------------------------------VRPHTLGLADPGGIPPQ---------------------------------NA---------------VA------------------VPLIPM-EA--------------H-E--LGRWARFV---------------SRRQHRPEYPTT------AL----------------------LAEWRQGFPT---------EGNELPWDLPE------------P---------------FA-GGGHDTRVSPAA--------G---------------------------------------------------------DR---------VAR-FRAGTSPTAF-------RLAVCLAA----I--P---LN-----------MSTIRMVQ-------E--RFV------P---R----SR--P-----S---DL-TEVLC---SGL--VR------------------------------------------RREDALAP------TREDRVSFDF--------HP--G------VREQL-LAVGGRRQE--T----------------KDLL--------ETVA--DRY----------RDSIP--WFGDVER-----LLLG---------EAPDL--PLP----EV--------D
WP_061081053.1 LG----A------P----GA--A-------------G--P---C-------------A--ANTRY----ARERTLT----------------------------------------DPEEEGRAQ---------------------------------GA---------------L-------------------VPVLPL-DP--------------R-T--IRDWAVFA---MG------R---GRGR--------------LW-------------------------AHTARFP------AG-ED-------PA------------P------------AEA----PDA-----WDP--------G---------FDA---------------------------------------------ER--------EARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----AT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GAGGR------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVL--------GLAA--ERL----------RWVDP-------WFDALRLMLRG---------RHDDL----P----KR------TRV
SEC83562.1 VP----R------QARLHSPRAG-------------A--R---N------------------------------TE--------------------------------LSVHFPPEQRDPFDPPP---------------------------------DK-------------WTVA------------------VPVLEL-DA--------------D-W--LGRWARLV---AG------D---ESGR----VDAP------VL-----------------------LLGVPERPV----PDDDREP-------PL------------D-------------------VPV-----PSV--------R---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--V---LE-----------PRLVRDVQ----R--K----L---V--P---E----AQ--P-----V---HL-AELFL---SGL--LE------------------------------------------QTPPGEPP------GDPARIPLDF--------VD--G------AREEL-LS-AAMRAD--T----------------ARVV--------SSVS--DFY--------------G------DRF--------E---------AARGL----H----GA--------L
SEC95242.1 VP----R------QARLHSPRAG-------------A--R---N------------------------------TE--------------------------------LSVHFPPEQRDPFDPPP---------------------------------DK-------------WTVA------------------VPVLEL-DA--------------D-W--LGRWARLV---AG------D---ESGR----VDAP------VL-----------------------LLGVPERPV----PDDDREP-------PL------------D-------------------VPV-----PSV--------R---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--V---LE-----------PRLVRDVQ----R--K----L---V--P---E----AQ--P-----V---HL-AELFL---SGL--LE------------------------------------------QTPPGEPP------GDPARIPLDF--------VD--G------AREEL-LS-AAMRAD--T----------------ARVV--------SSVS--DFY--------------G------DRF--------E---------AARGL----H----GA--------L
WP_079192460.1 LR----S------P----RA--G-------------A--R---N-------------T--ELSVH---------FP--------------------------------P-------EQRDPFDPP---------------------------------PD------------KWTVA------------------VPVLEL-DA--------------D-W--LGRWARLV---AG------D---ESGP----VDAP------VL--------------------LLGVPERPVPDD------DR-EP-------PD-------------------------D------VPP-----PSV--------R---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--V---LE-----------PRLVRDVQ----R--K----L---V--P---E----AQ--P-----V---HL-AELFL---SGL--LE------------------------------------------QTPPGEPP------GDPARIPLDF--------VD--G------AREEL-LS-AAMRAD--T----------------ARVV--------SSVS--DFY----------GDRFE---------------------------AARGL----H----GA--------L
ADH69904.1 PR----A------A----GP--C-------------A--A---N------------------------------TR--------------Y-----------------ARERTLTDPEEDKREPG--------------------------------------------------VL------------------VPVLTL-DP--------------R-T--IRDWAVFA---MG------R---GPGR--------------LW-----------------------AHTARFPAG---------ED-------PA------------P------------AEA----PDA-----GEP--------A---------FDA---------------------------------------------ER--------EARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----TT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GGGGG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVLGLAAERLRRVDPWFDAL--------------R-----LMLR--------G---------GNDDF----P----KR--------T
APC37890.1 PR----A------A----GP--C-------------A--A---N------------------------------TR--------------Y-----------------ARERTLTDPEEDKREPG--------------------------------------------------VL------------------VPVLTL-DP--------------R-T--IRDWAVFA---MG------R---GPGR--------------LW-----------------------AHTARFPAG---------ED-------PA------------P------------AEA----PDA-----GEP--------A---------FDA---------------------------------------------ER--------EARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----TT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GGGGG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVLGLAAERLRRVDPWFDAL--------------R-----LMLR--------G---------GNDDF----P----KR--------T
WP_013155511.1 PR----A------A----GP--C-------------A--A---N------------------------------TR--------------Y-----------------ARERTLTDPEEDKREPG--------------------------------------------------VL------------------VPVLTL-DP--------------R-T--IRDWAVFA---MG------R---GPGR--------------LW-------------------------AHTARFP------AG-ED-------PA------------P------------AEA----PDA-----GEP--------A---------FDA---------------------------------------------ER--------EARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----TT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GGGGG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVLGLAAERLRRVDPWFDAL--------------R-----LMLR--------G---------GNDDF----P----KR------TRL
WP_019607628.1 AA----P------R----AA--G-------------P--C---A-------------A--NTGYA-----RERTLT---------------------D------------------PGEDKREPG--------------------------------------------------VL------------------VPVLTL-DP--------------G-T--IRDWAVFA---MG------R---GPGR--------------LW-----------------------AHTARFPAG---------ED-------PA------------P---------------------A-----GAP--------D---------------------------------------------------------TREPGFDAEREARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----TT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GGGGG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVLGLAAERLRRVDPWFDAL--------------R-----LMLR--------G---------GHDDF----P----KR--------T
WP_071622976.1 PR----A------A----GP--C-------------A--A---N------------------------------TR--------------Y-----------------ARERTLTDPEEDKREPG--------------------------------------------------VL------------------VPVLTL-DP--------------R-T--IRDWAVFA---MG------R---GPGR--------------LW-------------------------AHTARFP------AG-ED-------PA------------P------------AEA----PDA-----GEP--------A---------FDA---------------------------------------------ER--------EARR-FRQLASPEAF-------DLAVALAA----V--P---LD-----------PRLVEAVC----E--D----V---L--G---R----TT--P-----S---EL-TEVFF---SGL--VR---------------------------------------------GGGGG------EEDGPVGWDF--------RP--G------VRRAL-LSLGGRVSD--I----------------RRVLGLAAERLRRVDPWFDAL--------------R-----LMLR--------G---------GNDDF----P----KR------TRL
ANS68576.1 LE----A------G----GF--G-------------A--T---N-------------D------------ALGHWT----------------------------------------PDPLRPLPE---------------------------------GG------------DGAVP------------------VPVLSL-KP--------------G-S--LAAWADLV---TG------E---RGVR----RPLP------VL-------------------------LAGTLTK---------GS-------PA------------P------------G------LRA-----PRF--------P--------------------------RAAK---------------------------AA---------VRR-FLTLATPAAR-------RLAAQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---QL-AEILM---GGL--ID-------------------------------------------------------WDGAGKGRPEF--------AD--G------VREEL-LA-TTTRSQ--L----------------AHTI--------RVVG--ELP--------------A-----AGAR--------G---------IALRA---------AL---------
KJK39591.1 LE----A------G----GF--G-------------A--P---N-------------D------------GLGHWA-----------------------------------------PPGGPDPM-------------------------RPLPEAGDGS---------------VA------------------VPVLSL-KP--------------A-S--LAAWSDLV-----------T---GGRGVRRSLPVV------LA----------------------GALSKGAPAP------GL-RA-------PR-------------------------L------P---------------------------------------------RAAT---------------------------AA---------VRR-FFSLATPSAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----V---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WEGGEQGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SVVG--ELP------------------------------------------AAGERGVALR----AA--------L
OKI39951.1 ES----GGFGAPNTRIGHGPPQD-------------E--P----------------------------------WA----------------------------------------EPPVKPGAG---------------------------------RG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPYV------LA----------------------GTLAEGQPTP---------GL-------RT----------------------------------------PRTAGPGSA--D---------------------------------------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR---GR--A----L------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-TGTRSQ--L----------------ARTV--------NLFA--DLP------------------------------------------SARDRGVRLR----AA--------L
WP_017591222.1 VL----S-----------AP--G----------GAMA--P---N-------------A------RYRVRLPAGALA----------------------------------------PPPGEGGSP---------------------------------DA---------------VP------------------VPVLPLRTA--------------D----LERWAGFV---------------AQSPAVAELPVS------AV--------------------------PAEPTA----EPFGTRP-------PE-------------------------EAPLA-ADSS-----ADP--------G---------------------------------------------------------EL---------VAA-FRETASPAAF-------ELAVCLAA----V--P---LN-----------MPMVHAVR----E--A----F---V--P---E----AT--T-----A---DT-AEALW---SGL--IA------------------------------------------RRPGGAPV------TRADQVSLGF--------RP--G------VRAAL-LA-AGGRRA--R----------------IRAL--------LETAVDRFG----------ALPWT--GPLAALL------------------RGETF---DP----AL---------
WP_067441297.1 LE----A------G----GF--G-------------A--T---N-------------D------------ALGHWT----------------------------------------PDPLRPLPE---------------------------------GG------------DGAVP------------------VPVLSL-KP--------------G-S--LAAWADLV---TG------E---RGVR----RPLP------VL-------------------------LAGTLTK---------GS-------PA------------P------------G------LRA--PRFPRA--------A---------------------------------------------------------KA---------AVRRFLTLATPAAR-------RLAAQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---QL-AEILM---GGL--ID-------------------------------------------------------WDGAGKGRPEF--------AD--G------VREEL-LA-TTTRSQ--L----------------AHTI--------RVVG--ELP--------------A-----AGAR--------G---------IALRA---------AL---------
WP_073796945.1 LE----S------G----GF--G-------------A--P---N-------------T------R---------IG--------------H------G----------P--------------PQ-------------------DEPWAEPPVKPGAGRG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPYV------LA----------------------GTLAEGQPTP---------------------------------------------G------LRT-----PRT--------A---------GPG---------------SAD---------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR---GR--A----L------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-TGTRSQ--L----------------ARTV--------NLFA--DLP--------------S------ARD------------------RGVRL----R----AA--------L
WP_078759921.1 RA----S-----------VPARG-------------A--SVPNA-------------R----------------YR-------------------------------------VAHLSTLPIAPA-------------------------ARSDEAEIRG---------------LA------------------VPVLAL-EP--------------E-D--IGRWARFL---AG------RGDPDGFRCSALIVEDAVEETAAW--------------DEEDALASREVTLAARAR---------RR-------AA------------P---------------------------LNA--------D---------------------------------------------------------QR---------IER-FRAAASPTAF-------QLAVYLAA----V--P---LN-----------LPIIRGVQ----RRFA-----------P---A----SR--S-----T---DL-AEVLW---SDL--VD-------------------------------------------RIGDDDI------SRPDRVALDF--------HP--G------VRERL-LALGGRRSQ--I----------------TELIGSLAEEHRDSVP---WL--------------S---------------------------RLTPLLRQPD----AW--------R
SEF89170.1 VP----------------AP--G-------------A--P---T-------------A------A---------WR-----------------------------------------VAGRSGPA----------------------------------------------------------------------VPVVAL-DA--------------D-W--LARWSRLA---AG----------LEPV----APGV-------W-----------------------SAFPGDPAA---------AP-------PE------------P-------------------GPE-----PTP--------R---------------------------------------------------------ER---------VMR-FRAEATPAAW-------NLAARLAA----V--P---LN-----------IPTMEYVL----R--A--GAT------S--------AG--P-----A---EL-SEVLL---GGL--LR--------------------------------------------RIGDDP------LDASEISHDF--------HD--G------VRELL-LA-AGRRDE--S----------------RYLL----MGALERQS--RRL--------------A---------------------------PLREL----R----SV--------V
SDN22428.1 RR----V----AVK--VPAP--G-------------A--P---S-------------A------A---------WQ-----------------------------------------AAEGTGPV----------------------------------------------------------------------VPVLEL-DP--------------R-W--LGRWARLV-----------A---AAEP----VAAG------VW-------------------------AAFPAAP---------PE-------PD------------P------------ADADE-PAGE-----PGP--------R---------------------------------------------------------ER---------VLR-FRTQASPAAW-------NLAARLAA----V--P---LN-----------IPTMEYVL-------S--------AGGP---A----AG--P-----A---EL-AEVLL---GGL--LR--------------------------------------------QVGDDP------MDESAISHDF--------HD--G------VRELL-LA-AGRRDE-------------------TRYLLLGALDRQARRG--DAP--------------A---------------------------ALRSL----R----AL--------A
WP_026124370.1 LR----P------P--EDSV--Q-------------A--P---A-------------P--NARYR---------FG------------------------------------PAGGLAGPEPPRG---------------------------------GA---------------VP------------------VPVFPL-DP--------------E-E--LGSWASFV---SQ------D---PAVP--DYTASV------LF----------------------AEPAPGPVPS---------ET-------PL------------P------------T------VRQGAVRSPAD--------A---------------------------------------------------------EA---------LVAAFRETASPAAL-------ELAVCLAA----V--P---LN-----------LPMAHAVR-------A--RFV------P---E----AG--P-----G---DL-ADALW---SGL--VV------------------------------------------RRPGGIPL------TRADQVSLGF--------HP--G------VRAAL-LASGGTRSR-------------------IRAL--------LDLAAERFS--------------------------------G---------AVPWM----PAFQALL---------
WP_073380260.1 AP----A------G----AG--G-------------G--C---T-------------A----------------TA--------------L-PD---A----------P-------GLDGDDRVL---------------------------------GP---------------V-------------------LPVLPL-TA--------------D-A--VHAWAMFA---TG----------RSGV----LRGP------VF----------------------PLDPAMAPLG---------ER-------PP------------P-------E----E------VWD-----EDP--------R---------------------------------------------------------AL---------VRR-FSREVSATTF-------RLAVALAA----V--P---IH-----------PRAVDRVT----R--H----V---LGGR---R----SG--R-----E---EL-AEVLY---SGL--TE----------------------------------------KVGDPGESGD------GSAAPFAWDF--------RD--G------VRREL-LS--LGRLS--R----------------VRSL--------VALA-AEEL------------EEG------DSR----FAALG----EA-LRGASPL----PEDLFPE-------TM
KPC72055.1 EA----G-----------GF--G-------------A--A---N-------------------------EGLGHWA---------------------------------------PPGGPDPLRP---------------------------LPEAGDGS---------------VP------------------VPVLSL-KP--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------LA---------------------------GALAK---------GA-------PA------------P-------------------GLR----APRL--------S--------------------------RAAT---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----I--P---FE-----------FDLVEQMR-------R--RTM------P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AD--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELP--------------A------AGR------------------RGVAL----R----AA--------L
ABW16290.1 GP----A------P----AS--G----------------------------------M------S---------WS--------------FRQSWDKR------------------LFALDVDIE---------------------------------NA---------------RP------------------IPVLEQ-SR--------------H-A--VEKWARAL---AG------R---ADGR--TELPVM------LV--------------------------PPVTRT---------VV-------PA------------E---TADTDATRRN------STD-----DAG--------W---------------------------------------------------------QQ---------VAA-FHNAATSPAF-------DLATHLAA----A--P---LT-----------WSMIDQVI-------A----M---T--P---G----AD--R-----R---EL-SELFM---HGL--LT------------------------------RTGPSAAAATGHVP------------GAEAEIVLDF--------LP--G------VRANL-LAFGRQRDT-------------------IRVL--------KAVC--DHL--------------G-----PNIA------------------MVRHL----R----QA--------I
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WP_051804663.1 VP----R------RVRLSSPRSG-------------A--P---N------------------------------TE--------------------------------LAVSFPPEEYDPFDPPP---------------------------------SA-------------WTAP------------------VPVLEL-DA--------------D-W--LGRWAALV---AG----------EGGT----TDAS------VL----------------------LLGAPGPEAE---------ED-------PG------------P---------------------PGESRAPSL--------Q---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--V---LD-----------PRLVRDVR----Q--R----L---V--P---E----AQ--P-----A---HV-AELFL---SGL--VE------------------------------------------QPPAGPAP------DAAAPTPLEF--------VD--G------AREAL-LA-GAMRAD--T----------------ARVA--------RSVS--DFF--------------G-----DRSE------------------AARGL---HR----AL---------
WP_003103440.1 HR----A------LVTVRGA--L-------------R--P---N-------------R-------------RYHWD----------------------------------------LLDGWLDPE--------------------------GTEELKTGA---------------VP------------------VPVLEL-GP--------------R-W--LRWWAGLV---TG----------GGEG----LTSK------VL----------------------LARDRPRVTE---------VP-------DE------------P-------------------AEA-----PSA--------R---------------------------------------------------------DR---------VKR-FRSVASPAAY-------RLATLLAA----V--P---VS-----------VGVARALQ-------T--KLV------S---D----SG--P-----A---HL-AEVFT---SGL--LE-------------------------------------P------------------AGDGSSWEDG------------GWRIPAQVREVL-LS-GARRSE--T----------------VRAV--------DAAL--QRF--------------G-----------------G---------DHPALNRLRE----AL--------I
WP_043678220.1 EAELGAG-----------GF--G-------------ATNTGLEH------------------------------WP---------------------------------------PPGGPDPMRP---------------------------LPEGSDGS---------------VP------------------VPVLSL-NP--------------G-S--IASWAELV---TG----------KQGV----RRGL------QV-----------------------VLA-GTLTK---------GA-------PA--------------------------------LGLNVPRFPHA--------A---------------------------------------------------------TA---------TVRRFLKVATPSAR-------KLACQLAA----A--P---FE-----------RELIGQIR----SRIK-----------P---E----AR--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WNGEGEGQPEF--------AE--G------VREAL-LA-TTTRVE--L----------------WNTV--------NALV--GLP--------------A------AGR------------------RGVAL----R----AA--------L
WP_064273537.1 LP----G------P----AP--G-------------D--P---D-------------A------E----GADGPLP----------------------------------------GEGPPEDRP--------------------------------------------------VP------------------VPVLEI-EP--------------E-W--LATWARLV---TG---------TGGGW----LPAA------AL----------------------LTDTDGLAARCAA------AP-------RT------------P-----------ED------DDP-----LAP--------D---------------------------------------------------------ER---------VRN-FRAAASPAAR-------LLASHLAL----A--P---LT-----------LDVMEKVK----K--A----V---L--P---R----LG--P-----L---PL-AEVLL---SGL--LE--------------------------------------------RP--AP------AAAGFTGFAF--------RD--G------VRNQL-LG-GLGRGE--L----------------FRAL--------QGVS--AVA----------------------------AKVIG---------ARPDL---------LP------RYL
KUJ68393.1 VR----V------R--VPEA--G-------------A--P---N-------------G------R---------WS----------------------------------------RADGAPWPG---------------------------------GA---------------PP------------------VPVMEL-DA--------------G-W--LHRWAQLVTQPAP----------RGRDTLALLPGV----------------------------------PAERWD---------AE-------PQ----------------------------------------PTA--------Q---------------------------------------------------------ER---------VFR-FRATASPSAF-------KLASRLAA----A--P---LN-----------IPVMEFVR----D--T--------VHEP---G----SG--P-----G---DL-AEVLL---GGL--LR--------------------------------------------TVGGDP------LDEEDIGYEF--------HP--G------VRELL-LS-AGLRDE--S----------------LYIL--------RSVL--DRL--------------G--RRWKPLH------------------VLRDSLSRPS----AA---------
WP_081736412.1 LR----------------VP--N-----------ALA--P---N-------------G------R---------WA---------------------------------FDLTDSWLEPGPPVPA---------------------------------GA---------------VP------------------VPVLEL-RP--------------R-A--LAWWAGLM---TG------E---NAAA----VEGA------IV----------------------LTTERTSRSD---------SP-------DP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_020634031.1 LR----I------P----KV--L-------------A--P---N-------------G------R---------WI---------------------------------CDLADAWLEPGSKVPD---------------------------------HV---------------VP------------------VPVLEL-RP--------------Q-A--LGWWARLM---TG------E---NDPA----VEGT------VV----------------------LATERISQSD------SD-DP-------PV------------T---------------------------LSP--------V---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGPREGKS------------TWDTGGVFAF--------PQ--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_051787936.1 LG----S------P----RS--G-------------A--A---N-------------T--ELAVA---------FP--------------------------------P-------EEYDPFDPP---------------------------------PA------------TWTAP------------------VPVLEL-DA--------------D-W--LGRWAALV---AG----------EPGW----TDAS------AL----------------------LLGAPAPEPP---------DD-------PE------------P------------P------GTP-----PAP--------TVQ-------------------------------------------------------ER---------LRR-FRSHATPTAY-------RLATHLAA----A--V---LD-----------PRLVRDVR----H--R----L---V--P---E----AQ--P-----V---HV-AELFL---SGL--VE------------------------------------------QPPDDGPR------TSAVSTALEF--------VD--G------AREAL-LA-GALRGD--T----------------ARVA--------RSVS--DFF----------GDRSE----AARRL------------------HGALL---------AP--------E
WP_055491865.1 LK----A------A----RP--G-------------A--P---N----------------------------SDLR----------------------------------------TDTDHPHPL----------------------------------------------------------------------VPVVEL-AP--------------S-A--LQMWARMV---AQ------P---ETSP----FQGY------AV----------------------CPLADVRPVT---------AP-------PE------------------------------LGSTPADEPGLSP--------L---------------------------------------------------------DR---------VLA-FRAAASPQAF-------ELAGYLSA----A--P---LF-----------LPVMRLVQ----KVMA-----------P---R----TT--P-----S---HL-AEVFL---SGL--LH-------------------------------------------PVHGDRP------GPGEETEFDF--------PE--P------VRALL-LG-SLHRQE--S----------------RRVL--------TAVS--DYL--------------A-----EHSS------------------APYRF----D----AT--------L
WP_083255164.1 LR----V------P----NA--L-------------A--P---N-------------G------R---------WA--------------F-------------------DLTDSWLEPGPPVPA---------------------------------GA---------------VP------------------VPVLEL-RP--------------R-A--LAWWAGLM---TG------E---NAAA----VEGT------IV----------------------LTTERISRSD------SP-DS-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
EFL20927.1 VR----V------R--VPEP--E-------------S--T---N-------------I------D---------WR----------------------------------------RGDGGSWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--LGNWARLVGRPSD----------RGHDTLALLPGA----------------------------------QAEPWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRSTASPSAF-------RLAARLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEILL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LSAGLRDESLYT----------------LRSV-------LDRLG--RHW--------------K---------------------------PLHLL----R----DL--------L
WP_069761741.1 LR----S------P----EP--A-------------A--A---N-------------A------L---------WW--------------H------R----------P--DDFALPGFPEERKP---------------------AW---------------------------LP------------------VPVLEL-TP--------------D-A--VSQWARFV-----------RREHAAEYTMRVLPVS------AT---------------------------SPVAP---------LR-------PP------------A---------------------T-----PQP--------L---------SAA---------------------------------------------DH---------ARR-LRAQLSPVAL-------HLAQLGAA----V--P---LN-----------LTILQLLR----R--E----L---L--P---E----AR--P-----W---HV-AELLV---SGL--LV---------------------------------------PTPAGPNAEKA------PASARVDLEF--------AT-EG------LRQEL-LAEGTRRDT-------------------ALAM--------KVAF--DHL------------SNA------VRD------------------ATGDVLRQVL----DL--------V
EME53021.1 LR----V------P----NA--L-------------A--P---N-------------G------R---------WG---------------------------------CDLADAWLEPGSKVPG---------------------------------HT---------------VP------------------VPVLEL-RP--------------R-P--LGWWAGLM---TG------E---NAAA----VEGT------VV----------------------LATERISQSD---------SG-------DP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--V-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-------DR----IRLLG---------HLRDA-------------------I
WP_007034183.1 LR----V------P----NA--L-------------A--P---N-------------G------R---------WG---------------------------------CDLADAWLEPGSKVPG---------------------------------HT---------------VP------------------VPVLEL-RP--------------R-P--LGWWAGLM---TG------E---NAAA----VEGT------VV----------------------LATERISQSD------SG-DP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--V-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-----DRIR------------------LLGHL----R----DA--------I
WP_030825272.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGAWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSP----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PTA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GN--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_005157860.1 LR----V------P----NV--L-------------A--P---N-------------G------R---------WA---------------------------------CELADAWLEPGAKVPG---------------------------------HV---------------VP------------------VPVLEL-RP--------------R-A--LGWWAGLM---TG------E---NDAA----AEGT------VV----------------------LTTERISQSD------SD-DP-------PV------------T---------------------------LSP--------V---------------------------------------------------------ET---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_043498196.1 VR----A------RLDAPHP--A-------------V--PNR-R------------------------------LS--------------------------VLS---TDSPGITLDPLPPRHPD---------------------------------EA---------------VP------------------VPVLEL-TP--------------G-S--LGRWARLV---AA----------QGRQ----HETA------VL-------------------LTGPRGDLGASRQ--HP----PLP------ESP------------P---------------------------ARG------------------------------------------------------------------RD---------AVRQFLARASPNAV-------ALARRLAA----A--P---LN-----------LPVMRLIQ----K--S----L------P---G----AE--A-----W---NL-AEIAL---FGL--LR------------------------------------------RTDRRIDA------EDDRLVSYDF--------EE--G------VREEL-LG-LGTRAE--T----------------LTVL--------RQVA--AHL----------------------GPRLAAGTAGG---------ERLV-----EW--R-----------
WP_065966463.1 VR----V------P----EP--G-------------A--P---N-------------G------T---------WR----------------------------------------SGDGAPWPG---------------------------------GE---------------PP------------------VPVLEL-EA--------------R-W--LGRWARLVTQPSA----------HGRDTLALLPGV----------------------------------PAERWE---------RE-------PE------------P------------------------------------------------TAR---------------------------------------------DR---------VFR-FRATASPRAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------MHEP---Q----GS--P-----G---EL-AEILL---GGL--LR-------------------------------------------KVGSADP------MDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYVL----RSVLDRLG-HRWK------------PLH------VLR--------D-ALSHP-SGTLPEL----P----ET--------E
AJK55727.1 LR----------------VP--N-----------ALA--P---N-------------S------R---------WG---------------------------------CDLADAWLEPGSQVPG---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NTGA----AGGT------VV-------------------------LATERIS----RSDFADP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDIAKLVG----Q--R----F---V--P---E----AG--V-----E---HL-LELLL---SGM--MY-----------------------------------APALRKGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------------------------G-D-------RIRLLGHLRD----AI---------
KIX48996.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AG--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
WP_030711849.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------DT---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AD--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
WP_032771199.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RILPVV------LA----------------------GALAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---D----AG--P-----E---HF-AEVMM---GGL--ID-------------------------------------------------------WGTGGENGPDF--------AD--G------VREAL-LA-ISTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
WP_032798208.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RILPVV------LA----------------------GALAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---D----AG--P-----E---HF-AEVMM---GGL--ID-------------------------------------------------------WGTGGENGPDF--------AD--G------VREAL-LA-ISTRTQ--L----------------ARTV--------NLLA--ELR------------TGQ-----------------G---------HGARL----R----AA--------L
WP_044370540.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AG--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR------------TGQ-----------------G---------HGARL----R----AA--------L
WP_073777497.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AG--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
WP_078942262.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AG--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
WP_060948653.1 VR----V------P----EP--G-------------A--P---N-------------G------T---------WR---------------------R-------------------ADGGAWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSP----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PTA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_066027899.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGAWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSP----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PTA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_067075421.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGAWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSP----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PTA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_084749695.1 AR----L------R----VP--N-----------ALT--P---N-------------D--RWGLD-----LADAWL-----------------------------------------EPGSAVPD---------------------------------GT---------------VP------------------IPVLEL-RP--------------S-A--LAWWAGLM---TG------E---DAGA----AEGT------VV-----------------------LTAERISHS---------EP-------DD------------P-------------------SVT-----LSS--------F---------------------------------------------------------ER---------VRH-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVVKVVG----Q--R----F---V--P---E----AG--L-----E---HL-LELLV---SGI--MY-----------------------------------SPGLKEGQS------------TWDKGGLFAF--------PK--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-------ER----IPLLG---------HLRDA-------------------I
WP_030165950.1 LD----T------V----AA--A-------------A--PN-RL------------------------------LR--------------------------VLGTSGP-------GMGLGTREA---------------------------AH--AEQA---------------VP------------------VPVLEM-SP--------------G-A--LGRWARLV---AA----------SGRR----HEAA------VL-----------------------LTSPRGDLG--VL----RQEALPWSEIPA------------T---------------------------RAR------------------------------------------------------------------DT---------VRN-FMAKASPAAV-------ALARRLAA----A--P---LN-----------LPVMRLIQ----R--S----L------P---G----AE--A-----W---NL-AEIVL---FGL--LH------------------------------------------RTDQHVDA------EDDRQVSYDF--------DE--G------VREEL-LG-LGSRAE--T----------------MGVL--------RQVA--AHL--------------GPRLATTIA---------G---------GERL----VEW-RLNA---------
WP_014174725.1 ER----V------RVRVLEP--G-------------A--P-------------------------------KRTWQ----------------------------------------RTDGAPWPG---------------------------------GE---------------PP------------------VPMLEL-EA--------------R-W--LHRWAQLVTQPST----------RGRDTLALLPGV----------------------------------PAERWE---------RE-------PE----------------------------------------PTA--------R---------------------------------------------------------DR---------VFR-FRASASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------MHEP---Q----GS--P-----G---DL-AEILL---GGL--LR-------------------------------------------KVGAADP------LDETGIGYEF--------HQ--G------VRELL-LS-AGMRDE--S----------------LYIL--------RSVL--DRL----------------------GR------------------RWKPLHVLRD----AL---------
WP_064455400.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGAWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSP----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PTA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
AIG79293.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERIPQSD---------FD-------NP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
SDF68672.1 HR----A----ELD--VHGP--M-------------R--P---N-------------S------R---------WS-------------------------------FDLPDAWLEPDPAALTRP---------------------------------GT---------------LP------------------IPVIEM-RP--------------R-W--LRWWSGLV---TG------E---NRSP----VTGA------VL---------------------------LAHPD---------AP-------PA------------E-------------------PER-----LPS--------Q---------------------------------------------------------DH---------VRR-FRSQASPPAL-------RLATLLAA----V--P---AH-----------LDVAQLIR----H--R----F---V--P---E----AG--N-----E---HI-GELLL---SGL--LH------------------------------------PAG-DD--------------PSEEVKAFTF--------RE--E------VRELL-LS-GARRSE--T----------------AGVV--------RAAA-AEFS--------------D---------------------------TLPVL----ARLRDAI---------
WP_081976007.1 AR----L------R----VP--N-----------AVA--P---N-------------A--SWKCD-----LADAWL-----------------------------------------EPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------T-S--LGWWAGLM---TG------G---NDES----VEGT------VV----------------------LATERISQSD---------FD-------DP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
WP_083650068.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDGT----VEGT------VV----------------------LATERIPQSD------FD-DP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
WP_084098412.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERIPQSD------FD-NP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
SBU92604.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CHPPHGVPE-----------------------HARALPDSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RA------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAV--------------GML--------------A--ASRAGRT------------------QGIRL----R----AA--------L
SCD36331.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CHPPHGVPE-----------------------HARALPDSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RT------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAV--------------GML--------------A--DSRAGRA------------------QGIRL----R----AA--------L
SCD66673.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CHPPHGVPE-----------------------HARALPDSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RA------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAV--------------GML--------------A--ASRAGRT------------------QGIRLRAALRDPVRAA--------L
WP_028442480.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CHPPHGVPE-----------------------HARALPDSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RA------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAV--------------GML--------------A--ASRAGRT------------------QGIRLRAALRDPVRAA--------L
WP_030632509.1 LN-----------RHLHCHPPHG-------------V--P---E-------------H----------------------------------------------------------ARALPDSGD---------------------------------GS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP----GLRAPRA-------DG------------P-----------------------------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAVGMLAASRAGRTQGIRLR--------------A---------------------------ALRDP---------VR--------A
WP_037880970.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CHPPHGVPE-----------------------HARALPDSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RA------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDIIEELR-------G--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEDGPDF--------AD--G------VREAL-LA-TSSRTQ--L----------------ARAV--------------GML--------------A--ASRAGRT------------------QGIRL----R----AA--------L
WP_082857577.1 LR----------------VPNAL-------------V--P---N-------------G------R---------WS---------------------------------CDLADAWLDPGSAIPG---------------------------------GT---------------VP------------------VPVLEL-RP--------------K-S--LGWWAGLM---TG------E---NAEA----VEGT------VV-------------------------LTTERIP----RSESADP-------PT------------S---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG-------Q--RFV------P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ADVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_037952430.1 VR----V------R--VPGP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSA----------RGEDTMALLPGV----------------------------------PAERWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPGAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_044567980.1 VR----V------R--IPEP--G-------------A--P---N-------------G------S---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-NA--------------R-W--MANWARLVARPSA----------RGEDTMALLPGA----------------------------------PAERWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_046085906.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-GA--------------R-W--MANWARLVARPSA----------RGEDTMALLPGA----------------------------------PAERWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGAADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_069860373.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------PADGGSWPD---------------------------------GA---------------PP------------------IPVLEL-DA--------------R-W--MANWARLVARPSV----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GN--P-----S---DL-AEVLL---GGL--LR-------------------------------------------KVATADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYILGSVLDRLGRRWKPLLML--------------R--DLLNHPS--------G---------SVRDL----P----RT---------
WP_079259908.1 VR----V------P----EP--G-------------A--P---N-------------G------T---------WR--------------------------------P--------ADGGSWPD---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSV----------RGEDTMALLPGV----------------------------------PAERWE------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GN--P-----S---DL-AEVLL---GGL--LR-------------------------------------------KVATADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLLMLRD-LLNHP-SGSVRDL----P----RT---------
SED06705.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSA----------RGDDTMALLPGA----------------------------------PAERWE------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
SMD27174.1 KP----G------G----RL----------------V--P---N-------------C------R---------WS--------------M---------------ALP-------DVWLDFTRD---------------------------------DA---------------VP------------------VPVVEM-RP--------------R-L--LERIVDLF---VG----------RDKR----IDSA------VY-------------------------LASSSDT---------GD-------PE------------S---------------------E-----LVS--------Y---------SAR---------------------------------------------EQ---------VNY-FRSTVPRETF-------RLATLLAA----V--P---FS-----------LEAARRIQ----V--V----M---V--P---E----AG--A-----E---HI-AQLLGSPFIGA--VP----------------------------------VPHVDFESP---------------WSTVSFDI--------GQ--E------VRKEL-IS-SARRSE--T----------------ARVV--------RLTT-PPYS--------------------------------A---------VWKAF--------------------
WP_014056867.1 VR----V------P----EP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVTRPSA----------RGEDTMALLPGA----------------------------------PAERWE------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGSADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_055551712.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RDGGGSWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--LGNWARLVGRPSE----------RGHDTLALLPGA----------------------------------PAEPWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRSTASPSAF-------RLAARLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEILL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGLRDE--S----------------LYTL--------RSVL--DRL--------------G--RRWKPLH------------------LLRDL-------------------L
WP_059146065.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPSA----------RGEDTMALLPGA----------------------------------PAERWE------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_078639145.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVTRPSA----------RGEDTMALLPGA----------------------------------PAERWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPNAF-------RLAARLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYILGSVLDRLGRRWKPLLML--------------R--DLLNHPS--------G---------SVRDL----P----RT---------
WP_031085536.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------LH----------------------------------------CRPPQGVPE-----------------------HARALPDTGDGA---------------VA------------------VPVLSL-RP--------------E-S--FRSWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVPTP----GLRTPRT-------DG------------P-----------------------------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---LR-----------FDVVEELR-------D--QAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGESGPDF--------AD--G------VREAL-LA-TSSRSQ--L----------------VRAV--------GLLAESRAV----------------------RT------------------PGVRL----R----AA--------L
WP_039936444.1 VR----V------P----EP--E-------------S--T---N-------------I------D---------WR----------------------------------------RGDGGSWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--LGNWARLVGRPSD----------RGHDTLALLPGA----------------------------------QAEPWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRSTASPSAF-------RLAARLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEILL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGLRDE--S----------------LYTL--------RSVL--DRL--------------G-------RH----WKPLH---------LLRDL-------------------L
WP_063736496.1 IR----V------R--VPEP--G-------------A--P---N-------------G------A---------WR----------------------------------------RCDGGSWPG---------------------------------GE---------------PP------------------VPVLEL-DA--------------R-W--LGNWARLVGRPSD----------RGHDTLALLPGA----------------------------------QAEPWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRSTASPSAF-------RLAARLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEILL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGLRDE--S----------------LYTL--------RSVL--DRL--------------G--RRWKPLH------------------LLRDL-------------------L
AGM04021.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK--------------Y-------------------DLADAWLEPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDDT----VEGT------VV----------------------LASERISQSD---------FD-------DP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-------DR----IRLIG---------HLRDA---------IA---------
SDU45427.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LSWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERISQSD---------FD-------DP------------P--------------------AT-----LSP--------T---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LIKHL----RD---AI--------A
WP_004003790.1 LD----A------V----RA--A-------------V--PN-RL------------------------------LR--------------------------LLN-----------TTGSGVDPG---------------------------MPFRRAEA---------------VP------------------VPVLEM-TP--------------G-S--FGRWARLV---AG----------SGRR----HAAA------VL----------------------LTSPRGDLGV--SRQHVLPRA-----EGAP------------G---------------------------RAG------------------------------------------------------------------DA---------VKQ-FLAKASPNAV-------ALARRLAA----A--P---LN-----------LPVMRLIQ----R--S----L------P---G----AE--A-----W---NL-AEIML---FGL--LR------------------------------------------RTDRRIDA------EDDRQVSFDF--------DD--G------VREEL-LG-LGSRAE--T----------------MSVL--------RQVA--AHL--------------GPRLATTIA---------G---------GERLVEWRLSA--------------
WP_016331826.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK--------------Y-------------------DLADAWLEPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDDT----VEGT------VV----------------------LASERISQSD------FD-DP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-------DR----IRLIG---------HLRDA-------------------I
WP_062152500.1 LD----A------V----RA--A-------------V--PNRL------------------------------------------------------------LRL--LNTTGSGVDPGMPFRRA---------------------------------EA---------------VP------------------VPVLEM-TP--------------G-S--FGRWARLV---AG----------SGRR----HAAA------VL-------------------LTSPRGDLGVSRQHVLP----RA------ESAP------------G---------------------------RAG------------------------------------------------------------------DA---------VKQ-FLAKASPNAV-------ALARRLAA----A--P---LN-----------LPVMRLIQ----R--S----L------P---G----AE--A-----W---NL-AEIML---FGL--LR------------------------------------------RTDRRIDA------EDDRQVSFDF--------DD--G------VREEL-LG-LGSRAE--T----------------MSVL--------RQVA--AHL----------------------G-PRLATTIAG---------GERL-----VEWRL-----------
WP_083715559.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LSWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERISQSD------FD-DP-------PA------------T---------------------------LSP--------T---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LIKHL----R----DA--------I
CCH33419.1 LS----A------P----RP--G-------------C--P---N-------------R------A---------LR----------------------------------------VAGKTDSDV--------------------------------------------------IP------------------VPVLGL-AE--------------D-W--MAGWARLL---TS------P---GAEW----VETT------AA-------------------------LVGPQTE---------IP-------PS----------ELP------------D------DEP-----VTA--------A---------------------------------------------------------QR---------VRR-FRSYASTDAV-------ELAGLLAA----T--P---LA-----------PRLMTLVQ----R--V----L---L--P---G----AD--------L---SVLAEVML---GGL--LT--------------------------------------------KLPGDG------RDPSAVAYDF--------HD--D------VRSEL-LA-IGRRGS--T----------------ARVA--------RVLD--DYA--------------G-----SAIP------------------ALRAY----R----AA--------V
WP_015103530.1 AP----R------------P--G-------------C--P---N-------------R------A---------LR--------------V-AGKTDS------------------------------------------------------------DV---------------IP------------------VPVLGL-AE--------------D-W--MAGWARLL---TS------P---GAEW----VETT------AA-----------------------LVGPQTEIP---------PS-------EL------------P------------D------DEP-----VTA--------A---------------------------------------------------------QR---------VRR-FRSYASTDAV-------ELAGLLAA----T--P---LA-----------PRLMTLVQ----R--V----L---L--P---G----AD--------L---SVLAEVML---GGL--LT--------------------------------------------KLPGDG------RDPSAVAYDF--------HD--D------VRSEL-LA-IGRRGS--T----------------ARVA--------RVLD--DYA--------------G------SAI--------P---------ALRAY----R----AA--------V
SEQ80125.1 HR----A----DLT--VPGP--L-------------R--P---N-------------S------R---------WS-------------------------------IQLSDAWMDEDPSAHARN---------------------------------GA---------------VP------------------VPVLEL-QP--------------R-W--LRWWARLI--TAG----------HRGP----AAGT------VL-----------------------MATSEPAVG---------EP-------SR------------P---------------------------VSA--------R---------------------------------------------------------DH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AH-----------LEVVQLIR----R--R----F---V--P---E----AG--P-----E---HL-GELLL---SGL--LY------------------------------------YSSHSRDNV-----------VIPGSGAFAF--------PE--A------VRELL-LN-GARRSE--T----------------AGVV--------RTAA--EEF--------------------------------G-D-------RIPVLDHLRN----AI---------
SCL86372.1 AR----L------D--AGGF--G-------------A--L---N-------------R----HLH---------CH--------------------------------PPHGVPDDARALPDTGD---------------------------------GA---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RA------------P-----------RT------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDLVEELR-------D--RAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGESGPDF--------AD--G------VREAL-LA-TSSRSQ--L----------------ARAV--------------GLL--------------A--ESRAGRA------------------QGVRL----R----AA--------L
SER48031.1 HR----A------N--LTVP--A-----------AMR--P---N-------------G------R---------WT-------------------------------YDLPDAWLEEDPQAHLRN---------------------------------GA---------------VA------------------VPVIEL-QP--------------R-Y--LKWWARLI--TAG----------HRGP----AAGT------VV--------------------------LATRET---------AT-------AT--------------------------------NGD-----LSA--------K---------------------------------------------------------EH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AH-----------PEVVKLIR----H--Q----F---V--P---E----AK--T-----E---HL-SELLL---SGV--VH------------------------------------YSPVGRGV------------PAWDSTAFVF--------PE--K------VRELL-LS-GARRSE--T----------------AGVV--------QTAA--AVF--------------------------------G-D-------RIPAL----RRLRDAI---------
WP_014049540.1 AR----L------D--AGGF--G-------------A--L---N-------------RHLHCH---------------------------------------------PPHGVPDDARALPDTGD---------------------------------GA---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP-------GLRA-------PR-------------------------T------DGP-------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDLVEELR-------D--RAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGESGPDF--------AD--G------VREAL-LA-TSSRSQ--L----------------ARAV--------------GLL--------------A--ESRAGRA------------------QGVRL----R----AA--------L
WP_041992912.1 FR----A----SLE--AAGF--G-------------A--L---N-------------R----------------YL-----------------------------GCRPPHSLPDPVRPLPEPDD---------------------------------GT---------------VP------------------VPVLSL-RP--------------E-S--FRAWADLV---TG------E---RGVS--ATLPVV------LA----------------------GALAKGASAP---------GL-------RA------------P----------------R-IDGP-----RAA--------S---------------------------------------------------------AA---------VRR-FLGLASPLAR-------QLALLLAV----V--P---LD-----------FDLIEELR-------D--RAV------P---E----AG--P-----D---HL-AEVLM---GGL--IN----------------------------------------------------WNGQDGEGERAVDF--------AD--G------VREAL-LA-TGTRTQ--L----------------AQLV--------TLLS--ELR--------------S-------GR--------G---------AGALL----R----AV--------L
WP_051772626.1 SA----H-----------AP--G-------------A--P---N-------------R------R---------LR----------------------------------------IAGAGATDA---------------------------------GA---------------MA------------------VPVLGL-SA--------------E-W--MTAWARLL---TA------P---GAEW----VETT------AA-----------------------LVTPQVAPP---------PG-------PV------------D-------------------DEP-----LTA--------A---------------------------------------------------------ER---------VLR-FRTYASVDGF-------QLAGLLAA----T--P---LS-----------PQLMGLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPGHD------GATGAVAYDF--------DT--G------VREEL-LA-TSRRSD--T----------------ARVA--------RVLD--EYG--------------G-----ADNA------------------ALRNF----R----LA--------L
OKI13910.1 LS----A------P----AP--G-------------A--P---N-------------R----------------LL-----------------------------------------RVAGADAG---------------------------------GG---------------MA------------------VPVLGL-SA--------------E-W--MAGWARLI---TT------P---GSEW----VETT------AA-------------------------IVTPQTV---------VP-------PV-------------------------R------AAD-----EKP--------L---------TAS---------------------------------------------ER---------VLR-FRTYASVDGF-------QLAGLLAA----T--P---LS-----------PQLMGLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPDAD------GVTDAVAYDF--------DA--G------VREEL-LA-TSRRSD--T----------------ARVA--------RVLD--DYA--------------G-----ADNE------------------ALRNF----R----MA--------L
WP_063736878.1 LP----G------P----AP--G-------------D--P---D-------------A------E----GADGPLP----------------------------------------GEGPPEDRP--------------------------------------------------VP------------------VPVLEI-EP--------------E-W--LATWARLV---TG---------TGGGW----LPAA------AL----------------------LTDTDGLAARCAAAP----RT-------PE-------------------------D------DDP-----LAP--------D---------------------------------------------------------ER---------VRN-FRAAASPAAR-------LLASHLAL----A--P---LT-----------LDVMEKVK----K--A----V---L--P---R----LG--P-----L---PL-AEVLL---SGL--LE--------------------------------------------RP--AP------AAAGFTGFAF--------RD--G------VRNQL-LG-GLGRGE--L----------------FRAL--------QGVS--AVA----------------------------AKVIG---------ARPDL---------LP------RYL
WP_069169727.1 FR----A----QLD--AGGF--G-------------A--L---N-------------R------H---------FL----------------------------------------CHSLHGVPE-----------------------GGRALTGSGDGS---------------VA------------------VPVLSL-RP--------------G-S--FRAWADLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP---------GL-------RT------------P----------------R-IDGP-------------------------------------------RAAA---------------------------DA---------VRR-FVALASPLAR-------QLAVLLAV----A--P---MR-----------FDVIQELR-------D--RAF------P---E----SG--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGDGGPDF--------AD--G------VREAL-LA-TSNRTQ--L----------------ARAV--------------GLL--------------A--ESRTGRT------------------QGIRL----R----AA--------L
WP_078610845.1 LR----A------S----GP--W-------------A--G---S-------------A----RMD---------WE--------------F--------------------AEAPIAGPAAEAPG---------------------------------GR-------------RPVP------------------VPVLEV-AD--------------E-W--IAPWARFV---AG------E---GPRW----TEVA------AL---------------------------LVPPR------RS-EA-------PA------------P------------R------PEC-----TRP--------P--------------------------AGAA---------------------------ER---------VAR-FRVWASPEAF-------SLATRLAA----V--P---LD-----------LPVMYAVQ----RRTP-----------P---R----TG--P-----V---HL-AEFFM---SGL--VE--------------------------------------------PVP----------ESGGNSFLF--------GQ--G------VREEL-LA-SSTRQA--T----------------EMAS--------RIAA--EFL--------------A------PHS--------G---------AAREL----------L------IHL
WP_083669098.1 SA----P-----------AP--G-------------A--P---N-------------R----------------LL-----------------------------------------RVAGADAG---------------------------------GG---------------MA------------------VPVLGL-SA--------------E-W--MAGWARLI---TT------P---GSEW----VETT------AA----------------------IVTPQTVVPP----VRAADEK---------------------P---------------------------LTA--------S---------------------------------------------------------ER---------VLR-FRTYASVDGF-------QLAGLLAA----T--P---LS-----------PQLMGLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPDAD------GVTDAVAYDF--------DA--G------VREEL-LA-TSRRSD--T----------------ARVA--------RVLD--DYA--------------G-----ADNE------------------ALRNF----R----MA--------L
SES49412.1 AN----L------S----VP--A-----------AMR--P---N-------------S------R---------WT--------------F-----------------DLPDAWLEEDPSAHLRD---------------------------------GA---------------VP------------------VPVIEL-QP--------------R-Y--LKWWARLI--TAG----------HRGP----AAGT------VL-----------------------------LAT------RE-TR-------VA------------P-------------------DGD-----MSA--------K---------------------------------------------------------EH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AH-----------PEVVKLIR----H--R----F---V--P---E----AK--T-----E---HL-SELLL---SGV--VH------------------------------------YSSHRGGG------------PTWDSTAFVF--------PE--K------VRELL-LN-GARRSE--T----------------AGVV--------QTAA--AVF--------------G-------DR----IPVLG---------RLRDA---------IV---------
WP_031096228.1 LD----A------A----GF--G-------------S--L---N-------------R--HVLCH-------------------------------------------PPQGVPEHPHVLPGTGD---------------------------------GS---------------VA------------------VPVLSL-RP--------------G-S--FRAWADLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSAP---------GL-------RT------------P-----------RL------DGP-----RSA--------A---------------------------------------------------------DA---------VRR-FFSLASPFAR-------QLAVLLAV----A--P---VR-----------FDVIEELR-------D--RAL------P---E----TR--P-----E---HL-SEVMM---GGL--ID-------------------------------------------------------WNRDGEGGPDF--------AD--G------IREAL-LA-TGSRTQ--L----------------ARAV--------------ALL--------------A-----ESRS--------G-----R-SQGVRLR----A----AL---------
WP_053930842.1 LD----A------A----GF--G-------------S--L---N-------------R------H---------VL--------------C------H----------PPQGVPEHPHVLPGTGD---------------------------------GS---------------VA------------------VPVLSL-RP--------------G-S--FRAWADLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSA---------------------------------P------------G------LRT-----PRL--------D---------GPR---------------SAA---------------------------DA---------VRR-FFSLASPFAR-------QLAVLLAV----A--P---VR-----------FDVIEELR----D--R----A---L--P---E----TR--P-----E---HL-SEVMM---GGL--ID-------------------------------------------------------WNRDGEGGPDF--------AD--G------IREAL-LA-TGSRTQ--L----------------ARAV--------ALLA--ESR--------------S------GRS------------------QGVRL----R----AA--------L
WP_033303679.1 AR----L------D--AAGF--G-------------A--L---N-------------R------H---------FL----------------------------------------CHPPHGVPE-----------------------HAHVLPDKGDGS---------------VA------------------VPVLSL-RP--------------G-S--FGAWADLV---TG------E---RGVR--RTLPVV------LA----------------------GAMAKGVSAP---------GL-------RA------------P----------------R-VDGP-------------------------------------------RAAA---------------------------DA---------VRR-FFSLASPLAR-------HLAVLLAV----A--P---LR-----------FDVIEELR-------A--RAF------P---A----SR--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WERDGEGGPDF--------AD--G------IREAL-LA-TGNRTQ--L----------------ARAV--------------GLL--------------A--EARASRA------------------QGIRL----R----AA--------L
WP_054294635.1 SS----P-----------AP--G-------------A--A---N-------------S----------------------------------------------------------LLRVDPAPH---------------------------------DG---------------VA------------------VPVLSL-TA--------------E-W--LSGWATLV---AG----------GSTE----TTVI------NA-----------------------STRSPVEDT----YRIGTTE-------PY----------------------------------------LSP--------R---------------------------------------------------------ER---------VLR-FKTYASTRGF-------QLALLLAA----A--P---LN-----------LPIIQLVE----Q--V----M---LDGS---D----MS------------AT-AEVLL---GGI--VK------------------------------------------QSLDLKSV------TDPSAIAYEF--------HE--G------VREEL-LA-MGTRAD--T----------------VRVA--------RIVS--DAF--------------------------------GP--------AVPVLKNFRK----AV---------
CEL17030.1 HR----A------HLSSPTP--G-------------A--A---N-------------R----------------------------------------------------------MLRVEPEPH---------------------------------DA---------------IA------------------VPVLAM-SP--------------E-W--LAGWATLV---AG----------GATETTAIHVSP------AW----------------------PVEASYPKAI---------AE-------PY----------------------------------------LAA--------R---------------------------------------------------------ER---------VLR-FKTYASTRAF-------HLACLLAA----A--P---LN-----------LPIMRLVE----Q--V----M---LDGS---D----MS------------TV-AEVLL---GGI--VK------------------------------------------ETPVLRLV------DDPAAIAYEF--------YD--G------VREEL-LS-MGTRVD--T----------------VRVA--------RVVS--DAF--------------G-----------------A---------AVPIL----KSLRNAI---------
WP_055516094.1 LE----A------G----GL--G-------------A--ANSCL-------------G----------------LG--------------------------------PPRNGPDPMRPLPAADG---------------------------------GS---------------VP------------------VPVLSL-KA--------------G-S--IAAWADLV---TG------E---RGVR--RGLPVV------VT---------------------------GALQK---------GA-------PA------------P-------------------GLRAPRRP--------------------------------------RAAA---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----A--P---FE-----------FDLIEQLR----R--R---TM------P---D----AG--P-----Q---HV-AEILM---GGL--ID-------------------------------------------------------WSGLGTERPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------AGVV--------SILG--ELP------------------------------------------AAGEHGVALR----AA--------L
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OMI34266.1 VR----V------R--VPEP--G-------------A--P---N-------------G------T---------WR----------------------------------------SGDGAPWPG---------------------------------GE---------------PP------------------VPVLEL-EA--------------R-W--LGRWARLVTQPSA----------HGRDTLALLPGV----------------------------------PAERWE---------RE-------PE----------------------------------------PTA--------R---------------------------------------------------------DR---------VFR-FRATASPRAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------MHEP---Q----GS--P-----G---EL-AEILL---GGL--LR-------------------------------------------KVGSADP------MDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYVL--------RSVL--DRL----------------------GH------------------RWKPL----HVLRDAL---------
WP_018535458.1 GA----S----NVSLGHGAP--G------------EG--P---D-------------P----------------LR----------------------------------------PLPEAGDDA--------------------------------------------------VP------------------VPVLSL-KP--------------G-S--IAAWADLV---TG------E---RGVR--RALPIV------LA----------------------GALTKGAPAP------GLTAP-------PL------------P-----------------------------------------------------------------RRAA---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FE-----------FDLVEQLR-------K--RTM------P---E----TE--P-----A---HL-AEIMM---GGL--ID-------------------------------------------------------WDSEGEGRPEF--------AE--G------VREAL-LA-TTTRAQ--L----------------ARTV--------GVVG--DLP------------------------------------------AAGERGVALR----AA--------L
WP_037691437.1 LD----A------A----GF--G-------------A--L---N-------------R------H---------FL--------------C------R----------PPHGVPDQAHLLPDQDD---------------------------------GS---------------VP------------------VPVLSL-RP--------------G-S--FRAWADLV---TG------E---RGVR--RTLPVV------LA----------------------GAMAKGVPA---------------------------------S------------G------LRA-----PRS--------D---------GPR---------------------------------------------AAA------AAVRK-FVSLASPLAR-------QLAVLLAV----A--P---LR-----------FDVIEELR---DR--A----F------P---E----SG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WERDGEGRPDF--------AE--G------VREAL-LA-TGNRTQ--L----------------ARAV--------------GLV--------------A------ESR----A---G---------QAQGI----RLRA-AL---------
WP_073719856.1 FR----A------ELDAAGF--G----------------ALNRH------------------------------FH------------------------------CRPPHGEGERARRLPDPDD---------------------------------GS---------------VP------------------VPVLSL-RP--------------G-S--FRSWADLI---TG------E---RGVR--RTLPVV------LA----------------------GAMAKGVPAP---------GL-------RR------------P-------------------RIDGPRAAVAA-----------------------------------------------------------------------------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDVIEELR---DR--A----L------P---E----SG--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGEGGPDF--------AE--G------VREAL-LA-TGNRTQ--L----------------ARAV--------------GLL--------------A------ASR------------------AGQAQGIGLR----AA--------L
WP_041318577.1 AP----R------------P--G-------------C--P---N-------------R------A---------LR--------------V-AGKTDS------------------------------------------------------------DV---------------IP------------------VPVLGL-AE--------------D-W--MAGWARLL---TS------P---GAEW----VETT------AA-----------------------LVGPQTEIP---------PS-------EL------------P------------D------DEP-----VTA--------A---------------------------------------------------------QR---------VRR-FRSYASTDAV-------ELAGLLAA----T--P---LA-----------PRLMTLVQ----R--V----L---L--P---G----AD--------L---SVLAEVML---GGL--LT--------------------------------------------KLPGDG------RDPSAVAYDF--------HD--D------VRSEL-LA-IGRRGS--T----------------ARVA--------RVLD--DYA--------------G------SAI--------P---------ALRAY----R----AA--------V
WP_063820828.1 AV----G------D----GP--G---------NRLLV--A---D-------------P--PPRIP---------WD--------------------------------APPPATDLHGVALPYPD---------------------------------NA---------------VP------------------VPVLQL-DP--------------T-S--LGNWAGLV---AG------T---LPGW----TDLA------AT----------------------VAHRVPDPDD------EV-VP-------PA------------A---------------------------SGA--------Y---------------------------------------------------------HR---------VNA-FRAAATPQAL-------RLATHLAA----A--P---LN-----------VPVIQAIR----R--R----L---L--P---G----TR--P-----W---HL-SELLL---ANL--LR------------------------------------------PTVGRELA------GDDTLVTFDF--------DQ--G------IREEL-LA-RGRRTE--T----------------AGVM--------RVVQ--NVL----------GPRVS-----AVRR------------------SARAL--------------------
WP_076994244.1 SS----P-----------TP--G-------------A--A---N-------------S----------------------------------------------------------MLRVDPAPH---------------------------------DG---------------VV------------------VPVLSA-TA--------------E-W--LSGWATLV---AG----------GATE----TTVI------NA-----------------------RAGRPADED----YPIGIAE-------PR----------------------------------------LSP--------R---------------------------------------------------------ER---------VLR-FKTYASTRGF-------QLALLLAA----A--P---LN-----------LPIIQLID----H--V----M---LDGS--------SD--------M---STTAEVLL---GGI--VT------------------------------------------PTPALKSV------TDPAAIAYEF--------HE--G------VREEL-LA-MGTRAD--T----------------VRVA--------RVVS--DAF--------------G-----------------A---------AVPIL----KSFRNAV---------
WP_020126655.1 LTLEAGGFGAGNRGLGIGPPLSG----------------P---D-------------P----------------VR----------------------------------------PFPDVAHED--------------------------------------------------LA------------------IPVLSL-KP--------------G-S--LAAWADLV---VG------A---RGVR--RELPAV------LA---------------------------GSLNA---------GT-------PA------------P-------------------GLRAPQWPRTA--------D---------------------------------------------------------NA---------VRR-FFELATPAAR-------RLATQIAA----V--P---FE-----------FDLIEQLR-------D--WTM------P---E----TG--A-----E---HL-AEILM---GGL--ID-------------------------------------------------------WEHADAHHPEF--------AD--G------VREAL-LA-TTTRTQ--L----------------AHVV--------HVVA--DLP--------------A------SGE------------------HGRAL----R----AA--------L
WP_026468526.1 HR----A----LLA----SP--G-----------AFQ--P---N--------------------RRYEFDLPDAWM---------------------------------------TMADPDKAVA---------------------------------GA---------------VA------------------VPVLEL-DG--------------R-W--FSWWVRLV---SR------S---VTDR----VPAT------VL-----------------------LARDQPMLE----PGDDEEV-------AS------------P---------------------------LTA--------E---------------------------------------------------------ER---------VRR-FLGAATPPAF-------RLATLLAA----V--P---VS-----------LPIARFVR-------A--QLV------P---E----AD--S-----S---HL-AEVLT---SGL--LD--------------------------------------SPAEGS------------FPGEEAVFEV--------PV--A------VRQAL-LT-AGRRAD--T----------------VQVV--------SLTG--QRF--------------G-----------------D---------QHPVLLRIAD----AL--------A
WP_051807270.1 LR----R------P----RP--G-------------A--A---T-------------G----ELL---------VR--------------Y------S------------------GMTSVFDPP------------------------VRP------GS---------------LA------------------VPLIEL-SP--------------R-W--LSWWAQLV---TG----------PPVW----TAAT------VH-----------------------------TVD---------PG-------TP------------P------------E------WGD-----PGD--------E---------PAP---------------------------------------------EA---------AVQGFRRTASSQAF-------RLATLLAA----A--P---LE-----------LPLLHRLQ----R--L----L---L--P---E----SE--T-----H---HL-AEVLI---SPL--VR-------------------------------------------------------PANDGGTAFEF--------AK--G------VREEL-LS-CASRDD--S----------------ARVL--------RTIA--AHR--------------P------VPA--------G---------TRLTQ---------VI---------
WP_073900317.1 SA----P-----------AP--G-------------A--P---N-------------R----------------LL-----------------------------------------RVAGADAG---------------------------------GG---------------MA------------------VPVLGL-SA--------------E-W--MAGWARLI---TT------P---GSEW----VETT------AA----------------------IVTPQTVVPP----VRAADEK---------------------P---------------------------LTA--------S---------------------------------------------------------ER---------VLR-FRTYASVDGF-------QLAGLLAA----T--P---LS-----------PQLMGLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPDAD------GVTDAVAYDF--------DA--G------VREEL-LA-TSRRSD--T----------------ARVA--------RVLD--DYA--------------G-----ADNE------------------ALRNF----R----MA--------L
KIH98248.1 LE----A------P----RV--N-------------A--P---N-------------A------L---------LR--------------V------V----------P-------RDVSAQPAL---------------------------------AG---------------VA------------------VPVVEI-EE--------------R-W--LSVWARLI---GD------P---ALPP----LPGA------AL------------------------FTGAPAAK---------RR-------PK------------P--------------------ER-----LSP--------R---------------------------------------------------------ER---------VGA-FRSAASPTAF-------KLACYLAA----A--P---LS-----------LPVMRLVQ----E--A----M---L--P---G----ST--G-----A---HL-AEVML---SGL--VR------------------------------------ATAAGAAEAAAAAS------GDPAAVSYSY--------DP--E------VADTL-IS-YLRRDE--A----------------YRVY--------QRAS--DAL--------------G-------RH----V---G---------SPDDF----A----GM--------L
OKK13505.1 LE----A------G----GL--G-------------A--A---N-------------D------C---------LA--------------L------R----------PPTQGPDPMRPLPSVGD---------------------------------GV---------------AP------------------VPVLSL-KS--------------G-S--IAAWADLV-----------T---GGRGVRRALPAV---------------------------------LPGTLVM---------GV-------PA------------P------------G------LRT-----ARS--------P--------------------------RAAA---------------------------AA---------VHR-FLSLATPVAR-------RLATRLAA----V--P---FE-----------FALVEQVR----R--R----T---V--P---E----AG--P-----E---HL-AEILM---GGL--ID-------------------------------------------------------WGDDGRARPEF--------AE--G------AREAL-LA-TTTRGQ--L----------------ARTV--------SILG--ELP--------------A-----AGAH--------G---------VALRA---------AL---------
WP_040273873.1 LE----A------P----RV--N-------------A--P---N-------------A--LLRVV-------------------------------------------P-------RDVSAQPAL---------------------------------AG---------------VA------------------VPVVEI-EE--------------R-W--LSVWARLI---GD------P---ALPP----LPGA------AL------------------------FTGAPAAK---------RR-------PK------------P--------------------ER-----LSP--------R---------------------------------------------------------ER---------VGA-FRSAASPTAF-------KLACYLAA----A--P---LS-----------LPVMRLVQ----E--A----M---L--P---G----ST--G-----A---HL-AEVML---SGL--VR------------------------------------ATAAGAAEAAAAAS------GDPAAVSYSY--------DP--E------VADTL-IS-YLRRDE--A----------------YRVY--------QRAS--DAL--------------G-------RH----V---G---------SPDDF----A----GM--------L
WP_073930805.1 LE----A------G----GL--G-------------A--A---N-------------D----CLA---------LR--------------------------------PPTQGPDPMRPLPSVGD---------------------------------GV---------------AP------------------VPVLSL-KS--------------G-S--IAAWADLV-----------T---GGRGVRRALPAV---------------------------------LPGTLVM---------GV-------PA------------P------------G------LRT-----ARS--------P--------------------------RAAA---------------------------AA---------VHR-FLSLATPVAR-------RLATRLAA----V--P---FE-----------FALVEQVR----R--R----T---V--P---E----AG--P-----E---HL-AEILM---GGL--ID-------------------------------------------------------WGDDGRARPEF--------AE--G------AREAL-LA-TTTRGQ--L----------------ARTV--------SILG--ELP--------------A-----AGAH--------G---------VALRA---------AL---------
WP_083466592.1 SS----P-----------TP--G-------------A--A---N-------------R----------------------------------------------------------MLRVEPEPH---------------------------------DA---------------IA------------------VPVLAM-SP--------------E-W--LAGWATLV---AG----------GATETTAIHVSP------AW----------------------PVEASYPKAI---------AE-------PY----------------------------------------LAA--------R---------------------------------------------------------ER---------VLR-FKTYASTRAF-------HLACLLAA----A--P---LN-----------LPIMRLVE----Q--V----M---LDGS---D----MS------------TV-AEVLL---GGI--VK------------------------------------------ETPVLRLV------DDPAAIAYEF--------YD--G------VREEL-LS-MGTRVD--T----------------VRVA--------RVVS--DAF--------------G-----------------A---------AVPIL----KSLRNAI---------
WP_082114514.1 AN----L------S----VP--A-----------ALR--P---N-------------S------R---------WT--------------F-----------------DLPDAWLDDDPAAALRD---------------------------------DA---------------VP------------------VPVIEL-QP--------------R-Y--LRWWARLI---TA----------GHRR----PAGG------TV----------------------------LLVT------RE-TR-------AV------------P-------------------DDD-----VSA--------K---------------------------------------------------------EH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AN-----------LEVVKLIS----R--R----F---V--P---E----AG--P-----E---HV-SELLM---SGL--LD------------------------------------YSSAPKDDK-----------STWDSSTFVF--------PE--K------VRELL-LN-GARRSE--T----------------AGVV----RTAAAEFG--EHI----------------------PA------------------LGRLM----E----AI---------
WP_030212926.1 LE----A------G----GL--G-------------A--A---N--------------------------DRVVLR----------------------------------------PPPQGPDPL-------------------------RPLPSTGEGV---------------LP------------------VPVLSL-KP--------------G-S--LAAWADLV---TG------E---KGEC--RTLPAV------LS----------------------GTLGRSAPAP---------GL-------RA------------P-------------------RSP-----RAA--------A---------------------------------------------------------RA---------VSR-FFTIATPVAR-------RLATRLAA----V--P---FE-----------FDLVEQVR----R--R----T---V--P---E----AG--P-----E---HL-AEILM---GGL--IH-------------------------------------------------------WGADGRGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SILG--ELP------------------------------------------AAGAHGVALR----AA--------L
WP_016188158.1 AP----A------N--RHYT--A-------------R--P---F-------------Q----------------WP----------------------------------------DGLPLPEPE--------------------------------------------------FPHSALSVV-----------LPVLVS-RP--------------E-M--IHAWARFV---MG------T---RQRT----LNAG------AL--------------------------RVVPGD----TAANAAG-------ER------------P-------------------TAA-----PTP--------E---------------------------------------------------------AR---------VRR-FRRDSSETAF-------QIAVDLAA----V--P---LT-----------EPVIAAVC----Q--R----F---AGHP---Q--------P-----S---EL-IEVLF---SGL--VT-------------------------------------------EVDSPVV------TPERRIRWEY--------RR--G------VREAL-LSLGGRRSR--I----------------RRTL--------ADIA--AEF--------------A-----------------G---------YDPWF---------AL--------L
SEF26728.1 TT----P-----------GP--F-------------R--P---N--------------------GRYGFELPDAWM---------------------------------------TMADPEKAVA---------------------------------GA---------------VP------------------VPVLEL-DG--------------R-W--FGWWVRLV---SR------S---VGEP----VPGT------VL------------------------LARDQPLV----ETSDDEP-------AA------------P---------------------------RSA--------E---------------------------------------------------------ER---------VRR-FLGVATPSAF-------RLATLLAA----V--P---VS-----------LPIARYVR-------E--ELV------P---E----AG--T-----S---HL-AEVFT---SGL--LG--------------------------------------PPSAGG------------GTGNEAVFEV--------PV--A------IREAL-LA-AGRRAD--T----------------VRVV--------AVTG--ERF--------------G-----------------E---------RHPVLLRIAD----AL--------A
WP_065913170.1 LR----------------MPAAG-------------A--P---N----------------------------------------------------------------SRIRYLLTDPSDERPPD---------------------------------TA---------------VP------------------VPVLEL-RP--------------D-W--LEHWTRLV---TA----------AGPA----VHLT------TF-----------------------FADPGAKES------SFEVD-------PL------------P--------------------------HLSP--------A---------------------------------------------------------ER---------VTR-FRTFASPPAF-------SLAGLLAA----APVP---LR-----------LPVMTVVR----K--T----V---L--P---D----TK--L-----S---HL-AEVLL---SGL--IE-----------------------------------------------REE--------SLPGTYEF--------RD--G------LRQEL-LA-TCSRAD--T----------------ARVL--------RTVA--DFL--------------G-----PNAE------------------AARGL----R----EA--------L
WP_030328546.1 VR----P------T----RP--A-------------A--P---A--------------------A----QLHPRLR----------------------------------------DEVPDHLPR---------------------------------GA---------------VA------------------IPVLEL-AP--------------R-W--FAAGAALV---SG------R---TLGP----VAAV------AL-----------------------LTTDPRPLL----VDPLREP-------PS------------P------------E------PLD-----LTP--------A---------------------------------------------------------QR---------VAR-FRAMASDEAR-------QLAEFLAA----A--P---LT-----------LPVMRLVQ----R--L----M---L--P---R----SQ--P-----Q---DL-AEVYL---SGL--LR------------------------------------------HAASWAED------TPVEQARYEF--------LP--G------VRQEL-LS-GLRVGE--A----------------LRIL--------DVVS--RYV----------NEHMG---------------------------AALDF----P----AL--------L
WP_053653628.1 VR----P------T----RP--A-------------A--P---A-------------A--QLHPR---------LR----------------------------------------DEVPDHLPR---------------------------------GA---------------VA------------------IPVLEL-AP--------------R-W--FAAGAALV---SG------R---ALGP----VAAV------AL--------------------LTTDPRPLLVDP------LR-EP-------PS------------P------------E------PLD-----LTP--------V---------------------------------------------------------QR---------VAR-FRAMASDEAR-------QLAEFLAA----A--P---LT-----------LPVMRLVQ----R--L----M---L--P---R----SQ--P-----Q---DL-AEVYL---SGL--LR------------------------------------------HAASWAED------TPVEQARYEF--------LP--G------VRQEL-LS-GLRVGE--A----------------LRIL--------DVVS--RYV--------------N-------EH----M---G---------AALDF----P----AL--------L
WP_015660488.1 WT----A---------------G-------------R--P---P-------------A----------------WE--------------------------------PAEAVSAVLRARAGLGA----------------------------------A---------------TP------------------VPVLEA-RP--------------E-W--LEPWARFV---GG------D---EPRE----VELA------AV-----------------------LTTAEGRPE---------APY------LR------------P-------------------VRT-----LEP--------I---------------------------------------------------------DR---------VAK-FRGSASPEAF-------ELATHLAA----I--P---LD-----------LATMTEIQ-------H--RTL------P---R----SS--T-----Q---HL-AEILL---SDLLSLQ------------------------------------------------PS------HPVDRLAFDV--------DP--D------VRGEL-LA-HGSRTT--T----------------ERAI--------AQAA--EML--------------A--PTSTAAQSLLSYLRDG---------TTTVE----P----AE---------
SFO06617.1 AN-----------Q--RLEF--G-------------D--P---T-------------G---------------------------------------------------------GPDPTRPLPR------------------------------TDHDA---------------LA------------------VPVLSL-KP--------------G-S--LATWAELV---AG------K---SGLR---ELPVV------LT---------------------------GSLHA---------GS-------PT------------P------------GLRPP-QRRQ-----AAP--------A--------------------------------------------------------------------VRR-FFTLATPTAR-------TLATQLAA----A--P---LE-----------FDLIRQLR-------E--RAM------P---Q----AG--A-----E---HL-AEILM---GGL--ID-------------------------------------------------------WDHEGTRHPEF--------AA--G------VREAL-LA-TTTRTQ--L----------------ARVV--------DILG--ELP------------------------------------------AAGEHGVALR----AA--------L
WP_036013968.1 LR----M------P----DA--G-------------A--P---N-------------A--RIRYR---------LA----------------------------------------DPSDERPPD---------------------------------TA---------------VP------------------VPVLEL-RP--------------D-W--LGHWTRLV---TG----------DGPA----VRLT------TL----------------------FADPSAKEST------FE-VD-------PL------------P---------------------H-----LSP--------A---------------------------------------------------------DR---------VSR-FRTIASPPAF-------ALAGLLAA----TPVP---LK-----------LPVMSAVR----Q--T----V---L--P---S----TK--L-----S---HL-AEVLL---GGL--IE-----------------------------------------------RDE------ETSSPGTYEF--------RD--G------LRQEL-LS-TCSRAD--T----------------ARVL--------RTVA--DLL--------------P-------KS--------E---------ATRDL----K----EA--------L
SDM15376.1 LR----M------P----DA--G-------------A--P---N--------------------A----RIRYRLA----------------------------------------DPSDERPPD---------------------------------TA---------------VP------------------VPVLEL-RP--------------D-W--LGHWTRLV---TG----------DGPA----VRLT------TL-------------------------FADPSAK----ESTFEVD-------PL------------P---------------------H-----LSP--------A---------------------------------------------------------DR---------VSR-FRTIASPPAF-------ALAGLLAA----TPVP---LK-----------LPVMSAVR----Q--T----V---L--P---G----TN--L-----S---HL-AEVLL---GGL--IE-----------------------------------------------RDE------GTSSPGTYEF--------RD--G------LRQEL-LS-TCSRAD--T----------------ARVL--------RTVA--DLL--------------P------KSE------------------ATRDL----K----EA--------L
SEG88246.1 LD----A------H----RP--A-------------L--P---N-------------R----LVRVREIRSHSSWL----------------------------------------SEPSRVPPY---------------------------------AP---------------VP------------------VPLMEL-TP--------------G-S--LGRWAKLV---AT----------GGHH----DMAV------LL--------------------TGPQGDLNGRTV----RHDAIAD-------PV------------E---------------------------SRG--------R---------------------------------------------------------EL---------VDL-FMARATPAAA-------DLARRLAA----A--P---LN-----------MPVIRAIQ----D--T----I------P---H----AE--S-----W---NL-GEIMM---FGL--LR------------------------------------------RRDHGMDV------EDAGHVGFDF--------PD--G------VREEL-LG-QSTRAA--T----------------LSVL--------KEVS--RCI----------GPHLA--SSIPDGE------------------ALVAW---------QA---------
WP_051766461.1 AP----A------------P--G-------------T--P---N-------------S------R---------LR--------------V------H------------------------------------------------------------GP-----------ATHATA------------------VPVLGL-SA--------------E-W--LAGWTRLL---TA------P---GSEW----VETT------AA---------------------------LVGPC---------TV-------PA------------P------------R------VPE-----EEP--------A---------DAA---------------------------------------------QS---------VLR-FRTYASADGF-------QLAALLAA----T--P---LS-----------PQLMSLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPGAN------GDTDAVAYDF--------HP--G------VREEL-LA-TARRAD--T----------------ARVA--------RILD--TYA------------GQD-------NH------------------ALRNY----R----LV--------L
CEL17037.1 LS----A------S----AL--G-------------V--A---N-------------R------E---------LR--------------V------R--------------RIEHDIFDDEVPD---------------------------------GS---------------IP------------------VPVLAL-TP--------------E-W--LSGWANLFAASGS----------ASVW----TTAV------ML------------------------NPRGTRRI---------VD-------PV------------E------------K------DGK-----RSA--------Y---------------------------------------------------------DR---------VMR-FRTYASVPAF-------QLAGLLAA----A--P---LN-----------LAMMRFVQ----R--E----L---L--P---D----TD--V-----S---TL-AEVLL---GHL--LR------------------------------------------KVRTTRSV------HDPTAVVFEF--------HD--G------VREEL-LS-GTRRAD--T----------------VRVA--------RVLG--DYL--------------G-----SSVA------------------ILRNF----R----DA--------V
WP_042186031.1 SA----S-----------AL--G-------------V--A---N-------------R------E---------LR----------------------------------VRRIEHDIFDDEVPD---------------------------------GS---------------IP------------------VPVLAL-TP--------------E-W--LSGWANLFAASGS----------ASVW----TTAV------ML----------------------------NPRG----TRRIVDP-------VE------------K-------------------DGK-----RSA--------Y---------------------------------------------------------DR---------VMR-FRTYASVPAF-------QLAGLLAA----A--P---LN-----------LAMMRFVQ----R--E----L---L--P---D----TD--V-----S---TL-AEVLL---GHL--LR------------------------------------------KVRTTRSV------HDPTAVVFEF--------HD--G------VREEL-LS-GTRRAD--T----------------VRVA--------RVLG--DYL--------------------------------GSSVA-----ILRNF----R----DA--------V
SEF23786.1 LH----R------V----RP--G---------------------------------------------------------------------------------------------------------------------------------------TA---------------NP------------------IPVLEL-DP--------------R-H--VRRWAELI---SG------T---PAVQ----LPVL-------------------------------------------------VP-------PA------------E---ENLADDVAET------EEP-----PSP--------T---------------------------------------------------------ER---------LDQ-FLATGTSPAI-------RLAGLLAA----A--P---LT-----------LRVMQAVH----G--T----L---M--P---Q----AR--P-----A---HL-AEIQL---GRL--LH-------------------------------------------RVPA---------DEESPVEYDF--------AP--G------LRRRL-LA-LVSRAD--T----------------ARVQ--------RVVQ--DVL----------GPQEP---------------------------AVANL----R----NA--------L
SFW79240.1 LR----G------V----LP--G---------------------------------------------------------------------------------------------------------------------------------------TA---------------NP------------------IPVLEL-AP--------------R-H--LRRWADLV---SG------T---TGVR----LPVL-------------------------------------------------VP-------PR------------P-------DELTGD------GTGDAGEALSP--------T---------------------------------------------------------ER---------LDR-FLATGTSPAI-------RLAGLLAA----A--P---LT-----------LRVMQAVH----G--T----L---M--P---Q----AH--P-----A---HL-AEIHM---GRL--LH-------------------------------------------RVPANAG------GEKPPVEYDF--------AP--G------LRRRL-LA-TVSRAD--T----------------ARVQ--------RVVE--DVL----------GPHEP---------------------------AVADL----R----GT--------L
WP_072478272.1 -------------------P--G-------------T--A---N----------------------------------------------------------------P--------------------------------------------------------------------------------------IPVLEL-AP--------------R-H--LRRWADLV---SG------T---TGVR----LPVL------VP--------------------------------------------------PR------------P------------D------ELT-----GDG--------T---------GDA-----------GEALSPT---------------------------ER---------LDR-FLATGTSPAI-------RLAGLLAA----A--P---LT-----------LRVMQAVH----G--T----L---M--P---Q----AH--P-----A---HL-AEIHM---GRL--LH-------------------------------------------RVPANAG------GEKPPVEYDF--------AP--G------LRRRL-LA-TVSRAD--T----------------ARVQ--------RVVE--DVL--------------G------PHE--------P---------AVADL----R----GT--------L
WP_026401298.1 ------------------QA--G-------------P--P---N-------------S--RLTVR---------------------------------------------------SRDGFMLPP---------------------------------GT----------------A------------------VPVLEL-AP--------------R-W--LRPWAEMV---GG----------GARQ----ITTM------AM-----------------------------FTG---------AP-------PL------------K------------D------SVDEDTEDLAA--------E---------------------------------------------------------ER---------VRR-FSAGSSPLAF-------ELACHLAA----A--P---LR-----------LKVMSLVQ----R--A----T---L--P---D----SN--R-----T---HL-AEVFL---GGL--LR--------------------------------------PAERDPVGNTGD------RAPDDVLYEF--------HE--G------VRDVL-LG-RLKRSD--A----------------LRIL--------GEVW--EIV--------------R------ERL--------G---------SPLDF----P----AL--------L
OHV36996.1 YQ----D-----------NP--A-------------E--T---E-------------A---------------------------------------------------------------------------------------------------------------------VA------------------VPVLLA-HP--------------V-S--IGRWADHL---AG------QDV-GEPW----LPVL------------------------------PALHVGPRRQ---------APADAPDMAPE------------A---DRDAEGADVL------DRP-----EPP--------R---------------------------------------------------------TL---------VAR-LRSATSPAAF-------RLATRLAA----A--P---IT-----------RSTMQRLM-------A----T---IEGP--------VGTSS-----A---AL-AELFA---HGV--LH--------------------------------------------PVADWP------TDDGAIAYDF--------AP--G------LREHL-LS-YGSRAE--T----------------LRVL--------RIVD--AEL--------------G-----------------G---------RIEAVRHLSR----AL---------
WP_007516496.1 QY----Q------D----NP--A-------------E--T---E-------------A---------------------------------------------------------------------------------------------------------------------VA------------------VPVLLA-HP--------------V-S--IGRWADHL---AG------QDV-GEPW----LPVL-----PAL--------------------------HVGPRR------QA-PA-------DA------------P---DMAPEADRDA------EGA--DVLDRP--------E---------PPR---------------------------------------------TL---------VAR-LRSATSPAAF-------RLATRLAA----A--P---IT-----------RSTMQRLM----A--T--------IEGP--------VGTSS-----A---AL-AELFA---HGV--LH--------------------------------------------PVADWP------TDDGAIAYDF--------AP--G------LREHL-LS-YGSRAE--T----------------LRVL--------RIVD--AEL--------------G-----------------G---------RIEAVRHLSR----AL--------T
WP_033433400.1 SA----P-----------AP--G-------------T--P---N-------------S------R---------LR-----------------------------------------VHGPATHA---------------------------------TA-----------------------------------VPVLGL-SA--------------E-W--LAGWTRLL---TA------P---GSEW----VETT------AA------------------------LVGPCTVP---------AP-------RV------------P------------E------EEP-----ADA--------A---------------------------------------------------------QS---------VLR-FRTYASADGF-------QLAALLAA----T--P---LS-----------PQLMSLVQ----R--V----L---L--P---G----SD--L-----S---AL-AEVML---GGL--MT--------------------------------------------RLPGAN------GDTDAVAYDF--------HP--G------VREEL-LA-TARRAD--T----------------ARVA--------RILD--TYA--------------G-----QDNH------------------ALRNY----R----LV--------L
WP_063798505.1 SR----V----QLR--VQEA--G-------------A--P---N-------------RRIRYRLA---------------------------------------------------DVSDERPPD---------------------------------TA---------------VP------------------VPVLEL-RP--------------A-W--LGHWTQLV---QG----------DDPV----VRLT------TF----------------------FADPEVKESS---------FE-------VD------------P-------------------LLH-----LDA--------A---------------------------------------------------------EL---------VSR-FRTIASPPAF-------ALAGLLAA----VPVP---LQ-----------LPVMTAVR----R--T----L---L--P---D----AE--L-----S---HL-AEVLL---GGL--VV-----------------------------------------------RGD-------AESADTYEF--------RD--G------LRQEL-LA-TCSRAD--T----------------ARVL--------RTVA--NLF----------GPKSE---------------------------AVRDL----K----AA--------L
ALG12738.1 LS----A------G----AL--G-------------V--T---N-------------R------E---------LR--------------V------R--------------RIEHDIFEDDPAG---------------------------------DS---------------IP------------------VPVLAL-TP--------------E-W--LSGWANLV---AA------A---GAAP----VETT------AV--------------------------MLNPRD---------SK-------PI------------A------------D------QAE-----PRT--------A--------------------------LSAY---------------------------DR---------VMR-FRTYASPPAF-------QLAGLLAA----A--P---LN-----------LAMMRFVQ----R--E----L---L--P---D----TD--------V---SVLAEVVL---GGV--LR------------------------------------------KVKAARSA------HDPTAVVFEF--------HD--G------VREEL-LS-GVRRAD--T----------------VRVA--------RVLG--DYL--------------G-----SSVA------------------MLRNF----R----DA--------V
WP_054294630.1 SA----G-----------AL--G-------------V--T---N-------------R------E---------LR----------------------------------VRRIEHDIFEDDPAG---------------------------------DS---------------IP------------------VPVLAL-TP--------------E-W--LSGWANLV---AA------A---GAAP----VETT------AV--------------------------MLNPRD----SKPIADQ-------AE------------P-------------------RTA-----LSA--------Y---------------------------------------------------------DR---------VMR-FRTYASPPAF-------QLAGLLAA----A--P---LN-----------LAMMRFVQ----R--E----L---L--P---D----TD--------V---SVLAEVVL---GGV--LR------------------------------------------KVKAARSA------HDPTAVVFEF--------HD--G------VREEL-LS-GVRRAD--T----------------VRVA--------RVLG--DYL--------------------------------GSSVA-----MLRNF----R----DA--------V
WP_020641866.1 VS----Q----TLR--GVLP--G---------------------------------------------------------------------------------------------------------------------------------------TA---------------NP------------------IPVLEL-EP--------------R-H--LRSWAELI---SG------V---AGVR----LPVL------------------------------APSLVEDPPD---------SE-------PA------------P------------A------EDA-----FSP--------A---------------------------------------------------------DR---------LDR-FLATSTSPAI-------RLAGLLAA----A--P---LT-----------LRVMQAVH-------G--TLM------P---H----SR--P-----A---HL-AEIQL---GHL--LR-------------------------------------------RVPATAD------GETPPVEYDF--------AP--G------LRRRL-LA-TASRAD--T----------------ARVQ--------RVVE--DVL----------GPQEP---------------------------SVANL----R----SA--------L
WP_076994249.1 LS----A------S----AL--G-------------V--A---N-------------R--ELHVR----RIEHDIF-------------------------------------------DDDVPG---------------------------------DS---------------IP------------------VPVLAL-TP--------------E-W--LSGWANLV---AA------S---GAAP----VETT------AV-----------------------MLNPHDSKP------MV-EL-------AE------------P-------------------RAA-----RSA--------Y---------------------------------------------------------DR---------VMR-FRTHASPSAF-------QLAGLLAA----A--P---LN-----------LAMMRFVQ----R--K----L---L--S---D----SD--------V---SILAEVLL---GDL--LR------------------------------------------KVKTTRSV------HDPTAVVFEF--------HD--G------VREEL-LS-GVRRAD--T----------------VRVA--------RVLG--DYL----------GSSVA---------------------------ILRNF----R----DA--------V
WP_034272253.1 VR----S------P----RA--A-------------A--P---N-------------S----RLA---------VR--------------------------------EADRDHDPFAQPGLRPE--------------------------------------------------FP------------------VPVLEL-NA--------------R-W--IGWWAKLV---TA------P---PDAW----VKAV------LL-------------------------SADGARA----VREATDE-------PA------------S---------------------------SSA--------W---------------------------------------------------------DL---------VLR-FRNSAESLSF-------RLATQLAA----A--P---LE-----------LALARRVQ----S--T----L---L--P---Q----SR--P-----H---HL-AEVIT---SPL--VS-----------------------------------------------RTD------DPAGGTWLDF--------RA--G------VRDVL-IS-ALTRDE--T----------------ARVL--------QVVA--VHY--------------G-----------------G-----HTASGLDPL---------AL--------L
WP_021593015.1 FD----A------S----GP--G-------------V--A---N-------------E--QLAVT---------RT----------------------------------------QLQLPDDRP---------------------------------QG---------------IP------------------IPVVEL-SE--------------R-W--LRSWADMV---AR----------GGRD----VMGA------AL------------------------FTGRPAAP---------RP-------PL------------E------------I------VTD-----LSP--------E---------------------------------------------------------TR---------VKQ-FRASSSPTAF-------KLATFLAA----A--P---LR-----------LPVMRLVQ----R--A----M---L--P---T----ST--S-----A---DL-AEVFL---SGL--LR------------------------------------MVSRPDG-------------GGDDEIAYEF--------HD--G------VREVL-LR-GLRRRE--V----------------HQVL--------RAVW--DVV--------------R------DRI--------G---------SSLDF----P----AF--------L
KYK14919.1 LE----A------G----GF--G-------------A--A---N--------------------D-----GLGHWA--------------------------------P-------PGGPDPLRP---------------------LPEADD------GS---------------LP------------------VPVLSL-KA--------------G-S--LGTWADLV---TG------E---RGVR--RSLPVV------VA---------------------------GTLAK---------GA-------PA------------P------------G------LRA-----PRL--------P--------------------------RAAG---------------------------AA---------VRR-FFTLATPAAR-------RLATQLAA----V--P---FD-----------FDLVEQLR----R--R----T---M--P---E----TG--P-----D---HL-AEILM---GGL--ID-------------------------------------------------------WDSGGEGRPEF--------AE--G------VREAL-LA-TTTRSQ--L----------------ARTV--------SMVG--ELS--------------A-----AGSR--------G---------VALRA---------AL---------
SFN86739.1 FD----A------S----GP--G-------------V--A---N-------------E------Q----LAVTRTQ----------------------------------------LQLPDARPE---------------------------------G----------------IP------------------IPVVEL-SE--------------R-W--LRSWAGMV---AR----------GGRD----VMGA------AL------------------------FTGRPAAP---------RP-------PA------------D-----------TL------PDA-----LSP--------E---------------------------------------------------------MR---------VKQ-FRASSSPTAF-------RLATFLAA----A--P---LR-----------LPVMRLVQ----S--A----M---L--P---A----ST--S-----A---DL-AEVFL---SGL--LR------------------------------------MVGRP-------VD------GGEEEIAYEF--------HD--G------VREIL-LK-GLRRRE--V----------------LQVL--------RAVW--GVV----------RDRIG---------------------------SSLDF----P----AF--------L
WP_075020771.1 FD----A------S----GP--G-------------V--A---N-------------E--QLAVT---------RT----------------------------------------QLQLPDARP---------------------------------EG---------------IP------------------IPVVEL-SE--------------R-W--LRSWAGMV---AR----------GGRD----VMGA------AL--------------------------FTGRPA---------AP-------RP------------P------------A------DTL--PDALSP--------E---------------------------------------------------------MR---------VKQ-FRASSSPTAF-------RLATFLAA----A--P---LR-----------LPVMRLVQ----S--A----M---L--P---A----ST--S-----A---DL-AEVFL---SGL--LR------------------------------------MVGRPVD-------------GGEEEIAYEF--------HD--G------VREIL-LK-GLRRRE--V----------------LQVL--------RAVW--GVV--------------R-------DR----I---G---------SSLDF----P----AF--------L
WP_083507376.1 VR--LHG------S--GFGT--G-------------R--V---R-------------S----------------WT-----------------------------------YQGGLLDQAGDDPD--------------------------HGVEGVEGDRAAAAGSVAGSARTARA------------------VPVLEL-DA--------------E-W--IGYWARFV---AA------A---EPTW----FETV------AV-------------------------VAGSDRR---------FP-------PE------------Y------------G------IES-----SPP--------D---------------------------------------------------------ER---------LED-FFALATPTSR-------KLAGLLAI----Q--P---LS-----------RRSLRTVA-------G----I---------------AG--------ASRRDL-SEIFA---FGL--LV--------------------------------------------------------IDSLSTTFDI--------IP--E------IRSKL-RA-QVSRSD--V----------------ERIR--------RAVG--SDA--------------D-------NA--------G-T-------EPLGM----P----MA------TPS
SDY41558.1 RV----------------LP--S---------------------------------------------------LV----------------------------------------RPPSRGPVK---------------------------------GP---------------VQ------------------VPVLAL-EP--------------R-W--FTRWAELM---TG------E---SSAR----LRLP------VL----------------------------APPP------------------AE------------P-------------------EEPLGAEELSP--------S---------------------------------------------------------RR---------LLR-FRTTATPGAF-------RLAGLLAA----A--P---LT-----------IGVMKAVQ----DTLA-----------P---E----SG--Q-----A---QL-AEILL---SRL--LF-------------------------------------------RVSNRK-------SGGMSVEYDF--------HP--G------LRPQL-LA-TASRSD--T----------------ARVL--------RVVG--DVL----------GPKIE---------------------------SVRNQ----R----HV--------V
WP_013424069.1 NQ----G------L----RP--V-------------T--D---G------------------------------------------------------------------------------------------------------------------QA---------------IA------------------VPLLEP-HP--------------T-S--LARWAARLTQDGA----------GGGE----LPTV------LV---------------------------SPAPP---------EP-------GP------------P------------T------GDG-----GDP--------A---------RGP--------------ALPR---------------------------RQ---------VDA-FRSAASPVAF-------DLATHLAA----A--P---ITRSTL-------RPLLRMVE-------G-----------P--------PGRTT-----A---AL-SELFA---HGL--LY--------------------------------------------PVAGSS------ADETDIAYEF--------AP--G------LRERL-LP-YCSRAE--T----------------ARVL--------RTVS--ADL--------------G------PKV--------T---------AVRHL----A----AA--------L
WP_067896613.1 IS----A------D----RP--G-------------Q--P---N------------------------------RR-----------------------------------LTVRPRGGLGVPPG--------------------------------------------------VA------------------IPVMEL-EP--------------R-W--LRPWAELV---GA----------GTGP----TAAV------AV-----------------------FTDAPPIRD--VHGEMDEDG-------DR----------------------------------------PAD------------------------------------------------------------------ER---------VKR-FRAASSPTAF-------RLARYLAA----A--P---LR-----------LEVMSLVQ----Q--A----T---L--P---E----ST--S-----A---HL-AEVFL---GGL--MR---------------------------------------RARPG------------TDPDGVEYEF--------HD--G------VRDVL-LS-GLGRAE--A----------------LGVL--------RSVW--DVV--------------R------GRW--------G---------SSQDF----P----AL--------L
WP_067637708.1 DA----S-----------GP--A-------------V--A---N------------------------------ER--------------------------------LTVTRTVLQLPDDRPPG--------------------------------------------------IA------------------IPVVEL-SA--------------R-W--LRSWAGMV---AR----------GGRD----VMGA------AL------------------------FTGRPVAY------------------PP------------P--------------------AETSAAAVSP--------E---------------------------------------------------------LR---------VKQ-FRASSSPAAF-------KLATFLAA----A--P---LR-----------LPVMRLVQ----R--A----M---L--P---T----ST--S-----A---DL-AEVFL---SGL--LR-------------------------------------------MVGRPSD------GGEEEVVYEF--------HD--G------VREIL-LQ-GLRRRE--V----------------QQVL--------RAVW--GVV--------------R------DRI--------G---------SSMDF----P----AL--------L
ACY97176.1 IR----A------T----QP--G-------------Q--P---N-------------E------Q---------LE--------------V-------------------------RSQESGEAL---------------------------------AG---------------IA------------------IPVLEL-EP--------------R-W--LRPWAELV---GG----------TANR----LTGM------AL------------------------PTGRPVAE---------DS-------PE------------D------------E------PDG-----LSP--------A---------------------------------------------------------ER---------VKR-FRATASPTAF-------RLAAYLAA----A--P---LR-----------PPVMRLVQ----Q--A----M---L--P---D----SR--P-----S---HL-AEVFL---SGL--LR---------------------------------------KTGTT------------ADPEEADYEF--------LD--G------VRDIL-LS-ALKRSE--A----------------LRVV--------QEVW--EVM--------------R-------NR----W---G---------AGSDF----S----AL--------L
WP_012851960.1 IR----A------T----QP--G-------------Q--P---N-------------E------Q---------LE--------------V-------------------------RSQESGEAL---------------------------------AG---------------IA------------------IPVLEL-EP--------------R-W--LRPWAELV---GG----------TANR----LTGM------AL--------------------------PTGRPV------AE-DS-------PE------------D------------E------PDG-----LSP--------A---------------------------------------------------------ER---------VKR-FRATASPTAF-------RLAAYLAA----A--P---LR-----------PPVMRLVQ----Q--A----M---L--P---D----SR--P-----S---HL-AEVFL---SGL--LR---------------------------------------KTGTT------------ADPEEADYEF--------LD--G------VRDIL-LS-ALKRSE--A----------------LRVV--------QEVW--EVM--------------R-------NR----W---G---------AGSDF----S----AL--------L
SEG16301.1 IR----A------S----QP--A-------------Q--P---N-------------E------R---------LD-------------------------------------VRSREAAEPPPG--------------------------------------------------IA------------------IPVLEL-EP--------------R-W--LRPWAELV---GG----------GASR----LNGM------AL-----------------------MTGRPVSED---------LP-------EN------------G-------------------QDE-----LSP--------L---------------------------------------------------------ER---------VMR-FRASASPPAF-------QLAVYLAA----A--P---LR-----------PPVMRLVQ----R--A----M---L--P---D----SR--P-----A---HL-AEVFL---SGL--LR---------------------------------------KVDVP------------EDPEQAEYEF--------LD--G------VRDVL-LG-ALGRGE--A----------------VRVL--------REVW--EVI--------------R------IRW--------G---------SVLDF----P----AL--------L
SFQ99524.1 HR----A------N--LTVP--G-----------ALR--P---N-------------S------R---------WT-------------------------------FDLPDAWLEEDPAAHLRD---------------------------------GA---------------VA------------------VPVIEL-QP--------------R-W--LRWWARLI--TAG----------HHGP----AMGT------VL------------------------LATRNTPA---------GP---------------------P-------------------VVG-----VSA--------S---------------------------------------------------------EH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AH-----------PEVVKLVR----R--R----F---V--P---E----AG--P-----E---HL-GELLL---SKL--LY------------------------------------YSAAPK--------------DDESTSAFVF--------PE--A------VRELL-LN-GARRSE--T----------------ASVV--------QTAA--AEF--------------G-----------------G---------RIPVLERLRD----AI---------
KQM03129.1 HG----S-----------GF--G-------------T--GRVRS------------------------------WT-----------------------------------YQGGLLDQAGDDPD--------------------------HGVEGVEGDXAAAAGSVAGSARTARA------------------VPVLEL-DA--------------E-W--IGYWARFV---AA------A---EPTW----FETV------AV-------------------------VAGSDRR---------FP-------PE------------------------------YGIES-----SPP--------D---------------------------------------------------------ER---------LED-FFALATPTSR-------KLAGLLAI----Q--P---LS-----------RRSLRTVA-------G----I---------------AG--------ASRRDL-SEIFA---FGL--LV--------------------------------------------------------IDSLSTTFDI--------IP--E------XRSKL-RA-QVSRSD--V----------------ERIR--------RAVG--SDA--------------D-------NA------------------GTEPLGMPMA----TP--------S
WP_082122179.1 GS----G------F----GT--G-------------R--V---R-------------S----------------WT--------------Y------QGGLLDQAGDDPDHGVEGVEGDRAAAAG--------------------------SVAGSARTA---------------RA------------------VPVLEL-DA--------------E-W--IGYWARFV---AA------A---EPTW----FETV------AV---------------------------VAGSD------RR-FP-------PE------------------------YG------IES-----SPP--------D---------------------------------------------------------ER---------LED-FFALATPTSR-------KLAGLLAI----Q--P---LS-----------RRSLRTVA-------G----I---------------AG--------ASRRDL-SEIFA---FGLLVID----------------------------------------------------------SLSTTFDI--------IP--E------IRSKL-RA-QVSRSD--V----------------ERIR--------RAVG--SDA--------------D-----NAGT------------------EPLGM----P----MA------TPS
ADI03786.1 RA----S-----------GPWAG-------------S--A-----------------R--------------MDWE----------------------------------FAEAPIAGPAAEAPG---------------------------------GR-------------RPVP------------------VPVLEVADE----------------W--IAPWARFV---AG------E---GPRW----TEVA------AL-------------------------LVPPRRS---------EA-------PA------------P-------------------RPECTRPPAGA--------A---------------------------------------------------------ER---------VAR-FRVWASPEAF-------SLATRLAA----V--P---LD-----------LPVMYAVQ----RRTP-----------P---R----TG--P-----V---HL-AEFFM---SGL--VE--------------------------------------------PVP----------ESGGNSFLF--------GQ--G------VREEL-LA-SSTRQA--T----------------EMAS--------RIAA--EFL--------------A------PHS--------G---------AAREL----L----IH--------L
WP_051814235.1 HR----S----RIRTTGSLP--C-------------G--PSCTA-------------S----------------------------------------------------------VTGTGGTVK---------------------------------SA-----------------------------------VPVIEL-AP--------------R-W--LARWAQLL---TG------D---GGDW-----PGA-----RVL----------------------LTEDGTEHDD-----------PGPDEDFLP--------------------------------GRP-----PTP--------A---------------------------------------------------------AR---------VLE-FRAGASPAAF-------RLAQHLAV----A--P---LD-----------LAVMETVQ------------Y---LTQP---G----SR--P-----A---HM-GEVLS---SGL--LV----------------------------------------TQGGPPSVDP------FDATAHQYAF--------LP--G------VAEEL-LA-TSGRSA--T----------------AEVM-------LHVIT--RLA--------------A---------------------------TVPEMRDLARVLTTPW--------A
SCD67020.1 LN-----------RHLHCHPPHG-------------V--P---D-------------D----------------------------------------------------------ARALPDTGD---------------------------------GA---------------VA------------------VPVLSL-RP--------------G-S--FRAWVDLV---TG------E---RGVR--RALPVV------LA----------------------GAMAKGVSTP----GLRAPRT-------DG------------P-----------------------------------------------------------------RAAA---------------------------DA---------VRR-FVSLASPLAR-------QLAVLLAV----A--P---MR-----------FDLVEELR-------D--RAF------P---E----SR--P-----D---HL-AEIMM---GGL--ID-------------------------------------------------------WERDGESGPDF--------AD--G------VREAL-LA-TSSRSQ--L----------------ARAV--------GLLA--ESR--------------A------GRA------------------QGVRL----R----AA--------L
SCE36538.1 LR----S------P----GP--A-------------A--A---N-------------A--------------VWWH-------------------------------RPDDFALPGFPEDRQPPW--------------------------------------------------QP------------------VPVLEL-TP--------------D-A--VAQWARLV-----------RHERPAEYAMRVLPVS------------------------------TGTPPLPRPP---------TP-------PR------------P---------------------------LSA--------A---------------------------------------------------------DH---------ARR-LRAQLSPTAY-------HLAQLGAA----S--P---LN-----------LTILQLLR----R--T----L---L--P---E----AR--P-----W---HL-AELLV---SGL--LL---------------------------------------PSAAGPDTPEV------PGPARVDLEFA-------TA--G------LRQEL-LA-EGTRGE--T----------------ARAL----RLAFDHLA--DTV--------------P-----------------G---------ATGGVLRQVR----DL--------V
WP_078884155.1 VR----A------L----AP--G-------------L--P---N-------------A--LLLLR---------------------------------------------------HGARWVRP----------------------------------GA---------------LP------------------VPVLEM-EA--------------S-W--FTGWARMV---AG----------EAPSHSDVA---------AL----------------------LVDEQGLAPEC--------LPPLAPEHRPR------------P---------------------------VSP--------E---------------------------------------------------------QA---------VGR-FLRHASPQAR-------RLAAQLAM----V--P---LR-----------PEVVGAVQ----R-------L---LGRA--------GG--P-----L---PF-AEILL---GGL--LA--------------------------------ADSGPRADRPGGAGAGAG------ARDEGPRFEF--------LD--G------VRDRL-LF-GLGRTE--T----------------LRTL--------QEVS--QIA--------------G----RVMGA------------------RSGLL----G----TL--------V
OKJ83696.1 LR----S------P----RA--G-------------A--R---N-------------T------E-----LSVHFP--------------------------------P-------EQRDPFDPP--------------------------P------DK-------------WTVA------------------VPVLEL-DA--------------D-W--LGRWARLV---AG------D---ESGP----VDAP------VL---------------------------LLGVP---------ER-------PV------------P-----------DD------DRE-----PPD--------D---------VPP--------------PSVR---------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--V---LE-----------PRLVRDVQ----R--K----L---V--P---E----AQ--P-----V---HL-AELFL---SGL--LE------------------------------------------QTPPGEPP------GDPARIPLDF--------VD--G------AREEL-LS-AAMRAD--T----------------ARVV--------SSVS--DFY--------------G-------DR----F---E---------AARGL----H----GA--------L
WP_078633957.1 LR----A------D----RP--W-------------A--ANAAL-------------R----------------WE---------------------------------LRTSPLETTDDGLDGT---------------------------------GV---------------MP------------------VPVLEL-TE--------------R-S--LSGWVALV---TG------R---CRGW--TEMSGL---RAREW-------------------------KRRADAA---------RAVPWIDDVPD------------P-------------------ASA-----VPP--------W---------------------------------------------------------ER---------VSE-YRAAASPTAF-------ALATRLAA----A--P---LT-----------LPVMTAVT----A--S----T------P---G----AG--P-----A---HL-SELLM---SGL--VR--------------------------------------------PAGAEG------ELAAGVAFAF--------GP--N------IRAEL-LA-LSRRRD--T----------------VRVLHDVRALTAAAATAAESQ--------------E---------------------------QDPDPDPDSD----QE---------
KOG25691.1 LR----A------A----RA--G-------------A--R---N-------------T------E-----LSVVFP--------------------------------P-------EARDPFDPP--------------------------P------ET-------------WRVA------------------VPVLEL-EA--------------D-W--LGRWASMV---AG------E---EPGW----VDAS------VL-------------------LLGVPGKDGADAD---------EP-------AD------------P-------------------LPA-----PSV--------Q---------------------------------------------------------ER---------IRR-FRSHATPTAF-------RLATHLAA----A--I---LE-----------PALVRDVR----R--T----L---V--P---E----AQ--P-----V---HV-AELFL---SGL--VE------------------------------------------ESPPDEPP------GAVPEAPLDF--------VD--G------AREAL-LA-GAMRAD--T----------------ARVV--------RSVS--DFY--------------G-------DR----F---E---------AARGL----P----GA--------L
WP_078630591.1 TA----G------D----GP--G----------------P---G-------------S----------------WE--------------Y-------------------------AEPSGRAPA---------------------------------HR-------------TDTV------------------VPVLEL-SE--------------E-W--LLPWTTFL---TG------T---GPRW----TEVA------AL--------------------------LLPRTS---------RP-------PA------------E------------S------VRA--SREKTA--------A---------------------------------------------------------ER---------VAL-FRVWASADAF-------QLATRLAT----A--P---LD-----------LQVMTALQ----R--R----T---L--P---R----TG--P-----E---HL-AEFLM---SDL--VT-------------------------------------------------------SDPADDGFFSF--------HP--G------VREEV-LA-ASNRHA--T----------------ELAT--------KAVA--ELL--------------A-----PRSA------------------AAREM----L----AY--------L
WP_079249393.1 LH----T----AGD----RP----------------G--P---G-------------S----------------WE-----------------------------------YAEPSGRTPAHRTD---------------------------------TV-----------------------------------VPVLEL-SE--------------E-W--LLPWTTFL---TG------T---GPRW----TEVA------AL--------------------------LLPRTS---------RP-------PA--------------------------------ESVRAPREKTA--------A---------------------------------------------------------ER---------VAL-FRVWASPDTF-------QLATRLAT----A--P---LD-----------LRVMTALQ-------R--RTL------P---R----TG--P-----E---HL-AEFLM---SDL--VT-------------------------------------------------------SDPADDGFFSF--------HP--G------VREEV-LA-ASNRHA--T----------------ELAT--------KAVA--ELL--------------A------PRS--------A---------AAREM----L----AY--------L
SCL28499.1 LA----A-----------AP--N-------------A--R---L-------------D----------------WQ---------------------------------YREAPASWPPDRATPA---------------------------------GQ---------------IP------------------VPVVEL-RS--------------R-W--LRAWTELL---AG------H---PPRW----IEMP------AL----------------------LVADHPVAPP------------------PA------------P-------------------AGPE----PDA--------A---------------------------------------------------------AR---------VGE-FVSHASPQAQ-------RLATHLAA----A--P---LE-----------RAVIRLVQ----D--A----L---L--P---R----ST--T-----L---DL-SEVLT---SPL--VR-----------------------------------------------ASR------DDRGRPEYEF--------GP--G------VRAEL-LA-TGRRAD--T----------------VRVW--------RLLA--ERL------GANRPALAE--WGRILDD------------------PTRPL----P----PV--------T
WP_079277810.1 LH----A------H----GP--G-------------S--A---G-------------G----QVR---------WT--------------------------------PAEPLAASLLPDAPGRV--------------------------------------------------VA------------------VPVLEL-SP--------------D-W--LGPWARFV---SG------T---GPRW----ADLP------AI-------------------------LTGTRPP------RP-AP-------PP------------P-------------------SRR-----PTA--------A---------------------------------------------------------EL---------VAR-FRNRASLAAF-------DLATRLAA----V--Q---LD-----------LDTMREVR----R--Q----T---M--P---H----AT--D-----A---HL-AELVI---SPL--VE--------------------------------------------PLP----------GCDGHSYLF--------VD--G------VREEL-LA-AGSRTA--T----------------ESAL--------RKAA--EFL--------------A-----PHNE------------------AAREL----L----DY--------L
EFE78827.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RILPVV------LA----------------------GALAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---D----AG--P-----E---HF-AEVMM---GGL--ID-------------------------------------------------------WGTGGENGPDF--------AD--G------VREAL-LA-ISTRTQ--L----------------ARTV--------NLLA--ELR--------------T-------GQ--------G---------HGARL----R----AA--------L
OKI68699.1 LD----A------G----GF--G-------------A--P---N-------------R------R---------FH--------------C------R----------PPLGAHDPVRPLPEPDD---------------------------------ET---------------VP------------------VPVLSV-RA--------------G-S--FRAWADLV---TG------E---RGVR--RMLPVV------LA----------------------GAMAKGASAP---------GL-------RR------------P------------V------VDG-----PRA--------A---------AAA--------------------------------------------------------VRR-FRSLASPLAR-------QLAGLLAL----A--P---MD-----------FAVIEELR-------D--LAL------P---E----AG--P-----E---HL-AEVMM---GGL--ID-------------------------------------------------------WDTGTQDGPDF--------AG--G------VREAL-LA-VSTRTQ--L----------------ARTV--------NLLA--ELR------------TGQ-----------------G---------HGARL----R----AA--------L
WP_011601499.1 MR----------------GA--G-------------Q--R---A--------------------A----GQVLSWN----------------------------------HSDLSLLHGDVDEPT---------------------------------GR---------QTTGTTTP------------------VPVLEL-DP--------------S-W--ICSWARFV---AA------D---EPTW----FETI------AV---------------------------VTGSE---------RS-------PR-------------------------R------EDAAQTPAPAP--------A---------------------------------------------------------ER---------LTE-FFALASPAAR-------RLAGLLAA----A--P--FLD-----------PRVLRTVA-------G----I---------------AG--------AERRSI-SEVFA---FGL--LT----------------------------------------------------------VDGPAFAV--------DP--E------VRRRL-RL-LVSRGD--V----------------------------DRVG--RAV--------------R------SAR--------G---------AGQAESLGTP----PV--------A
WP_055750281.1 MR----G------A----GQ--R-------------A--A---G-------------Q----VLS---------WN---------------------H-------------SDLSLLHGDVDEPT---------------------GRQTTG------TT---------------TP------------------VPVLEL-DP--------------S-W--ICSWARFV---AA------D---EPTW----FETI------AV--------------------VTGSERSPRRED---------AA-------QT------------P---------------------A-----PAP--------A---------------------------------------------------------ER---------LTE-FFALASPAAR-------RLAGLLAA----A--P--FLD-----------PRVLRTVA-------G----I---------------AG--------AERRSI-SEVFA---FGLLTVD------------------------------------------------------------GPAFAV--------DP--E------VRRRL-RL-LVSRGD--V----------------------------DRVG--RAV--------------R------SAR--------G---------AGQAESLGTP----PV---------
WP_033433374.1 SRFQLSA------P----FP--G-------------A--P---N-------------R----------------LL---------------------------------RATPLDPDLTASREPG---------------------------------TV-----------------------------------VPVLAL-SP--------------D-W--MAAWARLV---SQ------P---GAAP----VEVT------AT--------------------AVRPFRREPAPE------------------PA------------P-------------------GPE-----PTP--------R---------------------------------------------------------ER---------VLR-FRTVASVTAF-------RLAGLLAA----A--P---LD-----------LASMKLVQ----RVAV-----------P---G----SG--L-----T---AL-AEVLL---GDL--LV--------------------------------------------RLPK---------GGGPVEYDF--------RP--G------VREEL-LA-GLHRAD--T----------------VRVV--------RLLG--DHA--------------G-----PSDT------------------ALHDY---AR----AV---------
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WP_052745063.1 LD----------------GA--G-------------S--TTARS-------------S----------------WR--------------------------------VSGPDLRPTDGEDHAPL---------------------------------TA-----------------------------------VPVIER-GM--------------D-W--LRRWSRLLAEPAT----------GELR----MPAL------LL-----------------------------PPD---------RP-------PS----------RRP-------------------GRS-----LTA--------H---------------------------------------------------------DL---------VAR-FRATMSPTAF-------ALATRLAA----A--P---LT-----------VRVVRAVA----R--A----M---I------R----SG--P-----E---QL-TEVLT---SDL--VR-------------------------------------------PVPRAAA------SGDTSIRYEF--------VH--G------VRERL-LT-LGYRDR--T----------------VEVQ----HLVEYELA--HDV--------------E---------------------------AVRNL---------TL-------RV
EPH45390.1 LR----A------S----GP--W-------------V--G---N-------------G----EVR---------WE--------------------------------SLERYGAEAWADPLRRA---------------------------------RS---------------FP------------------VPVLEV-SG--------------D-W--LAPWARFV---AG------D---EPRW----TDVA------AT-----------------------LVTPGEKPD---------LL-------PE-------------------------S------SRL-----PRE--------E---------TPA---------------------------------------------EK---------VAR-FRVWASPEAF-------ALAVRLAA----V--P---LD-----------LPVITTIQ----R--E----T---L--P---E----SG--P-----E---HL-AEILM---SGL--VE--------------------------------------------PL-----------PGDGRCYIF--------LP--G------VREEL-LAASTKRTT-------------------LQAS--------RKAA--ETL--------------A-----PKSM------------------AAREL----L----AH--------F
OKI29918.1 LK----A------S----EP--G-------------A--PNHFH-------------E----------------WE------------------------------------PQVDVPGLYDDLG---------------------------------DV---------------VP------------------VSFVEL-AP--------------A-G--LREWSTLA---AA----------SGWA----NLGA------AL--------------------------VPVRPD------------------PA------------T-------------------EAS-----VRPSGDMAFSVA---------------------------------------------------------DL---------VAA-YRTTASKVVF-------DLAVHLAA----A--P---LE-----------VPLLLRIL-------E--------LLHP---E----AG--R-----S---AL-SEFLG---GPLVAIA---------------------------------------------PQGSA------DGESRVKFGFV-------RE--G------IREEL-LA-HGRRID--T----------------ERVR--------KVVR--HYL--------------D-----EHQP------------------GVAAF----E----SP--------L
KPI09079.1 LR----------------SPAAG-------------A--ANHRM-------------R----------------WR-------------------------------PRGLGPDLHGLPPAHRPD--------------------------------------------------VA------------------VPVLEL-TP--------------R-W--LDAWSGLL---GG------G---PPSW----LPMT------VM-------------------------FPRARVP---------AA-------PE------------A-------------------EPE-----PTP--------A---------------------------------------------------------AR---------VAR-FQSSVPRSVF-------TLATMLSA----I--P---LD-----------AGLIEEVR----G--A----L---L--P---G----AS--L-----T---DV-AHLLV---HGL--VR-------------------------------------------------------PAGGGHTTFAF--------AP--G------IREEL-LA-TGRRTD--V----------------VRVV--------ELIG--DRR--------------G---------------------------SGGEHLWRLP----RL--------L
WP_051113540.1 ------A-----------RP--W-------------A--PNDTL-------------R----------------WE----------------------------------------LRTSPLEPV--------------------------DDADARTGV---------------VP------------------VPVLEP-TE--------------R-S--LSGWVDLV---TG------G---SDGW--VEMSGI---RARDW-------------------------KRRADAA---------RAVPWVEDVPD------------P-------------------ASA-----VPP--------W---------------------------------------------------------ER---------VSD-FRAAASPTAF-------TLATRLAA----A--P---LT-----------LPVMNAVT----A--S----V------P---G----AG--P-----A---HL-AELLM---SGL--VR--------------------------------------------TSGADA------ERAADVAFVF--------GP--N------IRQEL-LA-LSRRRD--T----------------ARVL--------HDVR--VLL--------------T-----SEPP------------------EVREPLATGPQVAEPL--------L
WP_053759729.1 LS----A------E----HA--W-------------A--PNDSL-------------R----------------WE----------------------------------------LRTSPLEPV--------------------------DDAAARTDV---------------VP------------------VPVLEP-TE--------------R-S--LSGWVDLV---AG------R---VAGW--TEMSGV---RAGDW-------------------------KRRPDAA---------RAVPWVDDVPD------------P-------------------DSA-----VPA--------R---------------------------------------------------------ER---------VSE-FRAAASPTAF-------ALATRLAA----A--P---LT-----------LPVMSAVT----A--S----V------P---G----AG--P-----A---HL-SELLM---SGL--VR--------------------------------------------PATGEA------ERAAGVAFTF--------GP--D------NRQEL-LA-LSRRRD--T----------------VRVL--------HDVR--TLI------------------------------------------SPEDAERVRPGDEDPLETTR-----
WP_055705732.1 IR----A------L----GP--W-------------A--A---N-------------A------R---------WD--------------WYEREVPA----------APGHGPADPAQPGTDPD---------------------------------GA---------------SP---------------AVAVPVLSL-RH--------------H-G--ARALSAVL----G----------GPQPRALDLPAT---PANAW-------------------------KGRPDAA---------RSFPWATEFDDS-------------------------------AGP-----PSA--------V---------------------------------------------------------DR---------VFD-FRAAASPTAF-------RLGTRLAA----A--P---LT-----------LPVVRRLI----R--S----T------P---G----AG--P-----V---HA-SEFFM---SGL--VQ--------------------------------------------PTGVHL------DAPGAVVYDF--------LP--D------TREQL-LA-LGRRSA--T----------------LRTL--------REVR--EVL--------------A-----SDPS------------------AASLL----P----PP---------
OLZ67587.1 VRLHTAG------D----RP--G----------------P---G-------------S----------------WE-----------------------------------YAEPSGRTPAHRTD---------------------------------TV-----------------------------------VPVLEL-SE--------------E-W--LLPWTTFL---TG------T---GPRW----TEVA------AL--------------------------LLPRTS---------RP-------PA--------------------------------ESVRAPREKTA--------A---------------------------------------------------------ER---------VAL-FRVWASPDTF-------QLATRLAT----A--P---LD-----------LRVMTALQ----R--R----T---L--P---R----TG--P-----E---HL-AEFLM---SDL--VT-------------------------------------------------------SDPADDGFFSF--------HP--G------VREEV-LA-ASNRHA--T----------------ELAT--------KAVA--ELL--------------A------PRS--------A---------AAREM----L----AY--------L
OHV37160.1 RH--------------------G---------------------------------------------------WL---------------------------------EVCQLEEYQDLPRSTA---------------------------------EA-----------------------------------VPLLDA-DP--------------G-S--IRRWATRL-----------TDTYRGDPERDDLPVV------VV-----------------------GPVAEDRDD--RGFDGWDGE-------NE--------------------------------TPA-TRNGSLA--------R---------------------------------------------------------RR---------VER-FRATASPAAF-------DLATHLAA----T--P---IT-----------RSMLGLLL----R--R-----------A---GQSHRSA--L-----A---TL-AELFA---HGL--LR--------------------------------------------PVEGLG------GDEWVVAYDF--------LP--G------LRESL-LS-FLRRSD--T----------------MLVM--------RAVG--EHL--------------G-----------------A---------RVPAV----RHLDAAL---------
WP_027140710.1 RH--------------------G---------------------------------------------------WL---------------------------------EVCQLEEYQDLPRSTA---------------------------------EA-----------------------------------VPLLDA-DP--------------G-S--IRRWATRL-----------TDTYRGDPERDDLPVV------VV-----------------------GPVAEDRDD--RGFDGWDGE-------NE--------------------------------TPAT-RNGSLA--------R---------------------------------------------------------RR---------VER-FRATASPAAF-------DLATHLAA----T--P---IT-----------RSMLGLLL----RRAG---------------Q----SH--R-----SALATL-AELFA---HGL--LR--------------------------------------------PVEGLG------GDEWVVAYDF--------LP--G------LRESL-LS-FLRRSD--T----------------MLVM--------RAVG--EHL--------------G-----------------A---------RVPAV----RHLDAAL---------
WP_041316524.1 LA----A------D----RP--A-------------A--A---N-------------A----DLW---------WR--------------------------------P----------RVDVPG---------------------VLDDLD------DL---------------VP------------------IPFLRWTEA--------------D----LRRWSELV---AG---VPDRIDLGAML----LSGI----------------------------------------------------------PP------------P------------V------DEV-----RPG--------A--------------------------VDPV---------------------------EL---------VAD-YRAEASREGF-------ALAVSLAA----A--P---LE-----------VALAERIR----Q--R----M---F--P---A----TG--P---------GLLSEFLA---SPL--VR-------------------------------------------PVPSVPG------TPGSRALFDFV-------AP--G------LRAEL-LG-FGGRLE--T----------------VLVR--------DVVG--RYL--------------A------ETG--------G---------AAAVF----E----AT--------L
OKK02915.1 VR----V------RLHAHGP--G-------------S--AGGQV-------------R----------------WT----------------------------------PAEPLAASLLPDAPG---------------------------------RV---------------VA------------------VPVLEL-SP--------------D-W--LGPWARFV---SG------T---GPRW--ADLPAI------LT-------------------------GTRPPRP---------AP-------PP------------P-------------------SRR-----PTA--------A---------------------------------------------------------EL---------VAR-FRNRASLAAF-------DLATRLAA----V--Q---LD-----------LDTMREVR----RQ-T----M------P---H----AT--D-----A---HL-AELVI---SPL--VE--------------------------------------------PLP----------GCDGHSYLF--------VD--G------VREEL-LA-AGSRTA--T----------------ESAL--------RKAA--EFL--------------A-----PHNE------------------AAREL----L----DY--------L
CCK29233.1 FG----C------A----RP--W-------------A--P---N-------------D----TLR---------WE----------------------------------------LRTSPLEPV--------------------------DDADARTGV---------------VP------------------VPVLEP-TE--------------R-S--LSGWVDLV---TG------G---SDGW----VEMS-GIRARDW-------------------------KRRADAA---------RAVPWVEDVPD---------------------------------------------------P---------ASA--------------VPPW---------------------------ER---------VSD-FRAAASPTAF-------TLATRLAA----A--P---LT-----------LPVMNAVT----A--S----V------P---G----AG--P-----A---HL-AELLM---SGL--VR--------------------------------------------TSGADA------ERAADVAFVF--------GP--N------IRQEL-LA-LSRRRD--T----------------ARVL--------HDVR--VLL--------------T-----SEPPEVREPLATG-----P-QVAEPLL----P----AP------EEL
WP_052721099.1 LR----L----RTE----EP--G-------------G--PNTRL-------------T----------------WQ-----------------------------------------TDPPNPGT---------------------------------DA---------------LA------------------VPLLDL-DP--------------R-R--LAAWTALIAAPPE----------AGTD----LPCL------LI--------------------------PREPHG---------IR-------PP------------P-------------------VTP-----PAR--------I---------------------------------------------------------DP---------VAD-FRAVASPPAY-------KLARHLAA----A--P---LN-----------IEVMRLLQ----D--E----L---LRDP---L--------P-----E---HL-AEILV---SGL--IQ------------------------------------------PVPPDPEV------TGDVLITHDF--------PP--G------VRGAL-LA-RGRRNE--I----------------IRVV--------HALD--RHL--------------G-----------------E---------RHPEIHRLRA----AV---------
WP_057605974.1 AP----A------------A--W-------------S--P---N-------------S----RYV---------WQ--------------------------------RREVSFETAEGEDGTEP---------------------------------DG---------------VA------------------VPVLEF-TE--------------R-W--MEAWSQLVRNAGG----------GALQ----MSAA------VV--------------------------GTGSAE---------SG-------QD------------P------------A------DMD-----RQE--------Q---------PAV--------------RSAQ---------------------------EQ---------VSD-LRAAASPTAF-------TLATQLAA----A--P---LT-----------LPVVRMLI----E--Q----T------P---G----AG--P-----V---HL-SELLM---SGL--VG--------------------------------------------PVAGAG------DGRADIAFAF--------TP--G------VREEL-LA-LGRRTD--T----------------IRVL--------RDVR--RML--------------D-------NS--------G---------DSTEV----P----LL------PPV
WP_041439415.1 IR----A------T----QP--G-------------Q--P---N-------------E------Q---------LE--------------V-------------------------RSQESGEAL---------------------------------AG---------------IA------------------IPVLEL-EP--------------R-W--LRPWAELV---GG----------TANR----LTGM------AL--------------------------PTGRPV------AE-DS-------PE------------D------------E------PDG-----LSP--------A---------------------------------------------------------ER---------VKR-FRATASPTAF-------RLAAYLAA----A--P---LR-----------PPVMRLVQ----Q--A----M---L--P---D----SR--P-----S---HL-AEVFL---SGL--LR---------------------------------------KTGTT------------ADPEEADYEF--------LD--G------VRDIL-LS-ALKRSE--A----------------LRVV--------QEVW--EVM--------------R-------NR----W---G---------AGSDF----S----AL--------L
WP_006541355.1 AG----W------R----QA--G----------------------------------R----VLS---------WEHLGIPLQHDASDDGL-TG---EADRQPDLSSGP-------GPIAGTPPT---------------------------------AV---------------TP------------------LPVIAL-DP--------------E-W--VYHWARYV---SA------D---GPTW----REMP------AL------------------------LASSDRGF---------AR-------RR------------P---------------------R-----RVG--------A---------------------------------------------------------AG---------LAL-FAARASPRAQ-------RVAGLLAAVSGYE-PPLDGLG-----------LRTIAGIA----G--A---------------D----RR------------DL-SELFA---FGL--LS--------------------------------------------------------ASTGPGPTVFQV------PE--D------VHWTL-CE-RVSRGE--V----------------VRAV----RAVEATTG--RPF----------------------RA--------G---------LSPDG---------TL--------T
WP_053655870.1 RR----T------T----FG--G-------------A--A---N-------------A----DLA---------WE--------------V------H----------N--------------PA---------------------PDVLDDSGPQGSDP---------------IP------------------VPVLEL-DP--------------R-W--LAAWVRLL---TG----------GEAH----LPAV------LA-------------------------ATGLPDT---------IA-------PP------------P------------S------EGV-----PSA--------R---------------------------------------------------------AR---------VRE-FTAWATPTAV-------TLATQLAA----A--P---LN-----------LAVMRSVQ----R--A----L---I--P---D----AQ--T-----S---HL-SEILN---SEL--LH------------------------------------------PVAAAAST------TDGAEVTYEF--------HR--G------VRQEL-LA-AGRRAD--A----------------VRVL--------RVVD--EQL--------------------------------G-PTVPA-VRGLSRM-LDDP----DA------TPV
WP_079138844.1 ARVRLQA------P----RP--W-------------A--PNSDL-------------R----------------WE--------------------------------LRETPLDPPRPEPESGE---------------------------------AA---------------VV------------------VPVLEA-TD--------------R-W--LAAWADLV---GR------P---SSGW----CELS-AMRATEW-------------------------KRRPDAA---------RAVPWLEDILD------------PS------------------SAV-----PAA------------------------------------------------------------------ER---------VSD-FRAASSPTSF-------ALATRLAA----A--P---LT-----------APVMRSLT----A--T----M------P---G----AG--P-----E---HL-SELLM---SGL--VR---------------------------------------------RGPVD------DDGDEVAFTF--------AP--G------IREEL-LA-LGRRSE--T----------------VRVL--------HDVR--VLL------GDDPPSGSD---------------------------RQPVL----P---------------
WP_079163728.1 VA----T------P----RP--W-------------A--A---N-------------A------D---------WE--------------W------HERELPAAPRDTAPADEADGDGGDDEDD---------------------------------VR---------------LA------------------VPVLSL-TH--------------H-G--ARALSDVL---AG------A---PSQP-----LDLPVTWAHTW-------------------------KGRPDAA---------RVFPWEAEF----------------------------------PSV--KGPPSA--------A---------------------------------------------------------DR---------VFD-FRAAASPVAF-------RLGTRLAA----A--P---LT-----------LPVVRRVI----R--S----T---------------HGAEP-----V---HA-AEFFM---SGL--VR--------------------------------------------PTGVHD------DSAGAVVYEF--------LP--D------VREQL-LA-QGRRSA--T----------------IRTL--------HDVR--DVL--------------A-----SEPA------------------TASLL----P----PP---------
SFE91364.1 QP----G------P----RP--A-------------A--T---N-------------A----GLA---------WE--------------V--H---N----------P-------VPDVLDEPE---------------------PT--GG------DP---------------VP------------------VPVLEL-DA--------------R-W--LAAWVRLL---TG----------GESQ----LPAV------LA--------------------------ADRRPE---------TV-------AP------------P---------------------W-----AEA--------A--------------------------TTAR---------------------------MR---------VRE-FTAWATPTAV-------TLATQLAA----A--P---LN-----------LAVMRWIQ----R--A----L---N--P---G----SQ--T-----S---HL-SEILN---SEL--LH------------------------------------------PVAAEPET------ADSTEVTYEF--------FR--G------VREEL-LA-AGRRAD--A----------------ARVL----RVVDERLG--TTV--------------------------------P---------AVRTL----R----RM--------L
WP_073892180.1 KA----S-----------EP--G-------------A--PNHFH-------------E----------------WE------------------------------------PQVDVPGLYDDLG---------------------------------DV---------------VP------------------VSFVEL-AP--------------A-G--LREWSTLA---AA----------SGWA----NLGA------AL-------------------------VPVRPDP----ATEASVR-------PS------------G-------------------DMA-----FSV--------A---------------------------------------------------------DL---------VAA-YRTTASKVVF-------DLAVHLAA----A--P---LE-----------VPLLLRIL-------E--------LLHP---E----AG--R-----S---AL-SEFLG---GPLVAIA---------------------------------------------PQGSA------DGESRVKFGFV-------RE--G------IREEL-LA-HGRRID--T----------------ERVR--------KVVR--HYL--------------D-----EHQP------------------GVAAFESPLD---------------
WP_079146592.1 IR----A------L----SP--W-------------A--A---N-------------A----EWD---------WQ---------------------EREVPVTRGGAPADSGPPVADTDDEVPP--------------------------------------------------VA------------------VPVLSL-TH--------------H-G--ARALSGML----G----------GAEPHALDLPAT---PANAW-------------------------KGRPDAA---------RNFPWATELDDSAE------------------------------------------------P--------------------------LSAV---------------------------DR---------VFD-FRAAASPTAF-------RLGTRLAA----A--P---LS-----------LPIVRRLI----R--S----T------P---G----AG--P-----V---HA-SEFFM---SGL--VQ--------------------------------------------PTGVHL------DAPGAMVYDF--------LP--D------AREQL-LA-LGRRSA--T----------------ARTL--------RDVR--EVL--------------A-----ADPS------------------SASLL----P----PP---------
WP_067008717.1 VG----A------L----SP--W-------------A--A---N-------------A----DWD---------WH---------------------EREVPAAPGGAQVDPAQPVTDADDEVPP--------------------------------------------------VA------------------VPVLSL-TH--------------H-G--ARALSGML-----------D---GTEPHELDLPAT---LANAW-------------------------KGRPDAA---------RSFPWATEFDDSD----------GP----------------------------------------------------------------LSAA---------------------------DR---------VFD-FRAAASPTAF-------RLGTRLAA----A--P---LS-----------LPIVRRLI----R--S----T------P---G----AG--P-----V---HA-SEFFM---SGL--VQ--------------------------------------------PTGVHL------DAPGAVVYDF--------LP--E------AREQL-LA-LGRRSA--T----------------LRTL--------RDVR--EVL--------------A-----SDPS------------------TASLL----P----PP---------
KUL22000.1 LS----A------P----RI--M-------------S--P---N-------------A--ELLIL----EPAERMR-----------------------------------------LFDDPVPE---------------------------------AA---------------VA------------------VPLLEL-GP--------------R-W--LRWWASLV---GG------P---AGGW----LDAV------AH---------------------------IADPD---------RP-------HG------------P------------G------DVP--ATAPGA--------P---------GAH---------------------------------------------RL---------VED-FRNEPSAFAF-------RLATLIAA----A--P-PRLG-----------LDALRVLQ----R--V----L---L--P---A----SR--P-----L---HL-AEVVT---SPL--LV---------------------------------------------------------TGAHGEPSF--------RA--G------VREEL-LA-YATRED--T----------------VRVI--------EVVV--THF--------------G-------DR----F---P---------RARDL----L----DV--------L
WP_067708004.1 LS----A------P----RI--M-------------S--P---N-------------A--ELLIL----EPAERMR-----------------------------------------LFDDPVPE---------------------------------AA---------------VA------------------VPLLEL-GP--------------R-W--LRWWASLV---GG------P---AGGW----LDAV------AH---------------------------IADPD---------RP-------HG------------P------------G------DVP--ATAPGA--------P---------GAH---------------------------------------------RL---------VED-FRNEPSAFAF-------RLATLIAA----A--P-PRLG-----------LDALRVLQ----R--V----L---L--P---A----SR--P-----L---HL-AEVVT---SPL--LV---------------------------------------------------------TGAHGEPSF--------RA--G------VREEL-LA-YATRED--T----------------VRVI--------EVVV--THF--------------G-------DR----F---P---------RARDL----L----DV--------L
KOX08458.1 LR----M------R--RTTF--G----------------------------------GAANADLA---------WE--------------------------------VHNPAPDVLDDSGPQGS---------------------------------DP---------------IP------------------VPVLEL-DP--------------R-W--LAAWVRLL---TG----------GEAH----LPAV------LA-------------------------ATGLPDT---------IA-------PP------------P------------S------EGV-----PSA--------R---------------------------------------------------------AR---------VRE-FTAWATPTAV-------TLATQLAA----A--P---LN-----------LAVMRSVQ----R--A----L---I--P---D----AQ--T-----S---HL-SEILN---SEL--LH------------------------------------------PVAAAAST------TDGAEVTYEF--------HR--G------VRQEL-LA-AGRRAD--A----------------VRVL--------RVVD--EQL--------------G--PTVPAVR------------------GLSRM-LDDP----DA------TPV
WP_017600471.1 AQ----D------Q----GS--G-------------A--V---D-------------A----AAA--------------------------------R------------------------------------------------------------GG---------------DT-------------------------KP--------------GERSVPGTFGGPA---PG------S---GSGP----SPDA----------------------------------------------------------GS------------G---------------------S-----GRA--------F---------------------------------------------------------DAV------RAVRR-FHETATRDAF-------ELAVALAA----V--P---LV-----------PRMVGAVC----E--D----V---FGGP---T--------P-----S---EL-TEVFF---SGL--VT---------------------------------------RKAASEGAGG-------DEE---RWEF--------RE--G------VREAL-LSLGGRVPD--I----------------RRML----ALAANRLG--QVD----------------------PW----F---G---------ELGRMLRGQPVDQPST--------T
OOQ51257.1 LR----A------D----RP--W-------------A--A---N-------------A------A---------LR--------------W-----------------ELRTSPLETTDDGLDGT---------------------------------GV---------------MP------------------VPVLEL-TE--------------R-S--LSGWVALV---TG------R---CRGW--TEMSGL---RAREW-------------------------KRRADAA---------RAVPWIDDVPD------------P-------------------ASA-----VPP--------W---------------------------------------------------------ER---------VSE-YRAAASPTAF-------ALATRLAA----A--P---LT-----------LPVMTAVT----A--S----T------P---G----AG--P-----A---HL-SELLM---SGL--VR--------------------------------------------PAGAEG------ELAAGVAFAF--------GP--N------IRAEL-LA-LSRRRD--T----------------VRVL--------HDVR--ALT--------------A-------AA--------A---------TAAESQEQDPDPDPDS------DQE
WP_051772444.1 LK----A------F----EP--G-------------E--PNHYH-------------E----------------WE------------------------------------PQVDVPGLYDDLG---------------------------------DV---------------VP------------------VPFVEL-AP--------------A-G--LREWANIV---AA----------VGWA----NLGA------AL------------------------VPAQLGTN---------TA-------VA------------P-------------------SGSGDASSDVA------------------------------------------------------------------EV---------VAA-YRTTASKAAF-------DLAVHLAV----A--P---LE-----------LPLLVLIL-------E--------LLHP---D----AG--R-----A---AL-SEFLA---SAL--VV--------------------------------------------TVPHGA------GDENRVKFSFV-------AE--G------VREEL-LA-HGRRID--T----------------ERVR--------KVVR--QYL--------------E-----EHRP------------------EAVGF----D----SA--------L
WP_051797194.1 TA--------------------G----------------P--------------------------------------------------------------------RRIVRTVEGALQAGDAD---------------------------------GC---------------VP------------------VPLLEL-DP--------------G-W--FGAWLGLALRPGP----------GAAD----LPCL------LF--------------------------PRDQPR---------DQ-------PR--------------------------------DRPRDRRPGAP------------------------------------------------------------------AS---------VAT-FKAVASPEAY-------ELATCLAA----A--P---LN-----------LDVMRLVQ----A--E----L---L--P---G----SR--P-----E---HL-AEILV---SGL--VR------------------------------------------PIPPDPDA------DADGLVTHDF--------DP--D------VRAGL-LA-LARRST--I----------------RSVV--------RVLG--ARL--------------G---------------------------GLPAVRRTAE--------------S
WP_026468531.1 TT----K-----------GP--V-------------R--P---N----------------------------DSYR-------------------------------VRLTDLLSDGLERAELTG---------------------------------DS---------------IA------------------VPVLEL-EE--------------R-W--FRRWAEVVTGRAD----------EPRK----CSVM------VV--------------------RDRPAVSVPESS---------DN-------PE------------P------------------SKNE-----VTA--------Q---------------------------------------------------------DR---------VRD-FHSRASPSAF-------RLVTLLAA----V--P---VD-----------IEVASAVQ-------E--EML------P---G----SG--P-----D---HL-IEVFT---SGL--LQ--------------------------------------NDGTRQ------------PWERTTPWEF--------SG--Q------TRRVL-LS-GARRSD--T----------------AHAV--------RVAS--RRI--------------G-----------------G---------QNPVLARLQA----AL---------
WP_013229639.1 LN----V------R----VP--V-------------A--P---N-------------S------Q---------WS--------------W-----------------ELPEAWADPELAAAKDG---------------------------------GA---------------IP------------------VPVMEL-GP--------------R-W--LRWWARLV---AG------E---HKGF----VPAR------VL------------------------LSGLNGAP------LE-GR-------ED-------------------------I------VDP-----GSA--------R---------------------------------------------------------ER---------VRR-FLSVASPPAY-------RLATMLAA----V--P---AN-----------LSVARFVQ----D--E----L---L--P---E----AR--P-----E---HL-TEVLT---SGL--LR----------------------------------------LAAA------------VGDETTVFDF--------PA--S------VRQVL-LS-GARRAD--T----------------AEVV--------RATE--ARF--------------------------------G---------TITRL----R----DA--------I
WP_033435813.1 VR----L------R--GRGP--A-------------T--P---N-------------R----------------LV------------------------------------DVKAVDPDDDLTG---------------------------------AG---------------VP------------------VPVLEL-EP--------------R-W--LVPWVALV---TG------S---GTGW----FSGT------AM-----------------------FTGRMDRQE---------HE-------PP------------P---------------------------PSP--------E---------------------------------------------------------ER---------LRR-FRLRASTTAY-------RLAVHLAC----A--P---LS-----------LPVMRLVQ----H--T----M---L--P---S----SR--P-----A---HL-AEVFL---SGL--LQ--------------------------------------------VVDADA------ADVDDLRFDF--------EP--G------VRDEL-LS-EVGRHE--A----------------LQVL--------AKVS--DFV--------------T------RRL--------G---------SPFDF----N----AL--------L
WP_037064623.1 AR----L------S----VP--G-----------PLS--P---N-------------H--RWELE-----LSDSWL---------------------T------------------PDPADAAPT---------------------------------GA---------------IP------------------IPVLEL-EP--------------R-W--LHWWARLI---TA------S---HPEP----AHAT------VL-----------------------LADNRAPTT---------AP-------PE------------P-------SLAAHG------TTH-----PSA--------D---------------------------------------------------------ER---------VQK-FLSIASPPAF-------RLATLLAA----V--P---VS-----------VPVARLVQ----A--Q----L---V--P---E----SG--A-----D---HL-AEVFT---SGL--LQ-------------------------------------PPDTALG------------RPWDTTGFDF--------VD--S------VRSVL-LS-GARRAE--T----------------AHVV--------RLVA--DHL--------------D-------DD--------G---------ALSHF----R----EA--------L
OIK25119.1 SR----V----RVR----SP----------------R--P----------------------------------WA-----------------------------------ANSAWSWAERETPA---------------------------------GSGEDGGQDTEAEASAPVA------------------VPVLAL-SE--------------R-W--AAVLLRLV---SG------A---ESEW----LDLA-AVQAREW-------------------------KSRPDAA---------RALPWAQDVPD------------P-------------------HSP-----VPA--------A---------------------------------------------------------ER---------VSD-FRAAASPTAF-------TLATRLAA----A--P---LS-----------LPVIRSLV----A--A----T------P---D----AG--P-----V---HV-SELLM---SGL--VR--------------------------------------------PVPARG------DGPTDVVFDF--------AP--D------VREEL-LA-LGRRSA--T----------------ARVL--------YDVR--GLL--------------A---------------------------RAEATRSLLP----AP---------
WP_061981586.1 LR----------------VP--N-------------ALVP---N----------------------------GRWS---------------------------------CDLADAWLDPGSAIPG---------------------------------GT---------------VP------------------VPVLEL-RP--------------K-S--LGWWAGLM---TG------E---NAEA----VEGT------VV----------------------LTTERIPRSE-------SADP-------PT------------S---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ADVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_069466096.1 LQ----A------P----RP--W-------------A--P---N-------------S----DLR---------WE----------------------------------------LRETPLDPP-------------------------RPEPESGEAA---------------VV------------------VPVLEA-TD--------------R-W--LAAWADLV---GR------P---SSGW----CELS-AMRATEW-------------------------KRRPDAA---------RAVPWLEDILD----------------------------------P-----SSA--------V---------PAA---------------------------------------------ER---------VSD-FRAASSPTSF-------ALATRLAA----A--P---LT-----------APVMRSLT----A--T----M------P---G----AG--P-----E---HL-SELLM---SGL--VR---------------------------------------------RGPVD------DDGDEVAFTF--------AP--G------IREEL-LA-LGRRSE--T----------------VRVL--------HDVR--VLL--------------G-----DDPP--------S---------GSDRQ----P----VL------PPG
KJK51066.1 AN----L------S----VP--A-----------ALR--P---N-------------S------R---------WT--------------F-----------------DLPDAWLDDDPAAALRD---------------------------------DA---------------VP------------------VPVIEL-QP--------------R-Y--LRWWARLI---TA----------GHRR----PAGG------TV--------------------------LLVTRE---------TR-------AV------------P-------------------DDD-----VSA--------K---------------------------------------------------------EH---------VGR-FRSLASPPAL-------RLATLLAA----V--P---AN-----------LEVVKLIS----R--R----F---V--P---E----AG--P-----E---HV-SELLM---SGL--LD------------------------------------YSSAPKDDK-----------STWDSSTFVF--------PE--K------VRELL-LN-GARRSE--T----------------AGVV----RTAAAEFG--EHI----------------------PA------------------LGRLM----E----AI---------
WP_075128572.1 VG----A------L----KP--N----------------------------------S------H---------WE--------------F-----------------GLPDAWLSADPNLLAPP---------------------------------GT---------------VP------------------IPVIEL-QP--------------R-W--FGWWARLI---TG------E---HHGD----TGGA------VL----------------------------LACD---------RP-------RP------------P------------Q------LSD-----RPP--------T--------------------------LSPH---------------------------EL---------VQR-FRSVASPSAL-------RLATLLAA----L--P---AR-----------LDVVQAIN----R--R----F---L------G----EN--------M---HL-AELLL---SGI--LY-----------------------------------APESGEGKS------------TWDRSGVFHF--------PQ--A------IREVL-LG-GARRSE--T----------------AGVI--------RAAA-AQFG----------------------KR----IPVLG---------HLRDA-------------------V
ANN22215.1 AR----L------R----VP--N-----------ALA--P---N-------------G------R---------WA--------------FDLTDSWL-------------------EPGPPVPA---------------------------------GA---------------VP------------------VPVLEL-RP--------------R-A--LAWWAGLM---TG------E---NAAA----VEGT------IV----------------------LTTERISRSD---------SP-------DS------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
OOC02455.1 AR----L------R----VP--N-----------VLA--P---N-------------G--RWACE-----LADAWL-----------------------------------------EPGAKVPG---------------------------------HV---------------VP------------------VPVLEL-RP--------------R-A--LGWWAGLM---TG------E---NDAA----AEGT------VV----------------------LTTERISQSD---------SD-------DP------------P--------------------VT-----LSP--------V---------------------------------------------------------ET---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGLREGKS------------TWDTGGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
WP_039795711.1 AR----L------R----IP--K-----------VLA--P---N-------------G--RWICD-----LADAWL-----------------------------------------EPGSKVPD---------------------------------HV---------------VP------------------VPVLEL-RP--------------Q-A--LGWWARLM---TG------E---NDPA----VEGT------VV----------------------LATERISQSD---------SD-------DP------------P--------------------VT-----LSP--------V---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AR--L-----E---HL-LELLL---SGI--MY-----------------------------------APGPREGKS------------TWDTGGVFAF--------PQ--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----------------G---------RIPLLGHLRD----AI---------
AKJ10474.1 IR----A------L----GP--W-------------A--A---N-------------A----CWD---------WQ---------------------EREVPAAPGYGPADSVQPSTDPDGASPA--------------------------------------------------VA------------------VPVLSL-GH--------------H-G--ARALSAVL----G----------GTEPRALDLPAT---PANAW-------------------------KGRPDAA---------RNFPWATEFDDS-------------------------------AGP-----LSA--------V---------------------------------------------------------DR---------VFD-FRAAASPTAF-------RLGTRLAA----A--P---LT-----------LPVVRRLI----R--S----T------P---G----AG--P-----V---HA-SEFFM---SGL--VQ--------------------------------------------PTGVHL------DAPGAVVYDF--------LP--G------TREQL-LA-LGRRSA--T----------------LRTL--------REVR--EVL--------------A---------------------------SDPSA----A----SL--------L
ANJ11717.1 --------------------------------------------------------------------------WK---------------------------------------------GRPD-----------------------------------------------------------------------------AA--------------R----VFPWEAEF---------------PSVK---------------------------------------------------------GP---------------------P---------------------------SAA------------------------------------------------------------------DR---------VFD-FRAAASPVAF-------RLGTRLAA----A--P---LT-----------LPVVRRVI----R--S---------------T----HGAEP-----V---HA-AEFFM---SGL--VR--------------------------------------------PTGVHD------DSAGAVVYEF--------LP--D------VREQL-LA-QGRRSA--T----------------IRTL--------HDVR--DVL--------------A---------------------------SEPATASLLPPPDEAS--------Y
ANP56390.1 IR----A------L----SP--W-------------A--A---N-------------A----EWD---------WQ---------------------EREVPVTRGGAPADSGPPVADTDDEVPP--------------------------------------------------VA------------------VPVLSL-TH--------------H-G--ARALSGML----G----------GAEPHALDLPAT---PANAW-------------------------KGRPDAA---------RNFPWATELDD---------------------------------------------------S---------AEP--------------LSAV---------------------------DR---------VFD-FRAAASPTAF-------RLGTRLAA----A--P---LS-----------LPIVRRLI----R--S----T------P---G----AG--P-----V---HA-SEFFM---SGL--VQ--------------------------------------------PTGVHL------DAPGAMVYDF--------LP--D------AREQL-LA-LGRRSA--T----------------ARTL--------RDVR--EVL--------------A-----ADPS------------------SASLL----P----PP---------
KMS71131.1 IR----T------R----RA--W-------------A--A---N-------------A------E---------WE---------------------CHEQEGSAALRGVSMDLTGPADLAEGDS---------------------------------NP---------------VA------------------VPVLSL-TH--------------H-G--AHALSAML---AG------A---DADP--LDLPAT---PATEW-------------------------KGRADAA---------RAFPWAAEYTGT-------------------------------QEP-----PSA--------A---------------------------------------------------------ER---------VFE-FRAAASPTAF-------HLGTRLAA----A--P---LS-----------LPIVRRLI----R--S----T------P---G----AE--P-----V---HA-SEFFM---SGL--VR--------------------------------------------PTGVHA------DAPDALAYDF--------LP--D------ARAQL-LA-QGRRSA--T----------------LRTL--------REVR--EVL--------------A-----SAPA------------------TASLL----PPPAEPL------TAA
WP_043777243.1 VP----V------------P--L-------------A--P---N-------------S------R---------WG--------------L--E---L-------------------------PD---------------------AWADGP--THTERH-------------GVVP------------------VPVLEM-GP--------------R-W--LDWWARLV---CG------E---HAGP----VMAR------VL--------------------------LGGACA---------DG-------AA------------A------------G------FEH-----REQ--------E---------SAQ---------------------------------------------DR---------VRY-FLSTASPPAH-------RLAKMLAA----V--P---AT-----------FPVAQFVQ----T--E----L---L--P---E----AG--S-----E---HL-AEVLY---SGL--LP-----------------------------------PIGDMDDD-------------RITDTLTFDF--------PV--S------VRQVL-LG-GARRSE--T----------------AEVV----RATSARFG--DSL--------------------------------G---------TFSRL----P----AA--------V
WP_059362765.1 NA----H-----------GP--M-------------K--P---N-------------S------R---------WT-------------------------------FELPDAWLEPDPTSLAHP---------------------------------GT---------------VP------------------IPVIEM-RH--------------R-W--LRWWSSLI---AG------E---SRGP----VTGT------VL----------------------LATSEAPAAE------------------TV------------P---------------------------LPA--------Q---------------------------------------------------------DH---------IRQ-FRSQASPPAL-------RLATLLAA----V--P---AH-----------LDVAQLIR-------Q--RFV------P---E----AG--N-----E---HL-GELLL---SGL--LR------------------------------------PIGPDDQE------------FVQDTKAFAI--------PA--A------VRELL-LG-AARRSE--T----------------ASVV--------QAAA-TEFS--------------D---------------------------RLPVL----ARLRDAI---------
KQC35451.1 VA--------------------G-------------S--A-----------------R----------------------------------------------------------------------------------------------------TA---------------RA------------------VPVLEL-DA--------------E-W--IGYWARFV---AA------A---EPTW----FETV------AV-------------------------VAGSDRR---------FP-------PE------------------------------YGIES-----SPP--------D---------------------------------------------------------ER---------LED-FFALATPTSR-------KLAGLLAI----Q--P---LS-----------RRSLRTVA-------G----I---------------AG--------ASRRDL-SEIFA---FGL--LV--------------------------------------------------------IDSLSTTFDI--------IP--E------IRSKL-RA-QVSRSD--V----------------ERIR--------RAVG--SDA--------------D-------NA------------------GTEPLGMPMA----TP--------S
WP_039923843.1 LR----V------P----NA--L-------------A--P---N-------------G------R---------WG---------------------------------CDLADAWLEPGSKVPG---------------------------------HT---------------VP------------------VPVLEL-RP--------------R-P--LGWWAGLM---TG------E---NAAA----VEGT------VV----------------------LATERISQSD------SG-DP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VHR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--R----F---V--P---E----AG--V-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-----DRIR------------------LLGHL----R----DA--------I
WP_063870491.1 VE----G-----------DX--A-------------A--A----------------------------------------------------------------------------AGSVAGSAR---------------------------------TA---------------RA------------------VPVLEL-DA--------------E-W--IGYWARFV---AA------A---EPTW----FETV------AV----------------------VAGSDRRFPP----EYGIESS-------PP---------------------------------------------------D---------------------------------------------------------ER---------LED-FFALATPTSR-------KLAGLLAI----Q--P---LS-----------RRSLRTVA-------G----I---------------AG--------ASRRDL-SEIFA---FGL--LV--------------------------------------------------------IDSLSTTFDI--------IP--E------XRSKL-RA-QVSRSD--V----------------ERIR--------RAVG--SDA--------------D-------NA------------------GTEPLGMPMA----TP--------S
WP_076161090.1 LR----V------P----NA--L-------------T--P---N-------------D------R---------WG---------------------------------LDLADAWLEPGSAVPD---------------------------------GT---------------VP------------------IPVLEL-RP--------------S-A--LAWWAGLM---TG------E---DAGA----AEGT------VV-------------------------LTAERIS------HS-EP-------DD------------P-------------------SVT-----LSS--------F---------------------------------------------------------ER---------VRH-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVVKVVG----Q--R----F---V--P---E----AG--L-----E---HL-LELLV---SGI--MY-----------------------------------SPGLKEGQS------------TWDKGGLFAF--------PK--A------VRELL-LS-GARRSE--T----------------ASVV--------RVAA--THF--------------G-------ER----IPLLG---------HLRDA-------------------I
WP_038524289.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERIPQSD------FD-NP-------PV------------T---------------------------LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
WP_063274055.1 LR----V------P----NA--V-------------A--P---N-------------G--RWKCD-----LADAWL-----------------------------------------EPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LSWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERISQSD---------FD-------DP------------P--------------------VT-----LSP--------T---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LIKHL----R----DA--------I
WP_072031082.1 LR----V------P----NA--V-------------A--P---N-------------G------R---------WK---------------------------------CDLADAWLEPGSKVPD---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LSWWAGLM---TG------E---NDDA----VEGT------VV----------------------LATERISQSD------FD-DP-------PA------------T---------------------------LSP--------T---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGES------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LIKHL----R----DA--------I
WP_073848019.1 LR----V------P----NA--V-------------A--P---N-------------G--RWKCD-----LADAWL-----------------------------------------EPGSKVPA---------------------------------HL---------------VP------------------VPVLEL-RP--------------R-S--LGWWAGLM---TG------E---NDGT----VEGT------VV----------------------LATERIPQSD---------FD-------DP------------P--------------------VT-----LSP--------A---------------------------------------------------------ER---------VQR-FRSVASPPAL-------RLAQLLAA----V--P---VR-----------LDVAKLVG----Q--E----F---V--P---E----AG--P-----E---HL-LELLL---SGM--MY-----------------------------------APALREGKS------------TWDTDGVFAF--------PE--A------VRELL-LS-GARRSE--T----------------AKVV--------RVAA--THF--------------G-----DRIR------------------LISHL----R----DA--------I
WP_075137510.1 NP----R------G----TV--K----------------P---N-------------R------H---------WT--------------F--Q---L----------P-------EAWLARDPD--------------------------R--VAPPGA---------------VP------------------VPVLEL-QP--------------R-W--LSWWARLV---MG----------ESSS----VDAT------VV-------------------------------L---------AA-------DT------------P---NAVIS----T------NES-----LTG--------Q---------------------------------------------------------ER---------VAR-FRGNASPPAF-------RLATLLAA----L--P---AR-----------LDLAELVQ----Q--H----F---L--P---D----GG--P-----E---YV-AEILL---SGI--MY-----------------------------------APGPRGRSS------------TSDKGGELAF--------PE--A------VRELL-LI-GARRSE--T----------------ASVV--------GVAA--EYF--------------G-------ER----I---P---------VLGHL----R----AA--------I
AGP53016.1 VR----I------P----EP--G-------------A--P---N-------------G------T---------WR----------------------------------------RADGGSWPG---------------------------------GA---------------PP------------------VPVLEL-DA--------------R-W--MANWARLVARPPA----------RGQDTMALLPGA----------------------------------PAERWD------------------PE------------P---------------------E-----PSA--------W---------------------------------------------------------DR---------VFR-FRATASPSAF-------RLASRLAA----A--P---LN-----------IPVMEFVQ-------G--------IHQP---E----GS--P-----G---DL-AEVLL---GGL--LR-------------------------------------------KVGTADP------LDETGIGYEF--------HD--G------VRELL-LS-AGMRDE--S----------------LYIL--------GSVL--DRL--------------G-------RRWKPLL-------------MLRDL-------------------L
WP_051796644.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------ST---------------VP------------------IPVVEL-EP--------------Q-W--LSWWAQLV---TG----------GHRN----TVDA----------------------------------RVLLAG---------SK-------PR------------P----------FAG------IMD-----VSI--------P---------------------------------------------------------DR---------VSH-FRSVASPEAL-------KLAILLAA----V--P---VT-----------TPIARTLQ----A--E----L---A--P---E----SG--P-----E---HL-AEVLA---SGL--LH---------------------------------------TSDSL------------SNWDEARFEL--------PV--A------ARELL-LT-GVRRSQ--T----------------ARAV--------QVAA-DRFG--------------D---------------------------EIPEL----ARLRDAL--------A
KOV64928.1 MR----L------S--AEHA--W-------------A--P---N-------------D----SLR---------WE----------------------------------------LRTSPLEPV--------------------------DDAAARTDV---------------VP------------------VPVLEP-TE--------------R-S--LSGWVDLV---AG------R---VAGW--TEMSGV---RAGDW-------------------------KRRPDAA---------RAVPWVDDVPD------------P-------------------DSA-----VPA--------R---------------------------------------------------------ER---------VSE-FRAAASPTAF-------ALATRLAA----A--P---LT-----------LPVMSAVT----A--S----V------P---G----AG--P-----A---HL-SELLM---SGL--VR--------------------------------------------PATGEA------ERAAGVAFTF--------GP--D------NRQEL-LA-LSRRRD--T----------------VRVL--------HDVR--TLI------------------------------------------SPEDAERVRPGDEDPL------ETT
WP_030470827.1 NA----H-----------GP--M-------------K--P---N-------------S------R---------WT--------------F-----------------ELPDAWLEPDPTSLAHP---------------------------------GT---------------VP------------------IPVIEM-RH--------------R-W--LRWWSSLI---AG------E---SRGP----VTGT------VL----------------------LATSEAPAAE------------------TV------------P---------------------------LPA--------Q---------------------------------------------------------DH---------IRQ-FRSQASPPAL-------RLATLLAA----V--P---AH-----------LDVAQLIR----Q--R----F---V--P---E----AG--N-----E---HL-GELLL---SGL--LR------------------------------------PIGPDDQE------------FVQDTKAFAI--------PA--A------VRELL-LG-AARRSE--T----------------ASVV--------QAAA-TEFS--------------D---------------------------RLPVL----ARLRDAI---------
WP_039938052.1 LP----G------P----AP--G--------DQDAEG--A---D-------------G----ADG-------------------------------------------P--------LPGEGPPE--------------------------D------RP---------------VP------------------VPVLEI-EP--------------E-W--LATWARLV---TG---------TGGGW----LPAA------AL----------------------LTDTDGLAAR---------CA-------AA------------P---------------------R-----TPE--------D---------DDP--------------LAPD---------------------------ER---------VRN-FRAAASPAAR-------LLASHLAL----A--P---LT-----------LDVMEKVK----K--A----V---L--P---R----LG--P-----L---PL-AEVLL---SGL--LE--------------------------------------------RP--AP------AAAGFTGFAF--------RD--G------VRNQL-LG-GLGRGE--L----------------FRAL--------QGVS--AVA--------------A------KVI--------G---------ARPDL---LP----RY--------L
WP_079429737.1 GP----G------G----TG--G-------------G--P---GGGSGG--------G--SGGGS----GGGSGLR--------------F----------------------RPDRPARPGRPT---------------------------------GG---------------LT------------------VPVLPP-NA--------------T-A--LGAWARLV---AG------L---GSGP----VPAE------VG---------------------------RVLAR---------HP-------AA------------PVP--------LPR------TAR-----PPG------------------------------------------------------------------EL---------VRR-FRSSAAPGAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GSAPGPWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------L----AHFGR------------------GVRNF----P----AL--------A
AGS71776.1 VR----------------PAEVG-------------GRLG----------------------------------FR--------------------------------------PDDEPWEEPAP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FEAFARLL----G----------GAGP----TSER------AW---------------------AALTDPATPPP---------AA-------PA------------P-------------------AAPA----ARS--------D---------------------------------------------------------HD---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDHPCFAY---------P--GR-----VQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E----RHFGR------------------GTRNF----A----AL--------A
WP_051902870.1 SR----I------E----GG--G-------------G--K---L-------------K----------------FR--------------------------------------SDRPPRPGRPD---------------------------------GG---------------LA------------------VPVLPP-SA--------------S-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAA---------HP-------SA------------PAP--------PPA------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPAPAQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_007822168.1 TR----T-----------GT--G----------------------------------R----------------LQ---------------------------------------VAEGTMRPSP---------------------------------EA---------------LP------------------VPVVPP-VP--------------A-A--LASWARLM---TG------R---GGGA----VTGA-----IGW----------------------------VRPD---------QP-------AG------------AA---------PER------SAE-----VPA--------L---------------------------------------------------------QR---------VSR-FRAAASPLAG-------RLATHLAA----A----------------------------------------------P-----------------------------------------------------------------------------------------------------------------------------------LS------------------------------------------------------------------------------------------------------------------
WP_010271951.1 LT----R------T----GT--G----------------------------------R----------------LQ--------------V-------------------------AERTTRPSP---------------------------------EA---------------LP------------------VPVVPP-VP--------------A-A--LASWARLM---TG------R---GGGA----VTGA-----IGW----------------------------VRPD---------QP-------AG------------AA---------PER------SAE-----VPA--------L---------------------------------------------------------QR---------VSR-FRAAASPLAG-------RLATHLAA----A----------------------------------------------P-----------------------------------------------------------------------------------------------------------------------------------LS------------------------------------------------------------------------------------------------------------------
WP_030995021.1 TR----T-----------GT--G----------------------------------R----------------LQ----------------------------------------VAERTTRPS--------------------------------SDA---------------LP------------------VPVVPP-VP--------------A-A--LASWARLM---TG------R---GGAA----VTGA-----IGW----------------------------VRAD---------QP-------AG------------AA---------PGH------SAE-----VPA--------L---------------------------------------------------------QR---------VSR-FRAAASPLAG-------RLATHLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLL---GGL--LK--------------------------------------------------------------------------QS--E-----------------------E---------------------------------------------------D------------------------------------P----AT---------
AKN68644.1 VR----T-----------GETGG----------------------------------R----------------LD------------------------------------FLPEDEPWEEPPP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FEVFARLL---AG------T---GPTR----EPAW-----AGY----------------------AHPAAAPAAV---------GT-------AP------------P---------------------------ARS--------D---------------------------------------------------------DD---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFAY--------SP--R------MQDLL-LS-ALDQDT--A----------------GLVL--------KHCS--AYV--------------E------RHF--------GK--------GTRNF----A----AL--------A
WP_079185913.1 SR----G------D----GP--A-------------G--A---T-------------V----------------LK------------------------------------VTEHAGAGPAVHP---------------------------------GA---------------LP------------------VPVLPPVEG----------------A--LAAWAKLL---SG------T---GAGQ----VSGA-----VGW----------------------------VRAD---------QP-------PA------------A---------VQRP------GDG-----LSS--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---N----SG--P-----S---EL-AEVLL---SGL--LS--------------------------------------------------------------------------RA--R------TEDAA----GMDGEA--A---------------------------------------------------------------------G---------QWYEF---------AP---------
KMS83272.1 VR----T------G----ES--G----------------------------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPATAPG------AV-AA-------AP------------P---------------------------ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEEQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL--------A
KOG73838.1 VR----T------G----ES--G----------------------------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPATAPG------AV-AA-------AP------------P---------------------------ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEEQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL--------A
KOV97767.1 VR----T------G----ES--G----------------------------------G--RLDFL----PEDEPWE------------------------------------------EADEPSP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPATAPG------AV-AA-------AP------------P---------------------------ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL--------A
WP_037839805.1 VR----R------Q----GP--Y-------------Q--P---L-------------D----------------FR------------------------------PARRRRRPAPPPGTETEPP---------------------------------RE---------------RA------------------VPVLAA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------AE------------PRSGPPP-------------TPG-----SGE--------P---------------------------------------------------------SR---------MVREFDRQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT----------------------------QVPPEEFPPGERAPGAGPPEEQ------LAATGPWYDF--------VP--G------VRDEL-LA-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_059252564.1 VR----T------G----ET--G----------------------------------G------R---------LD--------------F------L----------P-------EDEPWEEPP--------------------------P------DA---------------RP------------------VPVLQP-TP--------------E-A--FEAFARLL---AG------T---GPTR----EPAW------AG----------------------YAHPATAPAA---------VG-------TA------------P---------------------P-----ARS--------D---------------------------------------------------------DD---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFAY--------SP--R------MQDLL-LS-ALDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-----K---GTRNF----A----AL--------A
CUW31051.1 VR----T------G----ET--G----------------------------------G--RLDFL----PEDEPWE---------------------------------------------EPPP---------------------------------DA---------------RP------------------VPVLQP-TP--------------E-A--FEAFARLL---AG------T---GPTR----EPAW------AG-----------------------YAHPATAPA------AV-GT-------AP------------P---------------------------ARS--------D---------------------------------------------------------DD---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFAY--------SP--R------MQDLL-LS-ALDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL--------A
WP_051859650.1 SR----I------E----GG--G-------------GKLK----------------------------------FR--------------------------------------SDRPPRPGRPD---------------------------------GG---------------LA------------------VPVLPP-SA--------------S-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAA---------HP-------SA------------PAP--------PPA------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPAPAQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_079123647.1 VR----------------RQ--G----------------------------------P----------------YR--------------------------------ALDFTPARRRRQPVAPD---------------------------------AA---------SGAPRERA------------------IPVLSA-TP--------------S-A--LSSWARLA---AA------E---AGLS----LRGA------AS---------------------------VVRAD---------HG-------AV------------APAGLPS-------------TTL-----PGE--------P---------------------------------------------------------AR---------MVREFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VV---------------------------QIPPAVGPSGAGTPPLSSRDEGK------GTATGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E------RTF--------G-R-------SARNF----P----AV--------A
WP_069921916.1 SR----I------E----GS--G-------------G--K---L-------------R----------------FR--------------------------------------SDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGAWARLV---AG------L---GTGP----VQAE------VG---------------------------RVLAA---------HP-------AA------------PPP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------PDTPGQWYEF--------AP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
WP_078866458.1 VR----R------Q----GP--Y-------------Q--P---L-------------D----------------FR------------------------------PARRRRRPVPPPGTETGPP---------------------------------RE---------------RA------------------VPVLAA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------AE------------PGSGPPP-------------APG-----GGE--------P---------------------------------------------------------SR---------MVREFDRQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VA----------------------------QVPPEEFPPGERAPGAGPPEEQ------LAAPGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_010353577.1 SR----A-----------ETFGG-------------A-------------------------------------LR----------------------------------------VRTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS-------------------E----------------------------------------------------
WP_031039674.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------LRTTSGTPAEARR---------------------------------GA---------------LA------------------VPVLPP-EA--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AG------------P---------TARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAAASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VS------------------------------------------RARGDH--------GGDGAQWYDI--------EP--D------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------G-K-------GGPNF----P----AL--------A
WP_030892008.1 LL----R------E----GS--G----------------------------------R----------------FG--------------F------V----------P-------EGFGPPAEP---------------------------------DA---------------LP------------------VPVLLP-TP--------------Q-A--LGNWARLL---SG------G---AGGGVPGGVPGP-----AAW--------------------------VRPRHPAV-------PP-------PA------------P------------G------APG-----APG--------A---------SGP---------------------------------------------HA---------LLRAFHAGASPGAR-------DLARHLAV----V--P---LV-----------PPVMHLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LE--------------------------------------RYADP--------------DEDGPRYAF--------VP--G------VRELL-LQ-SLDRSA--A----------------VLVL--------KHLS--AHV--------------S-------RH----F---G-----R---GTRNF----A----AV--------A
KPI25952.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGIPAEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARS------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_067055649.1 VR----------------GAEVG-------------G--R----------------------------------LV------------------------------------FVPDDEPWEEPAP---------------------------------DA---------------RP------------------VPVLQP-TP--------------H-A--FEAFARLL---AG------T---GPTS----ERAW------AA-----------------------VTGAGTAPP---------AP-------PS--------------------------------ASAAAAGPPRD--------D---------------------------------------------------------EL---------LRT-FRAGASPGAV-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFVY---------P--GR-----VQDLL-LA-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E----RHFGR------------------GTRNF----A----AL--------A
WP_073736958.1 SR----G------D----GL--A-------------G--A---T-------------L----------------LK------------------------------------VTEDAGTGPAVHP---------------------------------GA---------------LA------------------VPVLPP-AP--------------D-A--LAAWARLL---SG------T---GAAR----ISGA-----VGW----------------------------VRAD---------QP-------PA------------A---------VQRS------GAT-----LSS--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---Q----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RADGA---------GGGRGQWYAF--------EP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------TRF--------G-K-------GGPNF----P----AL--------A
WP_070390415.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------LRTTSGTPAEARR---------------------------------GA---------------LA------------------VPVLPP-EA--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AG------------P---------TARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAAASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VS------------------------------------------RARGDH--------GGDGAQWYDI--------EP--D------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------G-K-------GGPNF----P----AL--------A
ALO96113.1 EP----G------L--LVRT--G-------------E--S---G-------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------RA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPAAAPG------------------AV------------P------------A------AEP-----ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEEQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL---------
WP_058081878.1 VR----T------G----ES--G----------------------------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------RA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPAAAPG------AV-PA-------AE------------P---------------------------ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEEQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL------AAA
WP_049716945.1 TR----------------DPAAG-------------GRLG----------------------------------FE---------------------------------------PDGFGPPPPP---------------------------------GA---------------LP------------------VPVLLPVRE----------------A--LGAWARLL---SG------P---GRTT----VHGA-----AGW--------------------LPPGPVTGPRRT---------LP-------PA------------E-------------------DGTG----PGA--------D---------------------------------------------------------AR---------LAA-FRASASPGAL-------RLAVHLAA----V--P---LA-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LW--------------------------------------RTPAPAGA----------GDDSGPWYEF--------AD--G------VRELL-LQ-SLDRSE--A----------------ALVL--------KHCS--DYV--------------E----RHFGR------------------SARNF----S----AL--------A
SCY50757.1 SR----G------E----GL--S-------------G--A---A-------------V----------------LK--------------V----------------------TEEAGGVPTTRP---------------------------------GA---------------LA------------------VPVLPP-VA--------------G-A--LAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRGD---------QP-------AA------------P---------APRP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSTASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSRAD---------VTGMGQWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL------AYA
SFF36468.1 HR----G------E--GLVR--A-------------A--P---P-------------R----------------FS------------------------------------SGTTGRPAVGPTP---------------------------------DA---------------LP------------------VPVLPP-TA--------------E-A--LGAWARLL---AG------T---GAAR----VPAA-----VGW----------------------------VRPDQPAT-----PP-------PA------------R-------------------RSP-----VPP--------A---------------------------------------------------------AL---------VGR-FRSAASPAAA-------QLAVYLAA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-SEVLL---SGL--LK------------------------------------------RMSGG---------DTQDHRWYEF--------AD--G------VRDVL-LG-PLGRDE--A----------------LLVL--------KHCS--EYV--------------E------QRF--------G-K-------SGPNF----P----AL--------A
SFS61774.1 SR----G------E----GL--S-------------G--A---A-------------V----------------LK------------------------------------VTEEAGGVPTTRP---------------------------------GA---------------LA------------------VPVLPP-VA--------------G-A--LAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRGD---------QP-------AA------------P---------APRP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSTASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSRAD---------VTGMGQWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_014674945.1 EP----G------L--LVRT--G-------------E--S---G-------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------GA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPAAAPG------------------AV------------P------------A------AAP-----ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEKQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL---------
WP_059264232.1 VR----T------G----ES--G----------------------------------G--RLDFL----PEDEPWE------------------------------------------EAEEPPP---------------------------------RA---------------RP------------------VPVLQP-TP--------------E-A--FAAFARLL---AG------T---GPTR----EHAW------AG-----------------------FAHPAAAPG------AV-PA-------AA------------P---------------------------ARS--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMRLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEKQPCFAY--------SP--R------MQDLL-LS-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E-------RH----F---G-K-------GTRNF----A----AL------AAA
SEC56283.1 TR----G------E----GP--A-------------G--A---T-------------L----------------LK-------------------------------------VTGDAGTGPAHP---------------------------------GA---------------LA------------------VPVLPP-VA--------------D-A--LAAWARLL---SG------T---GAAS----VPGA-----VGW----------------------------VRAD---------QP-------AA------------A---------ARRG------GGT-----LSS--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---Q----SG--P-----S---EL-AEVLL---SGL--LR------------------------------------------RQEG----------GTGRGQWYAF--------EP--D------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_009997502.1 HR----R------E----GP--A-------------G--R----------------------------------LE---------------------------------------FAPRDGTAAP---------------------------------RG---------------IP------------------VPVLALRRS----------------S--FEAWTRLI---AG----------GTGQ----SVGA------AA--------------------------GIVHRRHRPA----------------------------PGR--------ARA------AQR-----LDA--------A---------------------------------------------------------ER---------VRR-FRRTASPAAA-------QLAVHLSA----V--P---LM-----------LPVMQLVQ----R--A--TLM----------R----SG--P---------DVLAEVLL---SGL--LR-------------------------------------------RDPSGPG------ADDGGPSYVF--------LD--G------VREEL-LA-RLGTGS--A----------------ALVL--------KHCS--EYV--------------E------SRY--------GR--------TVRNF----P----AMAAAFLTGSV
WP_065757097.1 HR----R------E----GP--A-------------G--R---L-------------E----------------FA----------------------------------------PRDGTAAPR---------------------------------G----------------IP------------------VPVLALRRS----------------S--FEAWTRLI---AG----------GTGQ----SVGA------AA--------------------------GIVHRRHRPA----------------------------PGR--------ARA------AQR-----LDA--------A---------------------------------------------------------ER---------VRR-FRRTASPAAA-------QLAVHLSA----V--P---LM-----------LPVMQLVQ----R--A--TLM----------R----SG--P---------DVLAEVLL---SGL--LR-------------------------------------------RDPSGPG------ADDGGPSYVF--------LD--G------VREEL-LA-RLGTGS--A----------------ALVL--------KHCS--EYV--------------E------SRY--------GR--------TVRNF----P----AMAAAFLTGSV
WP_043270727.1 VR--HQG------P--YRAL--G---------------------------------------------------FR--------------------------------PARRRRRPAAPPGTAPG---------------------------------AA-------------RERA------------------VPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AA---------------------------VVRAD---------HG-------TE------------FPAGAAGGPER-----------------VEP--------A---------------------------------------------------------RM---------VRE-FERQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--LT-------------------------------------RLPADAGGPAGQE------DGDGGPWFDF--------LP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E------RTF--------G-R-------TARNF----P----AV--------A
EPD55277.1 TR----G------E----TL--G-------------G--A---A-------------V----------------LR------------------------------------VRTPVGAPAELRR---------------------------------GG---------------LP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GSGP----VAGA-----VGW----------------------------VRAD---------QP-------PA------------P------------E------GGA-----ARS--------R---------SWG---------------------------------------------ER---------VGR-FRATASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAGDGY--------GDDGAQWYRM--------QP--D------VQEAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E-------QR--------------Y-GKGGPNF----P----AL--------A
SEF86779.1 HR----A------E--GMLL--A-------------S--P---L-------------R----------------FS----------------------------------------PGATGAPAE--------------------------------LDA---------------AP------------------VPVLPP-TA--------------T-A--LGAWARLL---AG------M---GAGE----VPAA-----VGW----------------------------VRADQPAVRVQ-----------PR--------------------------------RTT-----VPV--------P---------------------------------------------------------AL---------VGR-FRAAASPAAA-------QLAVYLAA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--VV------------------------------------------RK------------SGDDHRWYHF--------AP--G------VRDAL-LG-PLGVDE--A----------------RLVL--------KHCS--EYV--------------E------QRF--------G-K-------SGPNF----P----AL--------A
WP_037689151.1 SR----G------E----GP--S-------------G--A---A-------------V----------------LK------------------------------------VTEEAGGSPTARP---------------------------------GA---------------LA------------------VPVLPP-VA--------------G-A--LAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------QP-------AA------------P---------APRP------GHR-----PSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--IS------------------------------------------RSKGD---------GVGDGQWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E----QRFGK------------------GGPNF----P----AL------AFA
WP_051836728.1 TR----L-----------EG--G-------------G--H---Q------------------------------LR------------------------------------FRPDRPPLPGRPA---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVRAD---------HP-------AV------------PVP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGNWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG-----------------Q---------GVRNF----P----AL--------A
AIJ13394.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASG-AAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------A---GAGP----VPGA-----VGW----------------------------VRAD---------HP-------AA------------A---------ATRP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADQ--------GGDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_006603150.1 IR----R------Q----GP--Y----------------------------------Q--ALDFR----PARRRRR-------------------------------------PAGTPGAAVEPP---------------------------------RE---------------RA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLA----LRGA------AC---------------------------AVRAD---------HG-------AG------------FPSGPAPA------------PGR-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPQEAQAGEQ------AGVSGPWYDF--------AP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_069571998.1 VR----R------Q----GP--Y-------------Q--A---L-------------DFLPARRR---------RR----------------------------------------PAPAPAAPP---------------------------------GP------------PRERA------------------VPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRID---------HG-------AE------------PAP-----------------GPQDAPGGGEP--------S---------------------------------------------------------RM---------VRA-FEQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT---------------------------QLPPDVGAPPRSPGARGRPSDGQ------STGTGPWYDF--------AP--G------VRDEL-LS-RLSAGE--A----------------ALIL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
SEE51089.1 IR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRPAGAPGAAAE--------------------------------------------------APRERA--------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLA----LRGA------AC---------------------------AVRAD---------HG-------AG------------FPSGPAPA------------PGR-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPQEGQAGEQ------AGVSGPWYDF--------AP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
SES36659.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGTPAEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASSAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------SGDGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------LRF--------G-K-------GGPNF----P----AL--------A
WP_030754069.1 SR--GEG-----------LT--G-------------A--T---V------------------------------LK------------------------------------VTGEGTGAPAHHP---------------------------------GA---------------LA------------------VPVLPPVEG----------------A--LGAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------QP-------PA------------P---------APRV------GER-----MSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------RLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LT------------------------------------------RSKGDGD-------GTDDGPWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------G-R-------GGPNF----P----AL--------A
WP_078067203.1 MR--SDG----PPV--LLGP--A-------------A--R---R-------------L----------------WA------------------------------------------------G---------------------------------GA---------------LP------------------VPVLPP-VP--------------G-A--LAAWARLM---SG------Q---GGGR----GGGA-----VGW----------------------------VRGD---------EA-------PV------------RP---------AEP------DRD-----MLA--------A---------------------------------------------------------EL---------VSR-FRASASQMAG-------QLAVYLAA----A--P---LH-----------LPVMRLVQ----R--T----M---L--P---D----SG--P-----A---EM-AEVLL---SGL--LT------------------------------------------RADRQEDP------GPERGWWYEF--------AP--G------VRDAL-LG-PLGRDE--A----------------LLVF--------KHCS--EYV--------------E------RTF--------G-R-------GGPSF----L----AL--------A
SDT74622.1 SR----G------D----TL--G-------------G--G---A-------------V----------------LR------------------------------------VRTASG-AAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------A---GAGP----VPGA-----VGW----------------------------VRAD---------HP-------AA------------A---------ATRP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADQ--------GGDGSQWYDI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_030969877.1 SR--GEG-----------LS--G-------------A--A---V------------------------------LK------------------------------------VTEDVGGVPTARP---------------------------------GS---------------LA------------------VPVLPP-VA--------------G-A--FAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------QP-------AA------------P---------APRP------GDR-----PSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------QLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--IS------------------------------------------RSKGD---------GAGDGQWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_078877222.1 TR----G-----------EGLAG-------------A--A-----------------V----------------VR------------------------------------VTGQAATSPEARH---------------------------------GA---------------LA------------------IPVLPP-VA--------------G-A--LGAWARLL---SG------T---GPGR----ISGA-----VGW----------------------------VSAD---------QR-------AA------------P---------AARP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSVASPVAG-------RLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RGKEDPATS-----GQPGGQWYEF--------GP--G------VQEAL-LG-PLARDE--A----------------LLVL--------KHCS--EYI--------------E----QHFGR------------------GGPNF----P----AL--------A
WP_018102708.1 TR----G------E----GP--A-------------G--A---T-------------L----------------LK--------------V-------------------------SGDAGTGPA-------------------------HP------GA---------------LA------------------VPVLPP-VA--------------D-A--LAAWARLL---SG------T---GAAS----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------ARRP------GDT-----PSS--------L---------------------------------------------------------HL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LK------------------------------------------RQEG----------GTGRGQWYVF--------EP--D------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_053167756.1 TR----------------LE--G-------------G--AQQLA------------------------------FR--------------------------------------PDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGRGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_073862966.1 TR----G------E----GP--A-------------G--A---T-------------L----------------LK-------------------------------------VSGDAGTGPAHP---------------------------------GA---------------LA------------------VPVLPP-VA--------------D-A--LAAWARLL---SG------T---GAAS----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------ARRP------GDT-----PSS--------L---------------------------------------------------------HL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LK------------------------------------------RQEG----------GTGRGQWYVF--------EP--D------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_030695576.1 RR----G------Q----GV--S-------------G--A---G-------------L----------------LK--------------V-------------------------VSDGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPGTG------DGEQEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_047141005.1 RR----G------Q----GV--S-------------G--A---G-------------L----------------LK--------------V-------------------------VSDGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPGTG------DGEQEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_047467284.1 RR----G------Q----GV--S-------------G--A---G-------------L----------------LK--------------V-------------------------VSDGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPGTG------DGEQEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_052873786.1 TR----------------LE--G-------------G--AQQLA------------------------------FR--------------------------------------PDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------A-A--LGAWARLL---AG------L---AAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------EPGYGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_073717857.1 RR----P------E----GP--A-------------G--R----------------------------------LE----------------------------------------FLSRGEAPR---------------------------------RA---------------VA------------------VPVLAPHHL----------------S--LETWARLL---SG------T---GELT----LRAA-----AAW----------------------------VGAD---------PR-------PA------------PAS--------APR------ATD-----VPA--------R---------------------------------------------------------ER---------VRN-FRRHASPAAV-------RLAQWLTT----T--P---LE-----------LPVMQHLQ----R--A----M---L--P---D----SG--P---------DVLAEVLL---GGL--LT----------------------------------------------RLD-------RGLDSPAYAF--------RD--G------VWAEL-HQ-RLAPGD--P----------------DLAL--------KHLS--RYV--------------E------GRW--------GR--------TARNF----P----AM--------A
ALM38630.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
SCE24206.1 RRGQGVS-----------GA--G-------------L-------------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_010642339.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_018470761.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_018893565.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_026249297.1 TR----G------E----GP--G-------------G--A---A-------------L----------------LK------------------------------------VTGDAGTGPDIHP---------------------------------GA---------------LA------------------VPVLPP-VP--------------D-A--LAAWAKLL---SG------T---GAAS----VPGA-----VGW----------------------------VRAD---------QP-------EA------------A---------ARRR------GGT-----LSS--------L---------------------------------------------------------QL---------VSR-FRSTASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----A---EL-AEVLL---SGL--LR------------------------------------------RVDG----------GTGRGQWYAF--------EP--D------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_030306272.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_030765391.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_031177221.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_033238117.1 LR----R------G--QGVS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_037842882.1 -R----R------G--QGVS--G-------------A--G---L------------------------------LK--------------------------------------VVSEGPPPPP----------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_041826591.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_049977087.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_053703978.1 TR----------------LE--G-------------G--A---Q-------------Q----------------LA------------------------------------FRPDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGHGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
WP_067415632.1 RR----------------GQ--G-------------V--SGAGL------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------ARA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_071330512.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_071336898.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_075986327.1 RR----G-----------QGVSG-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_030899562.1 AR----G------E----GA--G-------------S--A---T------------------------------LR--------------------------------------LVGGNPPARAE---------------------------------GA---------------VA------------------VPVLPP-VP--------------A-S--LAAWARLL---SG------G---GAGH----TDGA-----VGW----------------------------VRPD--------QSA-------TP------------Q----------PRV------GRP-----LHA--------A---------------------------------------------------------QV---------VRR-FRSAASRDAG-------RLAGYLAA----A--P---LY-----------MPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---GGL--L-------------------------------------------RLDRQA--------PSEGGPWYVF--------EP--G------VQDEL-LA-PLTREE--A----------------MLVL--------KHCS--EYI--------------E------RHF--------G-K-------GSWNF----P----AV--------A
WP_033266673.1 VR----R----QGSYQALDF----------------L--P-----------------A--------------------------------------------------RRRRRPAPALASSPGPP---------------------------------RE---------------RA------------------VPVLSA-TP--------------S-A--LGCWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AE------------PPT-----------------GPQDAPGGGEP------------------------------------------------------------------SR---------MVREFEQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERASGGP------STGTGPWYDF--------AP--G------VRDEL-LS-RLSAGE--A----------------ALIL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_039651442.1 VR----A------A----EA--G-------------A--R---L-------------D----------------FV---------------------------------------PDDEPWDEPA--------------------------------HDA---------------RP------------------VPVLQP-VP--------------E-A--FEAYARLI----G----------GTGP----TSEH------AW-------------------------AACPGPG----TEAVAVP-------PA------------P-------------------TQR-----SGA--------E--------------------------------------------------------------------SLRAFRAGASPGAL-------RLAVYFAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTADQPCFVY---------P--GR-----VQDLL-LA-SLDQDT--A----------------ALVL--------KHCS--AYV--------------E------RHF--------G-R-------GTRNF----A----AL--------A
WP_077193459.1 VR----R------Q----GS--Y-------------Q--A---L-------------D----------------FL--------------------------------PARRRRRPAPAPASSPG---------------------------------PP-------------RERA------------------VPVLSA-TP--------------S-A--LGCWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AE------------PTTG----------------PQD--APGGGE--------P---------------------------------------------------------SR---------MVREFEQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERASGGP------STGTGPWYDF--------AP--G------VRDEL-LS-RLSAGE--A----------------ALIL--------KHCS--LYI--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_033951030.1 RR----G------Q----GV--S-------------G--A---G-------------L----------------LK--------------V-------------------------VSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPG--------TGEAEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-----K---GGPNF----P----AL--------A
WP_037787089.1 RR----------------GQ--G-------------V--SGAGL------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPG--------TGEAEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_037969441.1 RR----------------GQ--G-------------V--SGAGL------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPG--------TGEAEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_073963981.1 TR----G------E----GP--A-------------G--A---A-------------L----------------LK-------------------------------------VTGDAGTGPAHP---------------------------------GA---------------LA------------------VPVLPP-VA--------------D-A--LAAWARLL---SG------T---GAAS----VPGA-----VGW----------------------------VRAD---------QP-------AA------------Q---------ARRQ------GDA-----LSS--------L---------------------------------------------------------HL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LK------------------------------------------RQEG----------GTGRGQWYVF--------EP--D------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
ARH93170.1 VR----------------RQ--G-------------SYQA----------------------------------LD----------------------------FLPARRRRRPAPAPAPSPGPP---------------------------------RE---------------RA------------------VPVLSA-TP--------------S-A--LGCWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AE------------PTTGPQ--------------DAPGG---GEP------------------------------------------------------------------TR---------MVREFEQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDGRASGGQ------STGTGPWYDF--------AP--G------VRDEL-LS-RLSAGE--A----------------ALIL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
SCE56241.1 SR----G------D----GP--G-------------G--A---A-------------V----------------LK------------------------------------VVEQPGMGPAVHP---------------------------------GA---------------LA------------------VPVLPPVEG----------------A--LAAWARLL---SG------T---GSGQ----ISGA-----VGW----------------------------VRAD---------QP-------AA------------A---------AQRP------GGG-----LSS--------L---------------------------------------------------------QL---------VSR-FRAAASPAAG-------QLAVYLAA----A--P---LH-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LA------------------------------------------RSRDADG-------VEYDDQWYTF--------LP--G------VQEAL-LG-SLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------GR--------GGPNF----P----AL--------A
SDR23156.1 VR----R------Q----GP--Y--------QALGFR--P---S-------------R---------------------------------------R------------------RRRPAAAPG---------------------AAHATP------RE---------------RA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AG------------QPAPPLPE------------PER-----AAP--------A---------------------------------------------------------RM---------VRA-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPAEEGTSGEQ------AGVSGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-----R---SARNF----P----AV--------A
SEB55912.1 VR----R------Q----GP--Y--------QALGFR--P---S------------------------------RR----------------------------------------RRRPAAAPG---------------------AAHATP------RE---------------RA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AG------------QPAPPLPE------------PER-----AAP--------A---------------------------------------------------------RM---------VRA-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPAEEGTSGEQ------AGVSGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-R-------SARNF----P----AV--------A
SEE32562.1 VR----R------Q----GP--Y--------QALGFR--P---S------------------------------RR----------------------------------------RRRPAAAPG---------------------AAHATP------RE---------------RA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AG------------QPAPPLPE------------PER-----AAP--------A---------------------------------------------------------RM---------VRA-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPAEEGTSGEQ------AGVSGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_051810361.1 AR----------------LE--G-------------AGQR----------------------------------LR------------------------------------FRPDRPPPPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------TA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
SFX27404.1 SR----G------D----GP--G-------------G--A---A-------------V----------------LK------------------------------------VVEHPGTGPAVHP---------------------------------GA---------------LA------------------VPVLPPVEG----------------A--LAAWAKLL---SG------T---GSGQ----ISGA-----VGW----------------------------VRPD---------QP-------AA------------A---------AQRP------GGG-----LSS--------L---------------------------------------------------------QL---------VSR-FRAAASPAAG-------QLAVYLAA----A--P---LH-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSRGEGG-------GQYDGQWYEF--------VP--G------VREAL-LG-PLSRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_072484175.1 SR----G------D----GP--G-------------G--A---A-------------V----------------LK------------------------------------VVEHPGTGPAVHP---------------------------------GA---------------LA------------------VPVLPPVEG----------------A--LAAWAKLL---SG------T---GSGQ----ISGA-----VGW----------------------------VRPD---------QP-------AA------------A---------AQRP------GGG-----LSS--------L---------------------------------------------------------QL---------VSR-FRAAASPAAG-------QLAVYLAA----A--P---LH-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSRGEGG-------GQYDGQWYEF--------VP--G------VREAL-LG-PLSRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
OKJ43967.1 SR----G------D----GP--A-------------G--A---T-------------V----------------LK--------------V----------------------TEHAGAGPAVHP---------------------------------GA---------------LP------------------VPVLPPVEG----------------A--LAAWAKLL---SG------T---GAGQ----VSGA-----VGW----------------------------VRAD---------QP-------PA------------A---------VQRP------GDG-----LSS--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---N----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RARTEDAAGMD---GEAAGQWYEF--------AP--G------VREAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E-------QR----F---G-----R---GGPNF----P----AL--------A
WP_018087461.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRPAGPPGAASE---------------------------------AP-------------RERA------------------VPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLA----LRGA------AS---------------------------VVRAD---------HG-------TE------------HPAGPPPAP-------------G-----PAA--------P---------------------------------------------------------AR---------MVREFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERPSGDQ------AEVSGPWYDF--------VP--G------VRDEL-LA-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_051779191.1 LT----R------L----EG--G-------------A--Q---Q------------------------------LA--------------F------R----------P------DRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGQGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------------------------LAHFG-----R---GVRNF----P----AL--------A
WP_052757695.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPPPPGRST---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYAF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_081522474.1 TR----------------LE--G-------------G--A---Q-------------Q----------------LA------------------------------------FRPDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGHGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
WP_030355655.1 SR----G------E----GL--G-------------G--A---A-------------V----------------LK------------------------------------VGGDGATAPAARP---------------------------------GA---------------LA------------------IPVLPP-VA--------------G-A--LDAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------HP-------AA------------P---------APRH------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSAASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSKGD---------GADDGQWYEF--------AP--G------VQDAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E------QRF--------G-R-------GGPNF----P----AL--------A
WP_052718810.1 VR----R------Q----GP--Y--------QALGFR--P---A-------------R----------------------------------------------------------RRRRPAGPP---------------------------------GT---------AEAPRERA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------TE------------LPAGPPPAP-------------G-----PAA--------P---------------------------------------------------------AR---------MVREFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERPSGEQ------AGVSGPWYDF--------AP--G------VRDEL-LA-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E-------RT----F---G-R-------SARNF----P----AV--------A
SCK31273.1 VR----R------Q----GP--Y-------------Q--V---L-------------D----------------FR--------------------------------PARRRRRPAGPPGTASE---------------------------------AP-------------RERA------------------VPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLA----LRGA------AS---------------------------VVRAD---------HG-------TE------------HPAGPPPA------------PGS-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERPSGDQ------AEVSGPWYDF--------VP--G------VRDEL-LA-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RTFGR------------------SARNF----P----AV--------A
GAO06359.1 VR----R----QGP--YQAL--G------------FR--P---A-------------R----------------------------------------------------------RRRRPAGPP---------------------------------GT---------AEAPRERA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------TE------------LPAGPPPA------------PGP-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPDERPSGEQ------AGVSGPWYDF--------AP--G------VRDEL-LA-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RTFGR------------------SARNF----P----AV--------A
WP_054099049.1 HR----R------E----GP--A-------------G--A----------------------------------LE---------------------------------------FRPDRGAAEP---------------------------------GA---------------LP------------------VPVLALRRP----------------S--VEGWARLV---SG----------ATGQ--SLVAAA------GW----------------------------VRAD---------HP-------AS------------AVP--------VRA------AED-----VDG--------A---------------------------------------------------------ER---------VRA-FLRPASPEAR-------RLAVYLSA----V--P---LQ-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---GGL--LR---------------------------------------------RASDT------DDPQGVRYRF--------LP--G------VATEL-RA-RLTVED--A----------------ELLF--------KHCS--EYV--------------E------RRF--------GR--------SVRNF----P----AL--------A
WP_052856488.1 VR--HQG------P--YQAL--G---------------------------------------------------FR--------------------------------PARRRRAPAAPGPAPDA---------------------------------GR--------------GRA------------------IPVLSA-TP--------------A-A--LGAWARLA---AA------D---AGLS----LRGA------AC---------------------------VVRAD---------HG-------AE------------PGGRPA-----E--------AEP-----SAP--------A---------------------------------------------------------RR---------VRE-FDRSASPDAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---GGL--VT--------------------------------------QLPAADRPAGEA------DGASGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E------RTF--------G-R-------GARNF----P----AV--------A
WP_054242795.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGIPAEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARS------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_059128852.1 TR----G------E----TL--G-------------G--A---T-------------A----------------LR------------------------------------VRTPGGLSPEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VAGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------GRR-----PSA--------L---------------------------------------------------------EL---------VSR-FRSTASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RAKEDY--------GGDGVQWYEF--------AP--G------VQESL-LS-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
ALV33603.1 TR----G------E----TL--G-------------G--A---A-------------V----------------LR------------------------------------VRTPVGAPAEPRR---------------------------------GG---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VAGA-----VGW----------------------------VRAD---------QP-------PA------------P------------A------AGA-----ARP--------R---------SWV---------------------------------------------ER---------VGR-FRATASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAGDGY--------GDDGAQWYRM--------QP--D------VQEAL-LS-TLGRDE--A----------------VLVL--------KYCS--EYI--------------E------HRY--------G-K-------GGPNF----P----AL--------A
KOU06764.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
KOX39399.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
KOX52870.1 SR----G------D--TLGG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------------------A-----ARPDRRRTPL-----------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
SHH97075.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGVPSEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGQ----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARA------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSSSASSAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------SRDGAQWYHI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_030981804.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRPAGAPGAPSE--------------------------------------------------TPRERA--------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------EG------------HPAGPPPV------------PGP-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VA--------------------------------------QLPVDERPSGEQ------AGVSGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RTFGR------------------SARNF----P----AV--------A
WP_028806989.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGIPAEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
OKK20627.1 CR----V------E----DG--G-------------G--G---V-------------R----------------LR----------------------------------------FRPDRPAPP---------------------------------GA------------RRGLT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------DL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------AEAPGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
WP_051807479.1 AR----L------E----GA--G-------------Q--K---L------------------------------WF---------------------R----------P------DRPALPGRPA---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------TVR-----LPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------TH----F---G-A-------GVRNF----P----AL--------A
WP_073911643.1 CRVEDGG---------------G-------------G--V-----------------R----------------LR----------------------------------------FRPDRPAPP---------------------------------GA------------RRGLT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------DL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------AEAPGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_063781306.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRPAGAPGAPSQ---------------------------------AP-------------RERA------------------IPVLSA-TP--------------S-A--LGSWARLA---AA------D---AGLS----LRGA------AS---------------------------VVRAD---------HG-------EG------------HPAGPPPV------------SGP-----AAP--------A---------------------------------------------------------RM---------VRE-FDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPADERPSGEQ------AGVSGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_037821823.1 SR----G------E----GL--S-------------G--A---A-------------V----------------LK------------------------------------VTEEAGGVPTTRP---------------------------------GA---------------LA------------------VPVLPP-VA--------------G-A--LAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRGD---------QP-------AA------------P---------APRP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSTASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSRAD---------VTGMGQWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_051785085.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_052714800.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_053630092.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
WP_053633406.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
WP_053679072.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
WP_053686250.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_053705991.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_053713228.1 AR----L------E----GA--G-------------Q--K---L-------------R----------------FR--------------------------------------PDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RLLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
AJP03761.1 SR----G------D----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
CQR61924.1 SR----G------D----TL--G-------------G--A---T-------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------IRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
KMS80645.1 SR----G------D----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------IRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_057603580.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPAGVPAEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGVQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_051840310.1 EH----A------E----GG--G------------EA--V---G-------------G----GLK---------LR--------------F------R----------P------DRPPRPGQPT---------------------------------GG---------------LT------------------VPVLPPHAA----------------A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAR---------HP-------AA------------PVP--------LPR------TAR-----PPR------------------------------------------------------------------EL---------VRR-FRASAAPGAV-------QLAVYLAA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---GGL--LR------------------------------------------------RS------GEPPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-----R---GVRDF----P----AL--------A
WP_046591908.1 TR----R-----------AG--G-------------D--ALGVA-------------G----------------WG-----------------------------------FRPRRAQDRPGRGS---------------------------------SS---------------VA------------------VPVLSPTRP----------------A--LGAWARLV---AG----------PAVA----VPGS----AAAW----------------------------VYAD---------HP-------GA------------RAG--------SGG------AAS-----SDP------------------------------------------------------------------AA---------LLDAFNSAASPAAQ-------QLVVYFSA----V--P---LA-----------LPVMQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---GGV--LT-------------------------------------------RATEDDG------AADGGPWYTF--------RP--G------VGELL-LR-RLGRGE--A----------------ALIL--------KHCS--RYV--------------E----HHFGR------------------RARNF----P----AL--------A
WP_031522422.1 HR----A------E--GPLP--A-------------A--A---L-------------R----------------FS---------------------------------------AGAGGFTTPP-------------------------------VGDA---------------LP------------------VPVLPP-TA--------------Q-A--LGAWARLL---AG------T---GAGE----VPAA-----VGW----------------------------VRSDQPASP----GR-------PR--------------------------------RAA-----PAP--------G---------------------------------------------------------PL---------VET-FRSSASPAAS-------HLAVYLSA----A--P---LF-----------LPVMQIVQ----R--T----M---L--P---L----SG--P-----A---EL-AEVLL---SGL--VV------------------------------------------RT------------DGDDHRWYEF--------AP--G------VRDEL-LQ-PLGRDE--A----------------ALVL--------KHCS--AYV--------------E------QRF--------G-R-------GGPNF----L----AM--------A
WP_043177770.1 TR----A------E----GPAAG-------------A--R---L-------------G----------------FT---------------------------------------PDDPGRRPPS---------------------------------GA---------------VP------------------VPVLPP-TA--------------A-A--LGAWARLL---SG----------GGSA---AVPAA-----VGW----------------------------VRPD---------QP-------AA------------P-------------------PAHPGVRSRPA--------G---------------------------------------------------------EL---------IAR-FRATASPGAI-------RLAVHLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RAGTG---------AGADGLWYEF--------AD--G------VQEKL-LQ-ALGQDE--A----------------MLVL--------KHCS--AYV--------------E------ARF--------GK--------GGPNF----P----AL--------A
WP_046724800.1 TR----A------E----GPAAG-------------A--R----------------------------------LG-------------------------------------FTPDDPGRRPPS---------------------------------GA---------------VP------------------VPVLPP-TA--------------A-A--LGAWARLL---SG----------GGSA---AVPAA-----VGW----------------------------VRPD---------QP-------AA------------P-------------------PAHPGVRSRPA--------G---------------------------------------------------------EL---------IAR-FRATASPGAI-------RLAVHLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RAGTG---------AGADGLWYEF--------AD--G------VQEEL-LQ-ALGQDE--A----------------MLVL--------KHCS--AYV--------------E------ARF--------GK--------GGPNF----P----AL--------A
WP_053613993.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAPPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_053628752.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAPPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
WP_061927345.1 TR----------------GETLG-------------A--A-----------------A----------------LR------------------------------------VRTPGGAPFLPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VAGA-----VGW----------------------------VRAD---------QP-------PA--------------------------------REPRDARRPTS--------V---------------------------------------------------------ER---------VSR-FRSAASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---GGL--VT------------------------------------------RAGEEY--------GQDGAQWYEM--------EP--E------VREAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QRF--------GK--------GGANF----P----AL--------A
WP_051893194.1 AR----M------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAPPGRPT---------------------------------GG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGPWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-A-------GVRNF----P----AL--------A
SHK77186.1 HR----A------D--GPLP--A-------------S--P---L-------------R----------------FS-------------------------------------AGAGGFTTPPAG---------------------------------DA---------------LP------------------VPVLPP-TA--------------Q-A--LGAWARLL---AG------L---GAGE----VPAA-----VGW----------------------------VRSDQPP------SP-------AR------------P------------R------RAA-----APP--------N---------------------------------------------------------AL---------VGR-FRSAASPAAA-------QLAVYLSA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--VV------------------------------------------KA------------EGNDHRWYEF--------AP--G------VRDVL-LG-PLGIDE--A----------------RLVL--------KHCS--EYV--------------E------QRF--------G-R-------SGPNF----P----AL--------A
WP_037685307.1 TR----G------D----TL--G-------------G--T-----------------A----------------LR------------------------------------MRTPDGAPVVPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GTGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P--------------------EPRRTRRPTP--------V---------------------------------------------------------ER---------VSR-FRSAASPTAG-------RLAVCLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLL---GGL--VQ------------------------------------------RAGEDY--------GQGDVQWYEM--------DP--E------VREAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QRF--------GK--------GGANF----P----AL--------A
WP_079189417.1 AD----G------P----LP--A-------------S--P---L-------------R----------------FS-------------------------------------AGAGGFTTPPAG---------------------------------DA---------------LP------------------VPVLPP-TA--------------Q-A--LGAWARLL---AG------L---GAGE----VPAA-----VGW----------------------------VRSD---------QP-------PS------------P------------A------RPR--RAAAPP--------N---------------------------------------------------------AL---------VGR-FRSAASPAAA-------QLAVYLSA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--VV------------------------------------------KA------------EGNDHRWYEF--------AP--G------VRDVL-LG-PLGIDE--A----------------RLVL--------KHCS--EYV--------------E-------QR----F---G-R-------SGPNF----P----AL--------A
SDL96695.1 SR----G------E----GP--A-------------G--A---A-------------A----------------LR------------------------------------FTDESAPAPRTSR---------------------------------GE---------------LP------------------VPVLPP-VA--------------G-A--LGAWARLL---SG------T---GAGR----VSGA------VG---------------------------LVRGD---------QP-------AA------------P---------AARR------ARR-----PSS--------L---------------------------------------------------------QL---------VSA-FRSAASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LA------------------------------------------RAGDD---------GRDDGQWYEF--------AP--G------VREAL-LG-PLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_051796738.1 AR----T------E----DP--A-------------G--P----------------------------------LR------------------------------------FAADRPPLPGRPR---------------------------------GG---------------LA------------------VPVLPPSAP----------------A--LGAWARLV---AG------L---GDGA----VPAE------VG---------------------------RVLAA---------HP-------AV------------PLP--------PPR------AAR-----PAR------------------------------------------------------------------DL---------VRR-FRSSAAPRAV-------QLAVYLAA----T--P---LN-----------LPVMRMVQ----R--T----M---L--P---G----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT------GPGPGEWYEF--------VD--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LQHFGR------------------GVRNF----P----AL--------A
WP_053697007.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVART--------------AER-----PEP------------------------------------------------------------------AR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
SFS99759.1 RR----A------E----GPAAG-------------A--------------------R----------------LR-------------------------------------FTPDDPGHRPPP---------------------------------GA---------------TP------------------VPVLPP-TP--------------A-A--LGSWARLL---SG------G---SAAP----VPAA-----VGW----------------------------VRPD---------QP-------AA------------P-------------------PARPGSRSRPA--------G---------------------------------------------------------EL---------IAR-FRATASPGAT-------RLAVHLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RAGDG---------TGADGLWYEF--------AD--G------VQEEL-LR-SLGQDE--A----------------MLVL--------KHCS--AYV--------------E------ARF--------GK--------GGPNF----P----AL--------A
WP_019433358.1 RR----A------E----GPAAG-------------A--R----------------------------------LR-------------------------------------FTPDDPGHRPPP---------------------------------GA---------------TP------------------VPVLPP-TP--------------A-A--LGSWARLL---SG------G---SAAP----VPAA-----VGW----------------------------VRPD---------QP-------AA------------P-------------------PARPGSRSRPA--------G---------------------------------------------------------EL---------IAR-FRATASPGAT-------RLAVHLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RAGDG---------TGADGLWYEF--------AD--G------VQEEL-LR-SLGQDE--A----------------MLVL--------KHCS--AYV--------------E------ARF--------GK--------GGPNF----P----AL--------A
WP_052867817.1 RR----G------E----GP--S-------------Y--A---T-------------A----------------LH---------------------------------------FTGDTPQAAP---------------------------------GA---------------LP------------------VPVLPP-AA--------------G-A--LAAWAKLL---SG------T---GAGQ----VPAA------VG---------------------------RLRAD---------QP-------PA------------P---------APRP------REP-----LPA--------T---------------------------------------------------------EV---------VAR-FRRAASPGAA-------QLAGYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---GGL--LT------------------------------------------RTDGE---------SMTGGPWYEF--------VK--G------VQEVL-LA-PLGRDE--A----------------LLVL--------KHCS--AYV--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_062642514.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPSGAAPEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-----K---GGPNF----P----AL--------A
WP_079141871.1 SR-----------G--ETLR--G-------------A--A---A------------------------------LR------------------------------------VRTPAGVPAESRR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWAGLL-----------A---GGGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------ASRA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVQLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLV---GGL--LT------------------------------------------RASEDH--------ADGGAQWYGI--------EP--D------IRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
AGI87916.1 RRGQGVS-----------GA--G-------------L-------------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
KIF79231.1 TR--GEG-----------LA--G-------------A--A---V------------------------------VR------------------------------------VTGQAATSPEARH---------------------------------GA---------------LA------------------IPVLPP-VA--------------G-A--LGAWARLL---SG------T---GPGR----ISGA-----VGW----------------------------VSAD---------QR-------AA------------P---------AARP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSVASPVAG-------RLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RGKEDPATS-----GQPGGQWYEF--------GP--G------VQEAL-LG-PLARDE--A----------------LLVL--------KHCS--EYI--------------E-------QH----F---G-R-------GGPNF----P----AL--------A
WP_059012194.1 RE----E------G----SP--G-------------T--A---R------------------------------LR--------------FTAAPNGY----------P----------ARPAPP---------------------------------GA---------------VP------------------VPVLPP-DA--------------G-S--LGAWARLL---SG------P---GAGS----VPAA-----VGW----------------------------VRPD---------QP-------PA------------P------------A------RRQ-----DGP--------P--------------------------RSSA---------------------------AL---------VAR-FRATASPVAG-------RLAVYLSA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---D----SG--P-----G---EL-SEVML---SGL--LR------------------------------------------RQEG----------SAGDGRWYEF--------VD--G------VHDEL-LG-ELGHDE--A----------------LLVL--------KHCS--GYV--------------E-------QR----F---G-----R---TGPNF----P----AL--------A
WP_020277090.1 HR----R------E----GP--A-------------G--A----------------------------------LE---------------------------------------FRPDKGRAEH---------------------------------AA---------------LP------------------VPVLAP-RR--------------E-P--VEGWARLV---------------SGATEQSLATAA------GW----------------------------VRPD---------HP-------AS------------GAA--------VRA------SEE-----LTG--------P---------------------------------------------------------DR---------VRA-FWRPASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--S---G----SG--P---------DVLAEVLL---SGL--LK---------------------------------------------RREDP------DDPWAVRYEF--------LP--G------VASEL-RS-RLAVDD--A----------------DLLL--------KHCS--DYV--------------E------RRF--------GR--------DVRNF----P----AL--------A
WP_079178870.1 SR----G------D----TL--G-------------G--A---G-------------V----------------LR------------------------------------VRTASGTASGGTR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG----------IGGP----VPGA-----VGW----------------------------VRPD---------QP-------AA------------P---------ASRP------ARA-----VSP--------A---------------------------------------------------------ER---------FRG-FRSTASPGAV-------RLAVYLAA----A--P---LW-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VT-----------------------------------------RAREDHGDL------GADGSPWYEM--------KP--E------VQEIL-LA-PLGRDE--A----------------VLVL--------KRCS--EYI--------------E----QRFRR------------------SGPNF----P----AL--------A
WP_081552946.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPSGAAPEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARA------DRR-----RTP--------F---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------ADGGAQWYRI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
ESP99762.1 RR----G------Q----GV--S-------------G--A---G-------------L----------------LK--------------V-------------------------VSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPG--------TGEAEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
ESQ05820.1 RR----------------GQ--G-------------V--SGAGL------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPVR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RADEPG--------TGEAEQWYDF--------VP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_051715921.1 HR----R------E----GP--V-------------G--T---L-------------E----------------FR----------------------------------------PDRGRRPGH---------------------------------AA---------------LP------------------VPVLAP-RR--------------E-S--VEGWARLV---SG------A---TGQS----LAAA-----AGW----------------------------VHPD---------HP-------PS------------GAV--------VRA------AEE-----VTA--------K---------------------------------------------------------DR---------VHA-FWRPASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LR---------------------------------------------RRDYP------DDPQAVRYEF--------LP--Q------VASEL-RS-KLAVDD--A----------------ELLF--------KHCS--EYV--------------E------RRF--------GR--------SVRNF----P----AL--------A
WP_052687086.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRPSAAPGAPAA--------------------------------ARA---------------RA------------------VPVLSP-TP--------------S-A--LGTWARLA---AA------D---AGLS----LPGA------AT---------------------------VVRAD---------HG-------AE------------PAPPE---------------TPP-----RVE--------P---------------------------------------------------------SR---------MVEEFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPEELPSGPR------GAGGGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RTFGR------------------TARNF----P----AV--------A
WP_027753922.1 VR----------------QP----------------S--PYPTL-------------D----------------FR---------------------------------------PGTRGDTPPA---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRRT----------AG-------GT------------DTVPAAAARPA---------DAG-----TDP--------A---------------------------------------------------------AT---------LAA-FDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SEL--VE---------------------------------------AREPVSEAAREPGRE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
WP_051674211.1 AE----G------P----LP--A-------------A--P---L-------------R----------------FS-------------------------------------AGAGGFTTPPAG---------------------------------DA---------------LP------------------VPVLPP-TA--------------Q-A--LGAWARLL---AG------I---GAGQ----VPAA-----VGW----------------------------VRSDQPP------SP-------GR------------P------------R------RTS-----VPP--------T---------------------------------------------------------AL---------VGR-FRSAASPAAA-------QLAVYLSA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--VV------------------------------------------RV------------EGDDHRWYEF--------AP--G------VRDVL-LE-PLGLDE--A----------------RLVL--------KHCS--EYV--------------E----QRFGR------------------SGPNF----P----AL--------A
WP_053922005.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRSAPPGAPAAA---------------------------------RA---------------RA------------------VPVLSP-TP--------------S-A--LGTWARLA---AA------D---AGLS----LPGA------AT---------------------------VVRAD---------HG-------AE------------PAPP----------------EAP-----PRV--------EP--------------------------------------------------------SR---------MVEEFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPEELPSGPR------GAGGGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_071376575.1 TR----G------D----TL--G-------------G--T---S------------------------------LH------------------------------------VRTHAGAPVVPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------P---GTGP----VPGA-----VGW----------------------------VRPD---------QP-------PT------------P--------------------RARTTRTPTS--------V---------------------------------------------------------ER---------VSR-FRAAASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLL---GGL--VR------------------------------------------RAEEEY--------GPDAVQWYEM--------DP--D------VREAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QHF--------G-K-------GRANF----P----AL--------A
WP_071384258.1 TR----G------D----TL--G-------------G--T---S------------------------------LH------------------------------------VRTHGGAPVVPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------P---GTGG----VPGA-----VGW----------------------------VRPD---------QP-------PA------------P-------------------KARPARTPTSV------------------------------------------------------------------ER---------VSR-FRAAASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLL---GGL--VR------------------------------------------RAEEEY--------GPDAAQWYEM--------DP--D------VREAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QHF--------GK--------GGANF----P----AL--------A
WP_079125114.1 SR----G-----------EGLAG-------------A--A---V------------------------------LK------------------------------------VGDETAPGQAAHP---------------------------------GA---------------LA------------------IPVLPP-VA--------------G-A--LGAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------HP-------AA------------P---------PQRP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RGKSD---------SADDGPWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E----QRFGR------------------GGPNF----P----AL--------A
WP_037620923.1 TR--GEA-----------LA--G-------------A--A---T------------------------------LK------------------------------------VRLPAGTPPEARG---------------------------------GA---------------LP------------------IPVLPP-EP--------------A-A--LGAWARLL---SG------A---GAGP----VAGA-----VGW----------------------------VRRH---------HE-------PA------------P---------GTRP------GRR-----MSG--------L---------------------------------------------------------EL---------VSR-FRSTSSKAAG-------RLAGYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VA------------------------------------------RTRTEEY-------GTDGTQWYEF--------AP--G------AQEAL-LS-PLGLDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_051700487.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_052030314.1 AR----L------E----GA--G----------------P-----------------K----------------LR------------------------------------FRPDRPPLPGRPA---------------------------------GG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AAR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------APGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------G------AHF--------GA--------GVRNF----P----AL--------A
WP_053080709.1 TR----------------AE--G-------------G--SGKLR------------------------------FR--------------------------------------PDRPVRQGRHT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGSWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPSAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_079193740.1 VR----R------Q----GP--Y----------------------------------R------A---------LD--------------FRPARRRR------------------APSAAGRPQ---------------------------------DG------------IRERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDLTRR--------------PER-----PEP--------H---------------------------------------------------------RL---------VAE-FEQSASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAAAPGRE------SVAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-R-------SARNF----P----AV--------A
WP_079406085.1 LT----R------L----EG--G-------------A--Q---Q------------------------------LA--------------F------R----------P------DRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGHGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------------------------LAHFG-----R---GVRNF----P----AL--------A
AIV38673.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASGASAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYDI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_030017200.1 VR----R------Q----GP--Y-------------S--T---L-------------G----------------FR---------------------------------PARRRRRAPSASGRPQ---------------------------------GD------------VRERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LSGA------AA---------------------------VVRCD---------HG-------LG------------TDLTRR--------------VER-----PEP------------------------------------------------------------------DA---------LVREFEQTASPDAL-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--VE--------------------------------------QLPDPAGGPARE------GAAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030182699.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030375332.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPASGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030604157.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPAGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030628104.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030654968.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQPQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------TER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_030672371.1 VR----Q------Q----GP--F-------------R--A---L-------------D----------------FR--------------------------------PARRRRRTPSAAGQAQG---------------------------------GN-------------RERA------------------VPVLSA-AP--------------A-A--LGCWARLV---AA------E---SGLS----LRGA------AA---------------------------VVRRD---------HG-------LG------------ADLARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_043978690.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----PG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_050509157.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_051731479.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_051738500.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_053800883.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_057584733.1 SR----G------E----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTPSGVPAETRR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AGRA------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSSSASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLV---GGL--LT------------------------------------------RESEEY--------ADDGAQWYRI--------DP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_060733247.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------CERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_081219385.1 TR----G------E----AL--A-------------G--A---A-------------T----------------LK------------------------------------VRLPAGTPPEARG---------------------------------GA---------------LP------------------VPVLPP-EP--------------T-A--LGAWARLL---SG------A---GAGP----VAGA-----VGW----------------------------VRHD---------HG-------PA------------Q---------GPRA------GRR-----PSG--------L---------------------------------------------------------EL---------VSR-FRSNASKAAG-------RLAGYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAKAEDH-------GEDGAQWYEF--------AP--G------VQEAL-LS-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E----YRFGR------------------GGPNF----P----AL--------A
KND32413.1 SR----A------E----TF--G----------------------------------G------A---------LR--------------V--------------------------RTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_052848444.1 QR----------------DE--G-------------QTAAARVR------------------------------FT-------------------------------------ADDVGYPLPVPP---------------------------------GA---------------LP------------------IPVLPP-VP--------------A-A--LGAWAGLL---SG------V---SAGS----TRAA-----VGW----------------------------VRPD---------QP-------PA------------P-------------------ARRVTGLPRTA--------A---------------------------------------------------------AM---------VAR-FRATASPGAG-------QLAVYLAA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-SEVLL---GGL--VR------------------------------------------RRP-----------GSGDGRWYAF--------AD--G------VHDEL-LA-DLGHDE--A----------------LLVL--------KHCS--AWV--------------E----QRLGR------------------SGPNF----P----AL--------A
WP_079250460.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_031044453.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTGSGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RAGADHG-------EGDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------G-K-------GGPNF----P----AL--------A
WP_060176762.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_078095066.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
KOG57815.1 TR----L------E----GG--A--------QQLAFR--P---D------------------------------------------------------------------------RPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGRGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
KOU20535.1 TR----L------E----GG--A--------QQLAFR--P---D------------------------------------------------------------------------RPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SP--------------T-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVRAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGHGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
WP_031184764.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_037824673.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_037832270.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_053637571.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_053662415.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_055467560.1 SR----G------D--TLGG--G-------------A--V----------------------------------LR------------------------------------VRTASGTAAEPRR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_030190028.1 VRPADFG------GRLTFHP--D------------DE--P----------------------------------WD-------------------------------------------EPDAPA---------------------------------TA-----------------------------------VPVLQP-TP--------------E-A--FETWARLL---AG------T---GPTS----ERAW-----------------------------------AARTA---------HR-------PA------------P-------------------LAPAGTVARGD--------D---------------------------------------------------------EL---------VRA-FRATASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------RLP---------------GTEEQPCFTY---------P--GR-----VQDLL-LS-TLDQDT--A----------------GLVL--------KHCS--DYV--------------E------RRF--------GK--------GTRNF----A----AL--------A
WP_076976234.1 VRPAEFG------GRLTFHP--D------------DE--P----------------------------------WD-------------------------------------------EPAAPP---------------------------------AA-----------------------------------VPVLQP-TP--------------E-A--FETWARLL---AG------T---GPTS----ERAW------AA-----------------------RTAHRPAPA---------AP---------------------P-------------------GTA-----VRG--------D---------------------------------------------------------DE---------LVRAFRATASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------RLP---------------GTGDQPCFTY---------P--GR-----VQDLL-LS-TLDQDT--A----------------GLVL--------KHCS--DYV--------------E------RRF--------GK--------GTRNF----A----AL--------A
WP_077058987.1 TR----------------EE--G----------------PAGSA-------------R----------------LR------------------------------------FTPGAGQPAAQPP---------------------------------GA---------------VP------------------VPVLPP-AP--------------A-S--LGAWAGLL---SG------P---GAGA----VQGA-----VGW----------------------------LRAD---------QP-------PA------------P-------------------PRRPGGVPRTS--------A---------------------------------------------------------AL---------VAR-FRSTASPGAG-------QLAVYLSA----A--P---LY-----------LPVMQLIQ----R--T----M---L--P---D----SG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RLPG----------AADDGRWYEF--------AD--G------VHDEL-LR-ELGHDE--A----------------LLVL--------KHCS--GYV--------------E----QRFGR------------------TGPNF----P----AL--------A
WP_003973698.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASG-AAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------A---GAGP----VPGA-----VGW----------------------------VRAD---------HP-------AA------------A---------ATRP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADQ--------GGDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_011030142.1 SR----G------D--TLGG--G-------------A--V---L-------------R------------------------------------------------------VRTASG-AAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------A---GAGP----VPGA-----VGW----------------------------VRAD---------HP-------AA------------A---------ATRP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADQ--------GGDGSQWYDI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_030816755.1 TR----G------D----TP--G-------------G--T---A------------------------------LR------------------------------------VRTPDGAPLVPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---AG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PV------------P--------------------QARGGRRPTP--------V---------------------------------------------------------ER---------VSR-FRSAASPAAG-------RLAVYLAA----A--P---LC-----------LPVMGLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLL---GGL--VR------------------------------------------RAGEDH--------GPDAGQWYEM--------EP--E------VREAL-LS-TLGRDE--A----------------LLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGANF----P----AL--------A
WP_030873012.1 SR----G----DTL----GG--G-------------A--V----------------------------------LR------------------------------------VRTASG-AAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------A---GAGP----VPGA-----VGW----------------------------VRAD---------HP-------AA------------A---------ATRP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADQ--------GGDGSQWYEI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QHF--------GK--------GGPNF----P----AL--------A
WP_031181175.1 TR----G------D----TP--G-------------G--T---A------------------------------LR------------------------------------VRTPDGAPLVPPP---------------------------------GV---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---AG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PV------------P---------QARA------GRR-----KTP--------V---------------------------------------------------------ER---------VSR-FRSAASPAAG-------RLAVYLAA----A--P---LC-----------LPVMRLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLL---GGL--VQ------------------------------------------RAGEDH--------GPDAGQWYEM--------EP--E------VREAL-LS-TLGRDE--A----------------LLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGANF----P----AL--------A
WP_048832216.1 LR---FA-----------SARRG----------------P---S------------------------------WD----------------------------------------GATADPAAE---------------------------------GA---------------LP------------------VPVLPPTEA----------------A--LGTWARLL---SG------T---GTAA----APGA-----VGW----------------------------VRAD---------QE-------AA------------PSV-------EGGP------PRR-----SPR------------------------------------------------------------------EI---------VRR-FRSTASPAAV-------KLAVYLAA----A--P---LT-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----A---EM-AEVLF---SGA--LR--------------------------------------------QLDAAD------ADDGEQWYDF--------HE--G------VRNVL-LG-PLPRDE--A----------------TLVL--------KHCS--EYV--------------A------QRF--------GT--------GARNF----P----AV--------A
WP_051370807.1 TR--GEA-----------LA--G-------------A--A---T------------------------------LR------------------------------------VRLPAGSPPEARA---------------------------------GA---------------LP------------------VPVLPP-EP--------------A-A--LGAWARLL---SG------A---GAGP----VAGA-----VGW----------------------------VRHD---------HP-------PA------------R---------AARP------GRR-----LSA--------L---------------------------------------------------------EL---------VSR-FRSNASKAAG-------RLAGYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAKAEEH-------GADGTQWYEF--------AP--G------VQEAL-LS-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------YRF--------G-K-------GGPNF----P----AL--------A
WP_051387006.1 SR--GDG-----------LA--G-------------A--T---L------------------------------LK------------------------------------VTEDAGTGLAVHP---------------------------------GA---------------LA------------------VPVLPP-AP--------------D-A--LAAWARLL---SG------T---GAAR----ISGA-----VGW----------------------------VRAD---------QP-------PA------------A---------VQRS------GAT-----LSS--------L---------------------------------------------------------QL---------VSR-FRSAASPAAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---Q----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RADGT---------GGGRGQWYAF--------EP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------TRF--------G-K-------GGPNF----P----AL--------A
WP_051872174.1 RR----G------E----GP--S-------------Y--A---T-------------A----------------LH---------------------------------------FTGDTAQAAP---------------------------------GA---------------LP------------------VPVLPP-AA--------------G-A--LAAWAKLL---SG------T---GAGQ----VPAA-----VGW----------------------------LRAD---------QP-------PA------------P---------APRP------RDP-----LPA--------A---------------------------------------------------------EV---------VAR-FRRAASPGAA-------QLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---GGL--LT------------------------------------------RTDGE---------SMAGGPWYEF--------VK--G------VQEVL-LG-PLGRDE--A----------------LLVL--------KHCS--AYV--------------E------QRF--------G-K-------GGPNF----P----AL--------A
WP_078969534.1 SR----G-----------DTLGG-------------A--A-----------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_079024941.1 SR----G------D----TL--G-------------G--A---A-------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------IRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_079164118.1 SR----G-----------DTLGG-------------A--T-----------------A----------------LR------------------------------------VRTAAGVPAEARR---------------------------------GA---------------VP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARP------DRQ-----RTP--------F---------------------------------------------------------ER---------VSR-FSSGASPAAG-------RLAVYLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RAGAD---------HGDGTHWYEI--------EP--D------IRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
ARQ68581.1 TR----E------E----GP--G-------------G--S---A-------------L----------------LR--------------F------T------------------AGAGQSAPP-------------------------AR------GA---------------VP------------------VPVLPP-TA--------------A-S--LGAWAGLL---SG------S---GASS----AHGA-----VGW----------------------------VRAD---------QP-------PA------------P------------A------RRT-----VGV--------P--------------------------RSSA---------------------------AR---------VAR-FRATASPGAA-------RLAVYLSA----A--P---LY-----------LPVMQLIQ----R--T----M---L--P---D----SG--P-----A---EL-SEVLL---SGL--VR------------------------------------------RLSE----------VSDDGRWYEF--------TA--G------VHDEL-LG-DLGQDE--A----------------LLVL--------KHCS--GYV--------------A-------QR----F---G-----R---TGPNF----P----AL--------A
KOU00046.1 VR----Q------Q----GPYRA-------------L--D----------------------------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGSWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVART--------------AER-----PEP------------------------------------------------------------------AR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
OLZ74128.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_062206696.1 LR----------------EE--G----------------PAASV-------------R----------------LR-----------------------------------FTAEGMAAAAPVEQ---------------------------------GA---------------VA------------------VPVLPP-TA--------------V-A--LGAWASLL---AG------T---GAGS----APAA-----VGW----------------------------VLADQPP------AA-------PR--------------------------------RAPAGGGRSAP------------------------------------------------------------------AL---------LAR-FRATASPGAV-------RLAVYLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---D----SG--P-----A---EL-SEVLL---SGM--LR------------------------------------------RLDG----------ALSDGLWYTF--------AD--G------VHDEL-LA-ELGHDE--A----------------LLVL--------KHCS--GYV--------------T------RRF--------GG--------SGPNF----P----AL--------A
WP_062706177.1 HR----R------E----GP--A-------------G--S----------------------------------LL---------------------------------------FRPDKGPVEA---------------------------------GA---------------LP------------------VPVLAL-RR--------------E-S--VEGWARLV---SG------A---TGQS----LSAA-----AGW----------------------------VRAD---------HP-------GS------------AAP--------VRA------TQE-----RSG--------A---------------------------------------------------------DR---------VRA-FWRPASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LR---------------------------------------------RREDA------DDPRAVRYDF--------LP--G------VATEL-RS-RLSVDE--V----------------ELLF--------KHCS--EYV--------------E------RKF--------GR--------SARNF----P----AL--------A
AQT76777.1 AR----L------E----GA--G-------------Q--K----------------------------------LR---------------------------------------FRPDRPVLPG------------------------------RITGG---------------IA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVRAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LK------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GA--------GVRNF----P----AL--------A
WP_051831367.1 RR----G------E----GP--S-------------Y--A---T-------------A----------------LH--------------F-------------------------TGDTAQAGG---------------------------------GA---------------LP------------------VPVLPP-TA--------------G-A--LAAWARLL---SG------T---GAGK----VPAA-----VGW----------------------------LRAD---------QP-------PA------------P---------APRP------RDP-----LPA--------A---------------------------------------------------------EV---------VAR-FRRAASPGAA-------QLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---GGL--LT------------------------------------------RTDGE---------SMAGGPWYEF--------VK--G------VQEVL-LG-PLGRDE--A----------------LLVL--------KHCS--AYV--------------E-------QR----F---G-----K---GGPNF----P----AL--------A
WP_052680675.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPSMPGRPK---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------THF--------GS--------GVRNF----P----AL--------A
WP_079273265.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPSMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------THF--------GS--------GVRNF----P----AL--------A
WP_023546824.1 QR----R------E----GP--A-------------G--S----------------------------------LR---------------------------------------FLPDRGAAEA---------------------------------GA---------------LP------------------VPVLAL-RR--------------E-S--VEGWARLV---SG------A---TGQS----LAAA-----AGW----------------------------VRAD---------HP-------AS------------GAP--------VRA------AEE-----RSG--------E---------------------------------------------------------ER---------VRA-FWRQASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LG---------------------------------------------RREDA------DDLRAVRYDF--------LP--G------VASEL-RS-RLSVEE--A----------------ELLF--------KHCS--EYV--------------E------RKF--------GR--------SARNF----P----AL--------A
WP_051861419.1 RR----------------GE--G----------------P---S------------------------------YA-----------------------------------TALHFTGDTAQAGG---------------------------------GA---------------LP------------------VPVLPP-AA--------------G-A--LAAWARLL---SG------T---GAGK----VPAA-----VGW----------------------------LRAD---------QP-------PA------------P---------AARP------RDP-----LPA--------A---------------------------------------------------------EV---------VAR-FRRAASPGAA-------QLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----TG--P-----A---EL-SEVLL---GGL--LT------------------------------------------RTDGE---------SMAGGPWYEF--------VK--G------VQEVL-LG-PLGRDE--A----------------LLVL--------KHCS--AYV--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_076096475.1 QR----R------E----GP--A-------------G--S----------------------------------LR---------------------------------------FLPERGTAEA---------------------------------GA---------------LP------------------VPVLAL-RR--------------E-S--VEGWARLV---SG------A---TGQS----LAAA-----AGW----------------------------VRAD---------HP-------AS------------GAP--------LRA------AEE-----RSG--------E---------------------------------------------------------ER---------IRA-FWRQASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LG---------------------------------------------RREDA------DDLRAVRYDF--------LP--G------VASGL-RS-RLSVEE--A----------------ELLF--------KHCS--EYV--------------E----RKFGR------------------SARNF----P----AL--------A
BAU85996.1 LR----P------A----TP--G-------------G--Q---V-------------R----------------FE----------------------------------------PDEEEWEPV-------------------------------AVDR---------------RA------------------VPVLTP-TP--------------E-A--FASWARLL---TG------H---GGGA----VRGW------AA--------------------RVGPLPVSPYPA----GPFASTG-------PA------------AVGPAVGPAGVGGAPAMP-AGAA-----RRT--------D---------------------------------------------------------DE---------LLRAFRAGASPGAV-------RLAVHLAA----A--P---LA-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GATPYPCFSY--------PP--A------VQEHL-LG-SLDRGA--A----------------ALVL--------KHCS--EFV--------------E------RHF--------G-Q-------GTRNF----P----AL--------A
WP_003961788.1 HR----R------E----GP--A-------------G--R---L-------------E----------------FA----------------------------------------PRDGTAAPR---------------------------------G----------------IP------------------VPVLALRRS----------------S--FEAWTRLI---AG----------GTGQ----SVGA------AA--------------------------GIVHRRHRPA----------------------------PGR--------ARA------AQR-----LDA--------A---------------------------------------------------------ER---------VRR-FRRTASPAAA-------QLAVHLSA----V--P---LM-----------LPVMQLVQ----R--A--TLM----------R----SG--P---------DVLAEVLL---SGL--LR-------------------------------------------RDPSGPG------ADDGGPSYVF--------LD--G------VREEL-LA-RLGTGS--A----------------ALVL--------KHCS--EYV--------------E------SRY--------GR--------TVRNF----P----AM------AAA
WP_015036147.1 FQ--RSA-----------TP--G-------------G--H---T-------------V----------------FR--------------------------------------SDDEPWGPLVP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNA----VRGW-----AAW------------------------LDPGAGEP---------RG-------PR------------T-------------------PRA-----PRS--------D---------------------------------------------------------ED---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
WP_079078451.1 TR----G-----------ETLGG-------------A--A-----------------V----------------LR------------------------------------VRTPVGAPAEPRR---------------------------------GG---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VAGA-----VGW----------------------------VRAD---------QP-------PA------------P-------------------AAGAARPRSWV------------------------------------------------------------------ER---------VGR-FRATASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAGDGY--------GDDGAQWYRM--------QP--D------VQEAL-LS-TLGRDE--A----------------VLVL--------KYCS--EYI--------------E------HRY--------GK--------GGPNF----P----AL--------A
WP_037783701.1 TR----G-----------ETLGG-------------A--A-----------------V----------------LR------------------------------------VRTPVGAPAELRR---------------------------------GG---------------LP------------------VPVLPP-EP--------------V-A--LGSWARLL---SG------A---GSGP----VAGA-----VGW----------------------------VRAD---------QP-------PA------------P-------------------EGGAARSRSWG------------------------------------------------------------------ER---------VGR-FRATASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--VS------------------------------------------RAGDGY--------GDDGAQWYRM--------QP--D------VQEAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E------QRY--------GK--------GGPNF----P----AL--------A
WP_048586084.1 HR----R------E----GP--A-------------G--S----------------------------------LL---------------------------------------FRPDKEPVVF---------------------------------GA---------------LP------------------VPVLAL-RR--------------G-S--VEGWARLV---SG------A---TGQS----LSAA-----AAW----------------------------VRAD---------HP-------AS------------AAP--------VRA------AQE-----RSG--------A---------------------------------------------------------ER---------VRA-FWRPASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LR---------------------------------------------RREDT------DDPRAVRYDF--------LP--G------VATEL-RS-RLTVGE--V----------------ELLF--------KHCS--EYV--------------E------RKF--------GR--------SARNF----P----AL--------A
WP_053661282.1 VR----------------QAEVG-------------GRLV----------------------------------FL--------------------------------------PDDEPWEEPAP---------------------------------DA---------------RP------------------VPVLQP-TP--------------D-A--FGAFARLL---AG------A---GPTS----ARAW------AA-------------------------LTGPRTA--------------------------------P-------------------PSSVGAYAPSD------------------------------------------------------------------DE---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEDQPCFVY---------P--GR-----VQDLL-LA-SLDQDA--A----------------GLVL--------KHCS--AYV--------------E----RHFGR------------------GTRNF----A----AL--------A
APU44607.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPSMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------T-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------THF--------GS--------GVRNF----P----AL--------A
WP_053741039.1 RR----T------A----DP--G-------------G--T---L-------------A----------------FR---------------------------------------SLRDPGPGRE---------------------------------DA---------------LP------------------VPVLPP-TP--------------A-A--LGSWARLLSERST----------GALT----ASVA------MV----------------------GPDDEGTAPR------------------PR------------P---------------------------DRT--------P---------------------------------------------------------EQ---------LVEDFRTAASPAAR-------RLAGCLSA----A--P---LA-----------YPVMQLVQ----R--A----L---L--P---G----TG--P-----V---EL-AEVLF---SDL--LV---------------------------------------------EVADE------REGSGPWYEF--------AP--G------VRDVL-LR-RLELDE--A----------------RAVL--------EQCS--RYL--------------E----RVWGQ------------------RAQNF----P----AL--------V
WP_014144833.1 LR-----------G--ADGP--G-------------G--R---L-------------D----------------FL--------------------------------------PRRRSTRPRPP---------------------------------GA---------------LA------------------VPVLAP-TA--------------V-A--LGAWARAV---SG------T---ARAS----LDAA-----AAW---------------------------VHAD----------HT-------GA------------EEPPRA----------------------PRT--------A---------------------------------------------------------EQ---------LVGDFQAVASPAAQ-------HLAVYLSA----A--P---LA-----------YPVMQLVQ----R--A----M---V--P---Q----TG--P-----T---EM-AEVLL---SGL--LV---------------------------------------RHEGRRADDGTDPA---YADGGPWYEF--------AD--G------VQDVL-LR-RLGLGE--A----------------SLVL--------KHCS--LYV--------------E----RVFGR------------------RARNF----P----AQ--------V
WP_062717917.1 HR----R------E----GP--A-------------G--S----------------------------------LL---------------------------------------FRPDKEPVAC---------------------------------GA---------------LP------------------VPVLAL-RR--------------E-S--VEGWARLV---SG------A---TGQS----LSAA-----AGW----------------------------VRAD---------HP-------AS------------AAP--------VRA------AQE-----RSG--------A---------------------------------------------------------DR---------VRT-FWRPASSEAR-------RLAVYLSA----V--P---LY-----------LPVMQLVQ----H--A----M---L--A---G----SG--P---------DVLSEVLL---SGL--LR---------------------------------------------RREDA------DDPRAVRYDF--------LP--G------VASEL-RS-RLSVDE--V----------------ELLF--------KHCS--EYV--------------E------RKF--------GR--------SARNF----P----AL--------A
WP_079664780.1 SR----G-----------ETLGG-------------A--A-----------------A----------------LR------------------------------------VRTPAGVPSEARR---------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GAGQ----VPGA-----VGW----------------------------VRAD---------QP-------PA------------P---------AARA------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSSSASSAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLV---GGL--VT------------------------------------------RASEEY--------SRDGAQWYHI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
KOT44382.1 VR----------------QQ--G----------------PYRAL-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
KOT47672.1 VR----Q------Q----GP--Y-------------R--A---L-------------D----------------FR--------------------------------PARRRRRTPATAGQAQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------E---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
KOT96760.1 VR----Q------Q----GP--Y-------------R--A---L-------------D----------------FR--------------------------------PARRRRRTPATAGQTQG---------------------------------GT-------------RERA------------------VPVLSA-AP--------------A-A--LGGWARLA---AA------D---SGLS----LRGA------AA---------------------------VVRCD---------HG-------LG------------TDVARA--------------AER-----PEP------------------------------------------------------------------SR---------LVREFEQTASPDAR-------HLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-AEVLL---SGL--IE--------------------------------------QLPDPAGPPGGE------GPAGGPWYEF--------VP--G------VRDEL-LS-RLSAGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGR------------------SARNF----P----AV--------A
WP_051820561.1 QR----S------A----TP--G----------------------------------G--HTAFR----SDEEPWG---------------------------------------------PLAP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNA----VRGW-----AAW----------------------------LAPE------AV-EP-------RA------------P-----------RT------PRA-----ARS--------D---------------------------------------------------------DD---------LLRAFRAAASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E-------RN----F---G-Q-------GMRNF----P----AL--------A
WP_067237319.1 TR----G------E----TL--G-------------G--A---A-------------V----------------LR------------------------------------VRTPSGAPAEARR---------------------------------GG---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SS------A---GPGT----VAGA-----VGW----------------------------VRAD---------QP-------PA------------P------------A------AGP-----ARP--------R---------TWV---------------------------------------------ER---------VGR-FRSTASPAAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLL---SGL--VT------------------------------------------RAGEPY--------ADDGTPWYEM--------QP--D------VQDAL-LS-TLGRDE--A----------------VLVL--------KHCS--EYI--------------E-------QR----Y---G-----K---GGPNF----P----AL--------A
WP_051763106.1 TR----P-----------EG--G-------------G--Q-----------------R----------------LV------------------------------------FRPDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------APGSGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_051781725.1 TR----P-----------EG--G-------------G--Q-----------------R----------------LV------------------------------------FRPDRPPLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------T-A--LGAWARLL---AG------L---TAGP----VPAE---------------------------------VGRVRAD---------HP-------AA------------PLP--------PPR------ALR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------APGSGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_073912307.1 FQ--RSA-----------TP--G-------------G--H---T-------------A----------------FR--------------------------------------SDDEPWGPAAP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNS----VRGW-----AAW------------------------LAPEAVEP---------RA-------PR------------T-------------------PRA-----ARS--------D---------------------------------------------------------DD---------LLRAFRAAASPGAL-------RLAVHLAA----A--P---LA-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
WP_051774580.1 TR----P------E----GG--G-------------Q--R---L-------------V----------------FR--------------------------------------PDRPTLPGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGAWARLL---AG------L---TAGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGSGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
WP_051831996.1 TR----A-----------ED--G-------------C--G-----------------K----------------LR------------------------------------FRPDRPARAGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PVP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRSAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_053784648.1 TR----------------AE--G-------------G--SGKLR------------------------------FR--------------------------------------PDRPARAGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PVP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRSAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_078841454.1 SR----A------E----TF--G----------------------------------G------A---------LR--------------V--------------------------RTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_051695577.1 TR--AEG-----------GP--G----------------------------------K----------------LR------------------------------------FRPDRPVRGGRHT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGSWARLV---AG------L---GTGP----VPAE------VG---------------------------HVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GQAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
KOV86253.1 RR----T------A----DP--G-------------G--T---L-------------A----------------FR---------------------------------------SLRDPGPGRE---------------------------------DA---------------LP------------------VPVLPP-TP--------------A-A--LGSWARLLSERST----------GALT----ASVA------MV----------------------GPDDEGTAPR------------------PR------------P---------------------------DRT--------P---------------------------------------------------------EQ---------LVEDFRTAASPAAR-------RLAGCLSA----A--P---LA-----------YPVMQLVQ----R--A----L---L--P---G----TG--P-----V---EL-AEVLF---SDL--LV---------------------------------------------EVADE------REGSGPWYEF--------AP--G------VRDVL-LR-RLELDE--A----------------RAVL--------EQCS--RYL--------------E----RVWGQ------------------RAQNF----P----AL--------V
KJY16212.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
KOU34863.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
KOU66771.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
KOU75547.1 AR----L------E----GA--G-------------Q--K---L-------------R----------------FR--------------------------------------PDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
KOU88266.1 AR----L------E----GA--G-------------Q--K---L-------------R----------------FR--------------------------------------PDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
KOV19775.1 AR----L------E----GA--G----------------------------------Q------K---------LR--------------F------R----------P------DRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RLLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R-------AH----F---G-S-------GVRNF----P----AL--------A
KOV37678.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAMPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GPGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
KPC67231.1 VR----R------Q----GP--Y-------------Q--A---L-------------D----------------FR--------------------------------PARRRRRSAPPGAPAAA---------------------------------RA---------------RA------------------VPVLSP-TP--------------S-A--LGTWARLA---AA------D---AGLS----LPGA------AT---------------------------VVRAD---------HG-------AE------------PAPPE---------------APP-----RVE--------P---------------------------------------------------------SR---------MVEEFDQQASPAAR-------LLAVHLSA----V--P---LA-----------LPVIQLVQ----R--A----M---L--P---H----TG--P-----A---EL-AEVLL---SGL--VT--------------------------------------QLPPEELPSGPR------GAGGGPWYDF--------VP--G------VRDEL-LG-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RTFGR------------------SARNF----P----AV--------A
WP_061446900.1 SR----G------D----TL--G-------------G--G---A-------------V----------------LR------------------------------------VRTASGASAEARR---------------------------------GA---------------LA------------------VPVLPP-EP--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AA------------P---------AARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAGASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VT------------------------------------------RARADH--------GEDGSQWYDI--------DP--E------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
KOU20844.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAPPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
KOU97671.1 AR----L------E----GA--G-------------Q--K----------------------------------LR------------------------------------FRPDRPAPPGRPT---------------------------------GG---------------LA------------------VPVLPP-SP--------------A-A--LGAWARLV---AG------L---GTGP----VAAE------VG---------------------------RVLAD---------HP-------AA------------PVP--------PPP------AVR-----PPR------------------------------------------------------------------EL---------VAR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RS------GPGPGHWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------R------AHF--------GS--------GVRNF----P----AL--------A
OKI29456.1 CR----V------E----GG--G-------------G--K----------------------------------LA--------------------------------FTPDRSRRPGRPAGRPA------------------------ESAGGRAGGDG---------------LV------------------VPVLPP-SA--------------I-A--LGRWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PLP--------PPP------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT--------GDPGWYEF--------VP--G------VREVL-LG-PLGRDE--A----------------ALVL--------KHSS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_030553426.1 QR----S------A----TP--G-------------G--H---T-------------V----------------FR--------------------------------------SDDEPWGPRDP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGDA----VRGW-----AAW--------------------------LTPGPA---------EP-------PA------------P----------------R-TPRA-----RRS--------D---------------------------------------------------------DE---------LLRAFRAAASPGAL-------LLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCYSY--------PP--G------IQQHL-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
WP_053065798.1 CR----V------E----GG--G--------GKLAFT--P---D-------------R----------------SR---------------------R------------------PGRPAGRPA------------------------ESAGGRAGGDG---------------LV------------------VPVLPP-SA--------------I-A--LGRWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PLP--------PPP------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT--------GDPGWYEF--------VP--G------VREVL-LG-PLGRDE--A----------------ALVL--------KHSS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
WP_073798237.1 CR----V------E----GG--G--------GKLAFT--P---D-------------R----------------SR---------------------R----------PGRPAGRPAESAGGRAG---------------------------------GD--------------GLV------------------VPVLPP-SA--------------I-A--LGRWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PLP--------PPP------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT--------GDPGWYEF--------VP--G------VREVL-LG-PLGRDE--A----------------ALVL--------KHSS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
WP_051805087.1 TR----------------AE--G-------------G--S---G-------------Q----------------LR------------------------------------FRPDRPVRHGRHT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGSWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_053691781.1 TR----------------AE--G-------------G--SGKLR------------------------------FR--------------------------------------PDRPVRGGRHT---------------------------------GG---------------LM------------------VPVLPP-SA--------------I-A--LGSWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GQAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_069926978.1 VR----A------A----GS--G-------------G--R---T-------------A----------------FV----------------------------------------PDEEPWEPL---------------------------------EA-------------TARP------------------VPVLPP-TP--------------E-A--FGSWARLL---SD------H---GGST----VRGW-----AAW--------------------TDAHGPADVLAQ------EL-AP-------PA----------AEP------------A------PEP-----GRS--------A---------------------------------------------------------DE---------LLRAFRANASRGGV-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP------------GTEPGSGTPCYVY--------AD--G------VQELL-LN-SLGQDA--A----------------ALVL--------KHCS--SYV--------------E-------RH----F---G-K-------GARNF----S----AL--------A
WP_069933003.1 VR----A------A----GS--G-------------G--R---T-------------A----FVP-----DEEPWE-----------------------------------------------PL---------------------------------EA-------------TARP------------------VPVLPP-TP--------------E-A--FGSWARLL---SD------H---GGST----VRGW-----AAW---------------------TDAHGPADVLA---------QE-------LA------------P------------P------AAE-----PAP--------E------------------------PGRSAD---------------------------EL---------LRA-FRANASRGGV-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP------------GTEPGSGTPCYVY--------AD--G------VQELL-LN-SLGQDA--A----------------ALVL--------KHCS--SYV--------------E-------RH----F---G-----K---GARNF----S----AL--------A
WP_070344004.1 VR----A------A----GS--G-------------G--R---T-------------A----FVP-----DEEPWE-----------------------------------------------PL---------------------------------EA-------------TARP------------------VPVLPP-TP--------------E-A--FGSWARLL---SD------H---GGST----VRGW-----AAW---------------------TDAHGPADVLA---------QE-------LA------------P------------P------AAE-----PAP--------E------------------------PGRSAD---------------------------EL---------LRA-FRANASRGGV-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP------------GTEPGSGTPCYVY--------AD--G------VQELL-LN-SLGQDA--A----------------ALVL--------KHCS--SYV--------------E-------RH----F---G-----K---GARNF----S----AL--------A
WP_024761808.1 QR----A------S----TP--G-------------G--H---T-------------P----------------FR--------------------------------------SDDDPWGPPAP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWARLH---TG------H---GGNA----VRGW-----AAW------------------------LDPEAAAP---------RA-------PR------------T-------------------PRA-----PRP--------D---------------------------------------------------------DE---------LLRAFRASASPGAI-------HLAVHLAA----A--P---LA-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHL-LG-SLDPSA--A----------------ALVL--------KHCS--DYV--------------E------RNF--------GQ--------GMRNF----P----AL--------A
WP_027772933.1 VR----------------HP--G----------------PYPTL-------------D----------------FR---------------------------------------AGTRGDVPPA---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VCRD----------HA-------AA---------------------PA-A-------AARTADERPDP--------A---------------------------------------------------------AT---------LAA-FDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SEL--VV---------------------------------------AREPARGGARQPAPE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
WP_067129121.1 AR----G------A----ET--G-------------G--R---L-------------A----------------FV---------------------------------------PDDEPWEEPA--------------------------------ADA---------------RP------------------VPVLQP-TP--------------D-A--FGAFARLL---AG------T---GPTS----ERAW------AA-----------------------LTGPGTAAS---------SA-------SD------------A-------------------AAR-----PGD--------D---------------------------------------------------------DL---------VRA-FRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LT--------------------------------------QLP---------------GTADQPCFAY---------P--GR-----VQDLL-LA-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E------RHF--------G-R-------GTRNF----A----AL--------A
WP_018835112.1 VR----H------P----GP--Y----------------P---A------------------------------LD--------------F------R----------P-------GTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRSD----------HP-------AA------------PA-----AAAR-PA------DVR-----PLP--------E---------------------------------------------------------AT---------LAA-FDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDL--VV---------------------------------------AGEPVRAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E-------RT----F---G-Q-------GARNF----P----AV--------A
WP_018853257.1 VR----------------HP--G----------------PYPAL-------------D----------------FR---------------------------------------PGTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRSD----------HP-------AA------------PAAA---ARPA---------DVR-----PLP------------------------------------------------------------------EA---------TLAAFDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDL--VV---------------------------------------AGEPVRAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
WP_026276898.1 VR----------------HP----------------G--PYPAL-------------D----------------FR---------------------------------------PGTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRSD----------HP-------AA------------PAAA---ARPA---------DVR-----PLP------------------------------------------------------------------EA---------TLAAFDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDL--VV---------------------------------------AGEPVRAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
WP_027742287.1 VR----------------HP--G------------PY--P---A------------------------------LD-------------------------------------FRPGTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW--------------------------VRSD-----------HP-------AA------------P------------A------AADRPADVRPL--------P---------------------------------------------------------EA---------TLAAFDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDLVVAR-----------------------------------------EPARAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E------RTF--------G-Q-------GARNF----P----AV--------A
WP_027766480.1 VR----------------HP----------------G--PYPAL-------------D----------------FR---------------------------------------PGTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRSD----------HP-------AA------------PAAA---ARPA---------DVR-----PLP------------------------------------------------------------------EA---------TLAAFDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDL--VV---------------------------------------AGEPVRAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
WP_047020366.1 VR----------------HP--G----------------PYPTL-------------E----------------FR---------------------------------------PGTRGDVPPA---------------------------------GA---------------RA------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRRD----------HT-------AA------------PAAV---ARPA---------DVR-----PDP--------A---------------------------------------------------------AT---------LAA-FDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SEL--VV---------------------------------------ARDPARGAGREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E----RTFGQ------------------GARNF----P----AV--------A
KMO98800.1 TR----A-----------EG--G----------------SGKLR------------------------------FR--------------------------------------PDRPVRQGRHT---------------------------------GG---------------LT------------------VPVLPP-SA--------------I-A--LGSWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PLP--------PPR------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPSAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_037751402.1 VR----------------HP--G------------PY--P---A------------------------------LD-------------------------------------FRPGTRGDVPPP---------------------------------GA---------------RP------------------LPVLAP-EP--------------A-A--VGTWARLL--AAG----------EGLS----LPGA-----AGW---------------------------VRSD----------HP-------AA------------PA-----AAAR-PA------DVR-----PLP--------E---------------------------------------------------------AT---------LAA-FDATASPAAR-------LLAIHLAA----V--P---LV-----------LPVIRLVQ----R--A----L---F--P---D----TG--P-----A---ET-AEILL---SDLVVAR-----------------------------------------EPARAGAREPARE--PVGDDPWFDF--------RP--G------VRELL-LR-RLSHGE--A----------------ALVL--------KHCS--LYI--------------E------RTF--------G-Q-------GARNF----P----AV--------A
WP_056644000.1 QR----A------S----TP--G-------------G--H---T-------------P----------------FR----------------------------------------SDDDPWGPP--------------------------------------------------VP--------------GRRAVPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNA----VRGW-----AAW------------------------LDPEAAAP------PR-AP-------RT------------P--------------------RA-----PRP--------D---------------------------------------------------------DE---------LLRAFRASASPGAI-------HLAVHLAA----A--P---LA-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHL-LG-SLDPSA--A----------------ALVL--------KHCS--DYV--------------E-------RN----F---G-Q-------GMRNF----P----AL--------A
WP_019354554.1 LR----------------ER--G-------------A--GGRVT------------------------------FE---------------------------------------PDSFAAPEQD---------------------------------DA---------------VP------------------VPVLLP-TP--------------E-A--LGNWARLL---------------GTESERAVAGAA------AW--------------------------VLPRHP---------AM-------PA------------P-------------------RTSPGGVPART-----------------------------------------------------------------------------LLREFRNSASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--S-----M---EL-AEVLL---SGL--LT--------------------------------------RLPEDDGPHSRGEAADGRGEPSGPRYAF--------AP--G------VRELL-LQ-SLDQGA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AV--------A
WP_027759022.1 LR----------------ER--G-------------A--GGRVT------------------------------FE---------------------------------------PDSFAAPEQD---------------------------------DA---------------VP------------------VPVLLP-TP--------------E-A--LGNWARLL---------------GTESERAVAGAA------AW--------------------------VLPRHP---------AM-------PA------------P-------------------RTSPGGVPART-----------------------------------------------------------------------------LLREFRNSASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--S-----M---EL-AEVLL---SGL--LT--------------------------------------RLPEEDGPHSRGEAADGRGEPSGPRYAF--------AP--G------VRELL-LQ-SLDQGA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AV--------A
WP_069992837.1 LR----------------ER--G-------------A--GGRVT------------------------------FE---------------------------------------PDSFAAPEQD---------------------------------DA---------------VP------------------VPVLLP-TP--------------E-A--LGNWARLL---------------GTESERAVAGAA------AW--------------------------VLPRHP---------AM-------PA------------P-------------------RTSPGGVPART-----------------------------------------------------------------------------LLREFRNSASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--S-----M---EL-AEVLL---SGL--LT--------------------------------------RLPEEDGPHGRGEAADGRGEPSGPRYAF--------AP--G------VRELL-LQ-SLDQGA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AV--------A
WP_075001997.1 LR----------------ER--G-------------A--GGRVT------------------------------FE---------------------------------------PDSFGAPEQD---------------------------------DA---------------VP------------------VPVLLP-TP--------------E-A--LGNWARLL---------------GTESERAVAGAA------AW--------------------------VLPRHP---------AM-------PA------------P-------------------RTSPGGVPART-----------------------------------------------------------------------------LLREFRNSASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LT--------------------------------------RLPEEDGPHGRGEAADRRGEPSGPRYAF--------AP--G------VRGLL-LQ-SLDQGA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AV--------A
WP_030574529.1 VR----T------A----GL--G-------------G--S---V-------------S----------------FR---------------------------------------PDEEPWDEPV--------------------------------VGA---------------RP------------------VPVLQP-TP--------------E-A--FAAWARLL---SG------A---GPAS----ERAW-----AAW-------------------------TTPGALP---------AA-------AA------------P---------------------------PGG--------D---------------------------------------------------------EN---------LLRAFRAGASPGAL-------RLAVYLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GTEAQPCFTY---------P--GR-----VQDLL-LG-SLDQDT--A----------------GLVL--------KHCS--AYV--------------E------RHF--------G-K-------GTRNF----A----AF--------A
WP_054220968.1 TR--AGG-----------NA--G----------------------------------R----------------LR------------------------------------FRPDRPARPGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------SA------------PLP--------PPR------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRTSASPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GQAAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
WP_056567333.1 QR----S------T----TP--G-------------G--H---T-------------T----------------FR--------------------------------------SDDEPWGLRVP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNA----VRGW-----AAW-----------------------------LGP---------EQ-------PP------------P-------------------RTPATSRVPRR--------D---------------------------------------------------------DE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------GQ--------GMRNF----P----AL--------A
WP_019889387.1 TR----------------RP----------------G--P----------------------------------YR----------------------------------ALEFRGLEPGTRARY---------------------------------GA--------------TVPHPV---------------VPVLTP-TP--------------A-A--LRTWARLVSSDAG----------LELR----CAAA------PL--------------------------EAPRDK---------GA-------AA------------P------------G------EDR-----EAA--------A---------------------------------------------------------ER---------LAE-FAETASPAAR-------QLAVQLSA----A--P---LS-----------VPVMQLVQ----R--A----M---L--P---Q----SG--P-----G---EL-AEVLL---GGL--VR-----------------------------------------ELDEPRGGDRDD---GRRHGPWFEF--------QP--Y------VRELL-LE-QLSAGE--A----------------ALVL--------KHCA--FYI--------------E----RTFGR------------------GARNF----P----AI--------V
WP_059047321.1 SR----A------E----TF--G----------------------------------G------A---------LR--------------V--------------------------RTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS--EYI--------------E-------QR----F---G-K-------GGPNF----P----AL--------A
WP_028811696.1 VR----A------A----GA--G-------------G--R---T-------------A----------------FV----------------------------------------PDDEPWDPL---------------------------------EA-------------TARP------------------VPVLPP-TP--------------E-A--FASWARLL---SD------H---GGST----VRGW-----AAW-------------------TDAAPAGRELVPP---------VP-------PS------------P-------------------VPH-----DRG--------A---------------------------------------------------------DE---------LLRAFRANASPGGV-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGL--LR--------------------------------------QLP---------------GPDSTPCYVY--------AD--G------VQELL-LN-SLGQDA--A----------------ALVL--------KHCS--SYV--------------E------RHF--------G-K-------GARNF----S----AL--------A
WP_053669153.1 QR----S------A----TP--G----------------------------------G--HASFR----SDDEPWG---------------------------------------------PLVP---------------------------------GH---------------RA------------------VPVLTP-TP--------------E-A--FASWARLH---TG------H---GGDA----VRGW------AA--------------------------RLAEPA---------GP-------AA------------P-----------HT------PRA-----PRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E-------RN----F---G-Q-------GMRNF----P----AL--------A
EMF02657.1 TR----D------P----LS--G-------------G--R---L-------------G----------------FE---------------------------------------PDAFGPPPPR---------------------------------GA---------------LP------------------VPVLLPVRE----------------A--LGAWARLL---SG------P---GRTA----VHGA-----AGW------------------------VLPEHPAS---------AP-------PP------------P----------------E-ETGN-----LTA--------D---------------------------------------------------------AR---------LAA-FRATASPGAL-------RLATHFAA----V--P---LA-----------LPVMQMVQ----R--A----M---L--P---D----TG--A-----M---EL-AEVLL---GGL--LW--------------------------------------RVPAPTGS----------DAATGPWYEF--------AD--G------VRELL-LQ-SLGVDE--A----------------TLVL--------KHCS--DYV--------------E------RHF--------G-R-------SARNF----S----AL--------A
WP_053676461.1 SR----S------E----GC--G----------------------------------R------T---------LR--------------F----------------------RPERPPRPGRPT---------------------------------GG---------------LT------------------VPVLPP-HA--------------H-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PAP--------PPR------AAR-----PPR------------------------------------------------------------------EL---------VSR-FRSSASPGAV-------QLAVYLAA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR--------------------------------------------------------RGPDSGWYTF--------VP--G------VRDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV-------------LA-----HFGR------------------GVRNF----P----AL--------A
WP_033209913.1 FQ--RSA-----------AP--G-------------G--H---T-------------A----------------FR---------------------------------------SDDEPWGLPV--------------------------------PGH---------------QA------------------VPVLTP-TP--------------E-A--FASWARLR---TG------H---GGDA----VRGW------AA-----------------------RLAPGPAGP---------HA-------PR------------P-------------------SRA-----LRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPAPYPCFSY--------PP--G------VQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
KPC90543.1 DR----------------GV--GGRITFEPDG---YG-----------------------------------------------------------------------------------PLPPA---------------------------------DA---------------VP------------------VPVLLP-TP--------------Q-A--LGGWARLL---GS------D---GERS----VPGA-----AAW--------------------------------------------------VL------------P-------------------RHPAMPPPRTAPGAVPPR-T---------------------------------------------------------L----------LRE-FRNTASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LT--------------------------------------RLPESEGEQEGGP------DLYGPRYAF--------AP--G------VRELL-LQ-SLDQSA--A----------------VLIL--------KHLS--GYV--------------A---QRF-GK------------------GTRNF----A----AM--------A
WP_016469758.1 LR----------------DR--G-------------V--GGRIT------------------------------FE---------------------------------------PDGYGPLPPA---------------------------------DA---------------VP------------------VPVLLP-TP--------------Q-A--LGGWARLL---GS------D---GERS----VPGA-----AAW--------------------------VLPRHP---------AM-------PP------------P-------------------RTAPGAVPPRT-----------------------------------------------------------------------------LLREFRNTASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LT--------------------------------------RLPESEGEQEGG------PDLYGPRYAF--------AP--G------VRELL-LQ-SLDQSA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AM--------A
WP_016907460.1 LR-----------R--MEGG--G-------------R--V---L------------------------------FR----------------------------------------ADRGPAARP---------------------------------GA---------------HA------------------VPVLLP-VP--------------G-A--LANWARMM---GS------R---APQT----TRGA------AA------------------------RVHQAYPP---------VR-------PR--------------------------------TGA-----VDD--------P---------------------------------------------------------HR---------LLDDFLAGASPGAV-------ELAAHLTA----V--P---LL-----------PPVIELVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGV--LE--------------------------------------RLP---------------ERGGGPRYRY--------AP--G------VAELL-AD-SLDRDT--S----------------LLVL--------KHVS--EYV----------TQHFG--------R------------------GVRNF----P----AL--------A
WP_019545070.1 RR----M------E----GG--G-------------R--V---L------------------------------FR----------------------------------------ADRGPAARP---------------------------------GA---------------HA------------------VPVLLP-VP--------------G-A--LANWARMM---GS------R---APQT----TRGAAARVHQAY-----------------------------------------PP-------VR------------P------------R------TGA-----VDD--------P---------------------------------------------------------HR---------LLDDFLAGASPGAV-------ELAVHLTA----V--P---LL-----------PPVIELVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---GGV--LE--------------------------------------RLP---------------ERGGGPRYRF--------AP--G------VAELL-AD-SLDRDA--S----------------LLVL--------KHVS--EYV-------------TQ-----HFGR------------------GVRNF----P----AL--------A
WP_037614039.1 LR----------------DR--G-------------V--GGRIT------------------------------FE---------------------------------------PDGYGPLPPA---------------------------------DA---------------VP------------------VPVLLP-TP--------------Q-A--LGGWARLL---GS------D---GERS----VPGA-----AAW--------------------------VLPRHP---------AM-------PP------------P-------------------RTAPGAVPPRT-----------------------------------------------------------------------------LLREFRNTASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LT--------------------------------------RLPESEGEQEGG------PDLYGPRYAF--------AP--G------VRELL-LQ-SLDQSA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AM--------A
SCE53113.1 HR----A------A--GLAT--A-------------A--P---L-------------R----------------FS---------------------------------------AGPASSATEP---------------------------------DA---------------LP------------------VPVLPP-TA--------------A-A--LGAWARLL---AG------M---GAGE----VPAA-----VGW----------------------------VHPDHP----AT-HS-------PP-------------------------R------RTT-----VPV--------P---------------------------------------------------------AL---------VGR-FRSAASPTAA-------QLAVYLAA----A--P---LF-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RD------------TDEDHRWYHF--------AD--G------VRDAL-LS-SLGRDE--A----------------LLVL--------KHCS--QYV--------------E----QRFGK------------------GGPNF----P----AL--------A
GAQ56299.1 SR----A------E----TF--G----------------------------------G------A---------LR--------------V--------------------------RTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS--EYI--------------E-------QR----F---G-----K---GGPNF----P----AL--------A
WP_078872795.1 LR----E-----------GS--G----------------------------------R----------------FG-------------------------------------FLPEGFGPPAEP---------------------------------DA---------------LP------------------VPVLLP-TP--------------Q-A--LGNWARLLSGGAG----------GGVP--GGVPGP-----AAW--------------------------VRPRHPAV-------PP-------PA------------P-------------------GAPGAPGASGP------------------------------------------------------------------HA---------LLRAFHAGASPGAR-------DLARHLAV----V--P---LV-----------PPVMHLVQ-------E--AML------P---D----TG--P-----M---EL-AEVLL---SGL--LE--------------------------------------RYAD--------------PDEDGPRYAF--------VP--G------VRELL-LQ-SLDRSA--A----------------VLVL--------KHLS--AHV--------------S----RHFGR------------------GTRNF----A----AV--------A
SEC51035.1 QR----S------T----RP--G-------------G--P---A-------------A----------------FR---------------------------------------SDDEPWAVPD---------------------------------PA--------------RQA------------------VPVLTP-TP--------------E-A--FASWARLH---TG------H---GGGT----VRGW-----AAW--------------------------LAPEPT---------RP-------PT------------P-------------------RTPRV---PRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPAPYPCFSY--------PP--G------VQQLL-LG-SLDPGA--A----------------ALVL--------KHCS--AYV--------------E----RNFGQ------------------GMRNF----P----AL--------A
WP_051262220.1 LR----A------E----RS--G-------------SRLG----------------------------------FE---------------------------------------PDGYGPPPPP---------------------------------DA---------------LP------------------VPVLLP-TP--------------G-A--LGSWAGLL--GSG----------GTGS----ARGA-----AAW--------------------------VRPRHH---------AM-------PA------------P--------------VGGVWDGEGGAAGQDP--------R---------------------------------------------------------EL---------LSA-FRASASPGAL-------ELAVHLTA----V--P---LL-----------LPVIQLVQ----E--A----I---L--P---G----TG--P-----M---EL-AEVLL---SGL--LE--------------------------------------RLPDIEGSP-------------GPRYCY--------VA--G------VDDLL-RQ-SLDRGA--A----------------LLVL--------KHVS--DYV--------------A------RRF--------GK--------GTRNF----P----AL--------A
SCF49061.1 TR----T-----------GT--G----------------------------------R----------------LQ---------------------------------------VAEGTTRPSP---------------------------------EA---------------LP------------------VPVVPP-VP--------------A-A--LASWARLM---TG------R---GGGA----VTGA-----IGW----------------------------VRPD---------QP-------AG------------AA---------PER------SAE-----VPA--------L---------------------------------------------------------QR---------VSR-FRAAASPLAG-------RLATHLAA----A--P---LS-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLL---GGL--LR----------------------------------------------QSDE------DPATGPWYAF--------AP--G------VREAL-LG-PLGRDE--A----------------ALIL--------KHCS--EYV--------------T------QHF--------G-K-------GGPNF----P----AL--------A
KOU66101.1 SR----------------SE--G-------------CGRT----------------------------------LR------------------------------------FRPERPPRPGRPT---------------------------------GG---------------LT------------------VPVLPP-HA--------------H-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVLAD---------HP-------AA------------PAP--------PPR------AAR-----PPR------------------------------------------------------------------EL---------VSR-FRSSASPGAV-------QLAVYLAA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR--------------------------------------------------------RGPDSGWYTF--------VP--G------VRDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
AMM08319.1 RR----------------GQ--G-------------V--SGAGL------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_037673438.1 QR----S------T----RP--G-------------G--P---A-------------A----------------FR---------------------------------------SDDEPWAVPD---------------------------------PA--------------RQA------------------VPVLTP-TP--------------E-A--FASWARLH---TG------H---GGDT----VRGW-----AAW----------------------------LAPE------PT-RP-------PT------------P-----------RA------PRV-----PRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------VQQLL-LS-SLDPGA--A----------------ALVL--------KHCS--AYV--------------E-------RN----F---G-Q-------GTRNF----P----AL--------A
WP_052499299.1 FQ--RSA-----------AP--G-------------G--H---A-------------V----------------FR---------------------------------------SDDEPWAAPA--------------------------------SGR---------------RA------------------VPVLTP-TP--------------E-A--FASWSRLH---TG------H---GGNT----VRGW-----AAW---------------------LHPEPAGPRTP---------GT-------PR------------A---------------------------PRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHL-LG-SLDPGA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
WP_078075117.1 LV----H-----------EP--G-------------V--G---R-------------G----------------MR-----------------------------------FVADETHGRAAPPA---------------------------------GA---------------RP------------------VPVLLP-TD--------------R-V--LGGWAQLL---GG------T---GTRT----MRGA-----AGW----------------------------VLPR---------HP-------AQ------------P-------------------DSGPYGGARTP--------Q---------------------------------------------------------AR---------LRD-FRAGASPGAL-------ELAVHLAA----V--P---LY-----------LPVMQLVQ----E--A----L---L--P---D----TG--P-----M---QL-AEVLL---GGL--LE--------------------------------------RLPDT-------------ADVPGPRYDF--------AP--G------VRELL-LE-MLDQGA--A----------------ELVL--------KYLS--EYV--------------T------RRF--------G-K-------GIRNF----P----AL--------A
SCE03681.1 RR--GQG-----------VS--G-------------A--G---L------------------------------LK---------------------------------------VVSEGPPPPP---------------------------------GA---------------RP------------------VPVLPP-TA--------------A-A--LGSWARLL---SG------T---GPAR----TPGA-----VGW----------------------------VSAA--------QEP-------AR------------P----------VRA------RRT-----LTP--------L---------------------------------------------------------QL---------VSR-FRSTASPAAG-------RLAVCLAA----A--P---LN-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----A---EL-AEVLL---SGL--LV------------------------------------------RTDEPGTG------DGEQEQWYDF--------AP--G------VRQAL-LG-PLGRDE--A----------------MLVL--------KHCS--EYI--------------E------QRF--------G-K-------GGPNF----P----AL--------A
SCK31299.1 VR----D------K----AT--G-------------G--P---V-------------G----------------FE--------------------------------P-------DGYGSPPAP---------------------------------DA---------------LP------------------VPVLLP-TP--------------A-A--LGSWARLL---GG------E---GRQT----VRGA-----AAW--------------------------VRPRHH---------AM-------PA------------P-----------AA------SHG-----TDA--------R---------------------------------------------------------EL---------LGA-FRSSASPGAL-------DLAVHLAA----V--P---LV-----------LPVIQLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LE--------------------------------------RLPDV-------------EDSPGPRYDF--------VQ--G------VQELL-LQ-SLDQGA--A----------------ELVL--------KHLS--EYV--------------S-------RR----F---G-K-------GTRNF----P----AL--------A
WP_055486084.1 VR----D------K----AT--G-------------G--P---V-------------G----------------FE--------------------------------P-------DGYGSPPAP---------------------------------DA---------------LP------------------VPVLLP-TP--------------A-A--LGSWARLL---GG------E---GRQT----VRGA-----AAW--------------------------VRPRHH---------AM-------PA------------P--------------------AA-----SHG--------T---------DAR---------------------------------------------EL---------LGA-FRSSASPGAL-------DLAVHLAA----V--P---LV-----------LPVIQLVQ----E--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LE--------------------------------------RLPDVEDSPG-------------PRYDF--------VQ--G------VQELL-LQ-SLDQGA--A----------------ELVL--------KHLS--EYV--------------S------RRF--------G-----K---GTRNF----P----AL--------A
GAV42170.1 SR----A-----------ETFGG-------------A-------------------------------------LR----------------------------------------VRTAGEVRKP--------------------------------GA---------------LP------------------VPVLPP-EP--------------V-A--LGAWARLL---SG------A---GSGP----VPGA-----VGW----------------------------VRAD---------QQ-------PA------------P---------PARA------DRR-----RTA--------L---------------------------------------------------------ER---------VSR-FSASASPTAG-------RLAVYLAA----A--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----A---EL-AEVLV---GGL--VG------------------------------------------RAGEDL--------DGDGAQWYEI--------EP--D------VRDAL-LS-RLGRDE--A----------------MLVL--------KHTS--EYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_055499354.1 LR----------------DR--G-------------V--GGRIT------------------------------FE---------------------------------------PDGYGPLPPA---------------------------------DA---------------VP------------------VPVLLP-TP--------------Q-A--LGGWARLL---GS------D---GERS----VPGA-----AAW--------------------------VLPRHP---------AM-------PP------------P-------------------RTAPGAVPPRT-----------------------------------------------------------------------------LLREFRNTASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ-------E--AML------P---D----TG--P-----M---EL-AEVLL---SGL--LT--------------------------------------RLPESEGEQEGG------PDLYGPRYAF--------AP--G------VRELL-LQ-SLDQSA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AM--------A
WP_046507861.1 SR----G-----------EGLTG-------------A--A---V------------------------------LR------------------------------------VSDEAAAGPAAHP---------------------------------GA---------------LA------------------VPVLPP-VA--------------G-A--LGAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------HR-------AA------------P---------VARP------GDR-----MSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---D----SG--P-----S---EL-AEVLL---SGL--LS------------------------------------------RSKSD---------GADDGPWYEF--------AP--G------VQEAL-LG-PLGRDE--A----------------LLVL--------KHCS--EYI--------------E------QRF--------GR--------GGPNF----P----AL--------A
WP_037761316.1 SR----G------D----TL--G----------------------------------G--GAVLR-----------------------------------------------LRTTSGTPAEARR---------------------------------GA---------------LA------------------VPVLPP-EA--------------V-A--LGSWARLL-----------S---GAGP----VPGA-----VGW----------------------------VRAD---------QP-------AG------------P---------TARP------DRR-----RTP--------L---------------------------------------------------------ER---------VSR-FSAAASPAAA-------RLAVYLAA----T--P---LC-----------LPVMQLVQ----R--T----M---L--P---G----SG--P-----S---EL-AEVLV---GGL--VS------------------------------------------RARGDH--------GGDGAQWYDI--------EP--D------VREAL-LS-RLGRDE--A----------------MLVL--------KHCS--EYI--------------E-------QH----F---G-K-------GGPNF----P----AL--------A
WP_051716748.1 VR--ETG-----------GA--G-------------G--V---S------------------------------LG-------------------------------------FVPDGYGPVPPP---------------------------------GA---------------RS------------------VPVLPP-TP--------------Q-A--LGSWARLL--GAG----------GPHT----VRGA-----AAW----------------------VLPHHPARPV---------SP-------PD------------P--------------------GA-----RTP--------E---------------------------------------------------------AR---------LRA-FRAGASPGAL-------ELAVHLAA----V--P---LV-----------LPVIRLVQ----E--T----M---L--P---H----TG--P-----T---EL-AEVLL---GGL--LE--------------------------------------RLSDL-------------ERSPGPRYAF--------AP--G------VRERL-LP-MLDRDV--A----------------VLLL--------KHVS--EYV--------------A------QRF--------G-Q-------GTRNF----P----AL--------A
WP_007447796.1 LR----------------RPEQQ-------------T--G-----------------R----------------LE----------------------------------------FVSPEGRPP---------------------------------HT---------------VP------------------VPVLALHHL----------------S--MGAWARLL---SG------T---GQLT----QRAA-----AAW----------------------------VGPG---------QG-------PA------------PAR--------PGR------SAV-----VSA--------P---------------------------------------------------------ER---------VRV-FRRHASPTAV-------RLAQWLTT----T--P---LE-----------LPVMQHLQ----R--A----M---L--P---D----SG--P-----D---AL-AEVLL---GGL--LT----------------------------------------------RVER------EPEGGLAYAF--------RE--G------VWDEL-HH-RLDPGD--A----------------DRAL--------NHLS--RYV--------------E------GRW--------GR--------TARNF----P----AM--------A
EFL34810.1 LR--RLG------P----EG--G-------------R--C---D------------------------------FV--------------------------------P-------EGSSGAARE---------------------------------DG---------------LP------------------VPVLPL-SP--------------Q-A--LERWARWV---SG------A---GPRE----VRGA------AA----------------------LVLPDHQAAE---------HG-------PE------------R--------------------------FPTA--------Q---------------------------------------------------------DR---------VTR-FRSDASPTAQ-------RLAAYLAA----A--P---LA-----------LPVMLGVQ----H-------M---MFRS---A----TG--P-----S---PL-AEVLL---GGL--LS---------------------------------------------HANPA------GTEGETWYDF--------AP--G------VRELL-LE-RLAKDE--A----------------VLVL--------KFCS--AYV----------ERHFE-----------------G---------DPPNF----T----AM--------A
WP_052310350.1 LR----R------L----GPEGG-------------R--C---D------------------------------FV---------------------------------------PEGSSGAARE---------------------------------DG---------------LP------------------VPVLPL-SP--------------Q-A--LERWARWV---SG------A---GPRE----VRGA------AA----------------------LVLPDHQAAE---------HG---------------------P-------------------ERF-----PTA--------Q---------------------------------------------------------DR---------VTR-FRSDASPTAQ-------RLAAYLAA----A--P---LA-----------LPVMLGVQ----H-------M---MFRS---A----TG--P-----S---PL-AEVLL---GGL--LS---------------------------------------------HANPA------GTEGETWYDF--------AP--G------VRELL-LE-RLAKDE--A----------------VLVL--------KFCS--AYV--------------E-------RH------FEG---------DPPNF----T----AM--------A
WP_067167742.1 RR----R------E----GP--A-------------G--R---L-------------E----------------FR---------------------------------------PRRPERGREA---------------------------------RG---------------IP------------------VPVLALRQS----------------S--FGAWARLV---SG------S---TEQT----MEAA---------------------------------AGRVRAD---------HA-------PA------------GGS--------TRA------EQV-----LTP--------A---------------------------------------------------------ER---------VAA-FRDTASPDAA-------QLAACLSA----A--P---LV-----------LPVMQLVQ----R--A--MLV----------D----SG--P---------EVLAEVLL---SGL--LR--------------------------------------------TDEESG------GGERLPGYAF--------LD--G------VREEL-LE-HLGAGS--A----------------ILVL--------KHCS--EYV--------------E------RRY--------GR--------TVRNF----P----AL--------A
WP_023538706.1 VH----E------------P--G-------------V--G---R-------------G----------------MR--------------F-VADERH--------------------GRAEPPA---------------------------------GA---------------LP------------------VPVLLP-TD--------------R-V--LGGWAQLL---GG----------TGTRTMRGAAGW------VL--------------------------PRHPAQ---------SA-------SG------------P------------Y------AGA-----RTP--------Q---------------------------------------------------------AR---------LRD-FRSGASPGAL-------ELAVHLAA----V--P---LY-----------LPVMQLVQ----E--A----L---L--P---D----TG--P-----M---QL-AEVLL---GGL--LE--------------------------------------RLPDTVDVPG-------------PRYDF--------AP--G------VRELL-LE-MLDRGA--A----------------ELVL--------KYLS--EYV--------------T-------RR----F---G-----K---GMRNF----P----AL--------A
WP_052845518.1 HR----------------RP--G-------------G--YGVLD------------------------------FT-------------------------------------PQRRAGRDAVAP---------------------------------GT---------------LP------------------VPVLAP-SP--------------G-A--LSTWARLV---AG------D---SGVR----LRGA-----AAW------------------------------------------------------------------------VGGPGTGAASRPAGPAGAPVRGA--------A---------------------------------------------------------QL---------LAT-FEASASPLGR-------QLAVYLSA----A--P---LS-----------LPVMQLVQ----R--A----M---L--P---Q----TG--P-----A---EL-SEVLL---SGL--VV----------------------------------------QAPAPHGALS------DDRGESWYEF--------VP--G------VRDLL-ID-RLSAGE--A----------------ALVL--------KHCS--LYV--------------E----RAFGR------------------SARNF----P----AV--------A
SCF72582.1 SR----G------D----GP--G-------------G--A---A-------------V----------------LK------------------------------------VTEHAGTGPAVHP---------------------------------GA---------------LA------------------IPVLPPVEG----------------A--LAAWARLL---SG------T---GAGR----ISGA-----VGW----------------------------VRAD---------QP-------AA------------A---------AQRP------GDG-----LSS--------L---------------------------------------------------------QL---------VSR-FRSAASPVAG-------QLAVYLAA----A--P---LY-----------LPVMQLVQ----R--T----M---L--P---H----SG--P-----S---EL-AEVLL---SGL--LT------------------------------------------RSRAEDG-------GEGGGQWYEF--------AP--G------VREAL-LG-PLGRDE--A----------------LLVL--------KHCS--QYI--------------E------QRF--------GK--------GGPNF----P----AL--------A
WP_079248443.1 GGGGKLA----FTPDRSRRP--G-------------R--PAGTS-------------A----------------------------------------------------------ESAGGRAGG---------------------------------DG---------------LV------------------VPVLPP-SA--------------I-A--LGRWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PLP--------PPP------AAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPRAV-------QLAVYLSA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------RT--------GDPGWYEF--------VP--G------VREVL-LG-PLGRDE--A----------------ALVL--------KHSS--EYV------------------LAHFGR------------------GVRNF----P----AL--------A
WP_006346673.1 RR----R------E----GP--A-------------G--R----------------------------------LE---------------------------------------FVPRGAAEAA---------------------------------AG---------------IP------------------VPVLAPRRS----------------S--FDAWTRLI---AG------A---TGQS----LNAA------AA--------------------------TVSAHHRPTR-----AR-------PR------------ADR--------R----------------IDP--------A---------------------------------------------------------ER---------VRA-FRRTASPAAA-------RLAVYLSA----V--P---LV-----------LPVMQLVQ----R--A----M---L--H---R----SG--P---------DVLAEVLL---SGL--LR-----------------------------RDDRAADAEATRDATQDGMYD------GMHDAPAYAF--------LD--G------VRDEL-LG-QLGAGS--A----------------SLVL--------KHCS--EYV--------------E------SRY--------GR--------TVRNF----P----AM--------A
WP_049580601.1 HR----E------E----GP--A-------------G--S---A-------------R----------------LR------------------------------------FVAEAGGHGQRPA-------------------------------YPGA---------------VA------------------VPVLPP-TP--------------A-A--LGAWAGLL---SG------A---GPSA----VPAA-----IGW----------------------------VRPD---------HP-------PA------------P-------------------VRRPNGPPRTS--------A---------------------------------------------------------AL---------ISR-FRSTASPVAG-------QLAVYLAA----A--P---LF-----------LPVMQLIQ----R--T----M---L--P---G----SG--P-----A---EL-SEVLL---SGL--LR------------------------------------------RQNG----------SGGDGRWYEF--------TD--G------VHDEL-LR-ELGQDE--A----------------LLVL--------KHCS--SYV--------------E------QRF--------GK--------TGPNF----P----AL--------A
WP_050360439.1 LR----------------RPEQQ-------------S------G-------------R----------------LE----------------------------------------FVSPEGRPP---------------------------------HT---------------VP------------------VPVLALHHM----------------S--MGAWARLL---SG------T---GQLT----QRAA-----AAW----------------------------VGPG---------QG-------PA------------PAR--------PGR------SAV-----VSA--------P---------------------------------------------------------ER---------VRV-FRRHASPTAV-------RLAQWLTT----T--P---LE-----------LPVMQHLQ----R--A----M---L--P---D----SG--P-----D---AL-AEVLL---GGL--LT----------------------------------------------RVER------EPEGGLAYAF--------RE--G------VWDEL-HH-RLDPGD--A----------------DRAL--------NHLS--RYV--------------E------GRW--------GR--------TARNF----P----AM--------A
WP_073866272.1 LR----------------RPEQQ-------------T--G-----------------R----------------LE----------------------------------------FVSPEGRPP---------------------------------HT---------------VP------------------VPVLALHHL----------------S--MGAWARLL---SG------T---GQLT----QRAA-----AAW----------------------------VGPG---------QG-------PA------------PAR--------PGR------SAV-----VSA--------P---------------------------------------------------------ER---------VRV-FRRHASPTAV-------RLAQWLTT----T--P---LE-----------LPVMQHLQ----R--A----M---L--P---D----SG--P-----D---AL-AEVLL---GGL--LT----------------------------------------------RVER------EPEGGLAYAF--------RE--G------VWDEL-HH-RLDPGD--A----------------DRAL--------NHLS--RYV--------------E-----GRWG--------R---------TARNF----P----AM--------A
WP_053640772.1 QR----S------A----TP--G-------------G--H---A-------------S----------------FR----------------------------------------SDDEPWGPL-------------------------VP------GH---------------RA------------------VPVLTP-TP--------------E-A--FASWARLH---TG------H---GGDA----VRGW------AA--------------------------RLAEPA---------GP-------AA------------P-----------HT------PRA-----PRG--------D---------------------------------------------------------EE---------LLRAFRAGASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E-------RN----F---G-Q-------GMRNF----P----AL--------A
WP_055602658.1 FQ--RSA-----------TP--G-------------G--H---T-------------A----------------FR--------------------------------------SDDEPWGPVAP---------------------------------GR---------------RA------------------VPVLTP-TP--------------E-A--FASWTRLH---TG------H---GGNA----VRGW-----AAW------------------------LAPGTMRP---------RA-------PM------------T-------------------PRA-----ARS--------D---------------------------------------------------------DD---------LLRAFRAAASPGAL-------RLAVHLAA----A--P---LT-----------LPVMQLVQ----R--A----M---L--P---D----TG--P-----M---EL-AEVLL---SGL--LR--------------------------------------RLP---------------GPTPYPCFSY--------PP--G------IQQHF-LG-SLDPSA--A----------------ALVL--------KHCS--AYV--------------E------RNF--------G-Q-------GMRNF----P----AL--------A
WP_069622478.1 VH----------------EP--G-------------V--G---R-------------G----------------MR-----------------------------------FVADERHGRAEPPA---------------------------------GA---------------LP------------------VPVLLP-TD--------------R-V--LGGWAQLL---GG------T---GTRT----MRGA-----AGW----------------------VLPRHPAQSA---------SG-------PY--------------------------------AGA-----RTP--------Q---------------------------------------------------------AR---------LRD-FRSGASPGAL-------ELAVHLAA----V--P---LY-----------LPVMQLVQ-------E--ALL------P---D----TG--P-----M---QL-AEVLL---GGL--LE--------------------------------------RLPDT-------------VDVPGPRYDF--------AP--G------VRELL-LE-MLDRGA--A----------------ELVL--------KYLS--EYV--------------T------RRF--------GK--------GMRNF----P----AL--------A
KPQ33019.1 LS----N------D----EP--G-------------T--A---N--------------------Q-----YLNRFA--------------V-GR---K-------------------------PL--------------------------S--QTEKKQ---------------MP------------------IPVMTS-EP--------------R-D--LRNWSLML---AG------D---RRER----TPGF------LL-----------------------------PQY---------GG-------QL------------P---QIMPQ----T------TNE-----ADA--------K---------KVA---------------------------------------------ELS--------VQR-FLQLSSPPAQ-------RLIMLLAA----A--P--VVT-----------LPVMRLIR----D--S----M---L--SEYRS--------P-----L---PV-AEVFL---SGL--LE-------------------RLPGQLENGENLAA-----------------------THYDVMQYDF--------VP--H------VRQAL-LK-KLPEVD--T----------------VEVI--------NSVS--SAV--------------E-------NR----W---------N-ALTTQDF----Q----AF--------L
WP_081656248.1 LG----A------L----AP--G-------------V--L---N-------------S--QLIET-----GLPIWQ--------------------------------------------EQKPT---------------------------------IA---------------LK------------------FPVVTL-EP--------------E-S--LTEWARVV---AG------V---GSVQ----TLGV------LF-------------------------EPNWREL------VP-KS-------PS------------P------------N------GQQ-----STE--------P---------------------------------------------------------KL---------LVKRFHATASPLAR-------KLAGLMAA----A--P---VS-----------LPVIHLIQ----Q--E----L---L--S---E----SS--Q-----I---HL-AEIFM---SGL--LQ---------------------------------------LVQGHKQ----------IQPEHWHYKF--------VD--G------VRSIL-LS-SVRITE--I----------------DAVL--------EAVS--QYI--------------A----RKAGL------------------QIKSF----A----AL---------
CAO86961.1 SR----GWFVSLVNQTPRKP--S-------------Q------N------------------------------WR----------------------------FTSIPLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T-------------------ISP-----EMS--------R---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWDKRKGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A----QKLNL------------------STTTF----F----GL--------I
WP_002786766.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------F-----------------TSIPLLLQIENEEENQH-------------------ILREKIQK------TY---------------FP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL---------------------------EKSPQ---------NR-------EI------------P--------------------AT-----ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWDKGKEGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_084989906.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWDKRKGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_002740175.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEL--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_002755866.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIVRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEP--VKWDKGGKFNFH------------TPPNSLDFEF--------DD--E------VRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF---------FG------LIL
WP_002757190.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------VRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_004162811.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------R---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_004268279.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
AKV67733.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--Q----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_012266972.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEL--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_016516064.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_052276530.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--Q----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_061432000.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------VRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_072926264.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_073631997.1 LN----S------Q--LIES--G-------------L--P---I------------------------------WQ--------------------------------------------EEKPT---------------------------------MA---------------LK------------------FPVVTL-EP--------------E-S--LTEWAQVV---AG------A---GSVQ----TLGV------LF---------------------EQNWKELVPKS---------PS-------PT------------P-------------------QQP-----TKP--------D---------------------------------------------------------LL---------VKR-FHATASPLAR-------KLAGFMAA----A--P---VS-----------LPVIHLIQ----Q--E----L---L--P---E----SR--Q-----I---HL-AEIFM---SGL--LQ---------------------------------------FVQSHKP----------SQPERWQYKF--------VD--G------VREIL-LS-SVRITE--I----------------DAVL--------EAVS--QYI--------------A------RKA--------G-L-------QIKSF----A----AL---------
ABW33201.1 LS----A------T----SA--G-------------V--A---N-------------S----RLK---------WE-------------RL-LADWDKEDEFGDLDLEPTPETESSQATEEPSSDLDVYLETGTASDDDPLEQGNGQSKIALNNIYKNQV---------------LC------------------LPVITL-EP--------------E-P--LNQLSRVI---AG------Q---VGFQ----VAGV----ELHW---------------------------QDIAE---------YK-------SV-------------------------L------ERI-----SNH--------K--------------------------MSPE---------------------------ER---------VRK-FHTNASPTAS-------KLAGMMAA----V--P---VS-----------LPVVQLIR----Q--T----L---L--P---Q----SR--Q-----V---HI-AEIYM---SGL--LE---------------------------------LQQKAPGPGNP------------HSPEQPEYDF--------LP--G------IRSLL-LE-TVFRDT--T----------------EAVL--------DAVS--AYI--------------S------KRL--------G-----L---STRSF---------EA------LIA
WP_002743980.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVL---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T---------------------------ISP--------E---------MSR---------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWDKRKGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_073631276.1 VR----F----HSL----AP--G-------------M--A---N--------------------QKLSVVRRDRWR-------------------------------------------KTTSTD--------------------------------------------------IK------------------VPVLTL-EP--------------P-V--TSLWSQMV---AG------K---GNTG----APGL------LF-------------------------SPREQTS----FAEIVEQ-------NV------------A---------------------------LSS--------E---------------------------------------------------------ER---------VQR-FRVFSSPMAR-------RLAGLLAA----C--P--VIS-----------LPIIRIIQ----D--A----M---L--R---Q----SQ--Q-----L---HV-AEVLL---SGL--FR------------------------------------------LATPIGAD------TNPDEIEYKF--------YD-EG------IRGIL-LD-STPAPD--T----------------FSVL-------SKWIE--QRL----------------------KK------------------SLDDF----I----AI--------L
WP_070391592.1 LH----S------L----SP--G-------------V--V---N-------------S----QFI-----VKH-WD---------------------E----------DDIGLFSEEGTADLGTG--------------------------NSNQNKFSS---------------VS------------------VPVVTL-EP--------------Y-P--LLAWSQVI---AG------HGNVSTVGFNFGVADSGYDSAPLA----------------------PQFWGEQNSQ---------TP-------PKLGDLGGLTKTKRS---GIYTSIQQRP------NFD-----VSQ--------D---------PQPQKTAVDGEPSQPQLEAP----------------------------AL---------VSR-FRATASPMAR-------RLAGLMAA----A--P---VS-----------LPVVQLIQ----Q--T----L---L--P---K----SA--Q-----I---HV-AEVFM---SGL--LQ------------------------------------SITPVDQDSNP---------DYPDYIEYEF--------RR--G------VRELL-VD-SVPISK--T----------------LSVI--------DKVS--EFI--------------A-------NQ----L---G-L-------SVKDF----E----AY--------L
CCI03549.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL---------------------------EKSPQ------NR-EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWD--KEGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------LNLSTTTFF---------GL--------I
WP_002750294.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------F------REE-----NKQ--------DSEDKNTIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
EKU96832.1 LS----A------L----FP--G-------------L--A---N-------------T--QLVID-----DLVGWD--------------V------D------------------GETGETVLF---------------------------------KP---------------LS------------------LPVVTL-EA--------------A-P--MRQWAKVV---AG------V---GNVR----TPGF-------W-------------------------FDVGLLH---------QY-------PS-------------------------S------GAT-----DVS--------T--------------------------LSAE---------------------------AR---------VNRFFSSSASPIAK-------RLVRLMAA----A--P---VS-----------LSVVHLIQ----E--K----L---L--P---E----AT--P-----V---HV-AEVYM---GGL--LD---------------------------------------QKTGT------------NSQGEPIYDF--------AS--E------VRQRI-IQ-ASDPDL--T----------------FQVF--------TKLS--EKI----------ADEIG-----------------E---------SLDSF----D----AL--------L
WP_006513246.1 LS----A------L----FP--G-------------L--A---N-------------T--QLVID-----DLVGWD--------------V------D------------------GETGETVLF---------------------------------KP---------------LS------------------LPVVTL-EA--------------A-P--MRQWAKVV---AG------V---GNVR----TPGF-------W-------------------------FDVGLLH---------QY-------PS------------S------------G------ATD--VSTLSA--------E---------------------------------------------------------AR---------VNRFFSSSASPIAK-------RLVRLMAA----A--P---VS-----------LSVVHLIQ----E--K----L---L--P---E----AT--P-----V---HV-AEVYM---GGL--LD---------------------------------------QKTGT------------NSQGEPIYDF--------AS--E------VRQRI-IQ-ASDPDL--T----------------FQVF--------TKLS--EKI----------ADEIG-----------------E---------SLDSF----D----AL--------L
KPQ32127.1 AR----S------------P--G-------------V--P---N-------------A------Q---------LL---------------------S----------P-------ALFEDTDSD---------------------------------LG---------------LK------------------LPTVTV-EP--------------A-S--IAQWARLI---AG------F---GDAS----AAGV--WFEPDW--------------QGQTEASEASMASSTAGS---------TG-------KS------------P------------A------TSE-----DVA--------V---------VAA---------------------------------------------RL---------VGR-FSTTASDMAR-------ELAALMAL----V--P---VE-----------LSLVYIIQ----A--K----L---L--P---E----ST--P-----L---HV-AEVFL---SGL--VE---------------------------RVKDDNTAEADLETGGS------------FFATRRRYDF--------VP--G------VRNIL-ID-SVKIPS--A----------------ERVL--------NEIS--AYI------------CER------LNR------------------SSRNF----M----AL--------L
WP_002795442.1 LF----S------D----EP--G-------------L--T---N-------------S--RLKFR-----DVLIWE-------------------------------------------NVFREQ---------------------------------NR---------------LQ------------------IPVFTL-EP--------------F-S--VERWSSVV---VG------R---SDTK----VAGF------IL-------------------------TPDTKEE---------LE-------PE-------------------------A------ELN-----LTP--------E---------------------------------------------------------EI---------VRR-FRNNASPLAQ-------ELAELLAA----T--P--TIF-----------LPVVRLIR----K--E----M---L--P---E----AG--Q-----V---QI-AEVFL---GGILRVR--------------------------------------SLGIKE------------TDPDAVLYDFI-------NP--E------VRDIL-QL-SSTRST--T----------------VNVF--------DRVS--KYI--------------A-------KQ--------------L-NLELRDF----L----AE--------L
WP_075896676.1 LI----A------R----EP--E-------------S--P---N-------------S----MLQ-----VGARLR---------------------T-------------------------TA---------------------------------RL---------------YK------------------FPIFNL-SR--------------N-H--FSTWANFT---TG------S---GSNS----IQGV------LI-----------------RQDKPETATTNPKKQ---------RS-------EQ------------P------------E------SVA-----ENP--------E---------------------------------------------------------QL---------LRG-FLANASPKAR-------ELAEVLAA----V--P---LI-----------PPVMRLAQ-------Q--WFL------P---D----SE--H-----W---HL-AEVFF---SGL--IQ------------------------------------------KSSLGPEQ------VTVPETWYEF--------RP--G------IRELL-LG-NSPVQR--T----------------TEIW--------REIG--DFI--------------E-------RR----Y---G---------SLRDF----P----AL--------I
EAW35097.1 LGGRVAG----LANARLNVE--G-------------L--PDVDE------------------------------WD--------------------------------------EWDEPEEVSDR---------------------------------RL---------------LT------------------LPIITL-DP--------------N-S--FQRWARVL---AG------V---GETQ----TPGR------VF-----------------ELAFVREMADEPVST------------------PV----------------------------------------RTA--------K---------------------------------------------------------QR---------VEL-FRATASRTAR-------QLAGLMAA----I--P---VS-----------LPVIDLLR-------D--EFL------P---D----AQ--Q-----D---HV-AEVLL---SGL--LR--------------------------------------RCDA--------------DESEVCQYEF--------FD--G------VRDLL-ID-GVPITK--T----------------TAIL--------NRLS--EII--------------A----QKAGR------------------TINCF----E----AL--------L
WP_006100461.1 SV-----------QLGAFAP--G-------------V--P---N--------------------SQLVIEEIPPWL------------------------------------------EVNLATA--------------------------------------------------LP------------------LPVVTL-EP--------------E-P--LAQWAQLV---AG------T---GGTR----MPGV------LF--------------------------DPVLMA---------AM-------AE--------------------------------EMEQTIASRSA--------S---------------------------------------------------------EL---------VQH-FRATASPTAR-------RLAGLMAA----I--P---VT-----------LPVVRLIQ----Q--T----M---L--P---E----SG--Q-----I---HV-AEVFM---SGL--LR-------PVVEGNGNLRDGENLSPNLSPARREALNAPLSVQQKRSILSPP------PQSEPIYYDF--------QE--G------VRELL-LD-SIPISD--T----------------DEVL--------EQVS--QFI--------------A------RKA--------GV--------SIKSF----T----AF---------
WP_039727590.1 VK----S------L----TP--G-------------T--V---T-------------A------N---------WQ--------------V-----------------EAPLDFLMDESDGEPSP---------------------------------AT---------------LT------------------VPVVTV-EP--------------N-S--IKPWARVL---VG------A---GEAR----AAAV------QF----------------------------DWSN---------IP-------PP------------P----------AKT------SED-----MEP--------L---------------------------------------------------------AL---------VRR-FRGGASIVAQ-------RLAGMMAA----V--P---VS-----------PEITDLLR----Q--T----L---L--P---E----AR--Q-----V---HV-AEVFM---SGL--IR-------------------------------------MTRTEKP------------EGGHSQTYDF--------VS--EK-----VRDLL-TD-AVDVPT--T----------------EKVL--------DTVS--AYL--------------S-------ER----W---G-L-------GTRTF----E----AL--------L
WP_011611683.1 LN----A----SVRLTSNQNLTI-------------I--P---S------------------------------------------------------------------------SKKQEISQD---------------------------------GE---------------FK------------------LPVLCL-DP--------------N-I--LEEWSKLL---MG------V---GNNQ----SVGY------GI-----------------------------------------KP-------DN-------------------------HRYSNFVQEE-----ITA--------T---------------------------------------------------------ER---------VER-FQEIASPNAV-------RLAEHLSA----V--L---VT-----------LPVIRVIQ----Y--T----M---L--P---Q----FN--Q-----G---HV-AEVLM---GGL--FK----------------------------------PLSEKITPN-------------INPDEIEFEF--------FD--G------VRDEL-LS-GLTVDE--I----------------TDVI--------EEVS--SYL--------------A------EKM--------GI--------SPKEF----E----AL--------L
WP_052330862.1 AS----L-----------TP--G-------------I--A---N--------------------KHLLVKKQLLWK------------------------------------------DINLNTG--------------------------------------------------IK------------------IPVFTL-EP--------------D-K--ALPWSQMV---AG------K---SDAV----ASGF------VL-----------------------SSAISSKPS---------HS-------KQ--------------------------------ATQTTIPQINP--------Q---------------------------------------------------------ER---------VYR-FRMTASPMGR-------KLAGLLAA----A--P--VIN-----------LPVVRLIQ----E--T----L---L--P---E----SR--Q-----V---HV-AEVFL---GGL--LK------------------------------------------PLTPIEAD------TLPDTVQYDF--------MD--DE-----IRGIL-LE-SAPVKD--S----------------ADIF--------NAVS--LYV--------------A----AELGK------------------SLQDF----V----AL--------L
WP_015119023.1 TP----V----YLS--SLKP--G-------------V--P---N-------------S----------QLLTTIWD---------------------------------------EDEIENDNSS---------------------------------ES---------------IS------------------IPIVTL-EP--------------Q-P--LLTWSQVI---AG------F---GNIT----TAGF------KF----------------------SLPELRSQTK---------IN-------PK------------P--------------------SQ-----LTP--------D---------------------------------------------------------TI---------VNR-FRATASPTAR-------RLAGLMAA----A--P---VS-----------LPVVQLIQ----K--T----L---L--P---D----SR--Q-----I---HI-AEVFM---SGL--LK---------------------------------------STTIK------------DNPDYIEYEF--------LP--G------VRKLL-VD-SVPKSK--A----------------ISVI--------DAVS--EYI--------------S------EKL--------G-L-------SVQQF----E----AR--------L
WP_002791729.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------TEE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRFYDF--------LP--G------VRQVL-ND-AIGSRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
AKV70250.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIQQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
KMW70431.1 LG----S------P----VA--G-------------L--P---N-------------ARLDVEGL----PELDEWD---------------------------------------EWDEPEEVSD---------------------------------GR--------------LLT------------------LPIITL-DP--------------N-S--FRRWARVL---AG------A---GECR----TPGR------GF---------------------ELAFVREMADE------------------PV-------------------------S------TPV-----RTA--------K---------------------------------------------------------QR---------VEL-FRATASRTAR-------QLAGLMAA----I--P---AS-----------LPVIDLLR----D--E----F---L--P---D----AQ--Q-----D---HV-AEVLL---SGL--LR--------------------------------------RCDS--------------DESEVCQYEF--------FD--G------VRDLL-ID-GVPIAK--T----------------TAIL--------DRLS--EII--------------A-------QK------------------AGRTINCFEA----LL---------
WP_002735856.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-EI--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PM-------------------------S------REE-----NKQ--------DSEDKNTIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----V----AL--------L
WP_024968775.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IL-------PI-------------------------F------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_052277850.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIQQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_002788676.1 TT----A------L----TA--G-------------V--P---N-------------P--KLILK-----NYPQWL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI--------------A-----GEIK--------S---------PIRSF----A----AL--------L
WP_039896832.1 LGGRVAG----LANARLNVE--G-------------L--PDVDE------------------------------WD--------------------------------------EWDEPEEVSDR---------------------------------RL---------------LT------------------LPIITL-DP--------------N-S--FQRWARVL---AG------V---GETQ----TPGR------VF---------------------ELAFVREMADE------------------PV------------S-------------------TPV-----RTA--------K---------------------------------------------------------QR---------VEL-FRATASRTAR-------QLAGLMAA----I--P---VS-----------LPVIDLLR-------D--EFL------P---D----AQ--Q-----D---HV-AEVLL---SGL--LR--------------------------------------RCDA--------------DESEVCQYEF--------FD--G------VRDLL-ID-GVPITK--T----------------TAIL--------NRLS--EII--------------A----QKAGR------------------TINCFEALLT----VL---------
WP_072927156.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IS-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AI---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_017748256.1 LS----A------L----TP--G-------------V--L---N--------------------SQLIVSGLPIWQ--------------------------------------------EEKPT---------------------------------VA---------------LQ------------------FPVVTL-EP--------------E-L--LTEWARVV---AG------V---GNIQ----TLGV------LF-----------------------EPNWTEFIP---------ES-------PS------------P-------------------NSKQT---SDP------------------------------------------------------------------EL---------LVKRFHATASPLAR-------QLAGLMAA----A--P---VS-----------LPVIHLIQ----K--E----L---L--P---K----SR--Q-----I---HL-AEVFM---SGL--LQ---------------------------------------LVQEHSQ----------TQADRWQYKF--------VD--G------VRESL-LG-SVRITK--I----------------DEVL--------EVVS--QYI--------------A----SKTGL------------------QIKSF----A----AL---------
ALB40811.1 SS--------------------G-------------A--MVQLN------------SSAYTVANRNLSIKEILIWD------------------------------------------DINFHKS--------------------------------------------------IK------------------VPVFSL-TQ--------------D-S--IKTWSKMV---IC------K---GTIG----AGGF------AF---------------------SDIVKQEKQQE------------------PQ--------------------------------TQDIPQISLSN--------E---------------------------------------------------------ER---------VYQ-FRISSSPLAR-------NLVSLLAS----A--P--VIN-----------LPVVRLIQ----K--N----F---L--P---Q----SEKIV---------HVIAEVFL---GGI--LK------------------------------------PTKEITPD------------THPDYVEYRF--------ID--EE-----IRDIF-LQ-DSCQMD--S----------------EQII--------NKIS--EYI--------------A----KQLGK------------------NRKEF----Q----AL--------L
OBQ20858.1 SS--------------------G-------------A--MVQLN------------SSAYTVANRNLSIKEILIWD------------------------------------------DINFHKS--------------------------------------------------IK------------------VPVFSL-TQ--------------D-S--IKTWSKMV---IC------K---GTIG----AGGF------AF---------------------SDIVKQEKQQE------------------PQ--------------------------------TQDIPQISLSN--------E---------------------------------------------------------ER---------VYQ-FRISSSPLAR-------NLASLLAS----A--P--VIN-----------LPVVRLIQ----K--N----F---L--P---Q----SEKIV---------HVIAEVFL---GGI--LK------------------------------------PTKVITPD------------THPDYVEYRF--------ID--EE-----IRDIF-LQ-DSCQMD--S----------------EQII--------NKIS--EYI--------------A----KQLGK------------------NRKEF----Q----AL--------L
AFY58464.1 AS----L-----------TP--G-------------I--A---N--------------------KHLLVKKQLLWK------------------------------------------DINLNTG--------------------------------------------------IK------------------IPVFTL-EP--------------D-K--ALPWSQMV---AG------K---SDAV----ASGF------VL-----------------------SSAISSKPS---------HS-------KQ--------------------------------ATQTTIPQINP--------Q---------------------------------------------------------ER---------VYR-FRMTASPMGR-------KLAGLLAA----A--P--VIN-----------LPVVRLIQ----E--T----L---L--P---E----SR--Q-----V---HV-AEVFL---GGL--LK------------------------------------------PLTPIEAD------TLPDTVQYDF--------MD--DE-----IRGIL-LE-SAPVKD--S----------------ADIF--------NAVS--LYV--------------A----AELGK------------------SLQDF----V----AL--------L
WP_023072613.1 IR----N------R----MP--G-------------A--V---NQNLMPR-----FLG----------------LR--------------------------------SPKRRPQKSDANLAGPA--------------------------------------------------IC------------------VPVITTDDS----------------A--ISAWSRML---SG------D---RRQS----APGF------VL--------------------------------------------------PA-----------------------EGW------EQTNGRVINEP--------D---------------------------------------------------------ER---------LEQ-FRLRATPAAR-------RLAALLSA----A--P--VIT-----------LPVMRLIR----V--A----M---L--P---D----VK-SP-----L---PV-AEVFL---GGL--LQ------------------------------------RSVDQSET------------TDPELVQYDF--------PA--E------TRERL-LD-ILPTVD--A----------------VAVV--------EKVS--EHV--------------A----EKLNC------------------TLADF----R----AL--------L
KIF16909.1 VK----S------L----TP--G-------------T--V---T-------------A------N---------WQ--------------V-----------------EAPLDFLMDESDGEPSP---------------------------------AT---------------LT------------------VPVVTV-EP--------------N-S--IKPWARVL---VG------A---GEAR----AAAV------QF----------------------------DWSN---------IP-------PP------------P----------AKT------SED-----MEP--------L---------------------------------------------------------AL---------VRR-FRGGASIVAQ-------RLAGMMAA----V--P---VS-----------PEITDLLR----Q--T----L---L--P---E----AR--Q-----V---HV-AEVFM---SGLIRMT---------------------------------------------------RTEKPEGGHSQTYDF--------VS--EK-----VRDLL-TD-AVDVPT--T----------------EKVL--------DTVS--AYL--------------S-------ER----W---G-L-------GTRTF----E----AL--------L
WP_047155762.1 LD----C------L----QP--R-------------V--P---N-------------S------N---------LL--------------V------REVFFGSNDNLQ-------------------------------------------------TG---------------IK------------------VPVFSL-EP--------------E-L--IETWSEMV---VG------K---GIIG----AGGF------VF--------------------------SSLLKL---------DQ-------NQ------------T------------V------SDQ-----ERA--------N--------------------------LTGE---------------------------ER---------LYN-FKMSSSKTAQ-------KLAEYLSA----A--P--VIN-----------LPIVRSIQ----K--N----F---L--R---D----SQ--Q-----V---HV-AEVFL---GNI--LK------------------------------------PQCLITPD------------IDFDQVQYQF--------ID-EE------IRDIL-LK-DSPRKN--A----------------QEII--------TMIS-QDFA----------------------NR----L---G-----N---SPREF----L----AL--------L
WP_011611368.1 AV----------------AP--G-------------V--P---N----------------------------------------------------------------PRLVLENLPPWIPINWK---------------------------------NA---------------LV------------------LPVILP-EP--------------E-L--LKSWCRIV---SG------A---SNSR----VPIF------LF--------------DLSFVEKQFCQKQEDSPP---------EL-------PT------------P-------------------KKE-----ISP--------T---------------------------------------------------------TR---------VRK-FLATTSITAQ-------RLAGMMAA----A--P---VN-----------LSVVNLIR----K--T----L---L--K---E----AT--T-----V---HV-AEVYM---GGL--LA---------------------------------------PTD--------------SKDDQPTYEF--------LP--G------VRKEL-NQ-AMGRNE--T----------------TAVL--------DAVS--RYI--------------A----EKIDR------------------PIRSF----R----AL--------L
WP_024969247.1 VS----D-----------EP--G-------------L--T---N--------------------SRLKIRDVLLWE-----------------------------------------NVFREQNR--------------------------------------------------LQ------------------IPVFTL-EP--------------L-S--VARWSGVV---VG------R---GDTK----VAGF------VL-------------------------TPDTKEE---------LE-------PE------------G-------------------KLN-----LTP--------E---------------------------------------------------------EI---------VRR-FRNNASLLAQ-------ELAELLAA----A--P--TIF-----------LPVVRLIR----K--E----M---L--P---S----AG--Q-----V---QI-AEVFL---GGI--LR------------------------------------VRSLRIKE------------TDPDLVLYDFI-------NP--E------VRKIL-QC-SSTRST--T----------------VDVF--------DRVS--KYI--------------A----KQLNL------------------ELRDF----L----AE--------L
WP_019496294.1 LS----A------F----NP--G-------------V--P---N-------------S----NLV-----LPSLWE--------------------------------------------ELKGE---------------------------------RV---------------LK------------------LPVVTL-EA--------------F-S--LKNWAKVI---AG------R---GNTY----TPGF------VF----------------------ELDFVAEQVQ---------KS-------AT------------V------------K------SQE-----PSP--------E---------------------------------------------------------NL---------VDR-FLATASLTAQ-------RLAGLMAA----A--P---VS-----------LPVINLIQ----E--K----L---LKNK--------ST--P-----V---HV-AEVFL---SGM--IQ--------------------------------------RTNTL-------------DNGENPKYDF--------VP--E------VRKLL-NQ-ATRLGE--T----------------ENVL--------DVVS--SYI--------------A-------DN----L---G-L-------SIKSF----T----AL--------L
WP_008185551.1 AR----Q------------P--E-------------S--P---N-------------S----MLQ-----VGARLR---------------------T-------------------------TA---------------------------------RL---------------YQ------------------FPIFNL-SR--------------N-H--LSTWANFT---TG------S---GSNS----IQGV------LI--------------------------RQDIRQ---------DK-------PE------------T---DKTNPKKQRS------EQS-----ESV--------P---------ETP---------------------------------------------QQ---------LLRGFLANASPKAR-------ELAEVLAA----V--P---LI-----------PPVMRLAQ-------Q--WFL------P---D----SK--H-----W---HL-AEVFF---SGL--IQ------------------------------------------KSSLGPDQ------ATVPETWYEF--------RP--G------IRELL-LG-NSPVQR--T----------------TEIW--------REIG--DFI--------------E------HHY--------G---------SLRDF----P----AL--------I
WP_079209937.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-EI--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
OBQ11326.1 LS----A------I----EP--G-------------L--L---N-------------S--KLTIH-----DFPFWL--------------------------------------------EEKPN---------------------------------QA---------------LK------------------LPIVIL-EP--------------E-S--LEYWAKVI---AG------T---GNID----TVGI------LF---------------------MPNWKELKPTD------KL-SS-------SQ------------T---------------------------TKD--------P---------------------------------------------------------EL---------LVNKFYDSASPLAR-------RLANLMSS----A--P---VS-----------IPVIHLIQ----E--K----M---L--P--------PPRKP-----I---IL-AEIFM---SGL--LE-------------------------------------PKLISKE------------NQPEKWQYEF--------VE--G------VREVL-WR-SVRLTE--I----------------EAMF--------KAVS--EYI--------------C------QKA--------G-I-------SIRSF----P----AL---------
WP_004162655.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-EI--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_012267113.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_017661634.1 LS----A------S----SP--G-------------L--P---N----------------------------LLLD--------------------------------VTGLTRRKQRKLANAPT--------------------------------------------------LT------------------VPVVTI-DA--------------D-A--LQVWSRVV---AG------S---GNAR----TPGR------VF----------------------DLSFVGEWAQ---------TL-------DA--------------------------------QAS-----LSV--------E---------------------------------------------------------EK---------VAR-FLATASQTAR-------RLAGLMAA----V--P---VS-----------LPVIDLLR----E--T----L---L--P---E----AR--Q-----G---HI-AEVFA---SGL--LE-------------------------------------------ELET---------ESGALCQYDF--------FE--G------ARPLL-ID-TVPMLK--T----------------EEVL--------EIVS--QYV--------------A------QQL--------GL--------SIRSF----T----AL--------L
WP_017742480.1 IP----V----QLR--SLTP--G-------------V--F---N-------------S----------QLIVENWD---------------------EDDFADDVPEDKQIIQNPLIQNPKSKIQ---------------------------------NS---------------IP------------------VPIITL-EP--------------E-P--LLAWSRAI---AG------L---GNIG----TVGF------KF-----------------------FSPKNLVPL---------GE-------TQ------------Q-------------------DSEQSETQLSA--------S---------------------------------------------------------AL---------VSR-FRATASPIAR-------RLAGLMAA----A--P---VS-----------LSVVHLIQ----Q--T----L---L--K---E----SQ--Q-----I---HV-AEVFM---SGL--LK---------------------------------------SSQS-------------KGSGYIEYEF--------ID--G------IRELL-LE-SVPVSK--A----------------NSVL--------EEVS--EFI--------------A------RRV--------G-V-------SVRDF----E----AV--------L
OBQ03799.1 LS----A------I----EP--G-------------L--L---N-------------S--KLTIH-----DFPFWL--------------------------------------------EEKPN---------------------------------QA---------------LK------------------LPIVIL-EP--------------E-S--LEYWAKVI---AG------T---GNID----TVGI------LF--------------------------MPNWKE---------LK-------PT------------D------------K------LSS-----SQT--------T--------------------------KDPE---------------------------SL---------VNK-FYDSASPLAR-------RLANLMSS----A--P---VS-----------IPVIHLIQ----E--K----M---L--P--------PPRKP-----I---IL-AEIFM---SGL--LE-------------------------------------PKLISKE------------NQPEKWQYEF--------VE--G------VREVL-WR-SVRLTE--I----------------EAMF--------KAVS--EYI--------------C-------QK--------------A-GISIRSF----P----AL---------
OBQ40142.1 LS----A------I----EP--G-------------L--P---N-------------S--QLTIH-----DFPFWL--------------------------------------------EEKPN---------------------------------QA---------------LK------------------LPIVIL-EP--------------E-S--LEYWAKVI---AG------T---GNID----TVGI------LF--------------------------MPNWKE---------LK-------PT------------D------------K------LSS-----SQT--------T---------KDP---------------------------------------------EL---------LVNNFYNSASPLAR-------RLANLMSS----A--P---VS-----------IPVIHLIQ----E--K----M---L--P--------PPRKP-----I---IL-AEIFM---SGL--LE-------------------------------------PKLISKE------------NQPEKWQYDF--------VE--G------VREVL-WR-SVRLTE--I----------------EAMF--------KAVS--EYI--------------C-------QK--------------A-GISIRSF----P----AL---------
WP_061432248.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PM-------------------------S------REE-----NKQ--------DSEDKNSIKNKAE---------------------------------------------AM---------VER-FFSTASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------IKVL--------DAIS--QYI------------AGE------IKS------------------PIRSF----A----AL--------L
WP_071106909.1 AR----Q------------P--E-------------S--P---N-------------S----MLQ-----VGARLR---------------------T-------------------------TA---------------------------------RL---------------YQ------------------FPIFNL-SV--------------N-H--LSTWANFT---TG------S---GSNS----IQGV------LI-------------------------RQDSSET---------DK-------TN------------P---KKQRSEQSES------VAE-----TPQ--------Q--------------------------------------------------------------------LLRGFLANASPKAR-------KLAEVLAA----V--P---LI-----------PPVMRLAQ-------Q--WFL------P---D----SK--H-----W---HL-AEVFF---SGL--IQ------------------------------------------KSSLGPDQ------ATVPETWYEF--------RP--G------IRELL-LG-NSPVKR--T----------------TEIW--------REIG--DFI--------------E------HRY--------G---------SLRDF----P----AL--------I
WP_023065259.1 ------G------T--AIAP--G-------------V--A---N----------------------------------------------------------------PRLILENLPAWIPVDGQ---------------------------------NA---------------LV------------------LPVIRP-EP--------------E-L--LNNWCRVV---SG------S---SNAR----IPTF------LF------------------------DLEFVREQ----YQSQSTE-------VE-------------------------D------QRE-----YSA--------K---------------------------------------------------------TQ---------VSR-FLATASVTAQ-------RLAGMMAA----A--P---VN-----------LSVVNLIR----K--T----L---L--P---E----AT--P-----V---HV-AEVYM---GGL--LT---------------------------------------PTD--------------SNGTEPVYDF--------LP--G------VRQAL-NE-AMGRNE--T----------------TAVL--------DAIS--SYI--------------A----KEIDR------------------PIRSF----R----AL--------L
WP_068790131.1 KQ----S----GLASNELTP----------------R--P-----------------R--------------LYWD--------------------------------------REIIHPKHRPP---------------------------------SQ---------------IY------------------LPIITL-DP--------------K-F--FSDLARVA---VG------D---RRAR----IAGI------AW-----------------------DEGDCQPLQ---------RP-------PN----------------------------------------SSP--------Q---------------------------------------------------------RD---------PLEFFRLTASPTAQ-------TLASLLAA----A--P--VIS-----------LPIVRLIQ----R--S----M---L--P---Q----SN--P-----A---HV-AEVLM---SRV--FT-----------------------------------------RVGSVAPTL------KNADSLLYQV--------RS--ES-----VRQQL-LE-NTDLLE--T----------------VDVI--------EQVS--TYV--------------A------RRL--------GK--------SMEQF----K----AL--------L
WP_073595266.1 LS----A------L----LP--G-------------V--A---N-------------N--QLIID-----GLPVWE--------------------------------------------EVNTA---------------------------------NA---------------VT------------------LPVITL-EP--------------D-S--LKQWSRVV---AG------I---GSTR----SAGI------LF---------------------DLSLVASLTQT------AL-TN-------NE------------P---------------------------LSP--------A---------------------------------------------------------DL---------VKR-FRTTASTTAR-------RLAGLMAV----V--P---VS-----------LPVVYLIQ----E--T----M---L--K---E----SM--Q-----V---HV-AEVFM---SGL--LR------------------------------------PISSEDSH------------GKPEIIQYEF--------VE--G------VRELL-ID-SVPIPD--I----------------EDVL--------KAVS--QYI--------------A-------RK----L---G-F-------SIKSF----V----AL---------
OKH35591.1 LS----A------L----LP--G-------------V--A---N-------------N--QLIID-----GLPVWE--------------------------------------------EVNTA---------------------------------NA---------------VT------------------LPVITL-EP--------------D-S--LKQWSRVV---AG------I---GSTR----SAGI------LF---------------------DLSLVASLTQT------AL-TN-------NE------------P---------------------------LSP--------A---------------------------------------------------------DL---------VKR-FRTTASTTAR-------RLAGLMAV----V--P---VS-----------LPVVYLIQ----E--T----M---L--K---E----SM--Q-----V---HV-AEVFM---SGL--LR------------------------------------PISSEDSH------------GKPEIIQYEF--------VE--G------VRELL-ID-SVPIPD--I----------------EDVL--------KAVS--QYI--------------A-------RK----L---G-F-------SIKSF----V----AL---------
ABG53299.1 IG----SSVQLQNL----VP--G-------------N--S---N--------------------KNLIIKEFLLWR------------------------------------------NLLLEQG--------------------------------------------------IK------------------IPILTL-QP--------------E-L--AKVWSQML---IG------K---PEAL----VSGF------LL--------------------------PNELHL---------KS-------EN--------------------------------LPENKIEKLNP--------E---------------------------------------------------------KR---------VHR-FRMNASPIAR-------KLASLLSA----A--P--MIC-----------LPVVRIIQ----A--K----L---L-----------SQALP-----I---HT-AEVFL---GGL--LK------------------------------------------PTQEITPD------TNSELVEYKF--------VD--EK-----IRNIL-LK-SAPVSD--S----------------QKVF--------DAVS--QYL--------------K----EHFGK------------------SMKEF----V----AL--------L
WP_075598587.1 LG----A------L----SS--G-------------L--P---S-------------S------Q---------LE--------------V-EGLPQR------------------LEQHRHADL--------------------------------------------------VT------------------VPIVTL-DA--------------A-S--MFRWAQVT---SG------T---GSIR----TPGR------TF----------------------DLVFIRKQAD---------KG-------NS------------A------------Q------VLR-----STS--------Q--------------------------RTAQ---------------------------ER---------VAL-FRSTASKTAQ-------QLANLMAA----A--P---VS-----------LPVIDLLR----D--A----F------RGDFE----EEVQQ---------SVVAEVLL---SGL--LR--------------------------------------RCDA--------------EDDVVCRYEFWGDDSLVGTE--R------VRDIL-LG-DTSISK--S----------------IEVL--------NVLS--ASI--------------C------QKL--------G-----L---PSKSF----Q----AL--------L
WP_075897253.1 IP----V----QLH--SLSP--G-------------V--V---N-------------S------Q----LIVKPWD---------------------------------------QDDSKSIQNK---------------------------------SS---------------VN------------------VPVVTL-EL--------------Y-P--LLACSQVI---AG------Q---GNVS----TVGF------NF-----------------------DVSENPQPQ----KKAVDAK-------PS--------------------------------QPQ-----LEA--------P---------------------------------------------------------AL---------VSR-FRATASPMAR-------RLAGLMAA----A--P---VS-----------LPVVQLIQ----Q--T----L---L--P---K----SA--Q-----I---HV-AEVFM---SGL--LQ------------------------------------SITPVDQD------------SNPNYIEYEF--------KP--G------VRELL-VD-SVPISK--T----------------LSVN--------EKVS--EFL--------------A------DQL--------G-L-------SVKDF----E----AR--------L
WP_075601459.1 LN----A----LEL--------G-------------L--P---N-------------A-----------RLTATWS----------------------------------------DEWQTELPN---------------------------------PA---------------AC------------------LPILPL-EP--------------D-A--ILAWSQMV---MG------HNKAPGYQ----VGSF------AL---------------------------EPAEA---------QA-------PN------------S---------------------------LTA--------Q---------------------------------------------------------RH---------LEQ-FQVMSSPMAQ-------RLMGLVAA----S--P--VIT-----------LPVIRLIQ----E--T----L---L--P---N----SR--Q-----M---NV-AEVLL---GGL--LE-------------------------------------PLEALDLG-----------SHPDAVEYGF--------RD-EE------IRQLL-LE-GTPVPD--T----------------MQVF--------SAFIEQQFK--------------Q---------------------------PLDQF----L----EE--------F
WP_002787893.1 LI----A------P----GP--A-------------S--A---N-------------A------T---------LQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG------ET-GE-------EE------------A------------A------APE-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLSR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VQ------------------------------------------KSIFSPEA------ATVPDAWYDF--------HP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_071515078.1 LR----N------R----TP--G-------------A--A---N-------------G----QLE---------WE-----------------------------------------TLLLSDPE---------------------DGEDKK------NR---------------VA------------------VPVVTS-DV--------------G-D--LQAWSQVL---AG------N---HQQV----CGGF------LL--------------------------PARGNN---------SS-------ED------------T------------T------DAG-----NDA--------S---------------------------------------------------------QQ---------IQQ-FRMLSSPEAR-------QLAVLLAA----S--P--VIT-----------LPVMRLIR----A--S----M---L--P---A----TSLLP-----V------AEVFL---SGL--LR-------------------KLPGQPPE-----------------------------TDPELVQYEF--------VS--G------VRENL-LD-MLPPVD--A----------------VEVI--------NAIS--FYV------------SRQ------LGY--------A---------SLQQF----K----AW--------L
WP_002782653.1 LR----P---------LIAP--G----------------PASAN----------------------------AILQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG--ETGEEEAAA-------PE----------------------------------------AEP--------P---------------------------------------------------------EE---------LLKGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVPDAWYDF--------YP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
AKV66222.1 RP----L------I----AP--G-------------P--A---S-------------A--NAILQ---------VG----------------------------------------ERLRTKQIL--------------------------------------------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG------ET-GE-------EE------------A------------A------APE-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DHI--------------R-------DH----Y---G---------EFRDF----S----AL--------I
WP_002752611.1 LI----A------L----AP--A-------------A--A---N-------------A------T---------LQ----------------------------------------EGEKLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LI----------------------RSTTAGVDMG------ET-GE-------EE------------A------------A------ATG-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VQ------------------------------------------KSIFSLEG------ATVTDAWYDF--------SP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_002762808.1 LR----P---------LIAP--G----------------PASAN----------------------------AILQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG--ETGEEEAAA-------PE----------------------------------------AEP--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVPDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_002775631.1 LR-----------PLIALAP----------------A--AANAT------------------------------LQ----------------------------------------EGEKLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LI----------------------RSTTAGVDMG---------ET-------GE--------------------------------EEAAATGAESP------------------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ-------R--RFL------P---D----SK--H-----W---HL-AEVFF---SGL--VQ------------------------------------------KSIFSLEG------ATVTDAWYDF--------SP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----Q----AL--------I
WP_002792348.1 LR-----------PLIAPGP--A-------------S--A---N-------------A---------------ILQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMS--ETGEEEAAA-------PE------------T---------------------------ESP------------------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVPDAWYDF--------YP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_004269016.1 LR-----------PLIAPGP--A-------------SANA---T------------------------------LQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG--ETGEEEAAA-------PE------------A---------------------------ESP------------------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------HP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_024970302.1 LR-----------PLIALAP----------------A--AANAT------------------------------LQ----------------------------------------EGEKLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG---------ET-------GE--------------------------------EEAAATGAESP------------------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VQ------------------------------------------KSIFSPEG------ATVTDAWYDF--------YP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_052275697.1 RP----L------I----AP--G-------------P--A---S-------------A--NAILQ---------VG----------------------------------------ERLRTKQIL--------------------------------------------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG------ET-GE-------EE------------A------------A------APE-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DHI--------------R-------DH----Y---G---------EFRDF----S----AL--------I
WP_061430554.1 LR----P---------LIAP--G----------------PASAN----------------------------AILQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG--ETGEEEAAA-------PE----------------------------------------AEP--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_072926889.1 RP----L------I----AP--G-------------P--A---S-------------A--NAILQ-----VGEKLR---------------------T------------------------------------------------KQILYR-------------------------------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM-----------------GATTAGVNMGETGEE---------EA-------AA------------P---------------------E-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------HP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R-------DH----Y---G---------EFRDF----S----AL--------I
WP_002771100.1 LI----A------L----GP--A-------------S--A---N-------------A------T---------LQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YQ------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG------ET-GE-------KE------------A------------A------APE-----AES--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSAFSPEA------ATVTDAWYDF--------HP--G------IRQLL-LADSANRRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----Q----AL--------I
WP_008196903.1 RP----L------I----AP--G-------------P--A---S-------------A--NAILQ-----VGERLR---------------------T------------------------------------------------KQILYR-------------------------------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM-----------------GATTAGVNMGETGEE---------EA-------AA------------P---------------------E-----AEP--------P---------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVPDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DYI--------------R-------DH----Y---G---------EFRDF----S----AL--------I
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WP_043996830.1 LV----N------Q----TP--R-------------K--P---S-------------Q------N---------WR--------------FTSI--------------PLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA-------------------------T------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VHLGGEPVKWD--KEGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A-------QK--------------L-NLSTTTF----F----GL--------I
WP_002783570.1 SR----GWFVSLVNQTPRKP--S-------------Q------N------------------------------WR----------------------------FTSIPLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T-------------------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ----S--K----L---L--S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEL--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A----QKLNL------------------STTTF----F----GL--------I
WP_016515783.1 SRGWFVS----LVNQTPRKP----------------S--Q---N------------------------------WR----------------------------FTSIPLLLQIEKEEENQHILR---------------------------------ET----------IQKTYFP------------------LPTISL-TP--------------S-S--LKAWALVV---SG------D---SNAT----CAGV------LL-------------------------EKSPQNR---------EI-------PA------------T-------------------ISP-----EMS--------G---------------------------------------------------------KQ---------ALELFASTASPLAW-------ELLKKLAA----A--P---VN-----------LPIIRLIQ-------S--KLL------S---A----SN--P-----L---NI-AEVIL---SGF--LK-----------------------VYLGGEPVKWD--KGGKFNFH------------TPPNSLDFEF--------DD--E------DRELL-LT-ELGNSR--A----------------LEVI--------FVLS--EYI--------------A----QKLNL------------------STTTF----F----GL--------I
WP_084555188.1 LS----A------L----LP--G-------------V--A---N-------------N--QLIID-----GLPVWE--------------------------------------------EVNTA---------------------------------NA---------------VT------------------LPVITL-EP--------------D-S--LKQWSRVV---AG------I---GSTR----SAGI------LF---------------------DLSLVASLTQT------AL-TN-------NE------------P---------------------------LSP--------A---------------------------------------------------------DL---------VKR-FRTTASTTAR-------RLAGLMAV----V--P---VS-----------LPVVYLIQ----E--T----M---L--K---E----SM--Q-----V---HV-AEVFM---SGL--LR------------------------------------PISSEDSH------------GKPEIIQYEF--------VE--G------VRELL-ID-SVPIPD--I----------------EDVL--------KAVS--QYI--------------A-------RK----L---G-F-------SIKSF----V----AL---------
OBQ35051.1 FS----A------L----NP--G-------------V--P---N--------------------S-----KLICWE--------------------------------------------DLGTK---------------------------------QI---------------LN------------------LPIITL-EA--------------E-S--FKYWAKVI---AG------Y---GSIQ----TPGI------AL------------------------DIKFVKQQ---------LN-------SE------------T------------H------VQN-----SSA--------E---------ISA---------------------------------------------EI---------IVDQFLATASPTAQ-------LLAGLMSA----A--P---VS-----------LPVVHLIQ----K--T----L---LNKS--------TS--------V---HV-AEVFL---SGM--IE-----------------------------------------GKK------------DEKETKQYDF--------VP--G------VRKLL-NQ-AMPIGE--T----------------EKVL--------DKIS--EYI--------------A-------KN----L---G-Y-------DIKTF----T----AF--------L
WP_015079684.1 LS----A------I----EP--G-------------L--L---N-------------S--QLTIH-----DFPFWL--------------------------------------------EEKPN---------------------------------QA---------------LK------------------LPIVIL-EP--------------E-S--LEYWAKVI---AG------T---GNID----TVGI------LF--------------------------MPNWQD---------LK-------PT------------D------------K------LSS-----SQT--------T--------------------------KDPE---------------------------SL---------VNK-FYHSASPLAR-------RLANLMSS----A--P---VS-----------IPVIHLIQ----E--K----M---L--P--------PPRKP-----I---IL-AEIFM---SGL--LE-------------------------------------PKLISKE------------NQPEKWQYEF--------VE--G------VREVL-WR-SVRLTE--I----------------EAMF--------KAVS--EYI--------------C-------QK--------------A-GISIRSF----P----AL---------
EPF21804.1 LR-----------PLIAPGP--A-------------S--A---N-------------A---------------ILQ----------------------------------------VGERLRTKQ---------------------------------IL---------------YR------------------FPIFNL-SP--------------A-H--FATWAKFI---AG------S---GGNS----IQGV------LM----------------------GATTAGVNMG----ETGEEEA-------AA------------P--------------------EA-----ESP------------------------------------------------------------------EE---------LLRGFLIDASPLAR-------ELAKVLAA----V--P---LI-----------PPVMRLAQ----R--R----F---L--P---D----SK--H-----W---HL-AEVFF---SGL--VE------------------------------------------KSTFSPEG------ATVTDAWYDF--------YP--G------IRQLL-LADSAARRT-------------------IDIW--------RGIG--DYI--------------R------DHY--------G---------EFRDF----S----AL--------I
WP_002756922.1 VS----D-----------EP--G-------------L--T---N--------------------SRLKIRDVLLWE-----------------------------------------NVFHDKNR--------------------------------------------------LQ------------------IPVFTL-EP--------------L-S--VERWSGVV---VG------R---SDTK----VAGF------VL-------------------------TPDTKEE---------LE-------PE------------A-------------------KLN-----LTP--------E---------------------------------------------------------EI---------VRR-FRNNASLLAQ-------ELAELLAA----A--P--TIF-----------LPVVRLIR----K--E----M---L--P---E----AG--Q-----V---QI-AEVFL---GGI--LR------------------------------------VRSLGIKE------------SDPDAVLYDFI-------NP--E------VRDILQLS-STRSTT-------------------VNVF--------DRVS--KYI--------------A----KQLNL------------------ELRDF----L----AE--------L
WP_072319532.1 LF----S------D----EP--G-------------L--T---N-------------S--RLKFR-----DVLIWE-------------------------------------------NVFREQ---------------------------------NR---------------LQ------------------IPVFTL-EP--------------F-S--VERWSSVV---VG------R---SDTK----VAGF------IL-------------------------TPDTKEE---------LE-------SE-------------------------A------ELN-----LTP--------E---------------------------------------------------------EI---------VRR-FRNNASLLAQ-------ELAELLAA----T--P--TIF-----------LPVVRLIR----K--E----M---L--P---E----AG--Q-----V---QI-AEVFL---GGILRVR--------------------------------------SLGIKE------------TDPDAVLYDFI-------NP--E------VRDIL-QL-SSTRST--T----------------VDVF--------DRVS--KYI--------------A-----KQLN----L-------------ELRDF----L----AE--------L
WP_079208172.1 LF----S------D----EP--G-------------L--T---N-------------S--RLKFR-----DVLIWE-------------------------------------------NVFREQ---------------------------------NR---------------LQ------------------IPVFTL-EP--------------L-S--VERWSSVV---VG------R---SDTK----VAGF------IL-------------------------TPDTKEE---------LE-------SE-------------------------A------ELN-----LTP--------E---------------------------------------------------------EI---------VRR-FRNNASLLAQ-------ELAELLAA----T--P--TIF-----------LPVVRLIR----K--E----M---L--P---E----AG--Q-----V---QI-AEVFL---GGILRVR--------------------------------------SLGIKE------------TDPDAVLYDFI-------NP--E------VRDIL-QL-SSTRST--T----------------VDVF--------DRVS--KYI--------------A-------KQ--------------L-NLELRDF----L----AE--------L
WP_081748187.1 LNHTLHP-----------IP--R-------------S--V----------------------------------WQ-------------------------------------RERLANSLQTSP--------------------------------------------------VH------------------LPVVTPDDP--------------D-S--LADWANLI---AG------N---RRVR----SLGI------VW---------------------DATAVAPPSSR---------QA-------AK------------P-------------------SAS-----LIQ------------------------------------------------------------------DR---------VDN-FLLTASPISI-------DLAALLAS----A--P--VIT-----------LPIVRLIK-------Q-----------SNLRQ----AS--A-----V---HI-AEVFM---SGL--LK-----------------------------------------VCGDNTPDF------ENAERMAYEL--------VD--DE-----VRDRLRAG-SLVADA-------------------LTVY--------RKVS--NYV--------------A----QGLGR------------------SVDEF----W----AL--------L
WP_082172447.1 PNARLDV-----------EG---L------------P--E----------------------------LDEWDEWD-------------------------------------EP--EEVSDG-R--------------------------------------------------LL-----------------TLPIITL-DP--------------N-S--FRRWARVL---AG------A---GECR----TPGR------GF---------------------ELAFVREMADEPVS------TP-------V-------------R-------------------TA--------K------------------------------------------------------------------QR---------VEL-FRATASRTAR-------QLAGLMAA----I--P--A-S-----------LPVIDLLR-------D-----------EFLPD----AQ--Q-----D---HV-AEVLL---SGL--LR-----------------------------------------RCDS----D------ESEVCQ-YEF--------F---DG-----VRDLLIDG-VPIAKT-------------------TAIL--------DRLS--EII--------------A----QKAGR------------------TINCF----E----AL--------L
WP_006626227.1 VR----L------Q--GLNP--G-------------D--W---N-------------Q--NLKVD----EFPLWWD--------------------------------------------EEVAH---------------------------------SV---------------VK------------------VPIFTL-EP--------------E-S--VGSWARLL---AG------K---GKVW----AAGY------LF-----------------------KYAEHQRRR---------RR-------PN-------------------------S------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRATASRVGR-------KLAGLLAA----A--P--VIT-----------LPVVRLIQ----E--N----L---L--K---E----SL--P-----V---HV-AEVFL---GGL--LQ------------------------------------------PISEINID------TDPELVQYDF--------MP--G------VRELL-LE-LMPVDE--T----------------VSVI--------DAIS--AGI--------------A------NKL--------G-V-------SVEDF----G----AI--------L
WP_082824563.1 LQ----G------L----NP--G-------------D--W---N-------------Q--NLKVD----EFPLWWD--------------------------------------------EEVTH---------------------------------QV---------------VK------------------VPIFTL-EP--------------E-S--VGSWARLV---AG------K---GNVW----AAGY------LF-------------------------KYAEHQR------RR-QR-------PN-------------------------S------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRATASRVAR-------KLAGLLAA----A--P--VIT-----------LPVVRLIQ----A--T----L---L--K---E----SL--P-----V---NV-AEVFL---GGL--LK------------------------------------------PISEIDME------TDPELVQYDF--------MP--G------VRELL-LE-SVPVDE--T----------------VRVI--------DEVS--GYV--------------A-------RN----L---G-F-------AVEDF----G----AI--------L
ADO19142.1 VK----L------S--AFNP--G-------------V--P---N-------------S------K---------LI-----------------------------------------CGEDLDVE---------------------------------QA---------------LI------------------LPIVTL-EP--------------E-S--LKQWAKVV---TG------Y---GRIQ----TAAI------VL----------------------DIEFVKEQVN----KTVISQS-------SE----------------------------------------SSP--------E---------------------------------------------------------AI---------VDR-FLATASPTAQ-------RLAGLMAA----V--P---VS-----------LPVVHLIQ----K--T----M---L--P---K----ST--P-----V---NV-AEVFL---SGM--VE------------------------------------------RK------------KNKQVNEYEF--------VE--G------VRKLL-NQ-AMRLAE--T----------------EKVL--------DVVS--EYI--------------A------DKM--------G-L-------SFKSF----K----AL--------L
WP_015083216.1 AK----A------L----NP--G-------------I--------------------ANNKLILDDLPFWLNINWH----------------------------------------------------------------------------------KT---------------LI------------------LPVLNL-DP--------------Q-I--LKLWGRVI---AG------F---GNTR----ISTY------LF-------------------DLEYLSSPLPNPP--QKGEGTNSP-------PS--------------------------------LAGKGDGGLGQ--------E---------------------------------------------------------EQAKI------IVKQFLNTASLTAQ-------RLAGMMAA----A--P---VD-----------ISVVNLIR----K--T----C---LKTA---Q--------P-----V---HV-AEVYM---GGL--LH---------------------------------------VTKED------------KAGKARVYDF--------LP--G------VRKVL-NP-AMATNE--T----------------INVL--------DAVS--KYI--------------G------DRI--------GL--------SVNSF----T----AL--------I
CCI02683.1 TT----A------L----TA--G-------------V--P---NPKLILK-----NYP------Q---------WL-----------------------------------------------PI---------------------NW---Q------NT---------------LL------------------IPVITL-ET--------------E-V--LKQWAKVV---AG------S---GNAQ----ISAF------LF---------------------DLEFIKQQIIE---------IP-------PI-------------------------S------REE-----NKQ--------DSEDKNTIKNKAE---------------------------------------------AM---------VER-FFATASEPAK-------KLAKMMAA----A--P---VS-----------MQVVNLIR----K--T----L---L--N---E----VR--P-----V---HV-AEFYM---GGL--LK---------------------------------------PIVEN------------EEGQYRVYDF--------LP--G------VRQVL-ND-AIGRRQ--T----------------TKVP--------DAIS--QYI------------AGE------IKS------------------PTRSF----A----AP--------P
KDR57872.1 LQ----G------L----NP--G-------------D--W---N-------------Q--NLKVD----EFPLWWD--------------------------------------------EEVTH---------------------------------QV---------------VK------------------VPIFTL-EP--------------E-S--VGSWARLV---AG------K---GNVW----AAGY------LF-------------------------KYAEHQR------RR-QR-------PN-------------------------S------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRATASRVAR-------KLAGLLAA----A--P--VIT-----------LPVVRLIQ----A--T----L---L--K---E----SL--P-----V---NV-AEVFL---GGL--LK------------------------------------------PISEIDME------TDPELVQYDF--------MP--G------VRELL-LE-SVPVDE--T----------------VRVI--------DEVS--GYV--------------A-------RN----L---G-F-------AVEDF----G----AI--------L
WP_052701300.1 TT----R-----------QS--G-------------A--P---N-------------T------E---------WT----------------------------------------VADPVLPAG-----------------------------LAAFDG---------------IP------------------VPVIEP-EP--------------G-S--MTAWARLV---AA----------PGGS----ALMS------LL--------------------------------------------------SR------------P-------------------EAARGDGAPRA--------D---------------------------------------------------------GLGE-------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---VS-----------VPVMRLVQ----A--A----V------PWQAD----TA------------HL-AEVFL---GGL--LR----------------------------------------PAQAGPHEEP------LPPQHRAFDF--------TR--T------ARDAL-LD-AVPTAE--L----------------MDTG--------RLIG--HRL----------GQLAG---------------------------RAPDF----P----AW--------L
AOR34174.1 TT----R-----------RP--G-------------G--A---G-------------T------S---------WR---------------------------------------ISDRVLPIDF---------------------------------TG---------------VP------------------VPVLQP-AA--------------D-S--LRAWTELL---TS----------PGTT----VELP------LL-----------------------------------------AR-------PR------------G-------------------HAP-----VGS--------R---------------------------------------------------------ELGS-------LQH-FRDAASPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----S--A----V------PWQAR----TT------------HL-AEVFL---GGL--VH-----------------------------------------PRPAPVPGP------LPAKHRVFDF--------TE--E------CKTAL-LD-AVPSGE--L----------------VRTG--------RRIG--RRL----------EQLAG---------------------------RSPDF----P----AW--------L
WP_051847209.1 TR----------------TP--G-------------G--A---N-------------T------S---------WE------------------------------------VSDPVLPAGLVPF---------------------------------TG---------------VP------------------VPVLEP-SA--------------G-A--LGTWARLL---AS----------TGTT----VELP------LL--------------------------ARPRHD---------TP-------DG------------P---------------------------PRA--------A---------------------------------------------------------DG---------LQH-FRDAATPAAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVQ----S--A--------VPWP--------AR--T-----A---HL-AEVFL---GGL--MQ-----------------------------------------PLPAPVPGP------LPARHRIFDF--------PE--E------TKSAL-LD-ALPSAE--L----------------LRTG--------RRIG--RRL----------EQLAG---------------------------RSPDF----P----AW--------L
WP_051857016.1 AT----T------R----TP--G-------------G--A---N-------------T------S---------WE------------------------------------VSDPVLPAGLVPF---------------------------------TG---------------VP------------------VPVLEP-SA--------------G-A--LGTWARLL---AS----------TGTT----VELP------LL--------------------------ARPRHD---------TP-------DG------------P---------------------------PRA--------A---------------------------------------------------------DG---------LQH-FRDAATPAAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVQ----S--A--------VPWP--------AR--T-----A---HL-AEVFL---GGL--MH-----------------------------------------PLPAPVPGP------LPARHRIFDF--------PE--E------TKSAL-LD-ALPSAE--L----------------LRTG--------RRIG--RRL--------------E-----QLAG------------------RSPDF----P----AW--------L
KPI17053.1 VA----T------R----RR--G-------------A--A---N-------------H------T---------WQ-----------------------------------------VTDPLLPP---------------------GLGEDF------AG---------------VP------------------IPVLEPYAP----------------A--IAAWARLL---AS----------PGAA----VELP------LL------------------------ATESAGVP---------RG-------PG-------------------------R------AGE-----ADA--------P---------------------------------------------------------SA---------VLR-FRDAASPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V------DWQAD----TG------------HL-AEVFL---GGL--IR-------------------------------------------QIEPADEQ-----LPAQHRRFGF--------AP--D------AQEIL-LD-TASPID--L----------------LRTT--------RAVT--DRL----------------------------RTLVG---------RSPDF----P----AW--------L
WP_054230306.1 VT----T------R----RR--G-------------A--A---N-------------D------T---------WE-----------------------------------------VADPLLPP---------------------GLGDEF------PG---------------VP------------------VPVLEPYPP----------------A--VAAWARLV---AS----------PGGS----AELP------LL---------------------------APLQA---------KA-------PR-------------------------A------GAD-----TRG--------G---------GAA---------------------------------------------DA---------VLR-FRDAASPGAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V------PWRAD----TA------------HL-AEVFL---GGL--MR-------------------------------------------QVEPVDER-----LPPQHRRFGF--------AG--E------AQEIL-LD-TASPID--L----------------LRTT--------RAVT--ARL----------------------------RTLVG---------RSPDF----P----AW--------L
WP_067362281.1 VT----T------R----RR--G-------------A--A---N-------------D------T---------WE--------------V---------------------------ADPLLPP---------------------GLGDEF------PG---------------VP------------------VPVLEPYPP----------------A--VAAWARLV---AS----------PGGS----AELP------LL---------------------------APLQA---------KA-------PR-------------------------A------GAD-----TRG--------G---------GAA---------------------------------------------DA---------VLR-FRDAASPGAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V------PWRAD----TA------------HL-AEVFL---GGL--MR-------------------------------------------QVEPVDER-----LPAQHRRFGF--------AG--E------AQEIL-LD-TASPID--L----------------LRTT--------RAVT--ARL----------------------------RTLVG---------RSPDF----P----AW--------L
WP_075029687.1 VT----T------R----RR--G-------------A--A---N-------------D------T---------WE--------------V---------------------------ADPLLPP---------------------GLGDEF------PG---------------VP------------------VPVLEPYPP----------------A--VAAWARLV---AS----------PGGS----AELP------LL---------------------------APLQA---------KA-------PR-------------------------A------GAD-----TRG--------G---------GAA---------------------------------------------DA---------VLR-FRDAASPGAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V------PWRAD----TA------------HL-AEVFL---GGL--MR-------------------------------------------QVEPVDER-----LPAQHRRFGF--------AG--E------AQEIL-LD-TASPID--L----------------LRTT--------RAVT--ARL----------------------------RTLVG---------RSPDF----P----AW--------L
WP_051159397.1 TT----------------RRVGG-------------A--N---T-------------S----------------WK----------------------------------------VVDPVLPPE-----------------------------LSHFDD---------------IP------------------VPVLEP-TA--------------G-S--LGVWARLL---AS----------PGTT----VELP------LL--------------------------AGPDRY---------DA-------VA------------P-------------------ARD-----LSS-----------------------------------------------------------------------------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----T--A----V------PWPAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------SKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL--------------E------ELA--------G---------NSPDF----P----AW--------L
WP_052410846.1 TT----R-----------RV--G-------------G--A---N-------------T------S---------WK----------------------------------------VVDPVLPPE-----------------------------LSHFDD---------------IP------------------VPVLEP-TA--------------G-S--LGVWARLL---AS----------PGTT----VELP------LL--------------------------AGPDRY---------DA-------VA------------P-------------------ARD-----LSS-----------------------------------------------------------------------------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----T--A----V------PWPAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------SKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL--------------E------ELA--------G---------NSPDF----P----AW--------L
WP_073881342.1 AT----T------H----RP--G-------------G--A---S-------------A------A---------WE------------------------------------ITDRVLPAGLADF---------------------------------TG---------------VP------------------VPVLEP-SP--------------A-A--ARDWARLL---TS----------PGTT----VELP------LL-----------------------------------------AR-------PR-------------------------L------HAAVGLARTAG--------E--------------------------------------------------------------------VQS-FRDAATPGAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVQ----S--A----V------PWRAG----TG------------DL-AEVFL---GGL--LR-----------------------------------------QVEAPVTGP------LPAQHRVFDF--------DE--E------VRGSL-LD-TVPRAE--L----------------LRTS--------RDIG--RSL--------------E------RLA--------G---------RSPDF----P----AW--------L
WP_032780816.1 TT----H-----------RP--G-------------G--A-----------------G--------------TAWE------------------------------------ITDSVLPTGLADF---------------------------------SG---------------VP------------------VPVLEP-SP--------------A-A--ARDWARLL---TS----------PGTT----VELP------LL-----------------------ARPSLEAAV---------GP-------PG----------------------------------------AAG--------E--------------------------------------------------------------------VQS-FRDAATPGAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVR----S--A----V------PWRAG----TG------------DL-AEVFL---GGL--LR-----------------------------------------QVEAPVPGP------LPAQHRIFDF--------DE--D------VRGAL-LD-TVPRAE--L----------------LRTS--------RDIG--RSL--------------E------RLA--------G---------RSPDF----P----AW--------L
OKI00871.1 TT----R-----------QR--G-------------A--A---N----------------------------DTWD---------------------------------VANALLPAGFADDFPG--------------------------------------------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL---------------------SPPTVPGVRPE---------AG-------TR------------T---------------------------PDA--------A---------------------------------------------------------DA---------VLR-FRDAASAPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVQ----A--A----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADA------AQPQHLSFEF--------AE--G------TQEIL-LD-TASPIE--L----------------LRTT--------RAVT--ERL--------------A------RLV--------G---------RSPDF----P----AW--------L
WP_079194325.1 TT----R-----------QR--G-------------A--A---N----------------------------DTWD---------------------------------VANALLPAGFADDFPG--------------------------------------------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL---------------------SPPTVPGVRPE---------AG-------TR------------T---------------------------PDA--------A---------------------------------------------------------DA---------VLR-FRDAASAPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVQ----A--A----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADA------AQPQHLSFEF--------AE--G------TQEIL-LD-TASPIE--L----------------LRTT--------RAVT--ERL--------------A------RLV--------G---------RSPDF----P----AW--------L
WP_056794874.1 TT----R-----------HP--G-------------A--A---N-------------S------R---------WL----------------------------------------ITDQMLPPE-----------------------------LTRFPG---------------TP------------------VPVLEP-TA--------------E-A--LHDWARLL---TS----------PGTT----VGLP------LL--------------------------GPARLR---------TL-------MA------------P---------------------------SRG--------E---------------------------------------------------------RG---------VQH-FRDAASPEAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVQ----N--E----V------PWQAR----TT------------HL-AEVFL---GGL--LR-----------------------------------------PVAAPVAGP------LPVRHQVFDF--------AE--E------DRPAL-LD-ALPSAE--L----------------LATS--------RRIG--RRL----------GQLAG---------------------------RSPDF----P----VW--------L
WP_067017920.1 TT----R------R----IG--G-------------A--N---T-------------S----------------WQ----------------------------------------IADPVLPPG-----------------------------LASFDG---------------VP------------------VPVLAP-TA--------------T-A--LRDWAHLL---AS----------PGAT----VELP------LL--------------------------------------------------AL------------P------------S------AYGTAAVASRG--------P---------------------------------------------------------DG---------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWRAR----TS------------HL-AEVFL---GGL--MR-----------------------------------------PHAAPVPGP------LPAKHQVFDF--------TA--A------SRAVL-LD-AVPQSE--L----------------LRTS--------RTIG--RRL--------------E-------------QLA-G---------NSPDF----P----AW--------L
WP_067166187.1 TT----R-----------RR--G-------------A--A---N----------------------------HTWE---------------------------------VTDPLLPPGLGDRFPG--------------------------------------------------VP------------------VPVLEPYPP----------------A--VAAWARLV---AS----------PGAG----AELP------LL------------------------APPGARSP---------RG-------EA------------A-------------------TRG-----TDP--------A---------------------------------------------------------DA---------VLR-FRDAASPQAY-------RLAAHLAA----I-SP---LT-----------VPVMRLVQ----T--A----V------PWRSD----TA------------HL-AEVFL---GGL--MR-------------------------------------------QADPPGAG-----LPAQHRRFGF--------LD--G------VQEIL-LD-TASPID--L----------------LRTT--------RAVT--DRL----------------------------ATLVG---------RSPDF----P----AW--------L
WP_051828049.1 TT----R-----------RI--G-------------G--A---N-------------T------S---------WE----------------------------------------ITDPVLPPG-----------------------------LATFDG---------------VP------------------VPVLEP-TA--------------A-S--LRTWSHLL---AS----------PGAT----VRVP------LL------------------------TRPRRSRT---------AT-------AS------------P---------------------------GPG--------G--------------------------------------------------------------------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWQAR----TS------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHQVFDF--------SD--A------SRSVL-LD-AVPQSE--L----------------LRTS--------RTIG--HRL----------EQLAG---------------------------NSPDF----P----AW--------L
WP_054214454.1 VA----T------R----RR--G-------------A--A---N-------------H------T---------WQ--------------V------T---------------------DPLLPP---------------------GLGEDF------AG---------------VP------------------IPVLEPYAP----------------A--IAAWARLL---AS----------PGAA----VELP------LL--------------------------ATESAG---------VP-------RG------------P-----------GR------AGE-----ADA--------P---------------------------------------------------------SA---------VLR-FRDAASPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V---DWQA---D----TG------------HL-AEVFL---GGL--IR-------------------------------------------QIEPADEQ-----LPAQHRRFGF--------AP--D------AQEIL-LD-TASPID--L----------------LRTT--------RAVT--DRL--------------R------TLV--------G---------RSPDF----P----AW--------L
SHI04221.1 TT----------------RRIGG-------------A--N---T-------------S----------------WD------------------------------------ITDPVLPADLAAF---------------------------------DG---------------VP------------------VPVLEP-TA--------------A-S--LRNWAHLL---AS----------PGTT----VPLP------LL------------------------SRPGRHGA---------SG-------PV----------------------------------------AGP------------------------------------------------------------------GD---------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWRAR----TS------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHQVFDF--------SD--T------SRLVL-LD-AVPQAE--L----------------LRTS--------RSIG--RRL--------------E------QLA--------G---------HSPDF----P----AW--------L
WP_051854856.1 TT----R-----------RR--G-------------A--A---N----------------------------DTWS-----------------------------------------VSDPLLPA---------------------------------GL---------GEEFTDIP------------------VPVLEPYPP----------------A--VAAWARLV---AS----------PGAS----TELP------LL---------------------------VPSHA------------------PT------------P-------------------RGRAETRGADA--------A---------------------------------------------------------TA---------VLR-FRDAASPEAF-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----A--A----V------DWRAD----TA------------HL-AEVFL---GGL--MQ-------------------------------------------QVEPADAR-----LPAPHRRFGF--------AR--D------TQDIL-LD-TASPID--L----------------LRTT--------RTVT--ERL----------------------------RALVG---------RSPDF----P----AW--------L
WP_050500594.1 VT----T------R----RR--G-------------A--A---N-------------D------A---------WE--------------V---------------------------TNALLPL---------------------GLADDF------RG---------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL--------------------------------------------------AP------------P---TAPGVRPVAK------TRT-----ADA--------A---------------------------------------------------------DA---------VLR-FRDAASGPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVL----A--A----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADD------TPPQHRSFEF--------VP--G------AQEIL-LD-TASPIE--L----------------LRTT--------RAVT--ERL--------------S-------RL----V---G---------RSPDF----P----AW--------L
WP_030660077.1 VT----T------R----RR--G-------------A--A---N-------------D------T---------WD--------------V---------------------------TNALLPA---------------------GLADDF------RG---------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL--------------------------------------------------AP------------P---TAPGVRPAAD------TRT-----ADA--------A---------------------------------------------------------DA---------VLR-FRDAASGPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVL----S--S----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADD------APPQHRSFEF--------VP--G------AQEIL-LD-TAPPIE--L----------------LRTT--------RAVT--ERL--------------A-------RL----V---G---------RSPDF----P----AW--------L
WP_050503919.1 TT----R-----------RR--G-------------A--A---N-------------D------A---------WE-----------------------------------VTNALLPMGLADDF---------------------------------RG---------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL-------------------------APPTAPG---------VR-------PV------------A------------E------TRT-----ADA--------A---------------------------------------------------------DA---------VLR-FRDAASGPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVL----A--S----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADD------TPPQHRSFEF--------VP--G------AQEIL-LD-TAAPIE--L----------------LRTT--------RAVT--ERL----------SGLVG---------------------------RSPDF----P----AW--------L
WP_050507882.1 TT----R-----------RR--G-------------A--A---N----------------------------DAWE-----------------------------------VTNALLPLGLADDF---------------------------------RG---------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL---------------------APPTAPGVRPV---------AK-------TR------------T---------------------------ADA--------A---------------------------------------------------------DA---------VLR-FRDAASGPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLIL----A--A----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADD------TPPQHRSFEF--------VP--G------AQEIL-LD-TAPPIE--L----------------LRTT--------RAVT--ERL--------------S------GLV--------G---------RSPDF----P----AW--------L
WP_050512457.1 TT----R-----------RR--G-------------A--A---N-------------D------A---------WE-----------------------------------VTNALLPLGLADDF---------------------------------RG---------------VP------------------VPVLEPRRA----------------A--VAAWARLV---AS----------PGAS----AELP------LL-----------------------------------------AP-------PT-----------AP------------GVRPVAKTRT-----ADA--------A---------------------------------------------------------DA---------VLR-FRDAASGPAY-------RLAAHLAA----V-SP---IT-----------VPVMRLVL----A--A----V------PWPAE----TS------------HL-AEVFL---GGL--MR-------------------------------------------RAGPADD------TPPQHRSFEF--------VP--G------AQEIL-LD-TAPPIE--L----------------LRTT--------RAVT--ERL----------------------------SGLVG---------RSPDF----P----AW--------L
WP_085923529.1 TR----R------R----GA--A-------------G--A---S------------------------------WS------------------------------------VSDPVLPADLAPF---------------------------------HG---------------LP------------------VPVLET-SA--------------G-P--VSAWSRLL---AS----------TGGT----VQLP------LL---------------------------HAPAG------RS-VV-------PS----------------------------------------GDG--------T---------------------------------------------------------DS---------VRH-FRAAASPEAY-------RLAAHIAA----V-AP---AS-----------VPVMRLVQ----S--A----V------PWSAD----TA------------HL-AEVFL---GGL--MH-----------------------------------------PVEAPVAGP------LRDQHRIFDF--------PE--A------AKSAL-LD-AVSTPE--L----------------LRTG--------RHIG--RRL--------------E-----QLAG------------------RSPDF----P----AW--------L
WP_077060243.1 TR----H-----------RG--G-------------A--G---T-------------A----------------WL----------------------------------VTDPVLPDELGTFPG--------------------------------------------------LP------------------VPVLQP-LP--------------A-A--VRPWARFL---AS----------SGAT----AHLP------LL-----------------------------------------LP-------PR--------------------------------DRP-----PPR--------R---------------------------------------------------------ER---------GLQHFRDAASPEAY-------RLAAHLAA----V-SP---VS-----------VPVMRLVR----S--A----V------PWRAT----TA------------QL-AEVFL---GGL--LL-----------------------------------------PAHAPVAGP------LPAHHRVFDF--------AE--D------AKTAL-LD-AVPGAE--L----------------LRTG--------RTIG--RRL----------EELAG---------------------------RSPDF----P----AW--------L
WP_062721860.1 TT----------------RRIGG-------------A--N---T-------------S----------------WE----------------------------------------ITDPVLPPD-----------------------------LARFDG---------------VP------------------VPVLEP-TA--------------A-S--LRDWAHLV---AS----------PGTT----VELP------LL-------------------------ARPRRHR---------TG-------AA------------P---------------------------PAA------------------------------------------------------------------GD---------VQH-FRDAATPEAY-------RLAAHLAA----V-SP---VT-----------VPVMRLVQ----S--A----V------PWQAR----TS------------HL-AEVFL---GGL--MQ-----------------------------------------PHPAPVAGP------LPAKHQVFDF--------SD--T------SRSML-LD-AVPQSE--L----------------LRTS--------RSIG--RHL--------------E------QLA--------G---------SSPDF----P----AW--------L
SEG93346.1 TT----H-----------RI--G-------------G--A---N-------------T------S---------WQ----------------------------------------ITDPVLPRG-----------------------------LARFDG---------------AP------------------IPVLEP-TD--------------G-S--LREWARLI---AS----------PGTT----VELP------LL--------------------------TRPGAY---------GA-------VA------------P---------------------------SRD--------L---------------------------------------------------------SS---------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWPAS----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVPGP------VAAKHRVFDF--------SD--S------SKSLL-LD-AVPQAE--L----------------LRTS--------RRIG--RRL----------EELAG---------------------------NSPDF----P----AW--------L
WP_055512459.1 TT----------------RRIGG-------------A--N---T-------------S----------------WE------------------------------------ITDRVLPADLASF---------------------------------DG---------------IP------------------VPVLEP-TP--------------A-A--LRDWSHLL---AS----------PGTT----VELP------LL--------------------------------------------------AL------------P-------------------SRYAAVTSSRD--------L---------------------------------------------------------HS---------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LS-----------VPVMRLVQ----S--A----V------PWTAH----TS------------HL-AEVFL---GGL--VR-----------------------------------------PYPAPVPGP------LPAKHLVFDF--------PD--A------TKSVL-LD-AVPQSE--L----------------LRTG--------RNIG--RRI--------------E------QLA--------G---------NSPDF----P----AW--------L
WP_059417485.1 TT----------------RRIGG-------------A--N---A-------------S----------------WG----------------------------------------ITDPVLPPD-----------------------------LAAFDG---------------VP------------------VPVLEP-TA--------------A-S--LRDWARLL---AS----------PGAT----VELP------LL-----------------------------------------SR-------PG------------P------------------YTEA-----ATP--------G---------------------------------------------------------RD---------GTQYFRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWQAR----TC------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHLVFDF--------TE--E------SKSVL-LD-TVPQAE--L----------------LITS--------RRIG--RHL--------------E------RLA--------G---------NSPDF----P----AW--------L
WP_028807049.1 TR----R-----------IG--G-------------A--N---T-------------S----------------WE----------------------------------------ITDPVLPAD-----------------------------LAAFDG---------------VP------------------VPVLEP-TA--------------A-S--LRNWAHLL---AS----------PGAT----VPLP------LL------------------------SRPGRYSA---------AG-------PA------------P---------------------------DPG--------D--------------------------------------------------------------------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWRAR----TS------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHQVFDF--------SD--T------SRLVL-LD-AVPQAE--L----------------LRTS--------RSIG--QRL----------EQLAG---------------------------HSPDF----P----AW--------L
WP_051095183.1 TR----R------------I--G-------------G--A---N-------------T------S---------WR--------------I--T---D----------P-------VLPAELGSF---------------------------------DD---------------IP------------------VPVLQP-TA--------------Q-S--LRVWARLL---AS----------PGIT----VELP------LL--------------------------------------------------VR------------P------------D------NYA-----TVA--------A---------ARD---LSS--------------------------------------------------VQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----R--G----V------P---W----TATTS---------HL-AEVFL---GGL--LR-----------------------------------------PHPAPVPGP------LPAKHRVFDF--------SD--D------SKTVL-LD-AVPQAE--L----------------LRTG--------GRIA--RRL--------------E-------EL----A---G---------NSPDF----P----AW--------L
WP_051783241.1 TR----R-----------VG--G-------------A--N---T-------------S----------------WK----------------------------------------VVDPVLPPE-----------------------------LSRFDD---------------IP------------------VPVLEP-TV--------------G-S--LGVWARLL---AS----------PGAT----VELP------LL--------------------------ASPDRH---------AA-------VA------------P---------------------------ARD--------P---------------------------------------------------------GG---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----S--A----V------PWAAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------SKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL----------EELAG---------------------------NSPDF----P----AW--------L
WP_051851738.1 TR----R-----------VG--G-------------A--N---T-------------S----------------WK----------------------------------------VVDPVLPPE-----------------------------LSRFDD---------------IP------------------VPVLEP-TV--------------A-S--LGVWARLL---AS----------PGAT----VELP------LL--------------------------AGPDRH---------AA-------VA------------P---------------------------ARD--------L---------------------------------------------------------GG---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----S--A----V------PWAAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------SKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL----------EELAG---------------------------NSPDF----P----AW--------L
WP_053662834.1 TT----R------R----VG--G-------------A--N---T-------------S----------------WK----------------------------------------VVDPVLPPE-----------------------------LSRFDD---------------IP------------------VPVLEP-TV--------------G-S--LGVWARLL---AS----------PGAT----VELP------LL----------------------------ASPD------RH-AA-------VA------------P---------------------------ARD--------P---------------------------------------------------------GG---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----S--A----V------PWAAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------SKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL--------------E-----ELAG------------------NSPDF----P----AW--------L
WP_054242429.1 TT----R------R----IG--G-------------A--N---T-------------S----------------WE----------------------------------------INDPVLPAD-----------------------------LAAFDG---------------VP------------------VPVLEP-TA--------------A-S--LRNWAHLL---AS----------PGAT----VPLP------LL--------------------------SRPGRY------SA-SG-------PA------------P---------------------------DPG--------D--------------------------------------------------------------------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----T--A----V------PWRAR----TA------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHQVFDF--------SD--T------SRLVL-LD-AVPQAE--L----------------LRTS--------RSIG--QRL--------------E-----QLAG------------------HSPDF----P----AW--------L
WP_061442995.1 TR----R-----------VG--G-------------A--N---T-------------S----------------WK----------------------------------------VVDPVLPPE-----------------------------LSRFDD---------------IP------------------VPVLEP-TV--------------G-S--LGVWARLL---AS----------PGAT----VELP------LL--------------------------ASPDRH---------AA-------VA------------P---------------------------ARD--------P---------------------------------------------------------GG---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----S--A----V------PWAAT----TS------------HL-AEVFL---GGL--VR-----------------------------------------PHPAPVSGP------LPAKHRVFDF--------SD--T------AKAVL-LD-AVPQAE--L----------------LRTG--------RRIG--RRL----------EELAG---------------------------NSPDF----P----AW--------L
WP_067043278.1 TR----R-----------IG--G-------------A--N---S-------------A----------------WE----------------------------------------VADPVLPPE-----------------------------LSAFGG---------------VP------------------VPVLEP-TA--------------E-S--LREWARLL---AS----------PGTT----VELP------LL--------------------------------------------------AG------------P-------------------DLYGSVADARA--------L---------------------------------------------------------TS---------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LS-----------VPVMRLVQ----S--A--------VPWP---A----TT--------S---HL-AEVFL---GGL--VR-----------------------------------------PHPAPVPGP------LPAKHRVFDF--------AE--E------SKSVL-LD-SVPQAE--L----------------LRTS--------RRIG--RHL----------EELAG---------------------------NSPDF----P----AW--------L
WP_081551503.1 TT----R------R----IG--G-------------A--N---T-------------S----------------WE------------------------------------ITDPVLPADLAPF---------------------------------DG---------------VP------------------VPVLEP-TA--------------A-S--LRNWAHLL---AS----------PGAT----VPLP------LL--------------------------SRPGRY------SA-AG-------PA------------P---------------------------GPG--------D--------------------------------------------------------------------AQQ-FRDAATPEAY-------RLAAHLAA----V-SP---LT-----------VPVMRLVQ----S--A----V------PWRAR----TS------------HL-AEVFL---GGL--MR-----------------------------------------PHPAPVPGP------LPAKHQVFDF--------SD--T------SRLVL-LD-AVPQAE--L----------------LRTS--------RSIG--QRL--------------E-----QLAG------------------HSPDF----P----AW--------L
KUN02935.1 TT----R-----------RI--G-------------G--A---N-------------A------A---------WE----------------------------------------VSDPVLPPE-----------------------------LSSFDT---------------VP------------------VPVLEP-TA--------------E-S--LRDWARLL---AS----------PGTT----VELP------LL-----------------------------------------AH-------PD------------P------------Y------GSV-----SDA--------R---------------------------------------------------------DLTG-------AQH-FRDAATPEAY-------RLAAHLAA----V-SP---LS-----------VPVMRLVQ----S--A--------VPWP---A----TT--------S---HL-AEVFL---GGL--VR-----------------------------------------PHPAPVPGP------LPAKHRVFDF--------AE--E------SKSVL-LD-SVPQAE--L----------------LRTS--------RRIG--RHL----------EELAG---------------------------NSPDF----P----AW--------L
WP_051102942.1 TT----R------R----IG--G-------------A--N---T-------------S----------------WQ--------------------------------------------VSDPV-------------------------LPQGLFDFDG---------------LA------------------VPVLEP-TA--------------G-S--LRTWAHLL---AS----------PGTT----AELP------LL-----------------------------TLP---------SR-------HQ------------P-------------------VVS-----ARS--------V---------------------------------------------------------SS---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----T--A--------VPWP---A----TT--------S---HL-AEVFL---GGL--MQ-----------------------------------------PHPSPVPGP------LPAKHRVFDF--------SD--E------SKTVL-LD-AVPQAE--L----------------LRTS--------RRIG--RRL--------------E-------QL----A---G---------SSPEF----P----AW--------L
WP_051103089.1 TT----R------R----IG--G-------------A--N---T-------------S----------------WQ--------------------------------------------VSDPV-------------------------LPQGLFDFDG---------------LA------------------VPVLEP-TA--------------G-S--LRTWAHLL---AS----------PGTT----AELP------LL-----------------------------TLP---------SR-------HQ------------P-------------------VVS-----ARS--------V---------------------------------------------------------SS---------AQH-FRDAATPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----T--A--------VPWP---A----TT--------S---HL-AEVFL---GGL--MQ-----------------------------------------PHPSPVPGP------LPAKHRVFDF--------SD--E------SKTVL-LD-AVPQAE--L----------------LRTS--------RRIG--RRL--------------E-------QL----A---G---------SSPEF----P----AW--------L
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WP_052680467.1 TT----H-----------QR--G-------------G--P---T-------------R------A---------WH----------------------------------------VTDPDLPPE-----------------------------LVRFDS---------------VP------------------VPVLAP-VP--------------E-S--VADWATLI---AS----------PGGT----ALLP------LW------------------------EEARPGAG---------RP-------VA------------D-------------------TRG-----DDA--------A---------------------------------------------------------EA---------VLR-FRAAASAEAY-------RLAAHVAA----V-AP---VT-----------PPVMRLVQ----A--A--------LGPP--------TD--P-----G---HL-MEVFL---GGL--MH------------------------------------------ELHADGPD------RLPHHRRFDF--------PA--D------ARRVL-LS-AVSPKE--L----------------LRTT--------EVLT--QNI--------------E------AAV--------G---------RAPVF----P----AW--------V
WP_063784888.1 LS----A------P----HP--A-------------A--P---S-------------A------S---------LV--------------F------L----------P-------YDEPEAEPD---------------------------------GA---------------VA------------------VPVLEP-GP--------------D-W--LANWASLV---AA------P---RGRE----VPGA------AA-----------------------------LLH---------GP---------------------P------------G------DSD-----DRT--------D-----------------------LTVLSPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----G-RP----D-----------LPVMRLVH----A--G----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------GVPGPPGSYAF--------RD--G------VRELL-LR-SLPRTA--R----------------ERTT-----ELLAHVG--GLI--------------D-------ER--------------A-GVAPGEF----R----AS--------T
SDK59304.1 TA----P-----------WP--A-------------A--P---N-------------A------AYRTPDGPAAYR------------------------------TPGAPGTFATYGPSDAAAP---------------------------------GT-------------DWLP------------------LPVLEPSGP----------------W--LANWAALV-----------A---GSGP----VPGA------AA--------------------------HLPPAP---------TA-------PA------------P-------------------ARSEAVQELGP--------E---------------------------------------------------------EL---------LLR-FRALASPEAY-------RLAGHLAV----G-RP----H-----------LPYMRLVQ----A--A----L---ERRP---Q----PG------------HL-AEVIL---SGL--LK-------------------------------------------------------AVPGTPGAYTF--------RE--G------VRELL-LG-TLPRTA--R----------------LRTR-----DLLARLG--API--------------D------DRA--------G-I-------AAGEI----R----VA--------V
WP_051842718.1 SA----P-----------HP--A-------------A--PSATL-------------T----------------FT-----------------------------------PYDTPGTAVRHAPD---------------------------------GT---------------LP------------------LPVLEP-AP--------------D-W--LANWARLV---AA------P---GGTD----FPAA------VA---------------------------DLRRP---------FP-------AD------------A-------------------D-------GRT--------D-----------------------LGRLSPE---------------------------EL---------VLR-FRGTASPEAF-------RLAGHLAL----S-RP----D-----------LPVMRLVQ-------A--------ATDP---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYAF--------RP--G------VRELL-LR-GLPRSA--R----------------HDTT-----ALLHRVG--ALI--------------D------DRA--------GR--------APGDF----R----AS--------V
WP_053635218.1 AP----H------------P--A-------------A--P---S-------------A------T---------LT--------------F------T----------P---YDTPGTAVRHAPD---------------------------------GT---------------LP------------------LPVLEP-AP--------------D-W--LANWARLV---AA------P---GGTD----FPAA------VA------------------------------DL---------RR-------PF------------P------------A------DAD-----GRT--------D-----------------------LGRLSPE---------------------------EL---------VLR-FRGTASPEAF-------RLAGHLAL----S-RP----D-----------LPVMRLVQ----A--A----T---D--P---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYAF--------RP--G------VRELL-LR-GLPRSA--RHDT-------------TALL--------HRVG--ALI--------------D------DRA--------G-----R---APGDF----R----AS--------V
WP_078621095.1 SA----P-----------RP--A-------------A--PSATL-------------T----------------FA-----------------------------------PYDTPGTTVRPAPD---------------------------------ET---------------LP------------------LPVLEP-AP--------------G-W--LANWARLI---AA------P---GGTE----VPAA------VA----------------------------DLCP------------------PF------------P----------------EDVD-------GRT--------D-----------------------LGRLPPE---------------------------EL---------VLR-FRGSASPEAF-------RLAGHLAL----S-RP----D-----------LPVMRLVQ-------A--------ATDP---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------TVPGPPGSYTF--------RP--G------VRELL-LR-GLPRSARHD----------------TSAL-------LHRVG--ALI--------------D------DRA--------GR--------APGDF----R----AS--------V
WP_052579849.1 AA----------------ATVLS-------------A--P----------------------------------WP-------------------------------------AAPNSAYSSGDR---------------------------------DT---------------VT------------------IPVLEPSAP----------------W--LAHWSSLV---AG------A---GPVP----CAAA------LL---------------------------ARTPP------------------PS------------P----------------LEETGSTDVQQLSA--------S---------------------------------------------------------DL---------LLR-FKSIASPEAY-------RLAGHLAV----G-RP----H-----------LPYMRLVQ----A--A----L---ERRP---Q----PG------------HL-AEVVL---SGL--LR------------------------------------------------------TVPGAAPGSYAF--------RD--G------VRELL-LD-TLPRSS--R----------------LRTR-----GLLARLG--API--------------D------DRA--------GV--------VAGEL----R----VA--------V
WP_079084658.1 ------T-----------APSAA-------------A--PAVAL-------------S----------------FR--------------------------------------PYAPDAPPAPR---------------------------------AA---------------VP------------------LPVLEP-AP--------------A-W--LANWAGLI---AA------P---DGGR----APGA-----LAW---------------------------LPPTP---------VP-------PA--------------------------------E-------QTP--------D-----------------------VGSLTPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------LPVMRLVQ----R--A----L---E--P---A----PR--P-----Q---HL-AEIIL---SGM--LT-------------------------------------------------------AVSGPPGSYAF--------RP--G------VRELL-LR-SLPRT--------------------ARTR------------------------------------------------------------------------------------
WP_051858348.1 SA----P-----------RP--A-------------A--PAATL-------------R----------------FR------------------------------------PYDTSGPANRLPT---------------------------------GG--------------MLP------------------LPVLEP-AP--------------E-W--LSNWARLV---AA------P---GGTA----FPAA------VA---------------------------DLRPS---------LP-------AD------------V-------------------D-------HRA--------D-----------------------LGRLPPE---------------------------DL---------VLR-FRGSASPEAF-------RLAAHLAL----G-RP----D-----------LPVMRLVQ-------A--------AVDP---A----PR--P-----R---HL-AEVIL---SGL--LT-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRNLL-LR-GLPRSA--RYDT-------------AALL--------LRLG--ALI--------------D----DRAGR------------------VPGDF----W----AS--------V
WP_078892246.1 LS----A------P----HR--A-------------A--P---S-------------S------S---------LA--------------F------T----------P------YDDTAPPAPR---------------------------------GA---------------VS------------------VPVLEP-GP--------------R-W--LANWAALV---AS------P---GGTT----HPGA------AA------------------------------VL---------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------LARLSPE---------------------------DL---------VLR-FRARASREAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------AVAGPPGSYAF--------RP--G------VRDLL-LR-GLPRTA--R----------------NRTH-----ELLLRTG--GLI--------------D-------ER----A---G-----R---SPGEF----R----AL--------I
WP_051370568.1 SA----P-----------WP--A-------------A--P---N-------------S------A---------YS-------------------------------------VDSCTVADPHGS---------------------------------GP---------------LP------------------LPVLEPSAP----------------W--LANWSALV-----------A---GSGQ----LPGS------VA---------------------------LLDTA---------PP-------PA------------P---------------LD-EQGRGDVEQLSP--------E---------------------------------------------------------EL---------VLR-FRSIASPEAF-------RLAGHLAV----GRAE----------------LPVMRLVQ----A--A----I---E--P---S----PQ--P-----Q---HL-AEVIL---SGV--LS-------------------------------------------------------STPGPPGSYTF--------RP--G------VRELL-LG-TLPRTA--H----------------TRTA-----ELLSRVG--ALI--------------D------VRA--------G-V-------AAGEF----P----VL--------A
WP_079154905.1 AP----H------------R--A-------------A--P---S-------------S------S---------LA--------------F------T----------P-------YDDTAPPAP--------------------------R------GA---------------VS------------------VPVLEP-GP--------------R-W--LANWAALV---AS------P---GGTT----HPGA------AA------------------------------TL---------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------LARLSPE---------------------------DL---------VLR-FRARASREAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------AVAGPPGSYAF--------RP--G------VRDLL-LR-GLPRTA--R----------------NRTH-----ELLLRTG--GLI--------------D------ERA--------G-----R---SPGEF----R----AL--------I
WP_051926349.1 LT----A------P----FP--A-------------A--P---A-------------A----------ALAFAPYD----------------------------------------GDPARFTAR---------------------------------GL---------------IP------------------LPVLEA-GP--------------R-W--LANWAALL---AS------A---GGSG----FPGS-----------------------------------AAALG---------GR-------PD------------P-------------------G-------TRT--------D-----------------------LGRLSAE---------------------------EL---------VLR-FRGTSSPEAV-------RLAAHLAV----G-RP----D-----------LPVMRLVQ----R--A----V---E--P---D----PR--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------TAPGPAGSYAF--------RP--G------VRELL-LR-GLPRSS--R----------------SRTT-----DLLARAG--ALI--------------E------DRA--------G-A-------APGEF----H----AV--------A
WP_015660598.1 TP----G----LLS--APHP--A-------------A--P---N-------------S----TLS---------FT----------------------------------------PYDEVMATG---------------------------------TG---------------MP------------------LPVLEP-GP--------------R-W--LANWAALV---AA------P---GGQG----FPGA------VG------------------------------RLS--------VR---------------------T------------G------DTA-----DRA--------D-----------------------FGALSAE---------------------------EL---------VLR-FRASASPEAV-------RLAGHLAL----G-RP----D-----------LAVMRLVQ----A--A----L---E--P---E----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------GVSGPPGSYVF--------RS--G------VRELL-LR-SLPRTA--RRGT-------------TDLL--------SRLG--ALI--------------D------DRA--------G-T-------AAGEIRATTP---------------
WP_078942771.1 AP----H------------P--A-------------A--P---S-------------A------S---------LV--------------F------L----------P-------YDEPEAEPD---------------------------------GA---------------VA------------------VPVLEP-GP--------------D-W--LANWASLV---AA------P---RGRE----VPGA------AA------------------------------LL---------HG-------PP-------------------------G------DSD-----DRT--------D-----------------------LTVLSPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----G-RP----D-----------LPVMRLVH----A--G----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------GVPGPPGSYAF--------RD--G------VRELL-LR-SLPRTA--R----------------ERTT-----ELLAHVG--GLI--------------D------ERA--------G-----V---APGEF----R----AS--------T
WP_067010480.1 SA----P-----------HP--V-------------A--PTASL-------------T----------------FA---------------------------------------PYDVYDDVPA---------------------------------DA---------------VP------------------LPVLEP-DP--------------R-W--LANWAGLL---TS------A---GGTA----YPGS-----------------------------------AALLG---------RP-------LD------------P-------------------G-------TRT--------D-----------------------VTRLSPE---------------------------EL---------VLR-FRATSSPEAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----R--A----V---EADP---R--------P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------SVTGPPGSYAF--------RP--G------VQDLL-LR-SLPRSS--R----------------GRTT-----ELLARVG--GLI--------------E------ERA--------GA--------APGEF----P----AV--------T
WP_078916501.1 LS----A------P----HP--A-------------A--P---S-------------A------S---------LV--------------F------L----------P-------YDEPEAEPD---------------------------------GA---------------VA------------------VPVLEP-GP--------------D-W--LANWASLV---AA------P---RGRE----VPGA------AA-----------------------------LLH---------GP---------------------P------------G------DSD-----DRT--------D-----------------------LTVLSPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----G-RP----D-----------LPVMRLVH----A--G----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------GVPGPPGSYAF--------RD--G------VRELL-LR-SLPRTA--R----------------ERTT-----ELLAHVG--GLI--------------D-------ER--------------A-GVAPGEF----R----AS--------T
SEC39357.1 LT----A------P----TA--A-------------A--P---S-------------A------A---------LT--------------F------V----------P------YEDAARESIH---------------------------------GA---------------LP------------------LPVLEP-AP--------------A-W--LANWAALI---AA------P---GGGH----APGA-----LAW------------------------LPPTPEPP---------AE-------------------------------------------------QAP--------A-----------------------VTALPAP---------------------------DL---------VLH-FRATASPEAF-------RIAGHLAL----A-NP----S-----------LPVMRLVQ----R--A----L---DRSP---R--------P-----Q---HL-AEIIL---SGL--LT-------------------------------------------------------AVPGPPGSYRF--------RP--G------VRELL-LR-SLPRTA--R----------------TRTR-----EFLARVG--ELI--------------D-------EQ--------------A-AVTPGEF----R----VE--------T
SED44913.1 LT----A------P----TA--A-------------A--P---S-------------A------A----LTFVPYE-----------------------------------------DAARESIH---------------------------------GA---------------LP------------------LPVLEP-AP--------------A-W--LANWAALI---AA------P---GGGH----APGA-----LAW---------------------------LPPTP---------EP-------PA---------------------------------------EQAP--------A-----------------------VTALPAP---------------------------DL---------VLH-FRATASPEAF-------RIAGHLAL----A-NP----S-----------LPVMRLVQ----R--A----L---DRSP---R--------P-----Q---HL-AEIIL---SGL--LT-------------------------------------------------------AVPGPPGSYRF--------RP--G------VRELL-LR-SLPRTA--R----------------TRTR-----EFLARVG--ELI--------------D-----EQAA--------V---------TPGEF----R----VE--------T
WP_051744676.1 VS----P-----------SP--A-------------A--P---N-------------S------A---------YD--------------------------------------VDAYAADHPLP---------------------------------GT---------------LP------------------LPVLEPSAP----------------W--LANWSALL-----------A---DAGK----LPGS------VA-------------------------LLGHTPP------------------PA------------P----------------VDDQGRSEIERLSP--------E---------------------------------------------------------EL---------LLR-FRSLASPEAF-------RLAGHLTV----G-RP----E-----------LPVMRLVQ----A--A----I---EQNP---Q--------P-----Q---HL-AEVIL---SGV--LT-------------------------------------------------------AIPGPPGSYAF--------RP--G------VRELL-LR-TLPRTA--R----------------GRTS-----ELLGRVG--ALI--------------D------ARA--------GV--------AAGDF----R----VL--------A
SBT88418.1 AP----G----LLS--APHP--A-------------A--P---N-------------S------A---------LS---------------------------------------FVAYDETTTR---------------------------------SG---------------VP------------------LPVLEP-DP--------------R-W--LANWASLV---AA------P---GGQG----FPGS-----VGW-------------------------------L------------------GS------------P------------V------DTT-----DRT--------D-----------------------FGTLTAE---------------------------EL---------VLR-FRASASTQAV-------RLAGHLAL----GRAD----------------LPVMRLVQ----A--A----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------KVPGPPGSYDF--------RP--G------VRELL-LR-SLPRTA--RRGT-------------SDLL--------SRLG--ALI--------------D------DRA--------G-V-------SAGEI----R----AT--------T
WP_073938688.1 SA----P-----------HP--A-------------A--PTASL-------------R----------------FT----------------------------PYDAPEDGTEDGTDGTDAAAA---------------------------------DT---------------VP------------------LPVLEP-EP--------------D-W--LANWAALI---AS------T---GGTD----HPAA------VA--------------------------RLGSAP------------------PP------------P-------------------D-------DRT--------D-----------------------LALLTPE---------------------------EL---------VLR-FRGTASPEAF-------RLAGHVAV----G-RP----D-----------LPVMRLVQ----A--A----L---E--P---D----PR--P-----Q---HL-AELIL---SGL--LT-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRDLL-LR-ALPRTA--R----------------SRTT-----DLLERMG--GLI--------------D----TRAGR------------------APGEF----A----AS--------T
SDO92256.1 AP----G----LLT--APTS--A-------------A--P---S-------------A----------ALTFTPYD----------------------------------------AHDPHTPHE---------------------------------GA---------------VP------------------LPVLEP-AP--------------T-W--LANWAALI---AA------P---GGGH----APGA-----LAW------------------------LPPAPLPP---------AE-------PA------------P------------G-------------------------------------------------VSSLPAQ---------------------------DL---------VLR-FRATASPEAF-------RIAGHLAL----A-NP----S-----------LPVMRLVQ----R--A----L---DRSP---R--------P-----Q---HL-AEIIL---SGM--LT-------------------------------------------------------ALEGPPGSYEF--------RP--G------VRELL-LR-SLPRTA--R----------------ARTR-----EFLARVG--GLI--------------D------ERA--------G-L-------AAGEF----R----AE--------V
WP_079051130.1 LT----------------APAAA-------------A--PSAAL-------------T----------------FT---------------------------------------PYEAAPDASD---------------------------------RA---------------VP------------------LPVLEP-AP--------------A-W--LANWASLV---AS------P---GGSH----APGA-----LAW---------------------------LPPSP---------AP-------PA--------------------------------EPAP---------------D-----------------------IASLPAQ---------------------------DL---------VLR-FRATASPEAF-------RIAGHLAL----A-DP----S-----------LPVMRLVQ----R--A----L---DRSP---R--------P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYEF--------RA--G------VRELL-LR-SLPRTA--R----------------TRTR--------------EFL--------------A---------------------------RVGGLIDERA----AV---------
WP_078957678.1 LA----A------P----HP--A-------------A--P---C-------------A------A----LTFTPYD----------------------------------------PPEGAAAPD---------------------------------DA---------------LP------------------LPVLEP-EP--------------E-W--LANWAALL---TS------P---GGTG----RPAA------VA--------------------------RLGGAP------------------PR-------------------------L------D-------DRA--------D-----------------------LTRLTPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAV----G-RP----D-----------LPVMRLVQ----A--A----L---E--P---D----PR--P-----Q---HL-AEVVL---SGM--LT-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRDLL-LR-GLPRTA--R----------------GRTT-----DLLERVG--GLI--------------D----TRAGR------------------APGEF----V----AS--------T
WP_079030148.1 LS----A------P----HR--A-------------A--P---S-------------A------S----LTFTPYD-----------------------------------------ATAPRAPE---------------------------------TA---------------VH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGGE----YPAA----AAAL-----------------------------------------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------VARLSAE---------------------------EL---------VLR-FRASASPPAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---H----PL--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRDLL-LR-GLPRTA--R----------------NRTH-----ELLLRTG--GLI--------------D------ERA--------G-R-------APGEF----R----AL--------I
WP_079155447.1 AP----H------------R--A-------------A--P---S-------------A------S---------LT--------------F------T----------P-------YDATAPRAP--------------------------E------TA---------------VH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGAE----YPAA------AA------------------------------AL---------RR-------PL------------P------------A------DAD-----DRT--------D-----------------------VARLSAE---------------------------EL---------VLR-FRASASPPAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---H----PL--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRDLL-LR-GLPRTA--R----------------NRTH-----ELLLRTG--GLI--------------D------ERA--------G-----R---APGEF----R----AL--------I
WP_079082984.1 AP----S------------A--A-------------A--P---N-------------A------T---------LT--------------F------T----------P---------YDADQPP---------------------SSPSPS------AA---------------LA------------------LPVLEA-GP--------------A-W--LANWSALI---AS------P---GGAR----LPGA----------------------------------AARLER---------TP-------PR------------P-------------------TEP-----AVP--------D-----------------------IASLPPR---------------------------DL---------VLH-FRATASPEAF-------RLAGHLSL----S-VP----T-----------LPVMRLVQ----R--A----L---D--S---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYDF--------RP--G------VRDLL-QR-TLPRTA--R----------------GRTR-----EFLARVG--GSI--------------D------ERA----A---A---------AAGEF----R----VE--------A
WP_079164533.1 LT----A------P----ST--A-------------A--P---S-------------S----MLA---------FT--------------------------------P-------YDPDAPRAP--------------------------A------SA---------------LT------------------LPVLEP-GP--------------A-W--LANWAALI---AD------P---GGAR----MPGA------AA-------------------------------R---------LP-------PA------------P----------TGV------AEP-----SRP--------D-----------------------IASLPPR---------------------------DL---------VLH-FRATASPEAF-------RLAGHLSL----A-VP----S-----------LPVMRLVQ----R--A----L---EGSP---R--------P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRDLL-LR-TLPRTA--R----------------GRTR-----EFLARVG--GLI--------------D------EQA--------G-L-------TAGEF----R----AE--------A
WP_085214149.1 SP----G------------A--A-------------A--P---L-------------S------A---------LT--------------F------T----------P-------YDTDTAPAP--------------------------P------GA---------------VP------------------LPVLEPGAP----------------W--LANWASLV---AS------P---GGGR----VPGA------AA--------------------------RLPVAP---------AP-------VP------------P-----------DA------SVV-----PPA--------Q---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--A----V---E--R---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYDF--------RP--G------VRDLL-LR-TLPRTA--R----------------GRTR-----ELLDRMG--HLI--------------D------ARA--------G-----L---TAGEF----R----AT--------P
WP_051811665.1 FA----A------P----HA--A-------------A--P---T-------------A----TYT---------FE-------------PF------D----------P-------DAEPSAVPP---------------------------------DA---------------LP------------------VPVLDA-SP--------------R-W--LANWSSLV---AD------A---GGRR----LPGS-----VGW-----------------------------LAS---------RP-------AA------------A---LARDGVERAD------VTL-----LSP--------Q---------------------------------------------------------DL---------VLR-FRSTASPEAF-------RLAGHLAV----G-EP----H-----------LPVMRLVQ----A--A----V---ERHP---R----AQ------------HL-AEVIL---SGM--LT------------------------------------------------------GTPDGPPGSYAF--------RD--G------VREVL-LG-TVPRSA--R----------------GRTR--------QHLA---------------------------RV--------G-----------------------AL--------I
WP_051127194.1 AP----G----RFT--APHP--A-------------A--P---L-------------P------A---------LR-------------------------------------FTPYDAEDALPH---------------------------------GA---------------LP------------------LPVLETSAP----------------W--LANWSRLV---GA------P---GGAQ----VPGT-----AAW----------------------LRPHPTPPAE---------AG-------PL------------P---------------------------RTP--------E---------------------------------------------------------DL---------VRA-FRATASPEAY-------RLAGHLAV----G-VP----H-----------LPVMRLVH----A--A----L---E--P---D----PR--P-----Q---HL-AEVIL---SGL--LT-------------------------------------------------------TASGPPGSYAF--------RA--G------VRDLL-LR-SLPRTS--R----------------TRTH-----AFLARVG--GLI--------------D------ERV--------G-A-------AAGEF----R----AS--------T
GAP50094.1 LT----S------P----AT--A-------------A--P---S-------------A------A---------LA--------------F------T------------------PYDTAPPPD---------------------------------RA---------------LA------------------LPVLEPGAP----------------W--LAHWAALV---AG------P---GGAR----TQGA-----AAW------------------------LPPAPAPP---------AE-------PT------------P------------D------VAG-----SSA--------E---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--A----V---D--R---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYEF--------RP--G------VRELL-LR-SLPRTT--R----------------SRTR-----ELLEQVG--GLI--------------D-------ER--------------A-GLAAGEF----R----AE--------T
WP_078945461.1 SP----A------------T--A-------------A--P---S-------------A------A---------LA--------------F------T----------P--------YDTAPPPD---------------------------------RA---------------LA------------------LPVLEPGAP----------------W--LAHWAALV---AG------P---GGAR----TQGA-----AAW------------------------LPPAPAPP---------AE-------PT------------P------------D------VAG-----SSA--------E---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--A----V---D--R---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYEF--------RP--G------VRELL-LR-SLPRTT--R----------------SRTR-----ELLEQVG--GLI--------------D------ERA--------G-----L---AAGEF----R----AE--------T
KUN87228.1 ------S-----------APAAA-------------A--P----------------------------------LT--------------------------------ALAFTPHAPEADPPPGP---------------------------------SA---------------LP------------------LPVLEPGAP----------------W--LANWAALV---AS------P---GGAR----TPGA-----AAW-------------------------LPTAPPP---------TA-------PA------------P------------------SPTD-----LPA--------Q---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--A----V---DRDP---R--------P-----Q---HL-AEVIL---SGM--LI-------------------------------------------------------AVPGPPGSYDF--------RA--G------VRDLL-LR-TLPRST--R----------------GRTR-----ELLARIG--GAI--------------D------ERA--------GL--------TAGEF----R----AQ--------T
WP_055618099.1 AA----P-----------GP--A-------------A--P---N-------------S------A---------YD--------------------------------------VDSYAMEDLPR---------------------------------DV---------------LP------------------LPVLEASAP----------------W--LANWSALV-----------A---GGGR----LPGA-----VGL--------------------------LGTAPP------------------PA------------P----------------VDEWGRSDVERLSP--------E---------------------------------------------------------EL---------LLR-FRSLASPEAF-------RLAGHLAV----GRAE----------------LPVMRLVH----A--A----I---ERNP---Q--------P-----Q---HL-AEVIL---SGA--LI-------------------------------------------------------AVPGKAGSYVF--------RP--G------VRELL-RR-TLPRTA--L----------------GRTS-----ELTARVG--ALI--------------D------TRA--------GV--------TAGDF----R----VA--------V
AMW10311.1 TS----P------S--TAAP--S-------------A--A---L-------------A----------------FT----------------------------------------PYDGSPQPG---------------------------------RA---------------LP------------------LPVLEPGAP----------------W--LAHWAALL---AD------P---GGAR----TPGA-----VAW------------------------LPPAPAPP---------AE-------PA------------P------------D------ITT-----ASP--------E---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--T----L---ERDP---R--------P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------SAPGPPGSYAF--------RP--G------VRELL-LR-SLPRTA--R----------------GRTR-----EFLERVG--GLI--------------D------ERA--------G-L-------AAGEF----R----AE--------T
KJK41459.1 TA----P------S--TAAP--S-------------A--T---L-------------A----------------FT----------------------------------------PYDGSPPPD---------------------------------QA---------------LP------------------LPVLEPGAP----------------W--LAHWAALL---AD------P---GGAR----TPGA-----VAW---------------------------LPPAP---------SP-------PA--------------------------------EPTSDLTASSP--------E---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--T----L---DRDP---R--------P-----Q---HL-AEVIL---SGM--LA-------------------------------------------------------SAPGPPGSYAF--------RP--G------VRELL-LR-SLPRTA--R----------------GRTR-----EFLEQVG--GLI--------------D------ERA--------G-L-------AAGAF----R----AE--------T
WP_033306176.1 LT----S------P----ST--A-------------A--P---S-------------A--TLAFS---------------------------------------------------PYDGSPPPE---------------------------------RA---------------LP------------------LPVLEPGAP----------------W--LAHWAALL---AD------P---GGAR----TPGA-----VAW------------------------LPPAPAPP---------AE-------PT------------P------------D------ITT-----ASP--------E---------------------------------------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----A-DP----S-----------VPVMRLVQ----R--T----L---EREP---R--------P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------SAPGPPGSYAF--------RP--G------VRELL-LR-SLPRTA--R----------------GRTR-----EFLERVG--GLI--------------D------ERA--------G-L-------AAGEF----R----AE--------T
WP_004001495.1 LT----A------P----AA--A-------------A--P---S-------------A------A---------LT--------------F------T----------P-------YEAAPDASD---------------------------------RA---------------VP------------------LPVLEP-AP--------------A-W--LANWASLV---AS------P---GGGH----APGA-----LAW------------------------LPPSPAPP---------AE-------PA------------P--------------------------------------D-----------------------IASLPAQ---------------------------DL---------VLR-FRATASPEAF-------RIAGHLAL----A-DP----S-----------LPVMRLVQ----R--A----L---DRSP---R--------P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYEF--------RP--G------VRELL-LR-SLPRTA--R----------------TRTR-----EFLARVG--GLI--------------D-------ER--------------A-AVAPGEF----R----VE--------A
KUN28796.1 LT----A------P----SA--A-------------A--P---N-------------A------T---------LT--------------FTPYDADQ----------P---------PSSPSPS---------------------------------AA---------------LA------------------LPVLEA-GP--------------A-W--LANWSALI---AS------P---GGAR----LPGA------AA----------------------RLERTPPRPT---------EP-------AV------------P------------D------IAS-------------------------------------------LPPR---------------------------DL---------VLH-FRATASPEAF-------RLAGHLSL----S-VP----T-----------LPVMRLVQ----R--A----L---D--S---D----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------AVPGPPGSYDF--------RP--G------VRDLL-QR-TLPRTA--R----------------GRTR-----EFLARVG--GSI--------------D-----ERAA--------A---------AAGEF----R----VE--------A
WP_079147211.1 LS----A------P----FP--A-------------A--P---T-------------A------T---------LT---------------------------------------FTPYEEEPPQ---------------------------------GA---------------IP------------------LPVLEP-GP--------------R-W--LANWAGLV---AS------M---GGSP----FPGS------AA-----------------------------LL-----------G--------Q------------P------------L------DLE-----GRT--------D-----------------------VALLPAE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAV----G-RP----D-----------LPVMRLVQ----R--A----V---E--P---D----PR--P-----Q---HL-AEVIL---SGV--LT-------------------------------------------------------AVPGPPGSYRF--------RP--G------ARELL-LR-GLPRAA--RTGT-------------TELL--------RRVG--GLI--------------E------ERA--------G-A-------APGEF----R----AV--------M
KUO22454.1 LT----------------AP--S-------------A--A---A--------------------P----AVALSFR--------------------------------------PYAPDAPPAPR---------------------------------AA---------------VP------------------LPVLEP-AP--------------A-W--LANWAGLI---AA------P---DGGR----APGA-----LAW------------------------LPPTPVPP---------AE-------------------------------------------------QTP--------D-----------------------VGSLTPE---------------------------EL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------LPVMRLVQ----R--A----L---E--P---A----PR--P-----Q---HL-AEIIL---SGM--LT-------------------------------------------------------AVSGPPGSYAF--------RP--G------VRELL-LR-SLPRTA--R----------------TRTR-----EFLARVG--GLI--------------D------ERA--------G-L-------AAGEF----R----AE--------A
WP_010354765.1 ------T-----------SPSLA-------------A--PASAL-------------A----------------FT--------------------------------------PYDPDVTAPAP---------------------------------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P-------------------EEASDIRDLTA--------R---------------------------------------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---QKDP---R--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------GF--------APGAF----R----AR--------G
SDT36692.1 LS----A------P----HR--A-------------A--P---S-------------A------S---------LA--------------F------T----------P------YDTAAPRAPE---------------------------------GT---------------VH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGTP----YPGA------AA------------------------------AL---------HR-------PL------------L------------A------DAD-----DRT--------D-----------------------VARLSPE---------------------------EL---------VLR-FRASASPQAY-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---GGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------NRTH-----DLLLRTG--GLI--------------D-------DR----A---G-----R---SPGEF----R----AL--------I
WP_030863838.1 LS----A------P----HR--A-------------A--P---S-------------A------S----LAFTPYD-----------------------------------------TAAPRAPE---------------------------------GT---------------AH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGTP----YPGA----AAAL-----------------------------------------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------VARLSPE---------------------------EL---------VLR-FRASASPQAY-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---GGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------NRTH-----DLLLRTG--GLI--------------D------DRA--------G-R-------SPGEF----R----AL--------I
WP_011028360.1 LS----A------P----HR--A-------------A--P---S-------------A------S----LAFTPYD-----------------------------------------TAAPRAPE---------------------------------GT---------------VH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGTP----YPGA----AAAL-----------------------------------------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------VARLSPE---------------------------EL---------VLR-FRASASPQAY-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---GGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------NRTH-----DLLLRTG--GLI--------------D------DRA--------G-R-------SPGEF----R----AL--------I
WP_038534869.1 LS----A------P----HR--A-------------A--P---S-------------A------S----LAFTPYD-----------------------------------------TAAPRAPE---------------------------------GT---------------AH------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGTP----YPGA----AAAL-----------------------------------------HR-------PL------------P------------A------DAD-----DRT--------D-----------------------VARLSPE---------------------------EL---------VLR-FRASASPQAY-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---GGL--LT-------------------------------------------------------TVAGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------NRTH-----DLLLRTG--GLI--------------D------DRA--------G-R-------SPGEF----R----AL--------I
WP_052842417.1 LS----A------P----HR--A-------------A--P---S----------------------------------------------------------------ASLAFTPYDGTAPRAPE---------------------------------GA---------------VY------------------VPVLEP-GP--------------E-W--LANWAALV---AS------P---GGTP----YPGA------AA------------------------------AL---------HQ-------PL------------P------------A------DAD-----DRT--------D-----------------------LARLSPG---------------------------EL---------VLR-FRASASPQAY-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PR--P-----Q---HL-AEVIL---GGL--LT-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------NRTH-----DLLLRTG--GLI--------------D------ERA--------G-R-------SPGEF----R----AL--------I
WP_051101697.1 LS----A------P----HP--A-------------A--P---N-------------A------S---------LR--------------F------V------------------PYDDETAAG---------------------------------SG---------------VP------------------LPVLEP-DP--------------R-W--LANWASLV---AA------P---GGQQ----IPGS-----VGW-------------------------------L---------GG---------------------P------------V------DTT-----VRV--------D-----------------------LGALSAE---------------------------EL---------VLR-FRASASAGAV-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------QVPGPPGSYAF--------RP--G------VRDLL-LR-SLPRTA--RRGT-------------SDLL--------SRLG--ALI--------------D-------DR--------------A-GVAAGEI----R----AT--------T
WP_052183279.1 AP----H------------P--A-------------A--P---N-------------A------S---------LR--------------F------V----------P--------YDDETAAG---------------------------------SG---------------VP------------------LPVLEP-DP--------------R-W--LANWASLV---AA------P---GGQQ----IPGS-----VGW-------------------------------L---------GG---------------------P------------V------DTT-----VRV--------D-----------------------LGALSAE---------------------------EL---------VLR-FRASASAGAV-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----L---E--P---R----PR--P-----Q---HL-AEVIL---SGM--LT-------------------------------------------------------QVPGPPGSYAF--------RP--G------VRDLL-LR-SLPRTA--RRGT-------------SDLL--------SRLG--ALI--------------D------DRA--------G-----V---AAGEI----R----AT--------T
WP_051138277.1 LT----A------R--ISAP--G-----------RVT--P---N-------------A------R---------YT--------------------------------------VHSYGADGLPH---------------------------------DA---------------LP------------------IPVLEP-SA--------------R-W--LSTWARLV---------------ADSAEEQLLSSV------AL----------------------LPGRPSPASV----DDEGEGD-------TA------------P---------------------------LPA--------D---------------------------------------------------------EL---------VLR-FRSLASPEAF-------RLAGHVAV----G-EP---V------------LPLMRLVQ----A--A----I---EPWP---Q--------P-----Q---HL-AEVIL---SGL--LV-------------------------------------------------------AVPGPPGTYAF--------RP--G------VREVL-LG-TLPRSA--H----------------DRTA--------QLLNWTGAL----------IDARA-----------------G-V-------ARGEF----P----VV--------A
WP_073722820.1 LS----A------P----HR--A-------------A--P---S-------------A------A----LDFTPYD-----------------------------------------GTAPRAPR---------------------------------GA---------------VH------------------VPVLEP-GP--------------E-W--LANWASLV---AS------P---GGTR----YPGA----AAVL-----------------------------------------HR-------PL------------P------------A------DAD-----DRA--------D-----------------------ITRLSAE---------------------------EL---------VLR-FRAGASPQAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PL--P-----S---HL-AEVIL---SGL--LT-------------------------------------------------------TVPGPPGSYEF--------RP--G------VRELL-LR-GLPRTA--R----------------ARTH-----ELLLRTG--GLI--------------D------ERA--------G-R-------SPGEF----R----AL--------I
WP_073793562.1 SS----P-----------AP--A-------------A--P---N--------------------------SALVFT--------------------------------PYDPVAPDGVPRPGPAP--------------------------------------------------VA------------------LPVLEV-GP--------------G-W--LGHWSALI---AG------P---GGTR----EPGA------AA-----------------------RLHHRPVPV---------AT-------DD------------P-------------------ARDDARNLSAT------------------------------------------------------------------DL---------VAR-FRATASPEAF-------RLAGHLAL----G-TP----R-----------LPVMRLVQ-------A----A------T---E----ARPSP-----Q---HL-AEVVL---SGM--LT-------------------------------------------------------GGARPSGWYAF--------RP--G------VREVL-LR-SLPRSTRSR----------------TEAL-------LARVG--ALI--------------D------AGA--------GT--------VPGGF----P----ME--------V
SCK33554.1 AP----G----RLS--SPAP--A-------------A--P---N-------------S-------------ALLFT--------------------------------PYDPVAPDAVPGPGPAP--------------------------------------------------VA------------------LPVLEV-GP--------------G-W--LGHWSALI---AG------P---GGTR----EPGA-----------------------------------AARLH---------HR-------PV------------P----------VAT------DDP-----ARD--------D-----------------------ARNLSAT---------------------------DL---------VAR-FRATASPEAF-------RLAGHLAL----G-TP----R-----------LPVMRLVQ----A--A----T----------E----ARPSP-----Q---HL-AEVVL---SGM--LT-------------------------------------------------------GGARPSGWYAF--------RP--G------VREVL-LR-SLPRST--R----------------SRTE-----ALLARVG--ALI--------------D------AGA--------G-T-------VPGGF----P----ME--------V
WP_051850820.1 AP----H------------R--A-------------A--P---S-------------A------A---------LA--------------F------T----------P-------YDTTVPRAP--------------------------R------GA---------------VH------------------VPVLEP-GP--------------E-W--LANWASLV---AS------P---GGTD----HPGA------AA------------------------------VL---------HR-------PL------------P------------A------DAE-----DRA--------D-----------------------LSRLSAR---------------------------EL---------VLR-FRSHASPQAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PL--P-----S---HL-AEVIL---SGL--LS-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------DRTH-----ELLLRTG--GLI--------------D------ERA--------G-----R---SPGEF----S----AL--------I
WP_050990728.1 LS----A------P----HR--A-------------A--P---S-------------A------A----LDFTPYD-----------------------------------------TTVPRAPR---------------------------------GA---------------VH------------------VPVLEP-GP--------------E-W--LANWASLV---AS------P---GGTD----HPGA----AAVL-----------------------------------------HR-------PL------------P------------A------DAE-----DRA--------D-----------------------LSRLSAR---------------------------EL---------VLR-FRSHASPQAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PL--P-----S---HL-AEVIL---SGL--LS-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------DRTH-----ELLLRTG--GLI--------------D------ERA--------G-R-------SPGEF----S----AL--------I
GAV40520.1 ------T-----------SPSLA-------------A--PASAL-------------A----------------FT--------------------------------------PYDPDVTAPAP---------------------------------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P-------------------EEASDIRDLTA--------R---------------------------------------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---QKDP---R--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------GF--------APGAF----R----AR--------G
WP_055702450.1 LS----------------APCAA-------------A--PSGAL-------------S----------------FT---------------------------------------PYDAARRPPD---------------------------------DA---------------VP------------------LPVLEPGAA----------------W--LSHWASLV---AD------P---GGAW----FPAA-----VGW---------------------------VGRSP---------AP-------PD------------P-------------------EEHEDVALLSA--------E---------------------------------------------------------SV---------VLR-FRSTASPEAF-------RLAGHLAM----G-TP----H-----------LPVMRLVH----A--A----V---EEHP---R--------P-----Q---HL-AEVIL---SGM--LT------------------------------------------------------GVPDGPPGAYAF--------RD--G------VRDVL-LR-SLPRTA--R----------------GRTR-----QFLAQVG--GLI--------------D------DRA--------GA--------APGEL----R----AG--------A
WP_069886112.1 LS----------------APCAA-------------A--PSGAL-------------S----------------FT---------------------------------------PYDAARRPPD---------------------------------DA---------------VP------------------LPVLEPGAA----------------W--LSHWASLV---AD------P---GGAW----FPAA-----VGW---------------------------VGRSP---------AP-------PD------------P-------------------EEHEDVALLSA--------E---------------------------------------------------------SV---------VLR-FRSTASPEAF-------RLAGHLAM----G-TP----H-----------LPVMRLVH----A--A----V---EEHP---R--------P-----Q---HL-AEVIL---SGM--LT------------------------------------------------------GVPDGPPGAYAF--------RD--G------VRDVL-LR-SLPRTA--R----------------GRTR-----QFLAQVG--GLI--------------D------DRA--------GA--------APGEL----R----AG--------A
WP_075735350.1 ------T-----------SPSLA-------------A--PASAL-------------A----------------FT--------------------------------------PYDPDVTAPAP---------------------------------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---TS------P---GGGR----IPGA-----AAW-----------------------------LTT---------TP-------AT------------P-------------------EEASDIRDLTA--------R---------------------------------------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---QKDP---R--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------GF--------APGAF----R----AR--------G
WP_075693252.1 SP----S------------L--A-------------A--P---A-------------S------A---------LA--------------F------T----------P-------YDPDVTAPA--------------------------P------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P------------E------EAS-----DIR--------D--------------------------LTAR---------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---Q--K---D----PR--P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------G-F-------APGAF--------------------
WP_075779491.1 ------T-----------SPSLA-------------A--PASAL-------------A----------------FT--------------------------------------PYDPDVTAPAP---------------------------------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P-------------------EEASDIRDLTA--------R---------------------------------------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---QKDP---R--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------GF--------APGAF----R----AR--------G
KND29573.1 FA----S------P----SL--A-------------A--P---A-------------S------A---------LA--------------F------T----------P-------YDPDVTAPA--------------------------P------DA---------------VA------------------LPVMEPDSP----------------W--LANWAALL---TS------P---GGGR----IPGA-----AAW-----------------------------LTT---------TP-------AA------------P------------E------EAS-----DIR--------D--------------------------LTAR---------------------------EI---------ILR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---Q--K---D----PR--P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D-------ER--------------A-GFTPGAF----R----AR--------G
WP_079127044.1 LS----A------P----HR--A-------------A--P---S-------------A------A----LAFTPYD-----------------------------------------TTVPRAPR---------------------------------GA---------------VH------------------VPVLEP-GP--------------E-W--LANWASLV---AS------P---GGTD----HPGA----AAVL-----------------------------------------HR-------PL------------P------------A------DAE-----DRA--------D-----------------------LSRLSAR---------------------------EL---------VLR-FRSHASPQAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PL--P-----S---HL-AEVIL---SGL--LS-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------DRTH-----ELLLRTG--GLI--------------D------ERA--------G-R-------SPGEF----S----AL--------I
GAQ55305.1 SP----S------------L--A-------------A--P---A-------------S------A---------LA--------------F------T----------P-------YDPDVTAPA--------------------------P------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P------------E------EAS-----DIR--------D--------------------------LTAR---------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---Q--K---D----PR--P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------G-F-------APGAF----R----AR--------G
WP_050373512.1 SP----S------------L--A-------------A--P---A-------------S------A---------LA--------------F------T----------P-------YDPDVTAPA--------------------------P------DA---------------VA------------------LPVMEPDSP----------------W--LANWAALL---TS------P---GGGR----IPGA-----AAW-----------------------------LTT---------TP-------AA------------P------------E------EAS-----DIR--------D--------------------------LTAR---------------------------EI---------ILR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---Q--K---D----PR--P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------G-F-------TPGAF----R----AR--------G
WP_078935568.1 ------S-----------WP--A-------------A--P---N-------------S------S----YDVESYT-------------------------------------------LESAEP---------------------------------GA---------------FP------------------VPFLEASAP----------------W--LGNWSRLV-----------A---HSGR----LPGS------VA-------------------------LLGMAPP------------------PS------------P------------V------DDQ-----GRG--------D-----------------------VSRLSPA---------------------------EL---------LLR-FRSLASPEAF-------RLAGHLAV----G-RP----R-----------LPVMRLLQ----A--A----I---ERNP---Q--------P-----Q---HL-AEVIL---SGM--LM-------------------------------------------------------AVPGPPGSYAF--------RP--G------VQEEL-LR-TLPRSARHLT---------------AELL--------VRIG--ELI--------------D------ERA--------G-V-------APGTF----Q----VA--------A
WP_079180720.1 SP----G------------P--G-------------V--P---N-------------A------A---------LS--------------F------T----------P-------YETGGPPPH--------------------------A-----------------------LL------------------LPCLEM-SP--------------D-W--LGHWASLV---AS------P---GSGP----VPGA------AA--------------------------RLHPSA---------HA-------VP------------H---TADAV----V------PEE-----VPP--------D---------------------------------------------------------EL---------VLR-FRSIASPGAF-------RLAAHLAV----G--Q---AS-----------LPVMRLVQ----A--A----T---EERP---R--------P-----Q---HL-AEVVL---SGM--LK------------------------------------------------------AEPGPPSGAYTF--------RP--G------VREVL-LG-TLPRSS-------------------LLST----AQLLGRVS--AQI--------------E------ARA--------G-----A---VPGEF----R----AL--------V
OOQ52337.1 SP----G------------A--A-------------A--P---L-------------S------A---------LT--------------F------T----------P-------YDTDTAPAPPG------------------------A-----------------------VP------------------LPVLEP-GA--------------P-W--LANWASLV---AS------P---GGGH----VPGA------AA--------------------------RLPVAP---------AP-------VP----------------PEA-------------SVV-----PPA--------Q---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A--V---PS-----------VPVMRLVQ----R--A----V---ERDP---R--------P-----Q---HL-AEVIL---SGM--LT------------------------------------------------------AVPGP-PGSYDF--------RP--G------VRDLL-LR-TLPRTT-------------------RGRT----RELLDRMG--HLI--------------D------ARA--------G-----L---TAGEF----R----AT--------P
WP_079023028.1 FS----T------P----GP--G-------------A--P---N-------------S------A---------LR---------------------------------------FRPYDGEARG--------------------------------------------------VP------------------VPVLEP-AP--------------E-W--LAHWAGLV---AS------P---GGGE----FPGA------AA-----------------------LLPSGPRPE----PAGGGDG-------LV------------P-------------------GDA-----PAE------------------------------------------------------------------EL---------VLR-FRSVASPQAV-------RLASHLAV----G-TP----H-----------LPVMRLVQ----A--A----V---EARP---Q--------P-----Q---HL-AEVVL---SGM--LT-------------------------------------------------------AVPGPAGSYAF--------RP--G------VRDLL-LS-ALPRTG--L----------------ARTV-----GLLERVG--AEI--------------E------VRA--------GT--------APGEF----R----AL--------L
WP_079104732.1 IG----A------S----WP--A-------------A--P---N-------------S--SYDVE---------------------------------------------------SYTLESAEP---------------------------------GA---------------FP------------------VPFLEASAP----------------W--LGNWSRLV-----------A---HSGR----LPGS------VA-----------------------------LLG------MA-PP-------PS------------P------------V------DDQ-----GRG--------D-----------------------VSRLSPA---------------------------EL---------LLR-FRSLASPEAF-------RLAGHLAV----G-RP----R-----------LPVMRLLQ----A--A----I---ERNP---Q--------P-----Q---HL-AEVIL---SGM--LM-------------------------------------------------------AVPGPPGSYAF--------RP--G------VQEEL-LR-TLPRSARHLT---------------AELL--------VRIG--ELI--------------D------ERA--------G-V-------APGTF---------QV--------A
WP_016642618.1 LG----A------P----HA--A-------------A--P---S-------------A------V---------LD--------------F------S----------P--------YDGFAPPA---------------------------------GT---------------VP------------------VPVLEV-AP--------------A-W--LSHWATLV-----------A---DARA----VPGS------VA-----------------------------RLG---------AA-------PA------------A------------A------DGE-----SRR--------E----------------------DVTLLPAE---------------------------EL---------VLR-FRSTASPEAF-------RLAGHLAL----G-EP----H-----------LPVMRLVH----G--A----V---SRRP---R--------P-----Q---HL-AEVVL---SGM--LS------------------------------------------------------QVPGGTPGTYAF--------RE--G------VREVL-LG-TLPRSA--R----------------GRTR-----QLLARVG--GLI--------------D-------ER--------------A-GVGHGVL----R----AV--------T
WP_078855504.1 LS----A------P----HR--A-------------A--P---S-------------A------A----LDFTPYD-----------------------------------------TTVPRAPR---------------------------------GA---------------VH------------------VPVLEP-GP--------------E-W--LANWASLV---AS------P---GGTD----HPGA----AAVL-----------------------------------------HR-------PL------------P------------A------DAE-----DRA--------D-----------------------LSRLSAR---------------------------EL---------VLR-FRSHASPQAF-------RLAGHLAL----G-RP----D-----------LPVMRLVQ----A--A----V---E--P---D----PL--P-----S---HL-AEVIL---SGL--LS-------------------------------------------------------TVPGPPGSYAF--------RP--G------VRELL-LR-GLPRTA--R----------------DRTH-----ELLLRTG--GLI--------------D------ERA--------G-R-------SPGEF----S----AL--------I
WP_051790540.1 LR----A------P----FP--A-------------A--P---T-------------A------A---------LS--------------F------V----------P-----YDADPTPYRAP---------------------------------DV---------------VP------------------LPVLEP-EP--------------R-W--VANWAGLL---AS------A---DGTA----RPAS------AA-------------------------------P---------LG-------RV------------P-------------------DAA-----TRT--------D-----------------------LTRLTPE---------------------------EL---------VLR-FRATASPEAY-------RLAGHLSL----G-RP----D-----------LPVMRLVQ----R--A----V---E--P---D----PR--P-----Q---HL-AEVIV---GGL--LT-------------------------------------------------------VTDGPPGSYAF--------RP--G------VRELL-LR-GLPRSS--R----------------GRTA-----ELLARVG--ALI--------------D-------ER--------------A-GSAPGEF----R----AV--------A
WP_078946634.1 LR----A------P----FP--A-------------A--P---T-------------A------A----LSFVPYD----------------------------------------ADPAPYRAP---------------------------------DV---------------VP------------------LPVLEP-EP--------------R-W--VANWAGLL---AS------T---DGTA----RPAS------AA--------------------------PLGRVP------DA-AT-------RT---------------------------------------------------D-----------------------LTRLTPE---------------------------EL---------VLR-FRATASPEAY-------RLAGHLSL----G-RP----D-----------LPVMRLVQ----R--A----V---E--P---D----PR--P-----Q---HL-AEVIV---GGL--LT-------------------------------------------------------VTDGPPGSYAF--------RP--G------VRELL-LR-GLPRSS--R----------------GRTA-----ELLARVG--ALI--------------D-----ERAG--------S---------APGEF----R----AV--------A
EFD69442.1 TR----L------S----HP--N--------LVTVLD--A---G------------------------------IE----------------------------------------------------------------------------------GD---------------VP------------------YVVMEHLDG--------------I-A--LGALTR-----SG------D---GRLP----VPLT------VS--------------------------------------------------VG------------A---------------------------------------Q----------------------LARALT---------------------------------------ALH--RAGLAHGGL-------EASRVVLL-------PDGTVR-----------LSLFEPAL-------A----L---G--P---G----AR--S-----ADLRAL-CEVLLRLTSGT--SR---------------------------------------PAVPVDSRRLHRL----PTALRIHYAH-------------------AFDQL-LS-PSPAAQ-------------------ARGL--------DLLG-DPAL--------------L------ARA--------G-----E-AYAPRRY----R----AL--------G
WP_063628645.1 TR----L------S----HP--N--------LVTVLD--A---G------------------------------IE----------------------------------------------------------------------------------GD---------------VP------------------YVVMEHLDG--------------I-A--LGALTR-----SG------D---GRLP----VPLT------VS--------------------------------------------------VG------------A---------------------Q-----LAR--------A--------------------------------------------------------------------LTALHRAGLAHGGL-------EASRVVLL-------PDGTVR-----------LSLFEPAL-------A----L---G--P---G----AR--S-----ADLRAL-CEVLLRLTSGT--SR---------------------------------------PAVPVDSRRLHRL----PTALRIHYAH-------------------AFDQL-LS-PSPAAQ-------------------ARGL--------DLLG-DPAL--------------L------ARA--------G-----E-AYAPRRY----R----AL--------G
WP_075661654.1 ------T-----------SPSLA-------------A--PASAL-------------A----------------FT--------------------------------------PYDPDVTAPAP---------------------------------DA---------------VA------------------LPVMEPDAP----------------W--LANWAALL---AS------P---GGGR----TPGA-----AAW-----------------------------LTT---------TP-------AA------------P-------------------EEASDIRDLTA--------R---------------------------------------------------------EI---------VLR-FESTASPEAF-------RLAGHLSL----A-AP----S-----------VPVMRLVQ----H--A----V---QKDP---R--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------AVDGPPGSYAF--------RP--G------VRELL-QR-TLPRTV--R----------------GRTS-----EFLARIG--ELI--------------D------ERA--------GF--------APGAF----R----AR--------G
WP_060888221.1 IS----A------S----WP--A-------------A--P---N-------------S------S---------YG--------------V-------------------------ESYSLESAE--------------------------R------GA---------------FP------------------VPFLETSAP----------------W--LGNWSRLV-----------A---HAGR----FPGS------VG---------------------------LLGEV---------PP-------PS------------P------------V------DEQ-----GRG--------D---------VSR--------------LSPE---------------------------EL---------LLR-FRSLASPEAF-------RLAGHLAV----G-EP----R-----------LPVMRLVQ----A--A----I---ERDP---H--------P-----R---HL-AEVIL---SGM--LT-------------------------------------------------------RAPGPPGSYAF--------RP--G------VQELL-LR-TLPRSARYLT---------------AELL--------LRMG--ELI--------------D------ERA--------G-----V---TPGTF---------QV--------A
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WP_073700917.1 MR--MTG------P----DP--A-------------S--P---A-------------S----------------WT--------------------------------PASTRADSEDTGPAQDT---------------------------------AV-----------------------------------LPVLAS-GP--------------G-A--LTEWDAVA---HG------R---SGVW----EADV------CV----------------------------LPPD---------GA-------RP------------P-------------------STL-----PWD--------P---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LQVAELIQ----R--N----I------PHAPR----DE--R-----SAVTEI-AEVFG---GEL--MD------------------------------------------PTLPLGDL------DDPAATALDF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV--------FYSLGIEFK--------------D---------------------------SARIY---------QW--------L
WP_013155599.1 MT----A------P----FP--A-------------S--P---A-------------S----------------WA--------------F------A--------------RAPDEASAPGLPA---------------------------------DA---------------AV------------------LPVLEC-EP--------------E-A--LAEWASVV---DG------R---PGAW----EADV------CV-----------------------------LPP---------GG-------AR------------P------------P------SAV-----PWE--------P---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LPVAELIQ----R--N----I------PHAPR----DG--R-----LAVTEI-AEVFG---GEL--MD------------------------------------------PTLPPGDL------HDPAATALEF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV-------YYSLG-IEFK--------------D---------------------------SARIY---------QW--------L
WP_019608801.1 MT----A------P----FP--A-------------S--P---A-------------S----------------WA--------------F--------------------ARAPDDASAPGLPA---------------------------------DA---------------AV------------------LPVLEC-EP--------------E-A--LAEWASVV---DG------R---PGVW----EADV------CV-----------------------------LPP---------GG-------AR------------P------------P------SAA-----PWE--------P---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LPVAELIQ----R--N----I------PHAPR----DG--R-----LAVTEI-AEVFG---GEL--MD------------------------------------------PTLPPGDL------HDPAATALEF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV--------YYSLGIEFK--------------D---------------------------SARIY---------QW--------L
WP_061083272.1 MR----M------T----AP--S----------------PVSPA-------------S----------------WT----------------------------------LARAPDEGSDPVLPA---------------------------------DA---------------AV------------------LPVLEC-GP--------------E-A--LAEWGSVL-----------D---GGVR--------------VW----------------------EADVCVLPPD---------GA-------RP------------P-------------------STA-----PWE--------A---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LPVAELIQ----R--N----I------PHAPR----DG--R-----LAVTEI-AEVFG---GEL--MD------------------------------------------PTLPAGDL------HDPAATALEF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV--------YYSLGIEFK--------------D---------------------------SARIY---------QW--------L
WP_071623019.1 MR----M----TAP----FP--A-------------S--P---A-------------S----------------WA----------------------------------FARAPDEASAPGLPA---------------------------------DA---------------AV------------------LPVLEC-EP--------------E-A--LAEWASVV---DG------R---PGAW----EADV------CV----------------------------LPPG---------GA-------RP------------P-------------------SAV-----PWE--------P---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LPVAELIQ----R--N----I------PHAPR----DG--R-----LAVTEI-AEVFG---GEL--MD------------------------------------------PTLPPGDL------HDPAATALEF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV--------YYSLGIEFK--------------D---------------------------SARIY---------QW--------L
WP_017562502.1 MT----A------P----TP--A-------------S--P---A-------------S----------------WT--------------F-------------------------ARAPDEAPD---------------------------------PG---------------LP-------------ADAAVLPVLEC-GP--------------D-A--LAEWVSVV---DG------R---PGVW----EADV------CV-----------------------------LPP---------GG-------AR------------P------------P------SAA-----PWE--------P---------------------------------------------------------DP---------VSR-FLSHASRGAR-------ELAVRLTQ----A--P---VN-----------LPVAELIQ----R--N----I------PHAPR----DG--R-----LAVTEV-AEVFG---GEL--MD------------------------------------------PTLPPGDL------HDPAATALEF--------LP--G------VRRDL-LG-RFGDLS--V----------------MRSV--------YYSLGIEFK--------------D---------------------------SARIY---------QW--------L
SCF77036.1 VR----V------T----SP--G-------------V--P-----------------GAGNAQLR---------FG--------------------------------GSLLRDEAYPELAGRKD---------------------------------GW---------------LP------------------VPVAAL-SP--------------H-A--LGAWARTL---MR------S---DPAG----CEAL------LL-----------------------AAPGLLDRP---------GR-------PE-----VSAASAVP-------------------GASGASGAPGA--------S---------------------------------------------------------DTHGRPDDWSPVDA-YLHRASPAAV-------RLAVLCSL----Y--P--KVS-----------VDVLRLVQ----R--E----L---V--P---E----AA--P-----A---DL-AEFVV---GGLVTVT-----------------------------------------------ASG------HERGSPVLRF--------RE--G------VRERL-KP-RLGVRD--A----------------RRLH--------DSLD--RFM--------------A---------------------------GNPEALSRFP----AV--------A
OLO30728.1 VR----V------V----SP--G-------------T--PGATN-------------A---------------QLR--------------------------------FVRTLLMDHAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTL---ML------A---DPAG----CEAL------LL------------------------PAPGRADL--MAEEEGEGV-------AA------------P---------------------------LSG------------------------------------------------------------------RS---------LTDAYLYRASPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLRVVQ-------Q--SLV------P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLN--------SAVD--RFI--------------A------NHS--------G---------SLNRF----S----AA--------V
WP_052658869.1 VS----P------G----TP--G-------------A--T---N-------------A------Q---------LR--------------FVRTLLMD------------------HAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTL---ML------A---DPAG----CEAL------LL--------------------------------------------------PA------------P---GRADLMAEEE------GEG--VAAPLS--------G---------------------------------------------------------RS---------LTDAYLYRASPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLRVVQ----Q--S----L---V--P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLN--------SAVD--RFI--------------A------NHS--------G---------SLNRF----S----AA--------V
BAG18883.1 VRVVSPG-----------RP--G-------------A--T---N-------------A---------------QLR--------------------------------FVRTLLMDHAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTL---ML------A---DPAG----CEAL------LL--------------------------------------------------PA------------P-------------------GRVEQMREEEE--------S---------------------------------------------------------EGVADPLSGRSLTDAYLYRVSPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLQVVQ-------Q--SLV------P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLD--------SAVD--RFI--------------A------SNS--------G---------SLDRF----S----AA--------V
EGE41651.1 VRVVSPG-----------RP--G-------------A--T---N-------------A---------------QLR--------------------------------FVRTLLMDHAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTL---ML------A---DPAG----CEAL------LL--------------------------------------------------PA------------P-------------------GRVEQMREEEE--------S---------------------------------------------------------EGVADPLSGRSLTDAYLYRASPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLQVVQ-------Q--SLV------P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLN--------SAVD--RFI--------------A------SNS--------G---------SLDRF----S----AA--------V
SBU89710.1 VRVVSPG-----------RP--G-------------A--T---N-------------A---------------QLR--------------------------------FVRTLLMDHAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTF---ML------A---DPAG----CEAL------LL--------------------------------------------------PA------------P-------------------GRVEQMREEEE--------S---------------------------------------------------------EGVADPLSGRSLTDAYLYRASPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLQVVQ-------Q--SLV------P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLN--------SAVD--RFI--------------A------SNS--------G---------SLDRF----S----AA--------V
SED37029.1 VS----P------G----RP--G-------------A--T---N-------------A------Q---------LR--------------FVRTLLMD------------------HAFPGTADR---------------------------------DW---------------LP------------------VPVNSL-SP--------------H-A--VGRWARTL---ML------A---DPAG----CEAL------LL--------------------------------------------------PA------------P---GRVEQMREEE------ESE--GVADPL--------S---------------------------------------------------------GRS--------LTDAYLYRASPAAV-------RLAVLCSL----Y--P--QVS-----------VDLLQVVQ----Q--S----L---V--P---E----AT--T-----A---DL-AEFVV---GGLVTVT-----------------------------------------------EAA------RAGGHPVLRF--------RD--G------TREQL-MP-RLGTRD--A----------------RRLD--------SAVD--RFI--------------A------SNS--------G---------SLDRF----S----AA--------V
EFH31709.1 VS----P-----------PPTAG-------------S--PNVRL-------------R----------------YL--------------------------------VPPLLDTLPDTLRGRRH---------------------------------TW---------------VP------------------VPVVAL-SP--------------H-S--VARWTRML--MRG----------DPAG----CQAV------LV-------------------------PEPGIIP---------RP-------PA------------P-------------------RCA-----PPD--------G---------------------------------------------------------GQ---------LVEAFLHSASSPAL-------RLAVLCSP----F--P--GLN-----------TALIHLIR----Q--E----L---V--P---E----AT--S-----A---DV-AEVVV---SGLFSIS-----------------------------------------------EG------PAGGSGPLLRF--------RD--G------VRERL-TA-RLGARD--A----------------RRTR--------DAVS--RFI--------------A-----AHTS------------------AAGHF----A----AL--------V
WP_070202374.1 TP----P------R----TP--G-------------P--R---N-------------T--ELRYA---------VP--------------------------------PLLDDEASTGTGSGTGV---------------------------------GP--------------WVP------------------VPVASL-SP--------------R-S--LGLWARTL---MR------A---APEG----CEAV------LL-----------------------TGGSSPRTA---------VA-------AQ------------P---------------------------ATN--------A--------------------------------------------------------------------VEA-FLHRASTEAI-------RLGVLASS----Y--P--ALP-----------AALLDVIR----Q--E----L---V--P---E----AD--A-----A---DV-AEFVV---GGLVSLQ----------------------------------------------TSPE------PGLSSPLLRF--------ET--G------VRERL-AP-RLGVRD--A----------------ARVQ--------DAVD--AFL----------SSNAA---------------------------ARGRF----P----AL--------V
EYU68527.1 VG----------------SP--G-------------T--P---G-------------P----------------WN--------------------------AALRFHPPLSPVPSAAAVPGQPD-------------------------------------------------WLP------------------LPVQAF-SP--------------H-S--LGRWARLL---MR------A---APEG----CDAL------FL---------------------------PASYE------------------PV------------P-------------------PAVREVDRPGR--------E---------------------------------------------------------HA---------VADAFFHLASPAAA-------RLAVLCT--------PFDRLS-----------LPLVRFVQ----E--R----M---V--P---E----AT--V-----A---DL-AEILV---AGL--FS---------------------------------------------AEEAAD-----AVRGGVELSY--------RP--G------VREVA-QR-RLGVRDVRT----------------LRQL--LARHTEEHPGDSDWL--------------P-----------------GADTVMGPVSPAPAG----P----VT--------P
WP_062720228.1 VR--LMA------S--APRP--A-------------A--P---N-------------R--HIRLR---------HP----------------------------------------RLPRGILPL---------------------------------PS---------------PP------------------VPVIDVMRG--------------T-S--ARAWAQLV---GA------P---AGEQALHFYDPE------QL---------------------------RTRPV---------AV-------PG------------D------------D------QGE-----LSE--------E---------------------------------------------------------DA---------LEE-FLALASDGAR-------RLAAHLAC----AGSA---LT-----------VPLMRLVQ----R--A----A---V--P---K----SG--P-----E---HL-AEVFL---AGM--LA---------------------------------PYEPVTADGADPLPHEA------MPWDRRSFAF--------PP--A------VAEPL-RE-LVRRSD--E----------------RATQ--------QYVT--EYL--------------A----QQHRE------------------IQAGA---------AL--------V
WP_010353495.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE--E----------------RATR--------DQVT--RYL--------------A----GRYPS------------------AGAGA---------AL--------V
GAV44387.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE--E----------------RATR--------DQVT--RYL--------------A----GRYPS------------------AGAGA---------AL--------V
WP_075660888.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE-------------------ERAI-------RDQVT--RYL--------------A----GRYPS------------------AGAGA---------AL--------V
WP_075692473.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE--E----------------RATR--------DQVT--RYL--------------A-----------------G-----RYPSAGAGA---------AL--------V
WP_075779362.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE--E----------------RATR--------DQVT--RYL--------------A----GRYPS------------------AGAGA---------AL--------V
WP_079251228.1 SA----A-----------RP--A-------------V--A---N------------------------------HQ--------------------------------LRVRHPKLGRGVLAVPT--------------------------------------------------PP------------------VPVVDVMRG--------------T-S--VRGWARLVGAPVGEVALHFY---DAEQ----LGGV------AA-----------------------------------------SQ-------EE----------------------------------------LSE------------------------------------------------------------------DA---------LED-FLSGASDEAR-------RLAAHLAC----AGTA---LT-----------VPLMRLVQ-------R--SAV------P---E----SG--P-----E---HL-AEVFL---SGM--LA---------------------------------PYAPVLPDGADPLPHEA------LPWNHRAFAY--------PP--G------IAEEL-RE-LVRRSE--E----------------RATR--------DQVT--RYL------AGRYPSAGA---------------------------GAALV----SDPAGAL--------R
WP_069737637.1 SP----G------------P--G-------------A--A---N-------------A------T---------WR--------------V------R---------HP-------VLPEALAPF---------------------------------DM---------------TP------------------VPVLTP-SP--------------E-A--FAEWAVVT---AS----------GGSS----RVLA------LW-------------------------DADAAEH---------QR-------PP------------G---AGASSRTKGR------ARR-----VRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVA----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAGHGSPAAA------VLPQQRVFAF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI----------------------------AELVG---------RSPDF----P----AW--------L
WP_069740765.1 QS----P-----------GP--G-------------A--A---N-------------A---------------TWR------------------------------------VRHPVLPEALAPF---------------------------------DM---------------TP------------------VPVLTP-SP--------------E-A--FAEWAVVT---AS----------GGSS----RVLA------LW--------------------DADAAEQQRPPG---------AG-------AS------------S-------------------RTKGRARRVRP--------D---------------------------------------------------------AQ---------VRR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----H--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAGHGSPAAT------VLPQQRVFAF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI--------------A------ELV--------G---------RSPDF----P----AW--------L
WP_050358421.1 AP----G------------P--G-------------A--A---N-------------A------T---------WR--------------V------R---------HP-------VLPEALAPF---------------------------------GM---------------PP------------------VPVLTP-SP--------------Q-A--FAEWAMVT---AS----------GGSS----RVLA------LW-------------------------DADAAEQ---------QR-------PP------------G---AGASSRTKGR------ARR-----VRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAEHGSPAAA------VLPQQRVFSF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI----------------------------AELVG---------RSPDF----P----AW--------L
WP_056701957.1 QA----P-----------GP--G-------------A--A---N-------------A---------------TWR------------------------------------VRHPVLPEALAPF---------------------------------GM---------------PP------------------VPVLTP-SP--------------Q-A--FAEWALVT---AS----------GGSS----RVLA------LW------------------------DADAAEQQ---------RP-------PG------------S---------------GASSRTKGRARRVRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAEHGSPAAA------VLPQQRVFSF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI--------------A------ELV--------G---------RSPDF----P----AW--------L
WP_057664687.1 AP----G------------P--G-------------A--A---N-------------A------T---------WR--------------V------R---------HP-------VLPEALAPF---------------------------------GM---------------TP------------------VPVLTP-SP--------------Q-A--FAEWALVT---AS----------GGSS----RVLA------LW-------------------------DADAAEQ---------QR-------PP------------G---SGASSRTKGR------ARR-----VRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAEHGSPAAA------VLPQQRVFSF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI--------------A------ELV--------G---------RSPDF----P----AW--------L
WP_073958207.1 AP----G------------P--G-------------A--A---N-------------A------T---------WR--------------V------R---------HP-------VLPEALAPF---------------------------------DM---------------PP------------------VPVLTP-SP--------------Q-A--FAEWAMVT---AS----------GGSS----RVLA------LW-------------------------DADAAEQ---------QR-------PP------------G---AGASSRTKGR------ARH-----VRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAEHGSPAAA------VLPQQRVFSF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI----------------------------AELVG---------RSPDF----P----AW--------L
WP_073223271.1 QA----P-----------GP--G-------------A--A---N-------------A------T---------WR------------------------------------VRHPVLPEALAPF---------------------------------GM---------------TP------------------VPVLTP-SP--------------Q-A--FAEWARVT---AS----------GGAD----RVLA------LW--------------------------DADAAE---------QQ-------RP------------P------------GSGAS-SRTPGRARRVRP--------D---------------------------------------------------------AQ---------VQR-FRRAVSPEAY-------RLAAHLAA----V-SP---LT-----------IPVMRLVV----R--S----L------P---R--------P-----VTTAHL-AEVFL---SGM--LR--------------------------------------PAEAGHGSPAAA------VLPQQRVFTF--------TS--R------SRDIL-LD-AVPTTE--V----------------LAST--------RRVS--EHI----------AELVG---------------------------RSPDF----P----AW--------L
EPH45106.1 HV----P-----------QP--G-------------A--A---N-------------G---------------EWR------------------------------------IRDPLLPPEISPF---------------------------------IG---------------TP------------------VPVLEP-AP--------------R-E--LAAWARMT---VA----------GGTS----AALP------LW-----------------------DPRAGREGD---------DA-------PD------------A---------------------------VSS--------D---------------------------------------------------------QT---------VRQ-FRRTASPEAY-------RLAAHLAA----I-AP---LT-----------VPVMRLVA----E--A----V------PWSAT----TA------------HL-SEVFL---GGL--MR---------------------------------QAEQASPDGAASAGTRS------FRHSQRVFSF--------TE--D------ACDIL-LD-AVPTAE--V----------------VETA--------RQVS--ALI--------------G------ELM--------G---------QAPEF----T----AW--------L
WP_016639864.1 HV----P-----------QP--G-------------A--A---N-------------G---------------EWR------------------------------------IRDPLLPPEISPF---------------------------------IG---------------TP------------------VPVLEP-AP--------------R-E--LAAWARMT---VA----------GGTS----AALP------LW-----------------------DPRAGREGD---------DA-------PD------------A---------------------------VSS--------D---------------------------------------------------------QT---------VRQ-FRRTASPEAY-------RLAAHLAA----I-AP---LT-----------VPVMRLVA----E--A----V------PWSAT----TA------------HL-SEVFL---GGL--MR---------------------------------QAEQASPDGAASAGTRS------FRHSQRVFSF--------TE--D------ACDIL-LD-AVPTAE--V----------------VETA--------RQVS--ALI--------------G------ELM--------G---------QAPEF----T----AW--------L
WP_030949105.1 AD----A------------P--G-------------T--P---ADALHRK-----PPG----------------LA--------------F-AR---Q-----------------------SAPL--------------------------D------DA-----------------------------------VPLIGS-DP--------------A-E--LGTWARLT---AD------G---DASW----QRGL------GL-------------------------------L---------PE-------PG------------P---------------------R-----STP--------V---------SRP---QDG---------------------------------------EL---------VRR-FRLTAEPDSV-------RLAELLAV----A--P--VVT-----------VPLLRGMH----R--R----L---L--P---D----RGDFP-----V------TEASL---SGL--LT-------------------------------------------PAPVS--------DAVTERAYVF--------QP--G------VADAL-KS-ALSPAD-------------------VRRA--------RSVA-EEFL--------------P------VDV----W---E---------SVRLR----P----PA-------SV
WP_055715312.1 VVDVEWS-----------NPSPG-------------G--PAGRL--------------------------RHRPWS----------------------------------------SPAGPVAVG---------------------------------GA-----------------------------------VPVIAL-NL--------------H-S--VRAWAELV---TG------A---DGAW----HQGI------GL-----------------------LVDEKPSAP--DGTRTRGAP-------PR------------T-------------------GAAGTAAAGGAARGTPQAGR---------------------------------------------------------DA---------ARR-FLRTAEPDSV-------RLAALLTV----A--P--VVT-----------VPLLRGMR----H--R----L---L--P---D----TG--D-----F---SV-AEAFL---SGL--FV-------------------------------------------PAPAYDT------ATAGRRAYFF--------RP--G------AGEVL-MR-ELGRSD--V----------------TRAL--------TVAD--EFL--------------P-PDAWTLRH------------------GWAETDEDPR----AA---------
KUN89326.1 AA----R------------P--V-------------T--P---T-------------A----------------WL--------------------------------T-------CGLQPGSLE---------------------EAAGLE------AD---------------CA------------------VPVLGL-ED--------------GRS--FTDWARLV---AA------R---TADG----YDGE------GM-------------------------------P---------LG-------LA------------P---GAWDG----L------AAA-----APP--------T---------GPA---------------------------------------------AQ---------VRT-LEAVAGPAAV-------RLAALLAV----A--P--LVT-----------LDLMRATQ----R--S----L---L--P---E----AE--------E---TV-AEVFH---SGL--LV-------------------------------------------RAPDRDR------DVEGQRALVL--------VD--G------AVDLL-TE-ILTRSD--R----------------SRSR--------DLAE--EFL--------------P------PEA----W---A-----R---NTRPV----P----SS--------V
OOQ46879.1 RA----A-----------RP--G-------------T--P---T-------------A----------------WL-------------------------------ECLLRPGSLEAAAGLRAE---------------------------------SA-----------------------------------VPLLPLDDE--------------G-A--VEGWARLV---AG------P---TSGW----YDGE------GI---------------------------PSGAG--TGVWADLAP-------PA------------P-------------------STE-----PAA-----------------------------------------------------------------------------LIRTLEDLAGPVPV-------RLAALLAV----S--P--LVT-----------VDLLRALR----R--D----L---L--P---GTAGAAGTDG---------AV-AEVFY---SGL--LV-------------------------------------------RAPERDR------DAGGQRAHVL--------RD--G------AAGLL-TE-RLTRSD--A----------------GRAL--------ELAG--TIL--------------P---PAVWAR------------------GSGPL----P----SVTPARSPRRV
WP_046729107.1 AR----------------LP--A-------------T--P---T-------------A----------------WL-------------------------------ECDLQPGSLEVAAGLHAP---------------------------------SA-----------------------------------VPVLDLEDS--------------R-S--VENWARLV---AGPTTDGYE---GHGIPSGMDPGT-------W-------------------------DGFTVPA------------------PA----------------------------------------TDP--------A---------------------------------------------------------AL---------IET-LREVAGTAAV-------RLAVLLTV----S--P--LVT-----------LHLMYAMQ----R--R----L---L--P---E----AD--------E---AV-PEVLH---SGL--LV-------------------------------------------RAAERDR------DVDPQYAYVL--------LD--G------AAELL-DD-RLTHFD--R----------------RRAR--------DLAM--KLL--------------PPAVSARNTRPDPSSVLRGERA------RSPEP---------TR--------H
AOR30905.1 WR----A------E----RP--A-------------T--P---T-------------A----------------WL---------------------T----------CRLQPGSLEEAAGLDAA---------------------------------GA-----------------------------------VPVLAL-DD--------------QPS--TQGWVRLV---TD------P---RTDW----YHGE------GI----------------------PVGSQGELWS------GL-DS-------PS------------P---------------------------PAD--------P---------------------------------------------------------HD---------FLRAFEEIAGPAAL-------RLAALLA--------PFSLIT-----------VGLMRAAQ----R--E----L---I--P---E----AD--------E---AV-AEVFY---GGL--LE-------------------------------------------RAPGRDA------EVGGQRAYLL--------RE--D------IAEPL-GE-RLTLSD--V----------------RRAW--------SLAH--EVL----------------------PRSNAPA-------------KARSL----P----SS------TLP
WP_069777557.1 WR----A------E----RP--A-------------T--P---T-------------A----------------WL---------------------T----------CRLQPGSLEEAAGLDAA---------------------------------GA-----------------------------------VPVLAL-DD--------------QPS--TQGWVRLV---TD------P---RTDW----YHGE------GI----------------------PVGSQGELWS------GL-DS-------PS------------P---------------------------PAD--------P---------------------------------------------------------HD---------FLRAFEEIAGPAAL-------RLAALLA--------PFSLIT-----------VGLMRAAQ----R--E----L---I--P---E----AD--------E---AV-AEVFY---GGL--LE-------------------------------------------RAPGRDA------EVGGQRAYLL--------RE--D------IAEPL-GE-RLTLSD--V----------------RRAW--------SLAH--EVL----------------------PRSNAPA-------------KARSL----P----SS------TLP
WP_037722884.1 VR----------------SPLRG-------------A--P---A-------------A----------------------------------------------------------QVDCEGAAP---------------------------------GT---------------IA------------------VPVLAMHEH--------------H----LHRWAKFL---AR------G---PEGW--SNLPTI------LV-----------------------SADAPGPAA---------AA-------PA------------P-------------------QPSGRTVTATA--------Q---------------------------------------------------------D----------LLRDF-GAASKDAK-------KLATRLSG----V--P---LN-----------LPVMHRVQ-------S--RLL------P---G----TA--P---------DLLSEIFI---AGL--LV------------------------------------------PVVDRAEI------RSHDRVTFEF--------RS--G------VRELL-LA-SLHKST--T----------------ADAF--------QDAA--HFL--------------E------HEL------------------GVSEVQGWDR----LL---------
CBG74993.1 VR----S------P----LR--G-------------A--P---A------------------------------AQ--------------V-DCEGAA----------P-------------------------------------------------GT---------------IA------------------VPVLAMHEH--------------H----LHRWAKFL---AR------G---PEGW--SNLPTI------LV-----------------------SADAPGPAA---------AA-------PA------------P---------------------Q-----PSG--------R---------TVT--------------ATAQ---------------------------D----------LLRDF-GAASKDAK-------KLATRLSG----V--P---LN-----------LPVMHRVQ----S--R----L---L--P---G----TA--P---------DLLSEIFI---AGL--LV------------------------------------------PVVDRAEI------RSHDRVTFEF--------RS--G------VRELL-LA-SLHKST--T----------------ADAF--------QDAA--HFL--------------E------HEL--------G-VS------EVQGWDRLLRNPQEPV--------T
SME88395.1 LTLLPTG-----------AD--G-------------A--PSHLT-------------G----------------WE---------------------------------------------DARP---------------------------------GV---------------FP------------------VPVLALRED--------------H----LKQWADFL---TG------G---ANGW--IRLPAV------LV-----------------------PRDPADTAP---------AA-------PQ--------------------------------DGP-----ASA--------A---------------------------------------------------------DL---------LAV-FENAGTEWAL-------RLARALAA----V--P---LN-----------LPVMHRVQ----S--R----L---I--P---G----SA--P---------HLLSELII---AGL--LV------------------------------------------PVVGRESI------RRHDRVTFDF--------PD--G------VRELL-LS-SATRAD--T----------------VRLF--------EDAV--RFL--------------D-------RD----LGVVGLRGWDNLSTRPAHY---------PL--------I
WP_085206146.1 LP----T------G----AD--G-------------A--P---S-------------H----LTG---------WE---------------------D----------A--------------RP---------------------------------GV---------------FP------------------VPVLALRED--------------H----LKQWADFL---TG------G---ANGW--IRLPAV------LV-------------------------PRDPADT---------AP-------AA------------P------------Q------DGP-----ASA--------A---------------------------------------------------------DL---------LAV-FENAGTEWAL-------RLARALAA----V--P---LN-----------LPVMHRVQ----S--R----L---I--P---G----SA--P---------HLLSELII---AGL--LV------------------------------------------PVVGRESI------RRHDRVTFDF--------PD--G------VRELL-LS-SATRAD--T----------------VRLF--------EDAV--RFL--------------D------RDL--------G-VV------GLRGW----D----NL--------S
WP_078636543.1 LTLLPTG-----------AD--G-------------A--PSRLT-------------G----------------WE---------------------------------------------ETRP---------------------------------GV---------------FP------------------VPVLALRED--------------H----LKQWADFL---TG------G---ANGW--IRLPAV------LV-----------------------PRDPADTAP---------AA-------PQ--------------------------------DGP-----ASA--------A---------------------------------------------------------DL---------LAV-FENAGTEWAL-------RLARALAA----V--P---LN-----------LPVMQRVQ----S--R----L---I--P---G----SA--P---------HLLSELII---AGL--LV------------------------------------------PVVGRESI------RRHDQVTFDF--------PD--G------VRELL-LS-AATRAD--T----------------VRLF--------EDAV--RFL--------------DRDLGVVGLR------------------GWDNLTTAAP----RA--------P
WP_057578299.1 FK----A------S----TP--G-------------Q--T---N-------------T------D---------LQ--------------V-----------------E-------TQEGISTTF--------------------------------------------------CP------------------VPTLEL-NQ--------------E-D--LEAWGRLV---VQ----------GART----ILYC------IL-------------------------AEPDATL---------PA-------QR------------P---------------------D-----DAL--------A---------HQP---SVTQQTDRDVRTEAL---------------------------QR---------LEL-FRTSASREAQ-------FLANALSV----L--P---LN-----------IAVMHRTQ----E--S----L---L--P---R----HG--P---------ELFSELFI---AQL--IH------------------------------------------PVVAHERL------RRIDRVTFDF--------AP--G------VREEL-VS-GLNQQW--T----------------GDLF--------TATA--VFL--------------D-------ED------------------LGIPFVSTWR----HL--------I
WP_060888708.1 VR----S------P----LR--G-------------A--P---A-------------A----------------------------------------------------------QVDCEGAAP---------------------------------GT---------------IA------------------VPVLAMHEH--------------H----LHRWAKFL---AR------G---PEGW--SNLPTI------LV-------------------------SADAPGP------AA-AA-------PA------------P------------Q------PSG--RTVTAT--------A---------------------------------------------------------QD---------LLRDF-GAASKDAK-------KLATRLSG----V--P---LN-----------LPVMHRVQ----S--R----L---L--P---G----TA--P---------DLLSEIFI---AGL--LV------------------------------------------PVVDRAEI------RSHDRVTFEF--------RS--G------VRELL-LA-SLHKST--T----------------ADAF--------QDAA--HFL--------------E------HEL------------------GVSEVQGWDR----LL---------
WP_030393995.1 AR----A------S----VA--G-------------R--P---V-------------P--AFRSD----AALPGIP----------------------------------------PGSRGAEAR---------------------------------AA---------------IRW-----------------LPVLEV-DA--------------D-W--ITPWADLT---AG------R---TSGW----TPML------AA-------------------------PIAGMPE------RQ-RP-------TR------------P------------A------GAP-----ATP--------A---------------------------------------------------------ER---------VAR-FRAGSSPAAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----A---V--P---E----SG--Q-----T---DL-AELFL---SGL--IA--------------------------------------------PRGGAA------TDPDEQVYDF--------RD--G------VRKEL-LA-ELTRTE--A----------------VQVL--------EHVL--TKV--------------S-------GRVAATF---G---------GTRDFRAVARLVGAVD--------V
WP_051770902.1 SD----A------A----LP--G-------------V--P---R-------------G------A-----RGADLR---------------------E------------------------------------------------------------GV---------------RW------------------LPVLEV-DA--------------D-W--VTPWADLT---AG------R---TSGW----TPML------AA----------------------PIGGLPEDLP---------RP-------RR------------P------------T------GPA-----GDP--------A---------TPA---------------------------------------------ER---------VDR-FRAGSSPTAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----T---V--P---E----SG--Q-----T---DL-AELFV---SGL--IE--------------------------------------------PRGGAA------ADPDEQVYDF--------RD--G------VRDEL-LA-ELTRTE--S----------------VHVL--------EHVL--ARV--------------S-------GR------------------VAATF----G----GT--------L
SDT07870.1 FR--SDA----ALP--GIPP--G-------------S--P---G------------------------------------------------------------------------AELRAAVRW----------------------------------------------------------------------LPVMEV-DA--------------D-W--ITPWADLT---AG------R---TSGW----TPML------AA-----------------------PIAGVPRPQ---------RP-------TG------------P------------A------NDP-----ATP--------A---------------------------------------------------------ER---------VAR-FRAGSSPNAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----T---V--P---E----SG--Q-----T---DL-AELFL---SGL--IA--------------------------------------------PLDGTA------TDPDEQVYDF--------RD--G------VREEL-LA-ELTRTE--A----------------VDVL--------KHVL--TKV--------------S--GRVAATF--------G---------GTRDF----R----AV--------A
WP_052709503.1 AR----A------S--VAGR--P-------------V--P---A------------------------------FR---------------------------------------SDAALPGIPP---------------------------------GN---------------RG---------AELRADIRWLPVLEV-DA--------------D-W--VTPWADLT---AG------R---TSGW----TPML------AA-----------------------PIAGVPRPQ---------RP-------TG------------P------------A------NDP-----ATP--------A---------------------------------------------------------ER---------VAR-FRAGSSPAAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----T---V--P---E----SG--Q-----T---DL-AELFL---SGL--IA--------------------------------------------PRGATA------ADPDEQVYDF--------RD--G------VREEL-LA-ELTRTE--A----------------VHVL--------KHVL--TKV--------------S--GRVAATF--------G---------GTRDF----R----AV--------A
WP_053647130.1 AR----A------S----VA--G-------------R--P---V-------------P------A---------FR---------------------------------------SDAALPGIPP---------------------------------GN---------------RG---------AELRADIRWLPVLEV-DA--------------D-W--VTPWADLT---SG------R---TSGW----TPML------AA-----------------------PIAGLPRPQ---------RP-------TG------------P------------A------NDP-----ATP--------A---------------------------------------------------------ER---------VAR-FRAGSSPAAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----T---V--P---E----SG--Q-----T---DL-AELFL---SGL--IA--------------------------------------------PRGATA------ADPDEQVYDF--------RY--G------VREEL-LA-ELTRTE--A----------------VHVL--------EHVL--TKV--------------S-------GRVAATF---G---------GTRDF----R----AV--------A
WP_043464408.1 FR----S------D--AALP--G-------------I--P---P-------------G----------------------------------------------------------SRGAEARAA--------------------------------------------------IRW-----------------LPVLEV-DA--------------D-W--ITPWADLT---AG------R---TSGW----TPML------AA-----------------------PIAGMPERP---------RP-------TR------------P------------A------SNP-----ATP--------A---------------------------------------------------------ER---------VAR-FRAGSSPAAY-------RLACHLAA----A--P---LS-----------LPVMRLVQ----R--A----A---V--P---E----SG--Q-----T---DL-AELFL---SGL--IA--------------------------------------------PRGGAA------TDPDEQVYDF--------RD--G------VRKEL-LA-ELTRTE--A----------------VQVL--------EHVL--TKV--------------S--GRVAATF--------G---------GTRDF----R----AV--------A
WP_052771536.1 VH----L------R----AP--A-------------A--L---T-------------S------N-----AALYWS----------------------------------------DDGRRLPDL---------------------REPGER------EA---------------IP------------------VPVLEI-DG--------------G-G--LHSWARLM---AG----------MNVSATELLPVM------AA-------------------------TREAPLD---------PP-------AA------------P------------A------LLE-----VTG--------A---------------------------------------------------------DI---------VRR-ARAALSPTAF-------RLAVRLAP----V--P---LT--------------LHTVR----R-------V---L--P---G----SG--P-----E---EL-GELLA---CGL--LR----------------------------------------YVPEPVERTAE-----ADTAHFPFDF--------KP--G------VREEL-LAHGTLRDT-------------------TQVV--------REVS--RSM--------------P------VEL----W---S---------DGQRF-------------------L
WP_060879576.1 VH----L------R----AP--A-------------A--L---T-------------S------N-----AALYWS----------------------------------------DDGRRLPDL---------------------REPGER------EA---------------IP------------------VPVLEI-DG--------------G-G--LHSWARLM---AG----------MNVSATELLPVM------AA-------------------------TREAPLD---------PP-------AA------------P------------A------LLE-----VTG--------A---------------------------------------------------------DI---------VRR-ARAALSPTAF-------RLAVRLAP----V--P---LT--------------LHTVR----R-------V---L--P---G----SG--P-----E---EL-GELLA---CGL--LR----------------------------------------YVPEPVERTAE-----ADTAHFPFDF--------KP--G------VREEL-LAHGTLRDT-------------------TQVV--------REVS--RSM--------------P------VEL----W---S---------DGQRF-------------------L
CBG74991.1 LR----------------AP--A-------------A--L---T--------------------S----NAALYWS--------------------------------DDGRRLPDLREPGEREA--------------------------------------------------IP------------------VPVLEI-DG--------------G-G--LHSWARLM---AG----------MNVSATELLPVM------AA-------------------------TREAPLD---------PP-------AA------------P------------A------LLE-----VTG--------A---------------------------------------------------------DI---------VRR-ARAALSPTAF-------RLAVRLAP----V--P---LT-----------LHTVRRVL-------------------P---G----SG--P-----E---EL-GELLA---CGL--LR----------------------------------------YVPEPVERTAE-----ADTAHFPFDF--------KP--G------VREEL-LAHGTLRDT-------------------TQVV--------REVS--RSM--------------P-------------VELWS---------DGQRF-------------------L
WP_013005435.1 VH----L------R----AP--A-------------A--L---T-------------S------N-----AALYWS----------------------------------------DDGRRLPDL---------------------REPGER------EA---------------IP------------------VPVLEI-DG--------------G-G--LHSWARLM---AG----------MNVSATELLPVM------AA-------------------------TREAPLD---------PP-------AA------------P------------A------LLE-----VTG--------A---------------------------------------------------------DI---------VRR-ARAALSPTAF-------RLAVRLAP----V--P---LT--------------LHTVR----R-------V---L--P---G----SG--P-----E---EL-GELLA---CGL--LR----------------------------------------YVPEPVERTAE-----ADTAHFPFDF--------KP--G------VREEL-LAHGTLRDT-------------------TQVV--------REVS--RSM--------------P------VEL----W---S---------DGQRF-------------------L
WP_060907571.1 VH----L------R----AP--A-------------A--L---T-------------S------N-----AALYWS----------------------------------------DDGRRLPDL---------------------REPGER------EA---------------IP------------------VPVLEI-DG--------------G-G--LHSWARLM---AG----------MNVSATELLPVM------AA-------------------------TREAPLD---------PP-------AA------------P------------A------LLE-----VTG--------A---------------------------------------------------------DI---------VRR-ARAALSPTAF-------RLAVRLAP----V--P---LT--------------LHTVR----R-------V---L--P---G----SG--P-----E---EL-GELLA---CGL--LR----------------------------------------YVPEPVERTAE-----ADTAHFPFDF--------KP--G------VREEL-LAHGTLRDT-------------------TQVV--------REVS--RSM--------------P------VEL----W---S---------DGQRF-------------------L
WP_078636541.1 LA----A------P----GP--G-------------N--T-----------------GLLVSGRPEEDAFDELAFD------------------------------------EEGWDAEGPAEPL----------------------------------------------------------------------VPVLGL-RP--------------G-F--LGQWSRLA---AG------RRTSQPLK----LPVM------------------------------LDVDSASEGS---------GA-------AA------------R-------------------AAA-----PSA--------E---------------------------------------------------------DA---------VRR-ARSRLSRTAF-------DGAVRLAA------------------------LPLSETVV----H--R----L------PPLLD----PGFKL-----E---HL-GELLA---SELLLME--------------------------------------------------------PAGVEGGFAF--------DP--G------VREEL-LA-YGNRAD--T----------------FQALRMARPIVTDRVQ-HEFL----------------------AY------------------QLRVF----R----GE--------D
WP_003963216.1 VA----E-----------RR--F-------------A--P---N-------------S--------------------------------------------------ALGVIDPLGGGPVEQGT---------------------------------GR---------------LP------------------VPVVPL-SP--------------A-G--LSAWARLL---TR----------PGVP--QLLDTV------LL-----------------------DGHGEPGAP---------GTGALSVAVPE----------------------------------------PSA--------E---------------------------------------------------------ER---------LDR-FRASFSPDAY-------RLAVRLSA----I-RP---LS-----------LPVIQLLR-------I--ATL------P---A----AA--P---------AVVAEVFL---GGV--LQ---------------------------------PLPDGAPAAGLPSAVA-------GGPGEPLYDF--------AP--G------VRDLL-AS-GLGTEQ--S----------------IEVV--------EAVG--RAL--------------E------PYM--------G---------RLPDF----A----AL--------L
WP_015038303.1 SR--F-A------T--DREL--G-------------V--I---D-------------P----------------LG-----------------------------------------GGPVAGLG---------------------------------DR---------------LP------------------VPVVPL-SP--------------A-T--LHTWARLL---TR----------PRVP--QLVDTV------LM-------------------GPGSGGAVGAPSG---------AG-------PL------------P---------------------------STA--------E---------------------------------------------------------ER---------LER-FRASFSPEAY-------RLAVRLSV----I-RP---LS-----------MPVIQLMR-------V--ATM------P---A----TT--------S---AVVAEVLL---GDL--LQ---------------------------------PLAEGEPSGARPPAVVL------GGADEALYDF--------RP--G------VRDLL-AS-GLDTER--S----------------IEAV--------EAVG--RAL--------------E-------PH----L---G---------RMPDF----T----AL--------L
WP_073755836.1 VA--------------------G-------------R--PFARN-------------G--------------------------------------------------ELGVLDPLDGAGADRPA---------------------------------DR-------------LPVP------------------VPVAAL-SP--------------A-S--LGTWARLL---TR----------PGAP--RLLDTV------LV----------------------ADTPPATLLE---------GD-------TP------------P---------------------------RTP--------E---------------------------------------------------------QL---------LER-FRASFSPDAY-------RLAVRLSA----I-RP---LS-----------APVIQLVR-------I--ATL------P---G----TT--------S---AVVAEVLL---GGL--LQ---------------------------------PLDSGESPGRLLPRVAG------GDAGDLLYDF--------RP--G------VRELL-AG-GLSTEQ--L----------------LDVV--------DAVG--QAL--------------E------PYL--------G---------RMPDF----A----AL--------L
WP_084896381.1 LV----A------G----RP--F-------------A--R---N-------------G--------------------------------------------------ELGVLDPLDGATAERPA---------------------------------GR---------------LP------------------VPVAAL-SP--------------A-S--LGTWARLL---TR----------PGAP--RLLDTV------LV----------------------ADTPPVTAAE------GD-TP---------------------P---------------------------RTP--------E---------------------------------------------------------QL---------LER-FRASFSPDAY-------RLAVRLSA----I-RP---LS-----------APVIQLVR-------I--ATL------P---G----TT--------S---AVVAEVLL---GGL--LQ---------------------------------PLDGGESPGRLLPRVAG------GDAGDLLYDF--------RP--G------VRELL-AG-GLSTEQ--S----------------LDVV--------DAVG--QAL--------------E-------PY----L---G---------RMPDF----A----AL--------L
WP_073721464.1 LR----V------L----DPLSG-------------L--P----------------------------------------------------------------------------VGRTADRPA----------------------------------------------------------------------VPVVAL-TP--------------S-S--LSAWARLL---TR----------PGTP--SLVDIA------LF----------------------DAGGGAPRAA---------GP-------PP------------S---------------------------TLP--------H---------------------------------------------------------HR---------LER-FRASFSPDAY-------RLAVRLSA----I-RP---LS-----------LPVIQLVR------------I---ASLP---G----TS--P-----T---AV-AEVLL---GDL--LR---------------------------------PMEDSGPGDLRLPTAVG------GRPADPLYDF--------RP--G------IRDLL-AS-GLSVEQ--S----------------IEVV--------EAVG--GAL--------------E------PYL--------G---------RMPDF----A----AL--------L
GAQ67487.1 AT----A------S----VP--A-------------A--P---G-------------R------L---------LA--------------YRRPRLFR------------------DDAPGTQPW---------------------------------QA-----------------------------------LPVLQV-DA--------------R-Q--ILAWTRAT---MR------T---DPSG----CEAV------LV----------------------PASGRVPSRN---------RS-------PR------------P---SAASSGAAAA------DAH-----VTA--------A--------------------------------------------------------------------AEA-FTDNLRSPAV-------RLAIAASS---LDAFP----------------LPVLDVIR----E--R----I---V--P---E----AA--L-----A---DT-AEFLT---AGL--LT-----------------------------------------ATR------------HEDADIVYRF--------HP--A------AAEYL-RG-LLSRDQ--T----------------WDAH--------FALT--EHL--------------A-----AHPQ------------------APHGIVAALH----SP------ASQ
WP_059084488.1 AT----A------S----VP--A-------------A--P---G-------------R----LLA---------YR---------------------R----------P-------RLFRDDAPG-------------------TQPW----------QA-----------------------------------LPVLQV-DA--------------R-Q--ILAWTRAT---MR------T---DPSG----CEAV------LV----------------------PASGRVPSRN---------RS-------PR------------P---SAASSGAAAA------DAH-----VTA--------A--------------------------------------------------------------------AEA-FTDNLRSPAV-------RLAIAASS---LDAFP----------------LPVLDVIR----E--R----I---V--P---E----AA--L-----A---DT-AEFLT---AGL--LT-----------------------------------------ATR------------HEDADIVYRF--------HP--A------AAEYL-RG-LLSRDQ--T----------------WDAH----FALTEHLA--AHP--------------Q------APH--------G---------IVAAL--HSP----AS--------Q
WP_078968245.1 AT----A------S----VP--A-------------S--P---G-------------R----LLA---------YR---------------------R----------P-------RLFRNDAPG-------------------TQPW----------QA-----------------------------------LPVLQI-DA--------------H-Q--ILAWAHAV---MR------T---DPSG----CEVV------LV----------------------PASGRVPPRN---------RS-------PR------------P------------S------AAS-----PDA--------P--------------------------------------------------------------------TTD-ARVTAAAQAF--TDNLHSPAVRLAI----AASSLDVFT-----------LPVLDVIR----E--R----I---V--P---D----AA--L-----A---DT-AEFLT---AGL--LT-----------------------------------------ATR------------HERADIVYRL--------HP--A------AAEHL-RG-LLSRDQ--A----------------WDAH--------FALT--DHL--------------K-----AHPQ------------------APHGI---------VA--------A
SDE27042.1 AT----A------S----VP--A-------------S--P---G-------------R------L---------LA--------------YRRPRPFR------------------DDAPGTRPW---------------------------------QA-----------------------------------LPVLQV-DA--------------H-Q--ILTWARAM---MR------T---DPSG----CEAV------LV----------------------PASGRVPSRN---------RS-------PR------------P------------S------AAP-----PGA--------P--------------------------------------------------------------------ATD-TQVAAAAEAF--TDNLHSPAVRLAI----AASSLDVFT-----------LPLLDVLR----E--R----I---V--P---E----AA--L-----A---DT-AEFLT---AGL--LT-----------------------------------------ATR------------HEDADIVYRF--------HP--A------AADHL-RG-LLSRDQ--A----------------WDTH--------FALT--DHL--------------A-----AHPQ------------------APHGI---------VA--------A
WP_055571911.1 AT----A------S----VP--A-------------S--P---G-------------R--LLAYR-----RPRPFR----------------------------------------DDAPGTRPW---------------------------------QA-----------------------------------LPVLQV-DA--------------H-Q--ILTWARAM---MR------T---DPSG----CEAV------LV----------------------PASGRVPSRN---------RS-------PR------------P------------S------AAP--PGAPAT--------D---------TQV---------------------------------------------AA---------AAEAFTDNLHSPAV-------RLAIAASS----L----DVFT-----------LPLLDVLR----E--R----I---V--P---E----AA--L-----A---DT-AEFLT---AGL--LT-----------------------------------------ATR------------HEDADIVYRF--------HP--A------AADHL-RG-LLSRDQ--A----------------WDTH--------FALT--DHL--------------A-----AHPQ------------------APHGI----V----AA--------L
WP_052499534.1 GR----A-----------GARNG-------------A--L-----------------R----------------YT-------------------------------LPPRLRPPANGANPAGPW---------------------------------TA-----------------------------------LPVVSC-TP--------------R-S--LGAWASTL---MR------A---DPRG----CDAV------LI--------------------------PATGRP----STARDGA-------PP------------P--------------------RR-----PDP------------------------------------------------------------------AR---------LAEAFTRTAPTPAV-------RLAVLCAG----L--P--ELP-----------LPLLHVLR-------D--QAV------P---E----AR--Y-----A---DL-AELLT---SGLFAVR-------------------------------------------------------RDPGGDPVLAL--------RA--E------AREHL-GT-HLTTHD--M----------------WLTK--------AALS--HHA--------------A-----AHPY------------------APQGI---TAVLHDAL--------A
ALC31298.1 SR--LGA----HNG--TLRF--T-------------L--P---R-------------RLDTEAGQ----ATAGDRS---------------------TSARGASAGGASTGSRSASTGGASAGDG---------------------------------CAGSQGAAARGASAGPWTA------------------LPVVSC-TP--------------H-L--LGAWAATL---MR------S---DPAG----CGAV------LI-------------------------PATGRLP----SRTRESE-------PP------------P---------------------------RRP--------DP--------------------------------------------------------AR---------LAEAFAHTAPAPAV-------RLAVLCSG----L--P--DLP-----------LPLLHVLN----H--E----V---V--P---E----AS--P-----A---DL-AEVLT---SGLFTVR-------------------------------------------------------REVDSDPVLVF--------HP--A------ARQYL-RT-HLTTHD--E----------------WRTR--------AAFG--RHA--------------A--AHPNAPH--------G---------IAAVL---HS----AW--------A
WP_053562289.1 LP----R----RLDTEAGQATAG--------------------D-------------RSTSARGASAGGASTGSRS---------------------ASTGGASAGDGCAGSQGAAARGASAGPW---------------------------------TA-----------------------------------LPVVSC-TP--------------H-L--LGAWAATL---MR------S---DPAG----CGAV------LI-------------------------PATGRLP----SRTRESE-------PP------------P--------------------RR-----PDP------------------------------------------------------------------AR---------LAEAFAHTAPAPAV-------RLAVLCSG----L--P--DLP-----------LPLLHVLN-------H--EVV------P---E----AS--P-----A---DL-AEVLT---SGLFTVR-------------------------------------------------------REVDSDPVLVF--------HP--A------ARQYL-RT-HLTTHD--E----------------WRTR--------AAFG--RHA--------------A---------------------------AHPNA----PHGIAAV--------L
SCD89054.1 DRSTSAR----GASTGSRSASTG-------------G--ASAGD-------------G--------------------------------------------------CAGSQGAAAKGASAGPW---------------------------------TA-----------------------------------LPVVSC-TP--------------H-L--LGAWAATL---MR------S---DPAG----CGAV------LI-------------------------PATGRLP----SRTRESE-------PP------------P--------------------RR-----PDP------------------------------------------------------------------AR---------LAEAFAHTAPAPAV-------RLAVLCSG----L--P--DLP-----------LPLLHVLN-------H--EVV------P---E----AS--P-----A---DL-AEVLT---SGLFTVR-------------------------------------------------------REVDSDPVLVF--------HP--A------ARQYL-RT-HLTTHD--E----------------WRTR--------AAFG--RHA--------------A---------------------------AHPNA----PHGIAAV--------L
SCF93414.1 SQ--AGA----HNG--ALRF--T-------------L--P---R-------------R----------------LA-------------------------------------DRADGDASAGPW---------------------------------TA-----------------------------------LPVLSC-TP--------------R-L--LGAWAATL---MR------S---DPAG----CGAV------LV---------------------PATGRLLPRSR---------DG-------ET------------P-------------------PRQ-----PDP--------G---------------------------------------------------------GL---------AEA-FVHTSPSPAV-------RLAVLCSG----L--P--GLP-----------LPLLHVLH-------N--EVV------P---E----AS--Y-----A---DL-AEVLT---SGLFSVR-------------------------------------------------------REAGSDPVLLL--------RD--A------ARSHL-RS-HLTTHD--Q----------------WRTR--------AAFS--RYA--------------A--AHPYAPQ------------------GIAAV--LHS----AW------SAT
WP_010470739.1 FA----P------A----AP--G--------THRSRV--P---H-------------E----PPA---------LL---------------------D----------PTGPDGAPLGGTAAGPD---------------------TGRDDAGQGAAAAW---------------LP------------------VPVLSL-SP--------------H-S--LDRWSRAV---MR------G---APEG----CTAV------LV-------------------------PPGGRLP---------GR-------SR------------P------------R------AVP-----LPP--------G---------------------------------------------------------EA---------ARG-FLRTAAPRAV-------RLAVLCA--------PFDRFS-----------LRLLHVIR----R--E----L---V--P---D----AT--T-----A---DV-AEAVT---SGLFELE-----------------------------------------------------QPAGGSGPLELVL--------PE--E------ARAVL-RE-RLPAHE--A----------------WRVH--------RALD--RHV----------ASLGD-----------------G---------RPGPR---------SV--------A
WP_023590986.1 FA----P------A----AP--G--------AHRSRL--P---H--------------------E-----APPLLD--------------L------A----------APGGTPRDGATGGGAAR---------------------DGEARD------GA---------AGDGVWLP------------------IPVLSL-SP--------------H-S--LDRWSRAA---MR------G---APEG----CTAV------LV-------------------------PPGGRLP---------GP-------PR------------P-------------------RAL-----PSS--------P---------------------------------------------------------GT---------VARAFLRTASPRAV-------RLAVLCA--------PFDRLS-----------LRLLHVIR----R--E----L---V--P---D----AT--T-----A---DV-AEAVT---SGL--FE----------------------------------------------------LGQSADGDDGSLEL--------VLPEE------VRAVL-RE-RLPAHE--A----------------WRVH--------QALD--RHV--------------S-------SR--------G-D-------GRPAL----R----SV--------A
KUN49123.1 TV----R------F----TP--A-------------A--P---G-------------A--TRSRV-------------------------------------------PHEPPPLLDVSPDPDED---------------------------------PW---------------LP------------------IPVLSL-TP--------------H-S--LGRWSRAL---MR------G---DPDG----CTAV------LV-------------------------PPTGRLP---------GP-------AR------------P-------------------RGV-----PLP--------P---------------------------------------------------------DT---------LAKGFLRTAAPRAA-------RLAVLCS--------PFDRLS-----------LRLLHVIR----Q--E----L---V--P---E----AT--T-----A---DV-AEVVT---SGVFALE-------------------------------------------------------GDGTGPVELVL--------PA--E------AQTVL-QE-QLGAHE--V----------------WGIH--------RAIS--RHV--------------A-------SR--------G---------DGRAL---------LS------AAA
WP_010983774.1 TV----R------F----TP--A-------------A--P---G-------------A--TRSRV-------------------------------------------PHEPPPLLDVSPDPDED---------------------------------PW---------------LP------------------IPVLSL-TP--------------H-S--LGRWSRAL---MR------G---DPDG----CTAV------LV-------------------------PPTGRLP---------GP-------AR------------P-------------------RGV-----PLP--------P---------------------------------------------------------DT---------LAKGFLRTAAPRAA-------RLAVLCS--------PFDRLS-----------LRLLHVIR----Q--E----L---V--P---E----AT--T-----A---DV-AEVVT---SGVFALE-------------------------------------------------------GDGTGPVELVL--------PA--E------AQTVL-QE-QLGAHE--V----------------WGIH--------RAIS--RHV--------------A-------SR--------G---------DGRAL---------LS------AAA
BAU87440.1 FT----P------A----AP--G-------------S--P---R-------------N----RVP---------VT--------------------------------PPALAGVGAGTGAADGE---------------------------------GA--------------WLP------------------VPVLSL-TP--------------H-S--LGRWSRSL---MR------G---DPDG----CTAV------LV----------------------PPTGRTVTDH---------AP-------TG------------A------------V------RQR-----ARP--------L---------PPA---------------------------------------------ER---------VRR-FLRTASPRAA-------RLAVLCA--------PFDRIS-----------LRLLHLVR----E--K----L---V--P---E----AG--I-----A---DI-AEVVT---SGVFQVV------------------------------------------------------Q--DGTTVELVL--------PP--D------IQEAL-RA-HLPADR--V----------------WALH--------QALD--QHL--------------A-------HR--------G-T-------GRAGL----P----SV--------A
AOT62241.1 AP----G------A----HR--S--------RVPHEA--P---P-------------A----------------LG--------------L------------AAPGGPGSPSDGARGGAAAGPA-----------------GTGAGAGTGPGSGVRDGA---------GDGDGWLP------------------VPVLSL-SP--------------H-S--LDRWSRAA---MR------G---APEG----CTAV------LV-------------------------PPGGRLS---------GR-------PR------------P------------R------TAA-----PSS--------A---------------------------------------------------------AA---------ARG-FLRTASPRAV-------RLGVLCA--------PFDRLS-----------LRLLHVVR----R--E----L---V--P---D----AT--T-----A---DV-AEAVT---SGLFELV-----------------------------------------------------PPAGTDGSLELVL--------SE--E------VRAVL-RE-RLPAHE--A----------------WRVH--------QALD--RHV--------------A------SRS--------G---------GRPGL----R----SV--------A
CAH05112.1 VP----H------E----AP--P--------ALGLAA--P---G-------------G--------------------------------------------------PGSPSDGARGGAAVGPA-----------------GTGAGAGTGPGSGVRDGA---------GDGDGWLP------------------VPVLSL-SP--------------H-S--LDRWSRAA---MR------G---APEG----CTAV------LV-------------------------PPGGRLS---------GR-------PR------------P------------R------TAA-----PSS--------A---------------------------------------------------------AA---------ARG-FLRTASPRAV-------RLGVLCA--------PFDRLS-----------LRLLHVIR----R--E----L---V--P---D----AT--T-----A---DV-AEAVT---SGLFELV-----------------------------------------------------PPAGADGSLELVL--------SE--E------VRAVL-RE-RLPAHE--A----------------WRVH--------QALD--RHV--------------A------SRS--------G---------GRPGL----R----SV--------A
CAF33302.1 VP----H------E----AP--P--------ALGLAA--P---G-------------G--------------------------------------------------PGSPSDGARGGAAVGPA-----------------GTGAGAGTGPGSGVRDGA---------GDGDGWLP------------------VPVLSL-SP--------------H-S--LDRWSRAA---MR------G---APEG----CTAV------LV-------------------------PPGGRLS---------GR-------PR------------P------------R------TAA-----PSS--------A---------------------------------------------------------AA---------ARG-FLRTASPRAV-------RLGVLCA--------PFDRLS-----------LRLLHVIR----R--E----L---V--P---D----AT--T-----A---DV-AEAVT---SGLFELV-----------------------------------------------------PPAGADGSLELVL--------SE--E------VRAVL-RE-RLPAHE--A----------------WRVH--------QALD--RHV--------------A------SRS--------G---------GRPGL----R----SV--------A
WP_014055711.1 VR----T------R----RP--G-------------S--A---N-------------T------D---------WT--------------V-------------------------------------------------------ADPVLPAALARFEG---------------VP------------------VPVLEP-DA--------------G-P--LADWARLI---AS----------ASGT----AVLP------LL--------------------------DPGRGG---------PR-------PT------------P------------A------ATS-----PGP--------A---------AAPTPADEL---------------------------------------SR---------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRMVQ----K--A----V---DGRT---D----TG------------RL-AEVFL---GGL--MH--------------------------------------PVE----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078640352.1 RT----R-----------RP--G-------------S--A---N-------------T------D---------WT----------------------------------------VADPVLPAA-----------------------------LARFEG---------------VP------------------VPVLEP-DA--------------G-P--LADWARLIASASGTAVLPLLDPGRGGP----RPGP------AA------------------------TAPGPAAT------------------PT------------P---------------------------ADE--------L---------------------------------------------------------SR---------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRMVQ----K--A----V------DGRTD----TG------------RL-AEVFL---GGL--MH--------------------------------------PVEPPASAGPDP------LPPEHRPFTF--------AD--A------AQRAL-LG-AVPLPE--L----------------VATS--------RLIG--QRL--------------E------QLA--------G---------RSPDF----P----AW---------
SEC79446.1 RT----R-----------RP--G-------------S--A---N----------------------------TDWT----------------------------------------VADPVLPAA-----------------------------LARFEG---------------VP------------------VPVLEP-DA--------------G-P--LADWARLIASASGTAVLPLLDPGRGGP----RPAP------AA--------------------------TVPSPA---------AA-------PA------------P---------------------------ADE--------L---------------------------------------------------------SR---------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRMVQ----K--A----V------DGRTD----TG------------RL-AEVFL---GGL--MR--------------------------------------PVAPPASAGPDP------LPPEHRPFAF--------AD--A------AQRAL-LG-AVPLSE--L----------------VATS--------KLIG--RRL--------------E------QLA--------G---------RSPDF----P----AW--------L
KUL67220.1 VR----T------R----RP--G-------------S--A---N-------------T------D---------WT----------------------------------------VADPVLPAA-----------------------------LARFEG---------------VP------------------VPVLEP-DA--------------G-P--LADWARLIASASGTAVLPLLDPGRGGP----RPAP------AT------------------------TVPGTAAT------------------PA------------P---------------------------ADE--------L---------------------------------------------------------SR---------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRMVQ----K--A----V------DGRTD----TG------------RL-AEVFL---GGL--MR-------------------------------------P-VAPPASAGPDP------LPPEHRPFAF--------AD--A------AQRAL-LG-AVPLSE--L----------------VATS--------RLIG--RRL--------------E-----QLAG------------------RSPDF----P----AW--------L
WP_053048758.1 RT----R-----------RP--G-------------S--A---N-------------A------D---------WT----------------------------------------VADPVLPAA-----------------------------LARFAG---------------VP------------------VPVLEP-DA--------------G-P--LADWARLI---AS------A---SGTT----VLPL------LV---------------------PPRDGQHDRPA--DSPRAAPAT-------PA------------P---------------------------ADE--------L---------------------------------------------------------GR---------VQR-FRDAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRMVQ----K--A----V------DGRTD----TG------------RL-AEVFL---GGV--MR--------------------------------------PVEPPASAGADP------LPPEHRPFTF--------TD--A------AQRAL-LG-AVPLAE--L----------------VATS--------RLIG--RRL--------------E------QLA--------G---------RSPDF----P----AW--------L
SFF65888.1 VR----V-----------SP--D-------------A--P-----------------GTGNTGLR---------FR------------------------------------LPPLLAAGEADPD---------------------------------GW---------------LA------------------LPVLSL-SP--------------H-A--LGRWSRTV---ML------A---APEG----CSAA------LI-----------------------PPAGRPTAL---------GT-------GR------------P-------------------PAR-----RSA--------E---------------------------------------------------------AR---------ADG-FLRTASPSAA-------RLALLTSV----F-DR---LS-----------LDLLHVLR----Q--E----L---V--P---E----AT--T-----E---DL-AELLG---SGLYALD-------------------------------------------------------TDTGGPVTLTP--------AP--E------VRARL-EE-ALTEHD--T----------------LRLN--------RVLD--RHI--------------S------SGQ--------G---------GGGRL----S----AV--------A
WP_075029706.1 VR----V-----------SP--D-------------A--P-----------------GTGNTGLR---------FR------------------------------------LPPLLAAGEADPD---------------------------------GW---------------LA------------------LPVLSL-SP--------------H-A--LGRWSRTV---ML------A---APEG----CSAA------LI-----------------------PPAGRPTAL---------GT-------GR------------P-------------------PAR-----RSA--------E---------------------------------------------------------AR---------ADG-FLRTASPSAA-------RLALLTSV----F-DR---LS-----------LDLLHVLR-------Q--ELV------P---E----AT--T-----E---DL-AELLG---SGLYALD-------------------------------------------------------TDTGGPVTLTP--------AP--E------VRARL-EE-ALTEHD--T----------------LRLN--------RVLD--RHI--------------S------SGQ--------G---------GGGRL----S----AV--------A
WP_014043988.1 VR----V-----------SP--D-------------A--P-----------------GTGNTGLR---------FR------------------------------------LPPLLAVGEADPD---------------------------------EW---------------LA------------------LPVLSL-SP--------------H-A--LGRWSRTV---ML------A---APEG----CSAA------LI-----------------------------PPA---------GR-------PT------------P-------------------LGTGRPARRSA--------E---------------------------------------------------------AR---------TDG-FLRTASPSAA-------RLAMLTSV----F-DR---LS-----------LALLHVLR----Q--E----L---V--P---E----AT--T-----E---DL-AELLG---SGLYALD-------------------------------------------------------TDTGGPVTLTP--------AP--Q------VRARL-EE-ALTEHD--T----------------MRLN--------RVLD--RHI--------------S------SGQ--------G---------GGGRL----S----AV--------A
WP_079663892.1 AR----V-----------TP--G-------------A--P-----------------GGSNAGLT---------FR--------------------------------LPPLLPRTDGGSGDGRD---------------------------------EW---------------LA------------------VPVLSL-SP--------------H-S--LRRWSRAV---ML------A---APEG----CAAA------LV-----------------------------PSG---------GR-------PA------------P-------------------GRDTAPARPST----LRDTE---------------------------------------------------------SR---------AEG-FLRTAAPAAA-------RLAVLCST----F-DR---LS-----------LDLLHVLR-------Q--ELV------P---E----AG--T-----A---DV-AELIG---SDLFALH-------------------------------------------------------TDASGTVVLQA--------PE--A------IRTRL-EQ-SLPEHE--A----------------LRLS--------RALN--RHV--------------A-----TRRE------------------GRGHM----P----MV--------A
SHI52217.1 TA----R------V----TP--G-------------A--P---G-------------G------S----NAGLTFR--------------L-----------------PPLLPRTDGGSGDGRDE----------------------W---------------------------LA------------------VPVLSL-SP--------------H-S--LRRWSRAV---ML------A---APEG----CAAA------LV-----------------------------PSG---------GR-------PA------------P----------GRD------TAP-----ARP--------S------------------------TLRDTE---------------------------SR---------AEG-FLRTAAPAAA-------RLAVLCST----F-DR---LS-----------LDLLHVLR----Q--E----L---V--P---E----AG--T-----A---DV-AELIG---SDLFALH-------------------------------------------------------TDASGTVVLQA--------PE--A------IRTRL-EQ-SLPEHE--A----------------LRLS--------RALN--RHV--------------A-----TRRE------------------GRGHM----P----MV--------A
WP_051905926.1 VS----P-----------RP--G-------------A--V---N-------------T------A---------WT----------------------------------VTDQVLPPTVAPPPP--------------------------------------------------VP------------------VPVVEL-TP--------------A-G--LATWSAVN---TV----------VARP----VPVP------LW---------------------------SPHRP---------EA-------PA--------------------------------VSS-----PGP------------------------------------------------------------------VS---------VGD-FARAASPEAL-------RLAAHLAA----M-AP---VT-----------VPVMQLVHAHLDR--R-----------Q---D----TT--P-----L------AEVFL---GGL--LQ--------------------------------------------PLPADH------SAGRHRLFDF--------TP--E------AKDLL-LD-AVPTTD--L----------------LACS--------RRVG--EHI--------------E------SLV--------G---------RSSDF----P----AW--------P
WP_085207283.1 VT----S------P----RP--G-------------A--P---N-------------S------A---------WT------------------------------------VRDPVLPPSVAPP---------------------------------PP---------------VP------------------VPVLDL-TP--------------G-D--FAAWAAVT---TV----------VGRP----VPVR------LW---------------------------TPHPP------RL-PA-------DE------------P---------------------------GRV--------S--------------------------------------------------------------------VGD-FGRAASPEAV-------RLAAHLAA----M-AP---VT-----------VPVMQLVH----A--C----L---D--P---R----QG--T-----A---PL-AEVVL---GGL--VQ----------------------------------------PLPPTGDAR-------FTGRHRLFDF--------TA--E------AKDLL-LD-AVPTAE--L----------------LACS--------RLVG--ERI--------------E-----SLLG------------------RSSDF---------AA------WPL
WP_078633428.1 TS----P-----------RP--G-------------A--P---N-------------S------A---------WT------------------------------------VRDPVLPPSVAPP---------------------------------PP---------------VP------------------VPVLDL-TP--------------G-D--FAAWAAVT---TV----------VGRP----VPVR------LW---------------------------TPQPS---------RP-------PV--------------------------------EEP-----GRV--------S--------------------------------------------------------------------VRD-FGRAASPEAV-------RLAAHLAA----M-AP---VT-----------VPVMQLVH----A--C----L---D--P---R----QG--T-----A---PL-AEVVL---GGL--VQ-----------------------------------------PLPPSGDAR------FTGRHRLFDF--------TA--E------AKDLL-LD-AVPTAE--L----------------LACS--------RLVG--ERI----------ESLLG---------------------------RSSDF----A----AW--------P
WP_055631399.1 VS----P-----------RP--G-------------A--A---N-------------T------A---------WT------------------------------------VTDQVLPPSVAPP---------------------------------PP---------------VP------------------VPVLEV-TP--------------A-G--FSTWAALN---TV----------VGRP----VPVR------LW--------------------------APEPSQ---------AP-------AG------------P---------------------------VGV--------S--------------------------------------------------------------------VQD-FARAASPEAL-------RLAAHLAA----M-AP---VT-----------VPVMQLVH----S--C----LDQRL------D----TA--P-----L------AEVFL---GGL--IQ------------------------------------------PVEPEDTT------LTGRHRLFDF--------TP--E------AKDLL-LD-AVPTAE--L----------------LDCS--------RRVG--ERI----------ESLTG---------------------------RSSDF----P----AW--------P
WP_067244441.1 VV----S------P----RP--G-------------A--A---N-------------T------A---------WT------------------------------------VTDQVLPPSVAPP---------------------------------PP---------------VP------------------VPVLEL-TP--------------A-G--FSTWAALN---TV----------VGRP----VPAR------LW----------------------------APEP------SQ-VP-------AA------------P---------------------------VRV--------S--------------------------------------------------------------------VRD-FARAASPEAL-------RLAAHLAA----M-AP---VT-----------VPVMQLVH----S--C----L----------D----QRQDT-----A---PL-AEVFL---GGL--LQ------------------------------------------PVEPEDTG------RTGRHRLFDF--------TP--E------AKDLL-LD-AVPTAE--L----------------LDCS--------RRVG--ERI--------------E-----SLTG------------------RSSDF----P----AW--------P
WP_081511557.1 IT----A------V----VA--D-------------R--P---S-------------P----------------LR--------------V-LTPADA------------------------------------------------------------RT---------------TP------------------IPVLEL-TD--------------G-W--IRPWAQLL---SG------ERRSAGYP--------------LL------------------------RRPEPAAA---------EE-------PL------------P------------L------AVR-----QDL--------E------------------------LGRSAL---------------------------ER---------VRR-FRAASSPEAF-------RLAASLAQ----V--P---LV-----------LPIMRLVQ----Q--A----I---L--P---G----SK--R-----S---VL-AEVLA---GGL--IE---------------------------------------EAAADSAPPYT------VPEDSRVFAF--------RP--D------VAEIL-RK-AIPRSE--A----------------AQVL--------AAAS--RFI------------AQR------YNV------------------PGPVF----R----AA--------V
WP_068013580.1 IT----S------V----IP--D-------------R--P---S-------------P----------------LR----------------------------------------LVAPAGTPT---------------------------------TA-----------------------------------IPVLEL-TP--------------G-W--IRPWAQLL-----------A---GQRR----TAGY----------------------------------PLLRRG---------EP-------PD------------P---NSVSTLAVRQ------DRQ-----LGR--------HAL-------------------------------------------------------ER---------VRR-FRAASTPEAF-------RLAASLAQ----V--P---LL-----------LPIMRLVQ----Q--A----V---L--P---G----SK--P-----S---VL-AEVLA---GGL--IE---------------------------------------DTTARSAPPYT------IPEDSRVFAF--------RP--D------VAEIL-RD-GIPRSE--A----------------ARVL--------AAAS--QFI--------------V-------QR--------------Y-DVPGPVF----R----AA--------V
WP_077116335.1 IT----A------V----VA--D-------------R--P---S-------------P----------------LR----------------------------------------VLTPADART--------------------------------------------------TP------------------IPVLEL-TD--------------G-W--IRPWAQLL---SG------ERRSAGYP--------------LL------------------------RRPEPAAA---------EE-------PL------------P------------L------AVR-----QDL--------E------------------------LGRSAL---------------------------ER---------VRR-FRAASSPEAF-------RLAASLAQ----V--P---LV-----------LPIMRLVQ----Q--A----I---L--P---G----SK--R-----S---VL-AEVLA---GGL--IE---------------------------------------EAAADSAPPYT------VPEDSRVFAF--------RP--D------VAEIL-RK-AIPRSE--A----------------AQVL--------AAAS--RFI--------------A-------QR--------------Y-NVPGPVF----R----AA--------V
WP_040793520.1 TS----V----IPD----RP----------------S--P----------------------------------LR----------------------------------------VLTPADDAL--------------------------------------------------TP------------------VPVIEL-TP--------------D-W--VGPWAQLL---AG----------ERLT----VGYP------LL--------------------------RRPAPD----RIERARS-------LA--------------------------------ELQEAELGVGA--------T---------------------------------------------------------EQ---------VRR-FRAASSPEAF-------RLAAALAQ----V--P---LV-----------LPIMRLVQ----Q--A----V---L--P---G----SS--R---------SVLAEVLA---GGL--IE---------------------------------------DATTGSAPPYT------VPEDSRMFTF--------RP--G------VADVL-RR-ALPRSQ--A----------------TEVL--------SSVS--RFI--------------T------QRYDV----------------PGSVF----R----AT--------V
WP_040841206.1 LT-----------PVIPDRP----------------S--P----------------------------------LR----------------------------------------VLAPADKAV--------------------------------------------------TP------------------VPVIEL-TS--------------G-W--LGPWAQLL---AG----------ERHT----VGYP------LL----------------------RRPTPAQTEA---------AR-------PL------------G-------------------ERQDAELGVGA--------V---------------------------------------------------------EQ---------VRR-FRAASSPDAF-------RLAAGLAQ----V--P---LL-----------LPIMRLIQ----Q--A----V---L--P---G----TG--R---------SVLAEVLA---GGL--IE---------------------------------------DATGGSAPPYT------VPEDSRMFAF--------RP--G------VADVL-RS-AIPRSQ--A----------------AEVL--------TVVS--RFI--------------A------QRYDV----------------PGSVF----R----AT--------V
WP_051833218.1 RR----R------E----GL--G-------------A--R----------------------------------LE---------------------------------------FRPAEGGVPP---------------------------------GA---------------LP------------------IPVLGPTRA----------------A--LGTWSRLL---SG------G---TGLS----LPAA-----AAW----------------------------VQAV---------HP-------AA------------QPRLQRPP--------------------AEP--------A---------------------------------------------------------TL---------VAA-FRRSASRQAV-------ALAVSFSA----V--P---LT-----------LPVMQLVQ----R--A----M---Q--P---R----SG--P---------SVLAEVLL---SGL--VK--------------------------------------------------------LGEGEGWYEF--------VP--G------VREEL-LR-LLPRGE--A----------------LLVL--------KHSG--EYV--------------E----RHFGR------------------RTHNF----P----AL--------A
WP_052731472.1 RR----R------E----GL--G----------------------------------G----------------WL--------------------------------------AFSPADGGTPP---------------------------------GA---------------SP------------------VPVLSL-TR--------------T-A--LGTWARLL---SG------S---TGLA----LPAP-----AAW----------------------------VGAD---------HS-------AS------------LVAPA---------------RSG-----TDA--------Q---------------------------------------------------------DL---------VRA-FRRTASRPAV-------HLAVAFSA----V--P---LT-----------LPVMQLVQ----R--A----M---Q--P---R----SG--P-----A---EL-AEVLL---GGL--LK--------------------------------------------------------RGPEEGWYDF--------RP--G------VREAL-LR-LLPRGD--A----------------LLVL--------KQCG--TYI--------------D----RHFGR------------------RARNF----P----AL--------A
OSZ60893.1 RR----R------E----GL--G-------------A--R----------------------------------LE---------------------------------------FTPADGGRPP---------------------------------GA---------------LP------------------VPVLAP-TR--------------I-A--LGTWARLL---AG------S---TGLA----LPAP-----AAW----------------------------VHAD---------HP-------AA------------PPRAP---------------RAE-----PDA------------------------------------------------------------------EA---------LVRAFRRTASRQAV-------QLAVTYSA----V--P---LL-----------LPVMQLVQ----R--A----M---Q--P---Q----SG--P-----T---VL-AEVLL---SGL--LE--------------------------------------------------------RGTQDEWYEF--------RP--G------VRELL-LR-LLPPGD--A----------------FLVL--------KHCG--DYV--------------D----RHFGR------------------RARNF----P----AL--------A
WP_052413856.1 RR----R------E----GL--G-------------A--R----------------------------------LE---------------------------------------FLPADGGRPP---------------------------------GA---------------LP------------------VPVLAP-TR--------------T-A--LGTWARLL---AG------S---TGLA----LPAP-----AAW----------------------------VHAD---------HP-------AA------------PPRA----------------ARA-----EPD--------A---------------------------------------------------------EA---------LVRAFRRTASRQAV-------QLAVTFSA----V--P---LL-----------LPVMQLVQ----R--A----M---Q--P---Q----SG--P-----T---VL-AEVLL---SGL--LE--------------------------------------------------------RGAQDEWYEF--------RP--G------VRELL-LR-LLPPGD--A----------------LLVL--------KHCG--DYV--------------D----RHFGR------------------RARNF----P----AL--------A
WP_030464470.1 FR----T------A----AP--A-------------D--P---S-------------P------R---------FA--------------------------------------PYALLPPPQPP---------------------------------GT---------------LA------------------VPVLGL-TP--------------E-W--LAPWARAT---AG------P---SAYD----APAV------LL-------------------------TPDRLPK----PSDLPDL-------PD------------PSDRSDPSDPLGWDESLD-SGQL-----PLP--------T---------------------------------------------------------GD---------FDS-FLTQSQPRVF-------RLAALLSA----V--P---LN-----------FGVMRLVQ----S--A----L---L--P---D----SP--P-----A---DL-AEIVF---SGL--LH-------------------------------------------AVPDDPS------AEPLGRAYEF--------AP--G------VRERL-LA-TLRRDE--A----------------QQVV--------DTVS--EHL----------ATHAA-----------------A---------LHSRF----T----AV--------F
WP_051777805.1 FR----T------T----AP--A-------------D--P---H-------------P------R---------FT--------------------------------------PYALAPPPQPP---------------------------------GT---------------LA------------------VPVLGL-TP--------------E-W--LAPWARAV---AG------P---HAYD----APAV------LL-------------------------APDGRPG---------GR-------PG------------P-------------------SAVHQLALPVG--------D--------------------------------------------------------------------FDS-FLAQAQPRVF-------RLAALLAT----V--P---LN-----------FGVMRLVQ----S--A----M---L--P---D----SP--P-----A---DL-AEIVF---SGI--LH-------------------------------------------AVPGRSA------AEPLERAYEF--------AP--G------VRERL-LA-TLRRDE--A----------------EQVV--------ATVS--AHL--------------A----TRRPE------------------VGSRF----T----AA---------
WP_014133537.1 HR----A-----------DP--R----------------P---R------------------------------FT--------------------------------------PYGLVPPPQPP---------------------------------GT---------------LA------------------VPVLGL-TP--------------E-W--LAPWARAT---AG------A---HAYD----APAV------LL-------------------------APGQSAG---------SA-------PP------------P-------------------AQF-----PPP--------T---------------------------------------------------------GD---------FDS-FLAQAQPRVF-------RLAALLAA----V-DQ---LS-----------LGVMRLVQ----S--A----L---L--P---D----SP--P-----A---DL-AEIVF---SGI--LR-------------------------------------------IGESAPG------AEPLGRAYEF--------AP--G------VRQRL-RA-TLRRDE--A----------------EQVV--------ATLS--AHL----------ATRST-----------------A---------LADRF----T----AL--------V
WP_078914741.1 FR----T------A----AP--A-------------D--P---N------------------------------PR--------------F------A----------P------YALLPPPQPP---------------------------------GT---------------LA------------------VPVLGL-TP--------------E-W--LAPWARAT---AG------P---SAYD----APAV------LL---------------------TPDRLPKPPDL---------SG-------PS------------D---LSGPSESLGA------GRL-----PLP--------T---------------------------------------------------------GD---------FDS-FLAQSQPRVF-------RLAALLSA----V--P---LN-----------FGVMRLVQ----S--A----L---L--P---D----SP--P-----A---DL-AEIVF---SGL--LH-------------------------------------------AVPDDPS------TEPLGRAYEF--------AS--G------VRERL-LA-TLRRDE--A----------------QQVV--------DTIS--EHL------------ATH------AAA------------------LHSRF----T----AV--------F
OEV28767.1 LR----------------ER--G-------------A--GGRVT------------------------------FE---------------------------------------PDSFAAPEQD---------------------------------DA---------------VP------------------VPVLLP-TP--------------E-A--LGNWARLL---------------GTESERAVAGAA------AW--------------------------VLPRHP---------AM-------PA------------P-------------------RTSPGGVPART-----------------------------------------------------------------------------LLREFRNSASPGAL-------DLAVHLAV----V--P---LL-----------LPVIHLVQ----E--A----M---L--P---D----TG--S-----M---EL-AEVLL---SGL--LT--------------------------------------RLPEEDGPHGRGEAADGRGEPSGPRYAF--------AP--G------VRELL-LQ-SLDQGA--A----------------VLIL--------KHLS--GYV--------------A------QRF--------GK--------GTRNF----A----AV--------A
EFL17576.1 ER----A------G--GGAG--G-------------G--P---A------------------------------LR------------------------------------FRPDRPPRPGRPT---------------------------------GG---------------LT------------------VPVLPP-NA--------------V-A--LGAWARIV---AG------L---GTGP----VPAE------VG---------------------------RVLAH---------HP-------AA------------PVP--------LPP------TAR-----PPR------------------------------------------------------------------EL---------VRR-FRSSAAPGAV-------QLAVYLAA----A--P---LT-----------LPVMRLVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---GGL--LR------------------------------------------------RS------GEPAGQWYEF--------VP--G------VQEVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV----------LAHFG--------R------------------GVRNF----P----AL--------A
EFL31903.1 LT----A------P----ST--A-------------A--P---S-------------A------T----LAFTPYD-----------------------------------------PAPAPASE---------------------------------QA---------------LP------------------VPVLEPGAP----------------W--LAHWAALV---AD------P---GGAR----TPGA-----VAW------------------------LPPAPAPP---------AE-------PA------------P------------D------LAS-----SSP--------E---------------------------------------------------------DL---------VLR-FRATASPEAF-------RLAGHLAL----A-VP----S-----------VPVMRLVQ----R--A----L---DRDP---R--------P-----Q---HL-AEVIL---SGM--LI-------------------------------------------------------SVPGPPGSYAF--------RP--G------VRELL-LR-SLPRTA--R----------------GRTR-----EFLARVG--GLI--------------D------ERA--------G-L-------AAGEF----R----AE--------T
KJY41391.1 TR----A-----------EG--G----------------SGKLR------------------------------FR--------------------------------------PDRPARAGRPT---------------------------------GG---------------LT------------------VPVLPP-SA--------------T-A--LGAWARLV---AG------L---GTGP----VPAE------VG---------------------------RVFAD---------HP-------AA------------PVP--------PPR------AVR-----PPR------------------------------------------------------------------EL---------VRR-FRASASPRAV-------QLAVYLSA----A--P---LT-----------LPVMALVQ----R--T----M---L--P---D----SE--P-----S---DL-AEVLL---SGL--LR------------------------------------------------R-------GRSAGQWYEF--------VP--G------VQDVL-LG-PLGRDE--A----------------ALVL--------KHCS--EYV--------------------------------------------------------LA---------
WP_061441116.1 TR-----------PLNLRSPELG-------------G--P---N----------------------------TTFE-----------------------------VQTPDDAALDALVPAEPVPA---------------------------------NS---------------VV------------------IPVLEL-SK--------------R-W--IEQWCRLL-----------N---SSKW----VSQQ------AI--------------------VVGPGADAGEGP--DGVNPADAARATQPRVPA------------P--------------------RQEACAEPTA--------E---------------------------------------------------------QR---------VVE-FLEKALGDTC-------ELTVLLAA----A--P---LN-----------RHIMQLIA----Y--H----L---M--P---Q----TG--P-----E---HL-AEILS---SGL--LQ-----------------------------------------VVDANDPRS------TPYHRIVFDF--------LP--G------VRMQLLSRQRDGRRD--C----------------YEVA--------QLID--RYL--------------SPAVPEVEGL------------------AVRIR---------QL--------T
WP_033267593.1 LR----A------L----AP--G-------------C--P---N-------------G------A---------LE----------------------------------------VAPPGTAPS---------------------------------AA------------RSSLP----------ERDGHRLLIPVLEI-RK--------------R-W--LDQWVRLM-----------T---SRLW----VHQQ------AL------------------------EIPPASAA------TG-LV-------PS------------P---------GAAP------DAE-----LTP--------E---------------------------------------------------------QR---------IGE-FRTAASDNAF-------TLAVLLAA----A--P---LN-----------RHIMQLIA----A--E----L---L--P---A----AS--P-----G---DL-AAVLT---SGL--LI-----------------------------------------TAENAAEHS------DPYDQVVFDF--------TP--G------VRQKL-LSLGESVKT-------------------RRVV--------ALLD--QYL--------------G-----PHVP------------------AVRGISQRVK----NP------AAA
WP_069570250.1 LR----A------L----TP--G-------------C--P---N-------------G------D---------LE----------------------------------------VAPPETAPS---------------------------------AA------------RSSVPERDGHRLL----------IPVLEI-RK--------------R-W--LDQWVRLM-----------T---SRLW----VHQQ------AL------------------EIPPVSAATGLVPS---------PG-------SA------------P-------------------DAE-----LTP--------E---------------------------------------------------------QR---------IGE-FRTAASDHAF-------TLAVLLAA----A--P---LN-----------RHIMQLIA-------A--ELL------P---A----AS--P-----G---DL-AAVLT---SGL--LI-----------------------------------------TAENAAEHS------DPYDQVVFDF--------TP--G------VREKL-LSLGESVKT-------------------RRVV--------ALLD--QYL------GPHVPAVAG------ISR------------------RVKNP---------AA--------T
WP_083103842.1 AP----V------------P--G-------------C--P---N-------------S------A---------LE--------------V--S---P----------P-------EMVPSDVPN--------------------------A------GA---------------ER------------EGRKLLIPVLEI-RK--------------R-W--LDQWVRLM---TS------RLLVHQQA----LEIP------SV---------------------------SAAAA---------SV-------PS------------P---------------------S-----AAP--------D------------------------AVAVPE---------------------------QS---------IAE-FRTAASENAF-------SLAVLLAA----A--P---LN-----------RHIMQLLA----A--E----L---L--P---A----AS--P-----G---DL-AAVLT---SGL--LI----------------------------------------TVDNSAEHSD-------PHDQVVFDF--------AP--G------VRQKL-LS-LGESTR--T----------------RRVA----ALLDQYLG--RDV--------------P------AIH--------G---------ITQRV--KSP----AT--------A
EOY50271.1 AR----------------RP----------------R--P-------------------------------------------------------------------------------PAAPPP-----------------------------------------------------------------------------DP------------------------------AG--------------------------------------------------------------------------------PR---------------------------------------------------------------------------------------------------------------------------------------------RRAPAAAAAH--V--------------------------------------------------E--------P-----------------------------------------------------------------------------------------------------HP--------------------------A---------------------------------------------------------------------------------------------AR---------
KJY37233.1 ER----G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VLER-GP------------------------------AG----------GGAT------------------------------------------------------------------PG---------------------------------------GTGG------------------------------------------------------------------GR---------GLR-FR------------------------------P----D-----------RPA---------R--------------P--------GR--P-----T--------------GGL---T--------------------------------------------------------------------------VP------------------VLPPSA-------------------------------TALG-------------------------------------------------------------AW--------A
ELQ77549.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPAV-----------------------------------AG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TL---------VRQ--------------------------------------------------------------------------------------QG--P-------------------------YR--------------------------------------------------------------ALDF--------RP---------ARRRR----RTPATA-------------------GQTQ-------------------------------------------------G---------GTRER---------AV---------
OEV11574.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----------------------------------------------------------------------------------------------------------------------G---------------------------------------------------------------------------E----------------------------------------------------
WP_012381064.1 TT----A------P----EP--V-------------A--P---S-------------G------S---------WE--------------Y----------------------------APGPPR---------------------RWRRDS------GI------------RSWHA------------------VPVLGT-DP--------------E-E--LRRWARAL---MR------S---DPEG----CTAV------LI----------------------PDTGRPPRRA---------PR-------RT------------P------------A------ARA-----VAP--------A--------------------------PDPG---------------------------AR---------AEA-FLRTARTPAT-------RLAVHAAA----L-DT---FT-----------LPILHALR-------E--QAV------P---E----AR--L-----D---DL-AELLT---ADLCTVR-------------------------------------------R------------NPEADDFYTF--------RP--K------ALAHL-RQ-SLTRQT--A----------------WRTH--------QALT--RHI--------------A-----SRPW------------------TPDGL----T----AV---------
WP_003969340.1 TT----A------P----EP--V-------------A--P---S-------------G------S---------WE--------------Y----------------------------APGPPR---------------------RWRRDS------GI------------HSWHA------------------VPVLGT-DP--------------E-E--LRRWARAL---MR------S---DPEG----CTAV------LI----------------------PDTGRPPRRA---------PR-------RT------------P------------A------ARA-----VAP--------A--------------------------PDPG---------------------------AR---------AEA-FLRTARTPAT-------RLAVHAAA----L-DT---FT-----------LPILHALR-------E--QAV------P---E----AR--L-----D---DL-AELLT---ADLCTVR-------------------------------------------R------------NPEADDFYTF--------RP--E------ALAHL-RQ-SLTRQT--A----------------WRTH--------QALT--RHI--------------A-------SRPWTPDGLTA-VLHTA---TGAPL----P----TA--------L
WP_051034042.1 VT----T------P----GR--G-------------G--P---T-------------H------A---------WH----------------------------------------VTDPTLPPE-----------------------------LVRFDS---------------VP------------------VPVLEP-TP--------------T-A--IADWAHLI---AA----------PGGT----AHLP------LW----------------------DTTRTPTPQP------PG-TD-------PA------------P---RAHGAAPDPG------TVPRTTPADPG--------G---------TGADAAPGTDGGDSHARVTGA---------------------------DA---------VLR-FKAAASTEAY-------RLAAHMAA----V-AP---VT-----------PPVMRLVQ----A--A--------LGPP--------TD--P-----G---HL-TEVFL---GGL--MH--------------------------------------------ELDPTEPR----RLPHLRRFDF--------DA--D------ARRAL-LT-AVPPRE--L----------------LRTA--------DALT--HRI--------------E-----SAIG------------------RAAVF----P----AW--------V
SBV07778.1 TT----A------P----EP--V-------------A--P---S-------------G------S---------WE--------------Y----------------------------APGPPR---------------------RWRRDS------GI------------HSWHA------------------VPVLGT-DP--------------E-E--LRRWARAL---MR------S---DPEG----CTAV------LI----------------------PDTGRPPRRA---------PR-------RT------------P------------A------ARA-----VAP--------A--------------------------PDPG---------------------------AR---------AEA-FLRTARTPAT-------RLAVHAAA----L-DT---FT-----------LPILHALR-------E--QAV------P---E----AR--L-----D---DL-AELLT---ADLCTVR-------------------------------------------R------------NPEADDLYTF--------RP--E------ALAHL-RQ-SLTRQT--A----------------WRTH--------QALT--RHI--------------A-----SRPW------------------TPDGL----T----AV---------
AIS01610.1 TR----M----HIP----RP--G-------------L--P---N-------------A------R---------WK----------------------------------------VVSPTVPPD-----------------------HHGDRHRLRQGA-------------AVVP------------------VPVIDL-EP--------------R-S--VRAWAEMT---AG----------NGRW----TSAA------AL------------------------LLAPARPP---------AR-------RP------------P-------------------GRPVATPAEVS--------P---------------------------------------------------------EV---------AIRRFRASSSPGAW-------RLAGLLSA----L--P--TVT-----------VPMARLVQ----Q--A----L---L--P---G----SS--R-----S---DL-AEVFL---GGL--LR------------------------------------------RTTGPEGR------TADGELRFEF--------SP--Q------TRDAL-LA-AQYRTDVEE----------------VRDL------LRTRLT--EYL--------------R------PRY--------G---------HPRSI----R----AA--------L
KUN19774.1 VH----I------P----RL--G-------------L--P---N-------------S------Q---------WQ----------------------------------------VANPEHAPA-----------------------AVVP------VG---------------VP------------------VPVVEL-EP--------------G-A--LRGWAEMT---AG----------SGRW----ARSS------AL--------------------------LLPGVP---------AG-------PS------------S------------R------LVT-----RRA--------P--------------------------ATAQ---------------------------DT---------IRR-FRASSSPAAW-------RLAGLLSA----R-ST---LT-----------VPMARLIQ----R--A----L---L--R---E----SS--R-----G---DL-AEVFL---GGI--LR------------------------------------------RVVEPEEA------HTGGLLTFEF--------QP--E------VREAL-LG-AQFRDDVEA----------------VRKL--------VRAEVTAYL--------------K-------PRFGSPRSVKG-AVTGA-AGRGPVV----R---------------
WP_059196915.1 IP----R------------L--G-------------L--P---N-------------S------Q---------WQ--------------V------ANPEHAPAAVVP-------------------------------------------------VG---------------VP------------------VPVVEL-EP--------------G-A--LRGWAEMT---AG----------SGRW----ARSS------AL--------------------------LLPGVP---------AG-------PS------------S------------R------LVT-----RRA--------P--------------------------ATAQ---------------------------DT---------IRR-FRASSSPAAW-------RLAGLLSA----R-ST---LT-----------VPMARLIQ----R--A----L---L--R---E----SS--R-----G---DL-AEVFL---GGI--LR------------------------------------------RVVEPEEA------HTGGLLTFEF--------QP--E------VREAL-LG-AQFRDDVEA----------------VRKL------VRAEVT--AYL--------------K------PRF--------G---------SPRSV----KG---AV--------T
WP_051810959.1 TT----R-----------RR--G-------------A--P---N----------------------------LTWD----------------------------------------VADPVLPPD-----------------------------LAVFDG---------------IP------------------VPVLAP-EP--------------D-A--VGAWAALV---AS------P---GTSAVLPLLAGPDAGPDPGM------------------------APPLRTRP----SAGGGGT-------GS------------P------------SRIAC-ADRT-----ESP--------EGAA------------------------------------------------------EA---------VLR-FRAAASPQAY-------RLAAQLAA----L-AP---LS-----------VPVMRLTQ----D--A----L----------GAEVTTG------------HL-AEVFL---SGL--MR--------------------------------------------------------------------------RT-----------------------------------------------------------------------------------------------------------------------------------
WP_069886105.1 VT----S------R----RR--G-------------A--P---N-------------L------T---------WN----------------------------------------VADPVLPPG-----------------------------LAAFDD---------------VA------------------VPVLAP-EP--------------G-A--VGAWADLL---AS----------PGAS----AVLP------LL--------------------------RAPFAS------SP-EP-------PP------------A---------------------------PDT--------E---------------------------------------------------------RR---------VLR-FRDTASPEAY-------RLAAHLAA----V-AP---VS-----------VPVMRLVQ----D--A----L---G--P---D----VT--T-----G---HL-AEVFL---SGL--LR-------------------------------------------RCDDDTA------LAPQHRSYDV--------TT--G------IRDIL-LG-TAPARE--L----------------LRTS--------RTVS--DRL----------GELAG---------------------------RSADF----P----AW--------L
WP_055556059.1 TT----R-----------RR--G-------------A--P---N----------------------------LTWD----------------------------------------VADPVLPPG-----------------------------LTAFGG---------------VP------------------VPVLAP-EP--------------D-A--VGAWAGLV---AS----------PGAS----AVLP------LL------------------------TAPFEPTG---------AL-------PA------------E---------------------------LDA--------G---------------------------------------------------------RR---------VLR-FRETASPEAY-------RLAAHLAA----V-AP---LS-----------VPVMRLVQ----D--A----L----------GPDVTTG------------HL-AEVFL---SGL--MG-------------------------------------------RCDDTAD------LAPRHRSYDV--------TS--E------ARDIL-LG-TAPVRE--L----------------LRTS--------RSVT--DRL--------------G------ELA--------G---------RSADF----P----AW--------L
WP_051756012.1 RH----R------V----RP--G----------------------------------R--NTELD----HAVPLML-----------------------------------------TALFGADA---------------------------------GW---------------VP------------------LPTLSF-TP--------------H-S--LGRWANGM---MR------G---APAG----FDAV------LV---------------------PASGTLTSPFL------PE-GE-------PE------------P---------------------------EDT--------H---------------------------------------------------------RR---------IAA-FLHTASPEAR-------RMAALCS--------PFGRLS-----------LPLLRLVR----Q--E----V---V--P---E----AG--T-----E---DL-AEVLT---SGLFDLR--------------------------------------------------------SDDGSVVLTI--------RP--E------AREAL-AP-RLTRHD--A----------------WTVQ--------SALT--RHI--------------A-----SRHP--------G---------AARAL----E----GI--------A
WP_051740295.1 VR-----------ARHRVRP--G-------------R--N---T-------------E----------------LD----------------------------------HAVPLMLTALFGADA---------------------------------GW---------------VP------------------LPTLSF-TP--------------H-S--LGRWANGM--MRG------A---PAGFDAVLVPAS------GT------------------------LTSPFLPE---------GE-------PE------------P---------------------------EDT--------H---------------------------------------------------------RR---------IAA-FLHTASPEAR-------RMAALCS--------PFGRLS-----------LPLLRLVR-------Q--EVV------P---E----AG--T-----E---DL-AEVLT---SGLFDLR--------------------------------------------------------SDDGSVVLTI--------RP--E------AREAL-AP-RLTRHD--A----------------WTVQ--------SALT--RHI--------------A------SRH-------PG---------AARAL----E----GI--------A
WP_081974155.1 VR----H------R----RP--A-------------T--R---N-------------T----ELA---------YV--------------L------P----------P-------MLAAAFGPD--------------------------L------GW---------------VP------------------LPTVGL-TA--------------H-A--LRRWADGL---MR------A---APAG----YDAV------LV-------------------------PASGTLA---------SP-------FA------------P---------------------A-----AGA--------V---------PAA---GAAAAPAAGAAPDPV---------------------------GR---------AAA-FLHTASPAAR-------RLAVLCS--------PFDSLS-----------PSLLRLLR----E--E----F---V--P---G----AG--A-----A---DL-ADLLT---GGL--LD-----------------------------------------------------PG----DPHALAF--------HP--E------ARAAL-LA-HLDRHD--A----------------WALR--------SALT--QQL------------AAH------GPG--------G---------TPTDL--------------------
SDG68818.1 LR----S------V----SP--A-------------S--P---N-------------T------S---------WR---------------------VGALARSR-----------RRSVRLRPT--------------------------------PQV---------------LA------------------IPVIEA-EP--------------A-S--VLLLAKLV---AG----------SGQW----TRVP------CL----------------------PLPRTPSS--------------------PA------------P---LRAE-----P------LAP---AREEV--------T---------------------------------------------------------DV---------LRR-FRAGASPLAQ-------RLAGYLSA----V--P---LS-----------LPVMNLVR----Q--T----M---L--P---E----AE--H-----G---HL-AEVAL---GGL--FA---------------------------------------------PWGQEAA----ADPDRIPFDF--------RP--G------VREAL-LG-GQRRDA--I----------------TSVQQLVRREMGTGIS--EYG--------------A----------------AS-GGDFLAGRGGGDS-TGER----GL--------V
WP_073772252.1 LR----S------V----SP--A-------------S--P---N----------------------------TSWR-------------------------------VGAPARSRRRSVRLRPTP---------------------------------QV---------------LA------------------IPVVEA-EP--------------A-S--VLLLAKLV---AG----------SGQW----TRVP------CL----------------------ALPRTPSS--------------------PA------------P-------------------LRAEPLAPARE------------------------------------------------------------------EVTD-------VLRRFRAGASPLAQ-------RLAGYLSA----V--P---LS-----------LPVMNLVR----Q--T----M---L--P---E----TE--H-----G---HL-AEVAL---GGL--FA---------------------------------------------PWGQEAA----ADPDRIPFDF--------RP--G------VREAL-LG-GQRRDA--I----------------TSVQ--------QLVR--REM--------------GTGISEYGAA------------------SGGDFLAGRG----GGDSTGERGLV
WP_015655648.1 VR----S------V----GA--A-------------A--P---N-------------T------S---------WR--------------------------------QGPATRSRRRRHPVQEG--------------------------------------------------IA------------------VPVVEA-GA--------------A-S--VSVLAKLV---AG----------NGQW----MRVQ------CL----------------------SVARVPE---------------------AL------------P---SRVRGAQEFE------EVD--------------------------------------------------------------------------EV---------LRR-FRAGASPVAQ-------RLAGYLSA----V--P---LS-----------LPVMNLVR----Q--I----M---L--P---E----SE--H-----G---HL-AEVAL---GGL--LT---------------------------------------------SWAQEDT----TDPDSVPFDF--------RP--G------VRAAL-LG-GQRRDA--I----------------TSVQ--------EVVR--REM----------GAGVS-------------ERGAS---------SGGDF----L----AG--------R
WP_051830823.1 TT----R-----------GR--A-------------S--A---N-------------A------T---------WQ----------------------------------------VTASGLPPE-----------------------------LASFRG---------------VP------------------IPVLAP-RP--------------A-S--VAEWARLV---AS------P---GGTAVLPLLRTA------PA----------------------AAGDLGADAA---------AT-------PA------------P------------P------PGT-----DAA--------T---------------------------------------------------------AA---------VLR-FRDTVSPEAY-------RLAAHLAA----L-AP---VS-----------VPAMRLVQ----E--S--------VSWP--------AE--T-----A---HL-AEVFS---GGL--LR-----------------------------------------AVPPPAAHD------VPERLRQFDF--------SA--A------TKAIL-FD-TVPTAE--L----------------LETG--------LTVG--RRM----------DELVG---------------------------RSPDF----P----AW--------L
WP_052868496.1 TS----R-----------GR--A-------------S--A---N-------------A------T---------WQ----------------------------------------VTASGLPPE-----------------------------LASFRG---------------VP------------------IPVLAP-RP--------------A-S--VAEWARLV---AS------P---GGTAVLPLLRTA------PA---------------------ADDGLGEVAAA---------AP-------AP------------P-------------------PTA-----DAA--------A---------------------------------------------------------AA---------VLR-FRDTVSPAAY-------RLAAHLAA----L-AP---VS-----------VPAMRLVQ----E--S----V------PWPAE----TA------------HL-AEVFS---GGL--LR-----------------------------------------AVPHPVEYD------VPERLRQFDF--------PA--A------TKAIL-FD-TVPTAE--L----------------LETG--------LSVG--RRM----------DELVG---------------------------RSPDF----P----AW--------L
WP_051862305.1 TR----G------R----AS--A-------------N--A---T------------------------------WQ----------------------------------------VTASGLPPE-----------------------------LASFRG---------------VP------------------VPVLAP-RP--------------A-S--VAEWARLV---AS------P---GGTAVLPLLRTA------PA----------------------AAGDLGEDLA------AT-PP-------PP------------P------------G------TDA-----ATA--------A--------------------------------------------------------------------VLR-FRDTVSPEAY-------RLAAHLAA----L-AP---VS-----------VPAMRLVQ----E--S--------VSWP--------AE--T-----A---HL-AEVFS---GGL--LR-----------------------------------------AVPPPAAHD------VPERLRQFDF--------PA--A------TKAIL-FD-TVPTAE--L----------------LETG----LTVGRRMD--ELV--------------------------------G---------RSPDF----P----AW--------I
WP_026178210.1 VR----S------S----GP----------------L--P-----------------G----------------ID----------------------------------------RSPAGAADR---------------------------------AL---------------IHW-----------------LPVLEV-SG--------------D-W--LTPWARLV---SG------A---TNDW----TPLQ------AA--------------------PLTVVDRPVRAA---------RA-------AE------------P---------------------------ADP--------A---------------------------------------------------------GW---------IER-FEEGYSPDAF-------RLLRLLAA----A--P---LS-----------LPVMRLVQ----R--T----M---L--P---A----ST--P-----M---HL-AEIFL---SGL--LV------------------------------------------RRTPPVPG------EDPESVLYDF--------RD--G------VRDAL-LD-RLTRTE--S----------------LRVLRQVMDEVSERVA--ATL--------------A---------------------------GVSDF----A----AW--------V
WP_067024564.1 SS----G------P----LP--G-------------I--A---R-------------G------R---------------------------------------------------AGAAGRTRI---------------------------------RW-----------------------------------LPVLEV-SG--------------D-W--LAPWARLV---SG------A---TTDW----TPLE------AV-----------------------PLTGADRPG---------RG-------TE------------A-------------------DEP-----THP--------A---------------------------------------------------------TL---------IER-FEEGYLPESF-------RLLRLLAA----A--P---LS-----------LPVMRLIQ----R--T----M---L--P---A----ST--P-----M---HL-AEIFL---SGL--LV------------------------------------------RRTPAEPG------EDPDSVLYDF--------RD--G------VREAL-LD-RLTRTE--S----------------RRVLRQVMDGVSDRVA--ATL--------------G---------------------------GVTDF----P----AL--------V
KOU55156.1 AT----I------EARSSGPLPG-------------I--A-----------------R----------------GR----------------------------------------AGAADRARI---------------------------------RW-----------------------------------LPVLEVSGP----------------W--LHPWARLV---AA------R---TTDW----TPLL------AA--------------------PLTVVARPVRAE---------EP-------DE------------P---------------------------SHP--------G---------------------------------------------------------TW---------IER-FEEGYSPEAF-------RLLRLLAA----A--P---LS-----------LPVMRLVQ----R--T----M---L--P---S----ST--P-----M---HL-AEIFL---SGL--LV------------------------------------------PRTPGGPG------EDLDTVLYDF--------RD--G------VREAL-LD-RLTRTE--S----------------LRVLRQVMEGVSERVS--ETL--------------------------------G---------GVTDF----A----AL--------V
WP_052261118.1 WT----G-----------TP--D-------------A-------------------------------------WV----------------------SSAQPLIATRAMEVHVRLQGQAAVRDD---------------------------------SR---------------LA------------------IPLIEFASA----------------P--LKAWAKGV---MG----------GAGR----IPAI------LL-----------------------DEREPESHD---------SI-------PV--------------------------------SGV-----MDA------------------------------------------------------------------KL---------LTMQFRMASSPMAR-------SLAQHLSV----T-AP---LS-----------FPVMRWVQ----Q--A----T---L--P---E----SQ--T-----S---HL-VEFVL---GGL--LE-------------------------------------------ALPCVSG------TPADEVIYDF--------VE--G------VRPIL-QQ-GMPKAL--G----------------LDIQ--------MQVG--RYL--------------E------KKY--------G---------EHLDM----RAVVETW--------S
WP_017530615.1 AR----A------L----VP--A-------------R--A----------------------------------LD-----------------------------------VRVLHLSNAAVRDD---------------------------------AR---------------LA------------------IPLVEL-AV--------------Q-P--LSAWARLL---MG----------RAGS----MAAI------LL------------------------DEREPEVP--AADEVQEQT-------SP------------P---------------------------VDA------------------------------------------------------------------KR---------LAMQYRMASSPLAR-------LLAQHLSV----T-AP---LS-----------FPVMRWVQ----Q--A----M---L--P---H----SD--T-----S---HL-AEFVL---GGL--LK-------------------------------------------VQPSSAD------TPADTLTYDF--------IE--G------VRPLL-QQ-GMPKVL--G----------------LETQ--------LLVG--RYL--------------E-----RMHH------------------STLDM----RAVVETW--------S
WP_024075602.1 AR----A------L----VP--A----------------------------------R------A---------LD--------------V------R---------------VLHLSNAAVRDD---------------------------------AR---------------LA------------------IPLVEL-AV--------------Q-P--LSAWARLL---MG----------RAGS----MAAI------LL-----------------------------DER---------EP-------EV------------P--------AADEV------QEQ-----TSP--------P---------VDA---------------------------------------------KR---------LAMQYRMASSPLAR-------LLAQHLSV----T-AP---LS-----------FPVMRWVQ----Q--A----M---L--P---H----SD--T-----S---HL-AEFVL---GGLLKVQ---------------------------------------------PSSAD------TPADTLTYDF--------IE--G------VRPLL-QQ-GMPKVL--G----------------LETQ--------LLVG--RYL--------------E------RMH--------D---------STLDM----RAVVETW--------S
KIR65538.1 TD----G------G----AA--N--------RQLRFA--P---R-------------Q----------------WR-------------------------------------------PGRDLT---------------------------------GI---------------VP------------------VPVLQI-QP--------------D-W--LAGWARLT---GT----------GAGS----IDAV------IT----------------------LPPQPGPPAA---------AE-------PP------------A------------G------GGP-----EEA--------T---------------------------------------------------------HR---------LRR-FRATASPEAL-------RLATQLAE----L--P---VT-----------LPVMRLVQ----Q--A--SAT------P--------TH--P-----A---HL-AEVLL---GGL--LV---------------------------------------------RQP--------GPAGDLRFDF--------HA--G------VRPML-RE-LLLHTD--L----------------VRLR--------HEIA--RFL--------------A-----------------G----QM-GISMREF----A----AA--------L
SCE64837.1 LT----A------T----DG--G-------------A--A---N-------------R----QLR----FTPRQWR-------------------------------------------PGRDLT---------------------------------GI---------------VP------------------VPVLQI-QP--------------D-W--LAGWARLT---GT----------GAGS----IDAV------IT---------------------------LPPQP---------GP-------PA------------A------------A------EPPAGGGPEAA--------A---------------------------------------------------------HR---------LRR-FRATASPEAL-------RLATQLAE----L--P---VT-----------LPVMRLVQ----Q--A--SAT------P--------TH--P-----A---HL-AEVLL---GGL--LV---------------------------------------------RQP--------GPAGDLRFDF--------HS--G------VRPML-RE-LLLHTD--L----------------VRLR--------HEIA--RFL--------------A-----------------G-----QMGISMREF----A----AA--------L
WP_043962336.1 LT----A------T----DG--G-------------A--A---N-------------R------Q---------LR--------------F------A-------------------------PR---------------------QW---RPGRDLTGI---------------VP------------------VPVLQI-QP--------------D-W--LAGWARLT---GT----------GAGS----IDAV------IT-----------------------------LPP---------QP-------GP------------P------------A------AAE-----PPA--------G---------GGP--------------EEAT---------------------------HR---------LRR-FRATASPEAL-------RLATQLAE----L--P---VT-----------LPVMRLVQ----Q--A--SAT------P--------TH--P-----A---HL-AEVLL---GGL--LV---------------------------------------------RQP--------GPAGDLRFDF--------HA--G------VRPML-RE-LLLHTD--L----------------VRLR--------HEIA--RFL--------------A------GQM--------G-----I---SMREF----A----AA--------L
AHJ30118.1 LD----S------L----IP--A-------------V--S---N-------------R--NLFIR-----EILIWD--------------Y-------------------------------IDK---------------------------------NS---------------IK------------------VPVFSL-TQ--------------D-S--IETWSQMV---TG------K---GNMG----AGGF------AF-----------------------SSLQEQEKE------ID-EQ-------SQ----------------------------------------LTA--------E---------------------------------------------------------ER---------IYN-FRVSSSPAAR-------KLASLLAS----A--P--VIN-----------LPVVRLIQNLINKNKN--SEL------P---Q--------------I---HVIAEVFL---GGI--LK------------------------------------PTEEITPD------------TEPDYVQYHF--------ID--EK-----IRDSL-LP-DSSRVK--S----------------REII--------EIIS--EYF--------------A-------KQ----L---G-K-------NLKEF----Y----AL--------L
WP_006194993.1 LD----S------L----IP--A-------------V--S---N-------------R--NLFIR-----EILIWD--------------Y-------------------------------IDK---------------------------------NS---------------IK------------------VPVFSL-TQ--------------D-S--IETWSQMV---TG------K---GNMG----AGGF------AF-----------------------SSLQEQEKE------ID-EQ-------SQ----------------------------------------LTA--------E---------------------------------------------------------ER---------IYN-FRVSSSPAAR-------KLASLLAS----A--P--VIN-----------LPVVRLIQNLINKNKN--SEL------P---Q--------------I---HVIAEVFL---GGI--LK------------------------------------PTEEITPD------------TEPDYVQYHF--------ID--EK-----IRDSL-LP-DSSRVK--S----------------REII--------EIIS--EYF--------------A-------KQ----L---G-K-------NLKEF----Y----AL--------L
OBQ42247.1 LN----S------S----AY--T-------------V--A---N-------------R----NLS-----IKEILI--------------W-------------------------------------------------------DDINFH------KS---------------IK------------------VPVFSL-TQ--------------D-S--IKTWSKMV---IC------K---GTIG----AGGF------AF------------------------SPNLVQQQ---------TQ-------SE------------P------------Q------DIS-----QIS--------L---------SNE---------------------------------------------ER---------VYQ-FRMSSSPLAR-------NLASLLAS----A--P--VIN-----------LPVVRLIQ----K--N----F---L--P---Q----SEKIV---------HVIAEVFL---GGI--LK------------------------------------PTKVITPD------------THPDYVEYRF--------ID-EE------IRDIF-LQDSLGMTS-------------------LKII--------NKIS--EYI--------------A-------KK----L---G-----K---NRQEF----Q----AL--------L
WP_052390345.1 VP----G----VFT--ATEA--G-------------A--P---D-------------A------A---------YT----------------------------------------FTPFTDAPP-------------------------------GRGA---------------PA------------------VPVLEP-GP--------------E-W--LANWAQLV---GS------P---TGGQ----VVGA------AL-----------------------MVGAATNPA----GRVVEAG-------PD------------P--------------------EE-----LTA--------E---------------------------------------------------------EL---------VVR-FRATASREAF-------TLAGMTAL----T-TP----A-----------LPVMRLLQ----Q-------V--GLARP---Q--------P-----Q---HL-AEVVV---SGL--LR-------------------------------------------------------EQPGRPGYFAF--------RP--G------VRELL-LH-TLPRST--A----------------HHAL-----ELLIRVG--GRI--------------G----DPGRT------------------GAGTF----P----AW--------V
WP_052682031.1 LS----A------P----EA--G-------------V--P---N-------------S------A---------YR--------------F-------------------------APFGELLPG--------------------------------RGE---------------LP------------------VPVLEP-GA--------------G-W--IANWARLV---GS------P---TGGQ----VVGS------AL--------------------LVGAEPMDCAPD---------AE-------PL------------P------------E------PHE-----LGP--------E---------------------------------------------------------EL---------VLR-FRSVASREAF-------TLAGLTAL----T-TP----A-----------LPVMRLLQ----R--A----S---FTRP---Q--------P-----Q---HL-AEVVV---SGL--LK-------------------------------------------------------EREGRRDHFEF--------RS--G------VRELL-LH-TLPRST--T----------------HQAV-----GLLARVG--EQI--------------A------DRA--------G-R-------VPGEF----A----AL--------A
WP_057238953.1 ------G-----------APEAG-------------V--ANSGY-------------G----------------FR--------------------------------------PLERPVGPGPV----------------------------------------------------------------------LPVLEA-DP--------------E-W--VANWASLV---GS------S---GGAE----VVGA------AL-----------------RIGPVPVGVEGTPAA---------GP-------AG----------------------------------------QDA--------E---------------------------------------------------------EL---------VRR-FRAVASREAY-------TLAGLAAL----T-TP----A-----------LPVLRLLQ----R--A----A---FARP---R--------P-----Q---QL-AELVV---SGL--LT-------------------------------------------------------ERPGQQDRFEF--------RP--G------VRELL-VH-TLPRSV--T----------------HQAV-----GLLIRVG--EQI--------------A------ARA--------G---------LVPNELAAIA----AT---------
WP_079065729.1 FR----S------T----EA--G-------------G--P---N-------------S------R---------LL--------------Y-------------------------TGYGLQPPV---------------------VG----------HR---------------VP------------------VPVLGV-TP--------------E-W--LGPWAHAI-----------A---QPAA----FDGA------AM---------------------LLPVSPRSPHH---------RV-------DA------------P------------G------DID-----VPD--------R---------------------------------------------------------SI---------TFEDFQAQAQPDVL-------RLAAYLAA----A--P---LN-----------LGVMRTVQ----S--A----M---L--P--------AS--P----LS---DL-AEIVY---SGL--LR------------------------------------------KVNGDSRP------DDALNHAYEF--------VP--G------VRERL-LS-TIRRDE--A----------------DEVI--------AAIS--AYV----------------------DR--------N-----A-PTSGARF----T----AA--------V
CCK25370.1 VR----A------T----GP--A-------------A--P---N-------------V------T---------WS--------------L-----------------------GVSPHELAVPR---------------------------------AA-----------------------------------LPVVDA-SP--------------A-A--LSALASLV---SG----------SGRP----HRLPCLPLDAAW----------------------SSGEAPGDPR---------LG-------PE------------P------------D------TAP-----DEA--------A---------------------------------------------------------LR---------AVRWFEESASPGAR-------ELAGFLAA----V--P---LT-----------LPVMNLVR----R--A----M---L--P---Q----SD--H-----G---HL-AEVAL---GGL--LQ----------------------------------------------PWETYDR---ADPTYLEFRF--------LP--G------VRDAL-LG-GRLRREITA----------------VREL------VREEVA--AYL--------------D------EHR------------------GPGDF----P----AL--------R
WP_015655767.1 VR----A------T----GP--A-------------A--P---N-------------V------T---------WS-------------------------------------LGVSPHELAVPR---------------------------------AA-----------------------------------LPVVDA-SP--------------A-A--LSALASLV---SG----------SGRP----HRLPCLPLDAAW------------------------SSGEAPGD------PR-LG-------PE------------P------------D------TAP-----DEA--------A---------------------------------------------------------LR---------AVRWFEESASPGAR-------ELAGFLAA----V--P---LT-----------LPVMNLVR----R--A----M---L--P---Q----SD--H-----G---HL-AEVAL---GGL--LQ----------------------------------------------PWETYDR---ADPTYLEFRF--------LP--G------VRDAL-LG-GRLRREITA----------------VREL------VREEVA--AYL--------------D------EHR------------------GPGDF----P----AL--------R
SBT93465.1 VR----T------P----LP--A-------------A--P---N-------------S------T---------WN----------------------------------------------------------------------------------RA---------------V-------------------LPVVDA-SP--------------A-A--LAALATVV---SG------S---GNHH----LPAL------PL----------------------DADWSTGEPP---------AG-------PR------------T-------------------TADDDGDALRA-----------------------------------------------------------------------------VRR-FEETASPAAR-------ELAGYLAA----V--P---LT-----------LPVMNLVR----R--A----M---VQRS---D----HG------------HL-AEVAL---GGL--LE----------------------------------------------PWDADGR---TDPAYLEFAF--------RP--G------VRDAL-LG-GQLRREVTA----------------VREL------VHREVA--TYL--------------D------ELR------------------STRDF----P----AL--------R
EDX26496.1 LE----A------G----GF--G-------------A--P---N-------------T---------------------------------------R------------------IGHGPPQDE---------------------PWAEPPVKPGAGRG---------------VP------------------VPVLSL-KP--------------E-S--FAAWADLV---TG------E---PGLR--RTLPYV------LA----------------------GTLAEGQPTP---------------------------------------------G------LRT-----PRT--------A---------GPG---------------SAD---------------------------AA---------VRR-FFSLATPTAR-------RLTTHLAA----V--P---FE-----------FELIEELR---GR--A----L------P---E----AD--Q-----G---HV-AELLM---GGL--ID------------------------------------------------------WGGPDGDRPPDF--------AE--G------VREAL-LA-AGPRSQ--L----------------------------DRDG-------------------G-----------------T---------SSPTL----P----SA------RDR
EFL35514.1 LE----A------G----GF--G-------------A--P---N--------------------------------------------------------------------------------------------------------------------------------------------------------------DS-------------------LGHWA------------------PPGG------------------------------------------------------------------PD------------P---------------------------------------------------------------------------------------------------------------MRPLPETGDG-------------------S------VA-----------VPVLSLKP----A--S----L---------------AA--------W------SDLVT---GGR----------------------------------------------------------------------------------G------VRRSL------------P----------------VVLA--------GALS-------------------K---------------------------GAPAL---------GL--------R
WP_078506948.1 LE----A------G----GF--G-------------A--P---N-------------D------------SLGHWA--------------------------------P-------PGGPDPMRP---------------------LPETGD------GS---------------VA------------------VPVLSL-KP--------------A-S--LAAWSDLV-----------T---GGRG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VRR------------------SLPVVLAG----A------LS-----------------------K-----------------------GA--P---------AL---------G----LR--------------------------------------------------------------------------AP------------------RLPRAA--T--------------------------------------------------------------------------------------------------------
WP_058915122.1 LR----A------P----QP--C-------------C--P---N----------------------------KDLE-----------------------------TTPTTDCRNPAREGHPTTPQ---------------------------------GS---------------VL------------------IPVLEI-RK--------------R-W--LDQWTRLL---LT------DFLVHQQTLEIAAPSQ---------------------------------HPMVPSP---------GP-------AH--------------------------------DDA-----PGP--------D---------------------------------------------------------QL---------ITG-FHTTAPEHAF-------NLAVLLAA----A--P---LN-----------RFVMQLIT----AELA-----------P--------AATTR---------DL-SAVLT---SGL--LV-----------------------------------------SIDSPVGEE------DSYGGITYDF--------LP--G------VRQSL-LAWGESSQT-------------------HRVV--------SLLD--TYL----------SPFAPALKGISTRM------------------RSPDV----Q---------------
WP_058915198.1 AP----Q------------P--C-------------C--P---N-------------R------D---------LE---------------------T----------PTTDGRSPVHDDDPTTS--------------------------Q------GS---------------VL------------------IPVLEI-RK--------------R-W--LDQWTRLL---LT------DFLVHQQTLAIAAPSL------------------------------------RPVV---------PS-------PA------------P-----------AH------DDA-----PRP--------D---------------------------------------------------------QL---------ITD-FHTTAPEHAF-------DLAVLLAA----A--P---LN-----------RFVMQLIA----A--E----L---A--P---A----AT--T-----R---DV-SAVLT---SGL--LV-----------------------------------------SIDSPIEEE------DAYGGITFDF--------LP--G------VRQSL-LAWGESSQT-------------------HRVV----SLLDTYLS--PFV--------------P------ALK--------G-ISTRM---RSPDV----Q---------------
ARH94837.1 LR----A------L----AP--G-------------C--P---N-------------G---------------ALE----------------------------------------VAPPGTAPS---------------------------------AA------------RSSLPERDGHRLL----------IPVLEI-RK--------------R-W--LDQWVRLM-----------T---SRLW----VHQQ------AL-------------------------EIPPAPA--ATGLVPSPG-------SA------------P-------------------DAE-----LTP--------E---------------------------------------------------------QR---------IGE-FRTAASDNAF-------TLAVLLAA----A--P---LN-----------RHIMHLIA-------A--ELL------P---A----AS--P-----G---DL-AAVLT---SGL--LI-----------------------------------------TAENAAEHS------DPYDQVVFDF--------TP--G------VRQKL-LSLGESVKT-------------------RRVV--------ALLD--QYL--------------------------------GPHVPAV---RGISQRVKNP----AA--------A
KOV10493.1 AA----A------P----AA--G-------------E--P---N-------------S------T---------WR----------------------------------------TSDPVLPPE---------------------VARFED-----------------------MA------------------VPVLAL-TP--------------T-A--LSAWVRTI---TV----------PGRP----TVLN------LW----------------------------SGST---------DG-------AG------------P------------A------DRN-----PNA--------Q--------------------------------------------------------------------LAH-FLRSASPEAR-------QLAAHVAA----R-GT---VT-----------MAVMQLIN----SYVN-----------P---G----AG-GS-----ANTVAL-AEVVL---GAP--LR------------------------------------------RPPNCAPA------SDLPGLPFSI--------AP--E------AIDTL-LQ-LVPLNE--L----------------VACN--------EHVS--CEL--------------E-------RL----A---G---------RSAHF----P----VW--------L
WP_053651319.1 AA----A------P----AA--G-------------E--P---N-------------S------T---------WR----------------------------------------TSDPVLPPE-----------------------------VARFED---------------MA------------------VPVLAL-TP--------------T-A--LSAWVRTI---TV----------PGRP----TVLN------LW--------------------------SGSTDG------------------AG------------P------------A------DRN-----PNA--------Q--------------------------------------------------------------------LAH-FLRSASPEAR-------QLAAHVAA----R-GT---VT-----------MAVMQLIN----SYVN-----------P---G----AG-GS-----ANTVAL-AEVVL---GAP--LR------------------------------------------RPPNCAPA------SDLPGLPFSI--------AP--E------AIDTL-LQ-LVPLNE--L----------------VACN--------EHVS--CEL--------------E-----RLAG------------------RSAHF----P----VW--------L
WP_057241032.1 AA----T------H----GQ--S-------------A--P---V------------------------------LR------------------------------------SDAALPGIPRGPR---------------------------------GS---------------AA------------RAAVRWLPVLEI-DA--------------E-W--LAPWAEVV---AG------R---ASGW----TPML------AA---------------------PVRGVPRPQHP------GR-AV-------EE------------P---------------------------VTA--------A---------------------------------------------------------ER---------VAR-FRAGSSPGAY-------RLACHVAA----A--P---LS-----------LPVMRLVQ----Q--A----T---L--P---G----TG--Q-----Q---EL-AELFL---SGL--LE---------------------------------------------LREEA------LDPDEVVYDF--------RE--A------VREEL-LA-ELTRSE--S----------------VRVL--------ESVL--AKV--------------S-------GRVAATF---G---------GTLDF----R----AL--------A
WP_057232849.1 VE----G----RAA--THGQ--S-------------A--P---V------------------------------LR------------------------------------SDAALPGIPRGPR---------------------------------GS---------------AA------------RAAVRWLPVLEI-DA--------------E-W--LAPWAEVV---AG------R---ASGW----TPML------AA-----------------------PVRGVPRPQ---------HP-------GR------------A------------V------EEP-----VTA--------A---------------------------------------------------------ER---------VAR-FRAGSSPGAY-------RLACHVAA----A--P---LS-----------LPVMRLVQ----Q--A----T---L--P---G----TG--Q-----Q---EL-AELFL---SGL--LE---------------------------------------------LREEA------LDPDEVVYDF--------RE--A------VREEL-LA-ELTRSE--S----------------VRVL--------ESVL--AKV--------------S--GRVAATF--------G---------GTLDF----R----AL--------A
WP_008050073.1 LQ----G------L----NP--G-------------D--W---N-------------Q--NLKVD-----EFPLWW-------------------------------------------DEEVAH---------------------------------SV---------------VK------------------VPIFTL-EP--------------E-S--VGTWARLL---AG------K---GKVW----AAGY------LF-----------------------KYAEHQRRR---------RR-------PN-------------------------S------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRAMASRVAR-------KLAGLLAA----A--P--VVT-----------LPVVRLIQ----A--T----L---L--K---E----SL--P-----V---HV-AEVFL---GGL--LK------------------------------------------PISEIDID------TDPELVQYDF--------MP--G------VRELL-LE-LMPLDE--T----------------VSVI--------DEVS--GYI--------------A-------KK----F---------K-FDSAKDF---------VE------AIL
WP_046321251.1 LQ----G------L----NP--A-------------D--W---N-------------Q--NLKVD----EFPLWWD--------------------------------------------EEVAH---------------------------------SV---------------VK------------------VPIFTL-EP--------------E-S--VGTWARLL---AG------K---GKVW----AAGY------LF-------------------------KYAEHQR------RR-RR-------PN-------------------------S------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRATASRVGR-------KLAGLLAA----A--P--VIT-----------LPVVRLIQ----E--N----L---L--K---E----SL--P-----V---HV-AEVFL---GGL--LQ------------------------------------------PISEIDID------TDPELVQYDF--------MP--G------VRELL-LE-LMPVDE--T----------------VSVI--------DAIS--AGI--------------A-----NKLK--------V---------SLKQF----G----AI--------L
WP_065917436.1 VR----A------A----RP--G-------------A--P---D--------------------SDLRFGVSSLLR-----------------------------------------KEAGDIRW--------------------------------------------------LG------------------VPVAGL-SA--------------A-S--LGRWARTA---MA------K---DPLG----CDGV------LL----------------------------PQTG----RLSFEDF-------PD------------D-----------------YFDDD-----VDA--------A---------------------------------------------------------DL---------VES-FRLTASAPAW-------RLAVLCAN---VGVLP----------------VRVLRDIQ----R--D----L---V--P---E----AQ--P-----S---DL-AEVLV---SGL--FH----------------------------------------------------EAVGSRPEELTISL--------RD--G------VGEHL-AN-YLSRLD-------------------ARAL--------VIAMRDRYT--------------A-------AA------------------SAHGL----V----VT--------A
SFR29853.1 LR----Q------S----RP--G-------------A--PNSNL-------------K----------------FG-----------------------------------LSPLLRRKPGEPPW--------------------------------------------------LP------------------LPVVGL-SV--------------T-S--LAQWARTA---MA------K---DPTG----CDGV------LL------------------------SPAGDLSS--EDLDYLDDD-------PP--------------------------------DGR--------------------------------------------------------------------------EL---------VES-FRLTASGPAW-------RIAVLCAN--QDI------LH-----------VRVLRFIQ----R--E----L---V--P---D----AQ--P-----A---DL-AEVLT---SGL--FH----------------------------------------------------EAAGSTPEELMVAL--------RD--G------VSEQL-LT-YASTLD--T----------------WTLV--------NALT--DYT-------------------RSEAS------------------ALGEV----T----AV--------V
WP_067632860.1 VL----P-----------RP--A-------------A--PNTDL-------------R----------------FT----------------------------------------PFDGAVPPG--------------------------------------------------VP------------------VPVLEP-TP--------------R-W--FAAWARLV---SG------A---APQP----AAVA------AL--------------------------PLRAPG------------------PA------------P----------VHR------ERE-----LPV--------T---------------------------------------------------------ER---------VRR-FLSTASPDAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----I---L--G---G----SG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PV--GDVRYEF--------VP--G------AREAL-LD-TLPRPD-------------------ALHT--------RHVL--EAV--------------SAEIERRAGT------------------TAETF----R----AL--------L
CNF91710.1 AV----L------P----RP--G-------------A--A---N-------------T------D---------LR--------------F------T----------P--------FDGAAPPG--------------------------------------------------VC------------------VPVLEV-AP--------------R-W--FAAWARMV---SG------S---GPQP----AAVA------TL----------------------------AARP---------SG-------PA------------P----------VHR------EHE-----LPI--------A---------------------------------------------------------ER---------VRR-FLTTASPDAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----I---L--G---G----SG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PV--GDVRYEF--------VP--G------ARDAL-LD-TLPRPE--ALHT-------------RHVL--------EAVS--AEI--------------E-------RR--------------A-GTAAETF----R----AL--------L
WP_078889789.1 FP----R-----------SP--G----------------SGNSN------------------------------LT---------------------------------FDTPPLLPVDRESVGG---------------------------------EW---------------YP------------------IPVLSL-SP--------------H-S--LDRWSRAV---MR------A---APEG----CGAV------LV------------------------PPSGRTSG---------RL-------RR------------P-------------------SRS-----SGA--------D---------------------------------------------------------AR---------VEA-FLRTATPAAA-------RLAVLCSAFDRLG-------------------MRLLRLIR----Q--E----L---V--P---E----AT--T-----A---DV-AELLT---SGLFSLG-------------------------------------------------------TDAGGTVELDL--------AE--A------VQRRL-RH-ELAEHE--L----------------WRIN--------RAIS--RHV--------------S-----SRGD------------------RGGQL----P----SV--------A
WP_078953405.1 VR----V----FPR----SPGSG-------------N--S---N------------------------------LT----------------------------------------FDTPPLLPV--------------------------DRESVGGEW---------------YP------------------IPVLSL-SP--------------H-S--LDRWSRAV---MR------A---APEG----CGAV------LV------------------------PPSGRTSG---------RL-------RR------------P-------------------SRS-----SGA--------D---------------------------------------------------------AR---------VEA-FLRTATPAAA-------RLAVLCSAFDRLG-------------------MRLLRLIR----Q--E----L---V--P---E----AT--T-----A---DV-AELLT---SGLFSLG-------------------------------------------------------TDAGGTVELDL--------AE--A------VQGRL-RH-ELAEHE--L----------------WRIN--------RAIS--RHV--------------S-------SR--------GD--------GGGQL----P----SV--------A
ANS70744.1 VR----A------P----KP--A-------------A--P---N-------------T------S---------WR----------------------------------------LGPVAGSRR------------------------SQRRRDALAEG---------------IA------------------IPVVEV-SA--------------S-S--ISALAELV---AG----------GGRW----SRLP------CL-------------------TVSRSPEGLTASP------------------PV------------P-------------------PGPVHNRPVAV--------D---------------------------------------------------------EI---------LRH-FRAGASPIAQ-------TLAGYLSA----V--P---LN-----------LPVMNLVR----Q--I----M---L--P---D----SE--P-----G---HL-AEVAL---GGL--FE-------------------------------------------SWERAARDGR---TDMEQMPFRF--------RA--G------VREAL-LG-SQRRHEITT----------------VQEL------VRREMG--AFV----------TQRGA-----------------G---------PVGDF----L----AA---------
WP_079165048.1 VR----A------P----KP--A-------------A--P---N-------------T------S---------WR--------------L-----------------GPVAGSRRSQRRRDALA---------------------------------EG---------------IA------------------IPVVEV-SA--------------S-S--ISALAELV---AG----------GGRW----SRLP------CL-------------------TVSRSPEGLTASP------------------PV------------P------------P------GPV--HNRPVA--------V---------------------------------------------------------DE---------ILRHFRAGASPIAQ-------TLAGYLSA----V--P---LN-----------LPVMNLVR----Q--I----M---L--P---D----SE--P-----G---HL-AEVAL---GGL--FE-------------------------------------------SWERAARDGR---TDMEQMPFRF--------RA--G------VREAL-LG-SQRRHEITT----------------VQEL------VRREMG--AFV--------------T-----QRGA--------G---------PVGDFLAARG----AA---------
ANL87877.1 FA----E-----------RP--G-------------D--N---N-------------G------R---------LK------------------------------------VVARGELDDTDIT---------------------------------DL---------------LF------------------VPVIGLDTA----------------T--LGQWARML---TA------R---GGAA----ISGL------AI----------------------------PALP---------AP-------KS------------SIADAVPHSRNSLG------DAD-----VSA--------K---------------------------------------------------------AK---------VAR-YRHMASRSAY-------DLAVFMSV----P-DP---LT-----------VPVMRLVQ----R--V----M---L--P---D----TG--I-----Q---EL-VEFFL---GGL--IE---------------------------------------------KQSGD------GIVGEAVYRL--------AN--G------VREEL-MR-SLRYSE--E----------------TKIS-----TQLREIG--EYL--------------K-------NA------------------EGSNF----T----AF--------F
WP_064832777.1 AE----R------------P--G-------------D--N---N-------------G------R---------LK--------------V-VA---R------------------GELDDTDIT---------------------------------DL---------------LF------------------VPVIGL-DT--------------A-T--LGQWARML---TA------R---GGAA----ISGL------AI-------------------------------P---------AL-------PA------------P---KSSIADAVPH------SRN-----SLG--------D------------------------ADVSAK---------------------------AK---------VAR-YRHMASRSAY-------DLAVFMSV----P-DP---LT-----------VPVMRLVQ----R--V----M---L--P---D----TG--I-----Q---EL-VEFFL---GGL--IE---------------------------------------------KQSGD------GIVGEAVYRL--------AN--G------VREEL-MR-SLRYSE--E----------------TKIS-----TQLREIG--EYL----------------------KN--------A---------EGSNF----T----AF--------F
WP_024934114.1 AH----L------P----RP--G-------------A--P---N-------------T------D---------LR----------------------------------------FTPYDGAAG---------------------------------AG---------------VP------------------VPVLEI-SP--------------R-W--FGAWARLV---AG------S---EPQP----AAVA------TL---------------------------PARPS---------GT-------AA------------P----------VRR------ERE-----LPV--------A---------------------------------------------------------ER---------VRR-FLATASPDAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----V---L--G---G----SG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PA--GGVHYAF--------VP--G------AREAL-LD-TLPRPE--ALHT-------------RHVL--------EAVS--AEI--------------E-------RR--------------A-GTSAETF----R----AL--------L
WP_075020915.1 AH----L------P----RP--G-------------A--P---N-------------T------D---------LR--------------F------T----------P----------YDGAAG---------------------------------AG---------------VP------------------VPVLEI-SP--------------R-W--FGAWARLV---AG------S---EPQP----AAVA------TL---------------------------PARPS---------GT-------AA------------P----------VRR------ERE-----LPV--------A---------------------------------------------------------ER---------VRR-FLATASPDAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----V---L--G---G----SG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PA--GGVHYAF--------VP--G------AREAL-LD-TLPRPE--ALHT-------------RHVL--------EAVS--AEI--------------E------RRA--------G-----T---SAETF----R----AL--------L
WP_051958240.1 TA----S-----------RP--G-------------A--P---N----------------------------ASLN-----------------------------VTDPLLLPHTTPYDDVPEPS----------------------------------------------------------------------VPIVEL-TP--------------G-G--LAAWAEGI---VT----------VGHA----VPMC------LW---------------------------EPQAG------------------PR------------P-------------------GSGYTLPRRGA--------G---------------------------------------------------------SRD--------SIRAFSRSASPGAV-------RLAAHLAA----V-AP---VT-----------VPVMELVQ----E--GLSDRI---------------LG--R-----S---AL-AEVFL---SGL--LT---------------------------------------PLDPEQQKARTNRS--ATSMRHRLFDF--------TA--E------AKNVL-LD-SVPTAE--L----------------ISCR--------NRVG--RRI--------------E------QLA--------G---------RSPDF----P----AW--------L
WP_078893851.1 TA----P-----------RP--G-------------S--A---N-------------A------A---------WR----------------------------------------IADPLLPPD-----------------------------VSSFAG---------------VP------------------VPVVEL-TP--------------S-G--LHAWADAI---TT----------VGRP----VPLR------LW-----------------------------------------EP-------RT------------P-------------------DTARSAGRPAP------------------------------------------------------------------RS---------AARAFLRTASPPAV-------RLAAHLAA----V-AP---VT-----------VPVMHLVQ----T--C----L------P---G----AAGAS---------AL-AEIFL---GGL--LR---------------------------------------PVPREGQARPE------GPAKHRLFDF--------TE--A------TKDLL-LD-TVPLRE--L----------------VASS--------RRVG--ERV--------------E------QLV--------G---------RSPDF----P----AW--------L
WP_014175451.1 RT----R-----------RP--G-------------S--P---G-------------T------D---------WT----------------------------------------VTDPVLPPE-----------------------------LARFDG---------------LP------------------VPVLEP-DA--------------G-P--LADWARLT---AS----------ASST----AVLP------LL--------------------------APPRPP---------RPRRPAAARSA------------P-------------------ARP-----ADD--------L---------------------------------------------------------SR---------LMR-FREAASPEAY-------RLAAHLAA----V-AP---LP-----------VPVMRLVQ----T--A----V---EWQA---D----TG------------HL-AEVFL---GGL--MR--------------------------------------PAEPPASAGPGP------FPPQQRPFTF--------AD--T------VQRAL-LG-AVPLPE--L----------------NQTR--------ELIG--RRL----------KELAG---------------------------KSPDF----P----AW--------L
WP_065965731.1 VR----T------R----RP--G-------------S--P---G-------------T------D---------WA----------------------------------------VADPVLPPE-----------------------------LARFDG---------------LP------------------VPVLEP-EA--------------G-P--LADWARLI---AS----------ASGT----AVLP------LL------------------------APPRPRRP------AA-AP-------ST------------P---------------------------ARP--------G---------DDL---------------------------------------------SR---------LMR-FREAASPEAY-------RLAAHLAT----V-AP---LP-----------VPVMRLVQ----A--A----V------PWQAE----TG------------HL-AEVFL---GGL--MR--------------------------------------PTEPPTSAGPGP------FPPHHRPFTF--------TD--T------VRRAL-LG-AVPLPE--L----------------DETR--------ELIG--TRL--------------K-----ELAG------------------NSPDF----P----AW--------L
SCG16381.1 LS----A------P----RP--G-------------T--P---N-------------T------D---------LR---------------------------------------FSAFDGMRVQ---------------------------------GG---------------TV------------------VPVLEV-SP--------------R-W--IGRWARLL---AG----------APAV----TSAV------TV------------------------VTGDRLRT---------SP-------GR------------E-------------------GAA-----PSP--------A---------------------------------------------------------QR---------VRR-FRSSASPEAF-------RLAGYVAM----T-EP---V------------LPVIRYIQ----H--A--------MFRP--------AP--P-----S---QL-AEVLL---SGL--LR-------------------------------------------------------VVDARAGRYRF--------VD--G------VQPLL-LD-TLARPD--L----------------VRAG-----ELLEHLS--RSV--------------Q------ARV--------GV--------AREHF----T----AL--------T
WP_052720904.1 AP----R------------P--C-------------A--P---N-------------A------D---------LR--------------F-------------------------AAFGGRDAP---------------------------------DG---------------PV------------------VPVLEI-DS--------------V-W--LHRWCTLV---AG----------GPPI----TAAV------------------------------------TAAG---------PP-------AA------------P------------D------QVR-----TPP--------L---------TPD---------------------------------------------QR---------VRA-FRAHSSREAF-------ELARYVAL----G-EP---L------------LDVIRYIH----D--A----M---F--P---T----AS--P-----A---HL-AELLL---SGL--LH-------------------------------------------------------AEDPKLGRYRF--------VD--G------VPELL-LS-TLTVSETLQ----------------ADLV-------RQRVS--VSV------------SGN------LTA------------------RRPRF----P----TL--------V
WP_045051690.1 AS----T------T----VP--G-------------A--S---A-------------T----ALR----VNGDWWR---------------------------------------MPQPEAGETL--------------------------------------------------MP------------------LPVADL-TP--------------S-S--LGQWAAMQ---MA----------RGRT----QPAY------LL-----------------------RRSRHVQGA---------AF-------PV------------P----------GAQ------KSP-----ALS--------I---------------------------------------------------------ER---------MIA-SLQYESPNSV-------RLATLLST----A--P---FT-----------VSVARLVQ-------A----I------EFKGD----TD--P-----A---ML-AELMR---SGI--VV-----------------------------------------DVTRLPGSD------ATVAATYFRV--------RP--E------AAEHL-LR-AMRRSE--A----------------AELG----REIQRRVS--AHL----------AVLAG-----------------S---------TTRSL---------EL--------I
WP_076913890.1 VS----T------T----AA--G-------------A--L---A-------------P----ALD-----MHLHWW---------------------R--------------IGDEEDEDGTRAS---------------------------------DA---------------IA------------------LPVAPLSAA--------------G----LAQWAEMQ---MA----------RGRR----NPAY------LL--------------------------------------------------RS------------P---KKAPTALEEG------GRA-----ERC--------E---------HPT--------------EAAV---------------------------AQ---------AVS-LLKYESPNAF-------RLAVFLCA----S--P---FT-----------LAVARLVQ-------A--VKF----------D----GSTDP---------GLLDELLR---SGIVVAS----------------------------------------RSAIESGAR-------DGSHPRWYAV--------RP--Q------ARELL-LR-SLRERD--A----------------QEIA----RELQRHVS--RHI--------------E------RLS--------G---------SGVRS----P----QL--------I
WP_051855892.1 AP----H------------A--A-------------A--P---A-------------A------A---------LD--------------F------A----------P--------YDGSAPPA---------------------------------GA---------------VP------------------VPVLEV-AP--------------A-W--LAHWATLV---AD------A---GGRQ----LPGA-----AAW-----------------------------LGP---------AP-------AR------------P-------------------DDE-----PRE--------D---------VAL--------------LSAE---------------------------EL---------VLR-FRSSASPEAF-------RLAGHLAV----G-EP----H-----------LPVMRLVH----A--A----V---SRSP---R--------P-----Q---HL-AEVVL---SGM--LS------------------------------------------------------ELPGGEPGAYAF--------RE--G------VREVL-LT-TLPRSA--K----------------GRTR-----QLLARVG--ALI--------------D------ERA--------G-----A---APGAL----R----AV--------A
WP_055569004.1 LS----A------P----HP--A-------------A--P---S-------------A------A---------LS--------------F------T----------------AFDPLLSPRPE---------------------------------DA---------------LP------------------LPVLEP-AA--------------N-W--LANWSALV---TD------P---GGPR----VPGS-----VAW---------------------LPPTPPLSPMR---------PV-------PA------------P-----------DA------GTP-----ARE--------D---------ITR--------------LTAE---------------------------EL---------VLR-FRSTASPEAF-------RLAGHLAL----G-EP----Q-----------LPVMRLVH----R--A----V---ERNP---R--------P-----Q---HL-AEVIL---SGM--LA------------------------------------------------------ESPEGPPGAYAF--------RD--G------VRELL-LR-SLPRTA--R----------------GRIR-----ELLAQVG--GLI--------------D-------DR--------------A-GVAPGEL----R----AV--------A
WP_019496819.1 LR----S------L----AP--G-------------L--P---N----------------------------------------------------------------QQLIATAFDLLDDVTNS--------------------------------------------------LK------------------IPVVSL-EP--------------E-S--LKAWALIV---AG------A---GDAQ----SKGF------LF-----------------------ASYSSILND----IFVQTES---------------------S-------------------GAS-----LSA--------K---------------------------------------------------------QR---------LQR-FRLSASPMAR-------KLAGLMAA----A--P---VS-----------LPVVRLIQ----Q--T----M---L--P---Q----SS--Q-----V---HV-AEVFL---GGI--LK------------------------------------------PLSDINVD------VETDNVQYDF--------FD--G------VRDLL-LD-SVPTNL--S----------------TEVV--------GNIS--DYV--------------A------KRA--------GL--------SVDEF----T----GI--------L
WP_015197943.1 LR----S------L----AP--G-------------V--P---N----------------------------------------------------------------QQLIMTALDLLDESDVC---------------------------------NK---------------LK------------------IPVVTL-EP--------------E-S--LKNWARMV---AG------A---GEVQ----TKGF------LL------------------------TPNGEIFD---------GS-------SE--------------------------------STENSSVELTA--------K---------------------------------------------------------QR---------LQR-FRLTASPMAR-------KLAGLLAA----A--P---VS-----------LPVVRLIQ----Q--T----M---LDKS--------SQ--------V---HV-AEVFL---GGI--LK------------------------------------------PLSSVDED------VEADKIQFDF--------AD--G------VRDLL-LD-GVPLTE--S----------------TEVL--------RKVS--EYV--------------A------ARV--------GL--------SVDDF----T----AM--------L
CQR62799.1 CR----A----VGP----YP--A-------------A--P---T-------------A---------------ALR--------------------------------------PADRASTGPLG---------------------------------GG---------------QV------------------LPTLTP-TP--------------H-S--LRAWAHTV---MR------A---DAEG----CEAV------VV-----------------------------PPG---------GR-------PR--------------------------------RQRDDVDAPSP------------------------------------------------------------------AA---------MADAFVRTAPPAAV-------RLAVLAST----L-NS---FT-----------VPMLKVLR-------E--RAL------P---E----TR--L-----S---DL-AEVLS---SGL--LT-----------------------------------------VSR------------ETGHEPVLGF--------TA--A------AQERL-HR-ELTRRD--A----------------RLVH--------QAMS--AHL--------------A---------------------------DHPHA----PHGIQAV--------L
WP_078969206.1 AV----G------P----YP--A-------------A--P---T-------------A------A---------LR--------------------------------P-------ADRASTGPL--------------------------G------GG---------------QV------------------LPTLTP-TP--------------H-S--LRAWAHTV---MR------A---DAEG----CEAV------FV--------------------------PRGGRP---------RR-------QR------------D------------G------TDA-----PSP--------A---------------------------------------------------------AM---------ADA-FVRTAPPAAV-------RLAVLAST----L-TS---FT-----------VPMLKVLR----E--R----A---L--P---E----TR--L-----S---DL-AEVLS---SGL--LT-----------------------------------------VSR------------ETGHEPVLSF--------TP--T------AQERL-HR-ELTRRD--A----------------RLVH--------QAMS-AHLA--------------D------HPH------------------APHGI----Q----AV--------L
ANS69559.1 TQ----Q-----------VP--G-------------T--G---N-------------A------G---------LD----------------------------------------FRPPPLLPR---------------------------------DS--------------WLP------------------VPVLSL-SP--------------H-S--LGRWSRAV---ML------A---APDG----CSAA------LI----------------------------PAAG---------RP-------EV------------P------------G------RPE-----PTA--------P---------------------------------------------------------RRVEAGTSEAGTER-FLRTASPAAA-------RLAVLCS--------PFDRLS-----------LDMLHVLR-------A--EHV------A---E----AT--T-----A---DV-AEVVS---SGVFTLE-------------------------------------------------------AEPGGQVVLRA--------SP--Q------VRARL-EQ-ELPEHE--A----------------LRLS--------RTLN--HHL----------ASGHD---------------------------GLRRL----L----TV--------A
WP_079165222.1 VR----V----TQQ----VPGTG-------------N--A-----------------G----------------LD----------------------------------------FRPPPLLPR---------------------------------DS--------------WLP------------------VPVLSL-SP--------------H-S--LGRWSRAV---ML------A---APDG----CSAA------LI-----------------------PAAGRPEVP---------GR-------PE------------P-------------------TAPRRVEAGTS--------E---------------------------------------------------------AG---------TER-FLRTASPAAA-------RLAVLCS--------PFDRLS-----------LDMLHVLR-------A--EHV------A---E----AT--T-----A---DV-AEVVS---SGVFTLE-------------------------------------------------------AEPGGQVVLRA--------SP--Q------VRARL-EQ-ELPEHE--A----------------LRLS--------RTLN--HHL--------------A------SGH--------D---------GLRRL----L----TV--------A
WP_027562298.1 CS----A------V----KP--G-------------L--P---V-------------A--QLDVR------RYWWT----------------------------------------ISDETTSPF----------------------------------------------------------------------VPVLGL-DP--------------A-S--VHRFAKMQ---MG----------LGGS----NPVI------FL--------------------------DSSRIT------SL-LP-------NR-------------------------A------NRS-----ESD--------F---------------------------------------------------------EQ---------IIS-ALAVQSPDAL-------RLARLLCT----T--P---FT-----------LPVARLIQ----E--A--------VLGR---D----TS--P---------YVLAQVML---SGI--VG------------------------------------------TAEAAAN-------SDPERTYFEV--------RA--L------ARRIL-LR-SLRKSEAEAAASELE----------ARVS-MHLENIQDRVG--RYA----------VRYLD-------ER--------G-EH------SIPDF---------AS------AFA
SFV19391.1 CS----A------V----KP--G-------------L--P---V-------------A----QLD-----VRRYWW---------------------T------------------ISDETTSPF----------------------------------------------------------------------VPVLDL-DP--------------A-S--VHRFAKMQ---MG----------LGGS----NPVI------FL-------------------------DSSRITS---------LL-------PN------------R------------A------NRS-----ESD--------F---------------------------------------------------------EQ---------IIS-ALAVQSPDAL-------RLARLLCT----T--P---FT-----------LPVARLIQ----E--A--------VLGR---D----TS--P---------YVLAQVML---SGI--VG------------------------------------------TAEAAAN-------SDPERTYFEV--------RA--F------ARRIL-MR-SLRKSE--A----------------EAAA----SELEARVS--MHL--------------E-----NIQD------------------RVGRY---------AV-------RY
WP_051846592.1 RR----R------E----GR--G-------------A--R---L-------------A----------------FT----------------------------------------GGPTARAAP---------------------------------GA-------------RALP------------------VPVLAL-NR--------------D-A--LGTWARLL---SG------S---TGLS----QPGA-----VGW----------------------------VRPD---------HP-------SA------------GPRPARP-------------TGD-----RRA--------A---------------------------------------------------------EL---------LRA-FRTTASREAV-------RLAVCLSA----A--P---LT-----------LPVMQLVQ----R--T----M---L--P---S----TG--P---------EVLAEVVL---SGL--LH---------------------------------------------RAEGE------PGAAEDAYAF--------AP--G------VRRTL-LR-SLPKGE--A----------------VLVL--------KHVS--AYV--------------E----RHFGR------------------RSRNF----P----AY--------A
WP_078872798.1 RR----R------E----GR--G-------------A--R---L-------------A----------------FT----------------------------------------GGPTARAAP---------------------------------GA-------------RALP------------------VPVLAL-NR--------------D-A--LGTWARLL---SG------S---TGLS----QPGA-----VGW----------------------------VRPD---------HP-------SA------------GPRPARP-------------TGD-----RRA--------A---------------------------------------------------------EL---------LRA-FRTTASREAV-------RLAVCLSA----A--P---LT-----------LPVMQLVQ----R--T----M---L--P---S----TG--P---------EVLAEVVL---SGL--LH---------------------------------------------RAEGE------PGAAEDAYAF--------AP--G------VRRTL-LR-SLPKGE--A----------------VLVL--------KHVS--AYV--------------E----RHFGR------------------RSRNF----P----AY--------A
SCG36816.1 LG----T------P----SP--G-------------A--P---N-------------N------R---------LS-------------------------------------FVSYRRRQHGPD--------------------------------------------------LP------------------VPVLEI-DP--------------G-W--LAPWARLAGGTAH----------GGVDASVIFPGD------AA-----------------------RGTPADRRE------------------PH----------------------------------------DAV------------------------------------------------------------------ER---------VRA-FRAEATPEAY-------ELLTYLSA----A--P---LS-----------LPLMRTVQ-------A--TMM------P---R----SS--P-----A---HL-AEILF---SGL--VA----------------------------------------------TVDD------GPAADDRYEF--------VD--G------VRDVL-LG-TLQRHE--A----------------ERVD--------QEVS--AFI--------------E----RWLRL------------------PGAGL----A----AA--------V
KUF20465.1 TR----------------RP--G-------------L--SGTIG------------------------------FH-------------------------------------AHSAPAAERARP---------------------------------GR---------------VP------------------VPILAP-RA--------------E-A--LAAWARLVADLTG----------GATPGVAGFVGA----------------------------------DHPAAP---------AA-------PA------------A-------------------ESP-----GAP--------V---------------------------------------------------------ER---------VSR-FRATGSPGAV-------RLATLLAA----V--P---LA-----------FPVMQLVQ----R--A----L---L--P---E----SG--P---------DVMAEVVL---SGL--LR-----------------------------------------RVDNSASGAGAAVGHTSDGALEFAF--------RP--G------VREEL-LL-RLSVED--A----------------QDVL--------RQAS--AYV--------------E------RRF--------GR--------GGRNF----P----VI--------A
WP_058845433.1 TR----------------RP--G-------------L--SGTIG------------------------------FH-------------------------------------AHSAPAAERARP---------------------------------GR---------------VP------------------VPILAP-RA--------------E-A--LAAWARLVADLTG----------GATPGVAGFVGA----------------------------------DHPAAP---------AA-------PA------------A-------------------ESP-----GAP--------V---------------------------------------------------------ER---------VSR-FRATGSPGAV-------RLATLLAA----V--P---LA-----------FPVMQLVQ----R--A----L---L--P---E----SG--P---------DVMAEVVL---SGL--LR-----------------------------------------RVDNSASGAGAAVGHTSDGALEFAF--------RP--G------VREEL-LL-RLSVED--A----------------QDVL--------RQAS--AYV--------------E------RRF--------GR--------GGRNF----P----VI--------A
WP_009714190.1 RT----R-----------RP--G-------------S--A---N-------------A---------------DWS----------------------------------------VADPVLPTA-----------------------------LARFDG---------------VP------------------VPVLEP-EA--------------G-P--LADWARLI---AS----------ASGT----AVLP------LL----------------------APPRGAARPA---------SS-------PS------------P---------------------------SPA--------D---------------------------------------------------------ELGR-------VQL-FRDAASPEAY-------RLAAHLSA----V-AP---LP-----------VPVMRMVQ----K--A----V---DGRS---D----TG------------RL-AEVFL---GGL--MR--------------------------------------PVEPPASAGPDP------LPPEHPPFAF--------TD--A------AQQAL-LG-AVPLAE--L----------------VATS--------RTIG--RRL--------------E------ELA--------G---------RSPDF----P----AW--------L
WP_063731010.1 RT----R-----------RP--G-------------S--A---N-------------A---------------DWS----------------------------------------VADPVLPTA-----------------------------LARFDG---------------VP------------------VPVLEP-EA--------------G-P--LADWARLI---AS----------ASGT----AVLP------LL----------------------APPRGAARPA---------SS-------PS------------P---------------------------SPA--------D---------------------------------------------------------ELGR-------VQL-FRDAASPEAY-------RLAAHLSA----V-AP---LP-----------VPVMRMVQ----K--A----V---DGRS---D----TG------------RL-AEVFL---GGL--MR--------------------------------------PVEPPASAGPDP------LPPEHRPFAF--------TD--A------AQQAL-LG-AVPLAE--L----------------VATS--------RTIG--RRL--------------E------ELA--------G---------RSPDF----P----AW--------L
WP_006602968.1 AA----P------A----EF--G----------------------------------G----LGR---------LL--------------V------C----------D-------PLSGERDPE---------------------AE----------GV---------------LA------------------LPVLHP-TA--------------S-A--LEQWAGLL---TR----------PGVP--HLIDTV------LL-------------------------DELPGHR---------GP-------DR------------P---------------------E-----GSA--------E---------------------------------------------------------EL---------LAH-FRGAFSPEAY-------RLAVRLSA----V-RP---LT-----------TPLMQLVR-------A--ATM------G---D----AG--P-----T---HV-AEILL---GGL--LE----------------------------RTDRARDTSAAHTLDRALGAPPP-----GLATEPVYDF--------RP--G------VRELL-FS-GLGAEA--A----------------VEVV--------EAVG--RSL--------------E-------PY----M---G---------RLPDF----P----VL--------M
SEE56281.1 AA----P------A----EF--G----------------------------------S----------------LG--------------------------------RLLVCDPLSGERDPEAA---------------------------------GV---------------LA------------------LPVLHP-TA--------------S-A--LEQWAGLL---TR----------PGVP--HLIDTV------LL-------------------------DELPGHR---------GP-------DR------------P---------------------E-----GSA--------E---------------------------------------------------------EL---------LAH-FRGAFSPEAY-------RLAVRLSA----V-RP---LT-----------TPLMQLVR-------A--ATM------G---D----AG--P-----T---HV-AEILL---GGL--LE----------------------------RTDRARDTSAAHTLDRALGAPPP-----GLATEPVYDF--------RP--G------VRELL-FS-GLGAEA--A----------------VEVV--------EAVG--RSL--------------E-------PY----M---G---------RLPDF----P----VL--------M
WP_052360456.1 LQ----A------V----QS--G---------------------------------------------------LA--------------Y-----------------PKLRYQARNQGFGAEEL---------------------------------SG---------------TP------------------VPVMEL-DA--------------R-W--ISQWAGLV---SG------D---NRGW----VNGV------VM-------------------------LAGDRHT------EE-PL-------RQ------------P------------D------VAP-----STP--------L---------------------------------------------------------ER---------VQA-FRSSASPVAF-------SLAAYLSA----A--P---LS-----------LPVMRLVQ----Q--T----M---L--P---D----SR--P-----A---HL-AEVFL---GQL--LQ------------------------------------------RIGPERAG------EHPDEVEYDF--------HP--G------VRETL-LG-TLRRTE--A----------------LRVF--------GMVS--EYV--------------A------ARM--------G---------QPLDF----A----AM--------L
AHH96337.1 LQ----A------V----QS--G---------------------------------------------------LA--------------Y-----------------PKLRYQARNQGFGAEEL---------------------------------SG---------------TP------------------VPVMEL-DA--------------R-W--ISQWAGLV---SG------D---NRGW----VNGV------VM-----------------------LAGDRHTEE---------PL-------RQ------------P------------D------VAP-----STP--------L---------------------------------------------------------ER---------VQA-FRSSASPVAF-------SLAAYLSA----A--P---LS-----------LPVMRLVQ----Q--T----M---L--P---D----SR--P-----A---HL-AEVFL---GQL--LQ------------------------------------------RIGPERAG------EHPDEVEYDF--------HP--G------VRETL-LG-TLRRTE--A----------------LRVF--------GMVS--EYV--------------A-------AR----M---G---------QPLDF----A----AM--------L
EWM11539.1 LR----A----FES--------G-------------L--P----------------------------------FR---------------------------------RFEFVQRNQGFGAPPM---------------------------------TG---------------IP------------------VPIMEL-DP--------------R-W--IGRWASLL---AG------E---NRGW----VDGV------VV----------------------LAGGEVGARP----EWMVDTP---------------------P---------------------------DGP--------L---------------------------------------------------------DL---------VQA-FRATASPTAF-------RLAAYLAT----A--P---LS-----------LPVMRLVQ-------A--TML------P---E----SG--P-----A---HL-AEVFL---GQL--LH------------------------------------------RVGDERAH------EDPDQVQYDF--------RK--G------VRETL-LG-TLRRDE--A----------------VRVF--------GEVS--RFV--------------G------SRM--------G---------QPLDF----A----AM--------L
EIP98807.1 VS----A------A----AA--G-------------A--P---N-------------T------R----LRSTLWR----------------------------------------AQPDEQTAP---------------------------------GA----------------P------------------IPIVNA-EP--------------R-R--LAAWARFL---AG---------APRLH----LPAV------IL----------------------RTAPTSPVLNRLA------AR-------NQ------------P------------A------PAS-----PSA--------E---------------------------------------------------------QR---------VLA-FRRSASPEAC-------RLACLLAA----S--V---LR-----------FPVMRLVQ----A--A----M---L--P---G----TG--Q-----T---TL-AEVFL---GGL--LV------------------------------------------RADPAAAG------ENPDEVDYDF--------HP--G------VRELL-LR-SAWTPE--V----------------LQTH--------YIVS--DYL--------------M-------RH----L---G---------LPLDF----R----AM--------V
WP_007361780.1 VS----A------A----AA--G-------------A--P---N-------------T------R----LRSTLWR----------------------------------------AQPDEQTAP---------------------------------GA----------------P------------------IPIVNA-EP--------------R-R--LAAWARFL---AG---------APRLH----LPAV------IL----------------------RTAPTSPVLNRLA------AR-------NQ------------P------------A------PAS-----PSA--------E---------------------------------------------------------QR---------VLA-FRRSASPEAC-------RLACLLAA----S--V---LR-----------FPVMRLVQ----A--A----M---L--P---G----TG--Q-----T---TL-AEVFL---GGL--LV------------------------------------------RADPAAAG------ENPDEVDYDF--------HP--G------VRELL-LR-SAWTPE--V----------------LQTH--------YIVS--DYL----------------------------MRHLG---------LPLDF----R----AM--------V
SEB64482.1 FR----S----AES--GRSP--A----------------------------------R----------------LR------------------------------------FTPYMLGARAPQQ---------------------------------GE---------------VA------------------VPVLAI-CP--------------E-W--LAPWARAV----G----------GAGE----FDGA------AV----------------------RLPAGATAAS---------GPLM-----PP------------P-------------------TRQ-----PVG--------F---------------------------------------------------------EE-------------FLAQSQPRPF-------RLAAYLSA----A--P---LN-----------LAVMRLVQ----S--A----M---L--P---D----SP--P-----S---DL-AEVVF---SGL--LR------------------------------------------RLPTAGAA------DDPLQQAYEF--------TP--G------VRERL-LS-TLRRDE--A----------------DQVI--------ASVS--AYV--------------E----RNVPA------------------GAPRF----T----AA---------
WP_052743202.1 SQ----------------AD--G-------------L--P---T-------------R----------------LH------------------------------------FTPYALGSRTPQP---------------------------------GE---------------IP------------------VPVLAL-SP--------------E-W--LAPWARAV---AG------VGEFDGAA----VRLP------AA-------------------------GAAAPDA---------LP-------PP------------P---------------------------AEA--------P---------------------------------------------------------VS---------FEE-FLAQAQPGPF-------RLAAYLSA----A--P---LN-----------LAVMRLVQ----S--V----M---L--P---D----SP--P-----S---DL-AAIVY---SGV--LR------------------------------------------RLPGGDTD------PDPLQQAYEF--------AP--G------IRERL-LS-TLRRDE--A----------------DQVV--------ANVS--AYV--------------E----RNLPA------------------GSARF----T----AA--------I
WP_081104772.1 AR----A------P----SR--G-------------A--C---N-------------R----DLT---------FR---------------------A----------P-------LGTRHLDRR---------------------------------VF---------------TA------------------LPVLNL-AS--------------V-P--LERWSRML---MR------S---DPAG----CEAL------LV-------------------------PTTSESR---------HW-------PA------------S------------V------AKD-----SRM--------Q--------------------------EDPA---------------------------EL---------VSR-FRRTAAPAAF-------RLACLCSP---QASTP----------------LRVLNVIR----R--E----V---A--P---D----ST--L-----A---DV-AEVIS---SGLFTVT-------------------------------------------------------RSGDGDTVLSF--------KR--G------VQRLL-DN-FVTESD--L----------------WNRY--------STLS--SYA--------------T-------KS--------G---------STPPL----P----MT--------V
WP_081281385.1 AR----A------P----SR--G-------------A--C---N-------------R----DLT---------FR---------------------A----------P-------LGTRHLDRR---------------------------------VF---------------TA------------------LPVLNL-AS--------------V-S--LERWSRML---MR------S---DPAG----CEAL------LV-------------------------PTSSEWG---------HW-------PS------------P------------A------VKG-----FRT--------Q--------------------------EDPA---------------------------EL---------VSR-FRRTAAPAAF-------RLACLCSP---QASTP----------------LRVLDVIR----R--E----V---A--P---D----ST--R-----A---DL-AEVIS---SGLFTVT-------------------------------------------------------RSGDGDTLLSF--------KR--G------VQHLL-DN-CVTESD--L----------------WNRY--------STLA--SYA------------ARS------GPT------------------APPSM---------TA---------
WP_079127936.1 VR----A------A----RP--A-------------A--P---N-------------V------S---------WR-----------------------------------LAEASPRGGRSRPS-----------------------SRSRVQKELVDS---------------IA------------------IPIVEA-SA--------------L-G--LGALASLV---AG----------EGRW----NRLS------CL-------------------TIGRTGRDSVSAP----TLAFVAT-------PE------------P---------------------------GGM--------A--------------------------------------------------------------------LRR-FQENASPAAQ-------ELAGYLSA----V--P---LT-----------LPVMTLVR----R--A----M---LPYS---D----HG------------HI-AEVAL---GGL--FE---------------------------------------------EWQEGQGT---LDMARFEFHF--------LP--G------VREAL-LG-AQLRHDITA----------------VQEL------VRREVA--HYV--------------E-------------RLAGG---------LGGEF----P----AT--------R
SCF56449.1 VR----A------A----RP--A-------------A--P---N----------------------------VSWR----------------------------------LAQAARQGGSSRLSS------------------------RSRVRAGLAGS---------------IA------------------IPMVEA-SP--------------S-G--LGALASLV---AG----------EGRW----SRLS------CL-------------------TIDRTGTGIESAA----APALAAA-------PD------------P---------------------------DAK------------------------------------------------------------------RA---------LRR-FQESASPVAQ-------ELAGYLSA----V--P---LT-----------LPVMTLVR----R--A----M---L--P---H----SK--H-----G---HL-AEVAL---GGL--LE---------------------------------------------GWQDGHGT---FDMARFEFHF--------LP--G------VREAL-LG-AQLRHDITA----------------VQEL------VRREVA--DYV--------------E-------------RLAGG---------SGGDF----P----AT-------RT
EFO80365.1 LQ----A------K----TA--G-------------I--P---N-------------T------Q---------LT------------------------------------ALPADDWGDAMPT---------------------------------HN---------------TL------------------LPVVTL-TP--------------E-S--IKTWVGLL---IG------R---PESI----VGGY------AL-------------------------DRVTKPT---------AP-------QR------------P------------T------DVM-----PSP--------Q---------------------------------------------------------QR---------LQR-FLSLSTPTAQ-------RLALLASA----T--P---VT-----------LPILHLLC----R--T----F---L--P---M----AD--Q-----S---HI-AEVLL---SGL--LY-------------------------------------------QTSSDAID-----PAADAIVYEF--------HT--G------VRELL-LE-LAPFKQ--S----------------SEVI--------ASVS--AYL--------------E-----EHAE------------------HEHDM----R----VD--------L
WP_006562336.1 LQ----A------K----TA--G-------------I--P---N-------------T------Q---------LT------------------------------------ALPADDWGDAMPT---------------------------------HN---------------TL------------------LPVVTL-TP--------------E-S--IKTWVGLL---IG------R---PESI----VGGY------AL-------------------------DRVTKPT---------AP-------QR------------P------------T------DVM-----PSP--------Q---------------------------------------------------------QR---------LQR-FLSLSTPTAQ-------RLALLASA----T--P---VT-----------LPILHLLC----R--T----F---L--P---M----AD--Q-----S---HI-AEVLL---SGL--LY-------------------------------------------QTSSDAID-----PAADAIVYEF--------HT--G------VRELL-LE-LAPFKQ--S----------------SEVI--------ASVS--AYL--------------E-----EHAE------------------HEHDM----R----VD--------L
AKJ08455.1 LQ----------------APRRC-------------A--T---N--------------------EELVLKRPAWWP----------------------------------------GQGPREGPV----------------------------------------------------------------------VPVFPL-EP--------------E-A--LGHWARFL---AG----------EDVT----LQGF------EL------------------------HLSGALPP--TMEDLAAHP-------PE------------A---------------------------ARC-----------------------------------------------------------------------------VQR-FLSTASTPAR-------KLATFLAA----T--P---VS-----------LPVMRFVQ-------E--TLV------P---E----AD--E-----G---HL-AEVFL---GGL--LR------------------------------------------VPSGQGEG------LDPETTQYDF--------WP--G------VRELL-LD-SLPTSG--A----------------RRVL--------LSVS--DFL--------------E------GQR--------G---------PVRYF----P----SL--------L
WP_047861214.1 LA----L------Q----AP--R-------------R--C---A-------------T--NEELV----LKRPAWW--------------------------------P-------GQGPREGPV----------------------------------------------------------------------VPVFPL-EP--------------E-A--LGHWARFL---AG----------EDVT----LQGF------EL----------------------HLSGALPPTM------ED-LA-------AH------------P---------------------------PEA--------A---------------------------------------------------------RC---------VQR-FLSTASTPAR-------KLATFLAA----T--P---VS-----------LPVMRFVQ----E--T----L---V--P---E----AD--E-----G---HL-AEVFL---GGL--LR------------------------------------------VPSGQGEG------LDPETTQYDF--------WP--G------VRELL-LD-SLPTSG--A----------------RRVL--------LSVS--DFL--------------E------GQR--------G---------PVRYF----P----SL--------L
WP_055420298.1 TP----A------------P--G-------------T--P---N-------------V------R---------QT--------------H-----------------T-------PLLEQGDPA---------------------------------HG---------------MA------------------VPVLEM-DP--------------R-W--LGPWASLV---SG------E---SPTW----DTVV------AI-----------------------------VPE---------RP-------DT------------P---SADTA----R------LRQ-----DDP--------A---------DEE--------------IPAQ---------------------------ER---------LER-TKARLSPAAL-------RLARHLAV----V--P---LS-----------LPVMRLVQ----Q--A----V---C--Q---D----SR--P-----S---VL-TEVLF---TGL--VT----------------------------------RVP-WAEPSGLPHQDR------DTVHGVLFDF--------RP--G------IRELL-LS-EIRRTE--A----------------LRTL--------TLVA--DHV------------LGE------LSS--------G-----Q---SPVTF----T----AL--------F
WP_067031497.1 LR----S------P----GP--G-------------A--A---N------------------------------------------------------------------------TRLVKPGAP--------------------------------------------------MP------------------VPVLLL-DP--------------D-S--IGPWASLT---SG----------ESSV----VESL------VT---------------------LVGSSPLRRPE---------LP-------DD------------P------------------TAAE-----LSP--------T---------------------------------------------------------EL---------VQR-FRNDASPEAY-------NLIVYLSA----V--A---LS-----------PPVMRIVQ----H--R----M---LADP---R--------P-----S---QL-AEIYL---SGL--LE-------------------------------------------RTEDSVG------ARGDDIVFDF--------RP--G------VRAEL-LG-ALRSKA--A----------------RQIL--------QYVT--EYL--------------E------TAH--------G---------SRVEF----A----AL--------L
WP_026217851.1 FR----S------Q--GTGP--A-------------R--R---S-------------A----------------FR--------------------------------------LRHGKRWTYSH---------------------------------ER---------------VA------------------IPVIGV-HPDGLRPGDAPDRRSGR-WSELSRWTRMV---TD------E---RGRE----FANS------AW-----------------------VLDPRRRAD----LADPVSV-------PP--------------------------------EDA-----RTP--------A---------------------------------------------------------AR---------LAE-FRAGASATAV-------ELLGRLAA----A--P---IS-----------LATVRVVQ----S--S----V---LEVE---D--------P---------AFAAEVFL---SGL--LV------------------------------------------PSRDRVAE------ARADDVLYDL--------DA--G------VRETL-LS-GMSRQS--A----------------LEVY--------FRVA--RFM--------------D------ERL--------G-R-------VEFDF----H----DL--------L
WP_078978683.1 SR----G------T----GA--A----------------------------------R----RSA---------FR--------------V------R------------------HTTRWTGPP---------------------------------ER---------------VA------------------VPLIAL-HPEGLWADDPADRRAGR-WSELSRWARMI---TD------E---RGRE----FAGP------AW------------------------VLDPRAPA---------GG-------PV------------P---------------------A-----PVP--------A---------EDR--------------RTPA---------------------------VR---------LAE-FRAGASPDAV-------ELLGKLAA----A--P---IS-----------PATMRVVQ----S--A----V---LGQE---D--------P---------AFAAEVML---SGL--LV------------------------------------------ESPDRDEA------ARADDVVYDL--------DE--Q------VRETL-LT-AMSRRS--A----------------LEVY--------FRVA--EFL--------------H------ERN--------G-----H---AEFDF----Q----DL--------L
WP_057578301.1 RH----N-----------GT----------------V--PHSNA-------------Q----------------WT------------------------------------AQNGSRLDGQVPT---------------------------------EG---------------IR------------------VPVITL-EE--------------R-F--LRAWVAFI---TG------KDSHASLPTITLLPPS------------------------------ARGPFLAAGP---------TP-------PA------------A-------------------SAGSSAVVEDP--------A---------------------------------------------------------AL---------EGR-LTAHLDPDEL-------IAARILAA----V--P----------------LTDINMRA-------A----L------A---E----VA--P---------TL-EFILPSVLSGLRAVG-----------------------------------ALVSVGAVPNASRAA------AQLSTETMDF--------VP--G------LRARL-LA-HAPTSE--T----------------AGAM--------NAVH--RHL--------------E---------------------------TGDVWGHFDA----AA--------L
KRD17930.1 RH----N-----------GT----------------V--PHSNA-------------Q----------------WT------------------------------------AQNGSRLDGQVPT---------------------------------EG---------------IR------------------VPVITL-EE--------------R-F--LRAWVAFI---TG------KDSHASLPTITLLPPS------------------------------ARGPFLAAGP---------TP-------PA------------A-------------------SAGSSAVVEDP--------A---------------------------------------------------------AL---------EGR-LTAHLDPDEL-------IAARILAA----V--P----------------LTDINMRA-------A----L------A---E----VA--P---------TL-EFILPSVLSGLRAVG-----------------------------------ALVSVGAVPNASRAA------AQLSTETMDF--------VP--G------LRARL-LA-HAPTSE--T----------------AGAM--------NAVH--RHL--------------E---------------------------TGDVWGHFDA----AA--------L
EHR73674.1 LA----P-----------RP--G-------------A--A---N-------------A----------------------------------------------------ALSVQRPAWAQGRPG--------------------------------------------------LV------------------LPVFAM-QA--------------A-S--AGPWARML---MA------R---GDAW----APVA------LL-------------------------PRAEVPA------------------PA------------P---------------QESDDDPVAAELRAALALAQQQQA---------------------------------------------------------APGVDLDPGLGLLRAFRAAALPAAR-------QLAAGLAL----V-NP---LT-----------LPVMRLVQ----HGLA-----------P---E----GG--A-----A---AL-AQVLA---SGL--FQ-------------------------------------------PDRPLQP------HTEDQALWQV--------AP--A------VRERL-AA-GLTRSM--W----------------QQVM--------LTIG--RAI--------------E------EEA--------G---------AACDI----L----AA--------I
WP_009553588.1 LA----P-----------RP--G-------------A--A---N-------------A----------------------------------------------------ALSVQRPAWAQGRPG--------------------------------------------------LV------------------LPVFAM-QA--------------A-S--AGPWARML---MA------R---GDAW----APVA------LL-------------------------PRAEVPA------------------PA------------P---------------QESDDDPVAAELRAALALAQQQQA---------------------------------------------------------APGVDLDPGLGLLRAFRAAALPAAR-------QLAAGLAL----V-NP---LT-----------LPVMRLVQ----HGLA-----------P---E----GG--A-----A---AL-AQVLA---SGL--FQ-------------------------------------------PDRPLQP------HTEDQALWQV--------AP--A------VRERL-AA-GLTRSM--W----------------QQVM--------LTIG--RAI--------------E------EEA--------G---------AACDI----L----AA--------I
WP_052390618.1 RA----G-----------RA--G-------------T--A---N-------------S------A---------WR------------------------------------VTDPVLPADLAPF---------------------------------SG---------------LP------------------VPVVEL-DP--------------A-S--IAAWALLVAHGTG----------TSVQVAEVTPAA----------------------------------PQERPT------------------PA------------P-------------------AGTGPATDMRS--------R--------------------------------------------------------------------LTL-FRSAASPEAF-------RLAGHLAA----V-RP---LT-----------LPVMRLVQ----R--A----V---LGNQ--------GS--P-----A---HL-AEVLL---GGL--LR-----------------------------------------RAPADPAPT------GHPHPQRYDF--------RP--G------LRELL-LE-SVPTGA--A----------------LSTA--------ALVT-------------------D--LWRSRTP------------------DGRDT----P----AL--------R
WP_028808563.1 VS----G------P----RA--G-------------S--A---N-------------T----ALR-----VDDPWL--------------------------------P--------------PE---------------------LGQFTG-----------------------VP------------------VPVVEL-HP--------------S-A--LAQWAKLV---AD----------GSSTPLHVIPVS------------------------------------SDRQ---------NS-------PT-------------------------S------SSV-----SAP--------A---------DLR---------------------------------------------EH---------LAF-FRRAASPEAF-------RLAGHLAA----V-RP---LT-----------LGLMRLVQ----R--S----V---FGRS---D--------P-----A---PL-AEVLL---GGL--MR---------------------------------------------QSPDP------ARPTVTQYDY--------RP--G------MRDLL-ME-TVPSGD--L----------------LKTA--------QLVT--DGL--------------R------LSQ--------P---------APRTF----S----AI--------R
WP_026065859.1 MS----A------A--TFGR--G-------------R--R---R------------------------------FR-----------------------------------FRARRSLADRRRST---------------------------------RA---------------TS------------------IPVLQL-GP--------------E-W--LGPWARLV---AG------R---GSAA----MDCA------VL------------------------GLPATRPS---------AS-------PA--------------------------------QRQRRYLPASP--------L---------------------------------------------------------ER---------VWS-FRAAASPEAF-------QLATYLSA----V--P---LD-----------LSVIRLVQ----R--V----M---L--P---E----SR--P-----F---HL-SEVLT---GGLVTLS--------------------------------------SAMPAEESDVPA------GAATEVHYQF--------LP--G------VREVL-LS-MLSRSG--Q----------------QAVL--------EALS--HFL--------------E------DHF--------G-I-------SPREF---------SA------TLA
WP_026418515.1 MS----A------A----TF--G-------------R--G---R-------------R--RFRFR---------AR---------------------R------------------SLADRRRST---------------------------------RA---------------TS------------------IPVLQL-GP--------------E-W--LGPWARLV---AG------R---GSAT----MDCA------VL------------------------GLPATRPS------------------TS------------P------------V------QRQRRYLPASP--------L---------------------------------------------------------ER---------VWS-FRAAASPEAF-------QLATYLSA----V--P---LD-----------LSVIRLVQ----R--V----M---M--P---E----SR--P-----F---HL-SEVLT---GGLVTLS--------------------------------------SAMPAEESAVPV------GPTTDVHYQF--------LP--G------VREVL-LS-MLSRSG--Q----------------QAVL--------EALS--HFL--------------E-------DH----F---G-I-------SPREF---------SA------TLA
KPH99459.1 TT----V------V----AP--A-------------P--A---A-------------T--GLRLG---------WR---------------------R----------P----RLLQVTPETRPW--------------------------------------------------VS------------------LPVLPL-EA--------------E-R--VEAWTRAL---MR------M---DPEG----CEAV------LV------------------PATGRVPRRRAHTR---------TA-------PR------------P---------------------E-----PQV--------A---------------------------------------------------------DR---------AEA-FLRDASPSAI-------RLAVAVA--------PLDAFT-----------LPVLDVLR----E--R----V---V--P---E----AG--L-----T---DT-AEFLT---AGMLTVN------------------------------------------RN------------GGGSDPLYRF--------RP--Q------AADVL-LK-RLSREQ--L----------------WETH--------IAFS--EHL--------------E-----AKLH------------------SPHGI----R----TV--------V
WP_054236610.1 TT----V------V----AP--A-------------P--A---A-------------T--GLRLG---------WR-----------------------------------RPRLLQVTPETRPW--------------------------------------------------VS------------------LPVLPL-EA--------------E-R--VEAWTRAL---MR------M---DPEG----CEAV------LV--------------------PATGRVPRRRAH------TR-TA-------PR------------P---------------------E-----PQV--------A---------------------------------------------------------DR---------AEA-FLRDASPSAI-------RLAVAVA--------PLDAFT-----------LPVLDVLR----E--R----V---V--P---E----AG--L-----T---DT-AEFLT---AGM--LT----------------------------------------VNRN------------GGGSDPLYRF--------RP--Q------AADVL-LK-RLSREQ--L----------------WETH--------IAFS--EHL--------------E-----AKLH------------------SPHGI----R----TV--------V
ACL45435.1 LK----S------R----RP--G-------------A--L---S-------------R------D---------WG--------------I----------------------------EGLSPQ---------------------RRQQLP------QG---------------LK------------------LPVVTV-QP--------------E-S--LGQWAKAI---AA------S---SDQP----TMGI------LF--------------------------NRRGFQ---------AP-------PS------------V------------Q------ETP-----LTA--------K---------------------------------------------------------QL---------VQR-FRNTASEKAQ-------ELADMMAV----L--P---VN-----------WSVIRLIQ----K--N----L---VREEPLQE----TG--A-----L---YL-AEIFL---SGL--LR----------------------------------PATIGSEQPK------------NHKIKPQYDF--------VD--G------VRDVL-LG-TIPISE--AQAVGEEIATAVFKQLPSEVQ--------ERVN--ADI--------------E-------RR----F---G-D-------SLSYF----E----AF---------
WP_049770996.1 LK----S------R----RP--G-------------A--L---S-------------R------D---------WG------------------------------------IEGLSPQRRQQLP---------------------------------QG---------------LK------------------LPVVTV-QP--------------E-S--LGQWAKAI---AA------S---SDQP----TMGI------LF----------------------------NRRG------FQ-AP-------PS------------V------------Q------ETP-----LTA--------K---------------------------------------------------------QL---------VQR-FRNTASEKAQ-------ELADMMAV----L--P---VN-----------WSVIRLIQ----K--N----L---VREEPLQE----TG--A-----L---YL-AEIFL---SGL--LR----------------------------------PATIGSEQPK------------NHKIKPQYDF--------VD--G------VRDVL-LG-TIPISE--AQAVGEEIATAVFKQLPSEVQERVNADIERRFG--DSL--------------S-----YFEA----F-------------LIPDL---------PW--------G
WP_051042918.1 WP----A------S-----P--A-------------G--P---N-------------T------G----YVRERIR---------------------------------------SDTGGEERPR---------------------------------GT---------------L-------------------VPVLPMRAA----------------A--LHAWASFTMVRNR----------SRLW----VHAA------EY------------------------------PD------SG-AR-------PT------------P------------S------PPENEEGVLPE--------E---------------------------------------------------------EA---------VLR-FRRTASPEAF-------ELAVALAA----V--P---LH-----------PAVVSEVC----R--D----V---L--G---R----AS--P-----S---EL-TEVFF---SGL--VR------------------------------------------LAEGVLEE------DPLEEVRWDF--------RS--G------VRARL-LALGGQVPE--I----------------RRML--------RLAV--RVL--------------D-----------------G---------RDPWF----D----DL------ARM
WP_026118556.1 WP----A-----------SP--A-------------G--P---N-------------TGYVREST---------RA----------------------------------------GAVGEESPR---------------------------------GT---------------L-------------------IPVLPLRAA----------------A--LHDWASFTMVRSR----------ARLW----VHAA------EY------------------------PDPGARAD------------------PE----------------------------------------VPE--------G---------------------------------------------------------DA---------VLR-FRRTASPEAF-------ELAVSLAA----V--P---LH-----------PAVVSEVC----R--D----V---L--G---A----AS--P-----S---EL-TEVFF---SGL--VR------------------------------------------LADGVLDE------TPGEEVRWDF--------RD--G------VRARL-LALGGQVPE--I----------------RRML--------RLAV--RVL--------------D-----------------G---------RDPWF----D----DL--------A
OEV17914.1 ------N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPAVRV---------------------------------TG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SRVGAHNGTL-------RFAL-----------P----------------------------R--R----L----------G----TE--------A------GQASA---GGT------------------------------------------------------------------------------SA--G------------DGTAGGQGA--S----------------ARAA-----------------------------------------------------------SPGPW----T----AL---------
OEV17915.1 -------------------------------------------N-------------------------------------------------------------------------------------------------------------------------------------------------------LPAVRV---------------------------------TG-------------------------------------------------------------------------------------------------------------------------------------S-----------------------------------------------------------------------------------------RVGAHNGT-----------LR-----------FALPRRLG-------T---------------E----AG--Q-----A---SA---------GGT-------------------------------------------------------------SAGDGTA--------------G------GQGAS-AR-AASPGP-------------------WTAL--------PVVS-----------------------------------------------CTPHL----L----GA---------
WP_052518892.1 LR----A------S----RR--G-------------T--P---N-------------S--------------------------------------------------QFLVTRLSRRARQPAPA--------------------------------------------------APV-----------------VPVVTL-EK--------------A-S--LGAWAKLV---AG----------GDTS----VLGF------EL-------------------------HRARTLP----PAMSLEG-------PS------------P---------------------------SAL------------------------------------------------------------------ER---------VQR-FHATASAPAR-------KLAGLLAA----V--P---VS-----------LPVMRLVR----E--T----M---V--P---E----AR--Q-----E---DL-AEVFL---GGL--LR------------------------------------------ELPEQDAS------MDPEQKQYDF--------WP--G------VRDLL-LD-AVPAGS--A----------------RTVL--------LRVS--DFI--------------E------SRL--------GH--------QTRDF----P----AL--------L
WP_051778639.1 VR----V------P----GP--G-------------G--P---N-------------T------G---------WR----------------------------------------VDGRPAHRE--------------------------------------------------PP------------------VPVLEL-TP--------------A-Y--LADWAALL---AA----------RNEE----ARLD------LL----------------------------VRAD------------------PR------------P--------------------APLARRHLPP--------L---------------------------------------------------------AR---------LDR-FRAAASPGAY-------RLAAHFAV----L-AP---LS-----------IPVMRLVR----D--A----V------AGDTE----IG--------T---AMLTEVLL---GGL--MR------------------------------------------PWEEEPAE------VPLPWRQFDF--------DS--E------VRAAL-SE-ALPSAE--L----------------RRVR--------RAVN--RQI--------------D------RLA--------G---------HAPEF----P----AW--------L
WP_051837519.1 TA----R------S----HA--A----------------P---N-------------T------D---------LA--------------F------T----------P-------YRADDTPQD---------------------------------HR---------------LP------------------VPVLEPTVP----------------W--LNHWARIV---AG----------RSGR----VPGA------AA------------------------FLPAAPAP---------EH-------DP------------P---------------------D-----DPG--------A--------------------------LSAE---------------------------QL---------VLR-FRAVATPEVF-------RLAGHLAI----G-VP----N-----------LPVMRFVQ----S--A----V---L--P---H----PD--P-----Q---QL-AEIIV---SGM--LT-------------------------------------------------------AVPGATGHYEF--------RP--G------VREVL-VR-TVPRSA--Y----------------------------RQTA--ELL----------------------RR--------E---------GHPTA----P----PV---------
WP_051761502.1 IP----G------LATQRQP--C-------------G--P---N-------------T------G---------LR---------------------------------------FLPFEETPPA---------------------------------RG---------------IP------------------LPVIEL-DP--------------V-W--IGDWARLV---AG----------GEAL----STAM------TY----------------------VSTRPRSLRD---------RV-------TE--------------------------------ERS-----LDV--------E---------------------------------------------------------DR---------LLR-FRATASPEAV-------RLTGYIAV----S-TP----A-----------LPVMRRIQ----R--A----L---L--P---R----SG--P-----R---HL-AEVLL---SGL--FR---------------------------------------------------------HVRGDHYEF--------VS--E------HARMAALK-LLPRSE--A----------------WHAV--------DVLN--RLS--------------A--DIEASAV--------T---------AASTF----G----AV--------L
WP_067817617.1 AH----L------P----RP--G-------------L--P---N-------------A------D---------LR--------------F------A----------P--------FDGDEPPD--------------------------------------------------LP------------------VPVLEI-AP--------------R-W--LSDWAYLV---AG------S---EPRP----VACA------AF-----------------------------PAA---------PP-------AA------------P----------VHR------EHR-----LPV--------E---------------------------------------------------------ER---------VRR-FLAAASPGAA-------ELAAHAAV----A-VP----S-----------LPVLRLIQ----H--R----V---L--G---R----SG--P-----S---QL-AEVLL---SGL--LR-------------------------------------------------------PV---DDHYEF--------VD--G------AREAL-LA-ALPRPE--A----------------LHTR-----NVLNAIS--AEI--------------T-------RR--------------A-GTATETF----P----AL--------L
WP_026401380.1 AH----P------P----RP--G-------------A--P---N-------------T------D---------LR--------------FVPYDGDA------------------------------------------------------------AG---------------VP------------------VPVLEV-AP--------------R-W--FAAWADLV---AG------A---GPRP----VAAA---------------------------------LPQPSRP---------SG-------PA------------P----------VER------ERD-----LPV--------D---------------------------------------------------------ER---------VRR-FLATASPTAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----V---L--G---G----AG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PV--DDLHYAF--------VP--G------AREAL-LD-TLPRPE--AQHT-------------RHVL--------EAVS--AEI--------------E-------RR--------------V-GTGAEVF----R----AL--------V
WP_067455624.1 AV----L------P----RP--G-------------A--P---N-------------T------D---------LR--------------F------T----------P-------------------------------------YDGLLP------AG---------------VP------------------VPVLEV-AP--------------H-W--FAAWARLV---SG------A---GPQP----AAVT------AL--------------------------PSRPSG---------AV-------PV------------H------------R------ERD-----LPI--------A---------------------------------------------------------ER---------VRR-FLSTASPTAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----V---L--G---G----SG--P-----G---QL-AEVLL---SGL--LR-------------------------------------------------------PA--GGVHYEF--------VP--G------AREAL-LD-TLPRPE--AQHT-------------RHVL--------EAVS--AEI--------------E-------RR--------------A-GTAAETF----R----AL--------L
WP_067794950.1 LP----R------------P--G-------------A--P---N-------------T------G---------LR--------------F------T----------P-------------------------------------HDGAVP------PG---------------VP------------------VPVLEV-AP--------------R-W--FAAWARLV---SG------A---DPQP----AAIT------AL----------------------------PPRP---------AG-------PA------------P------LH----R------ERE-----LPI--------A---------------------------------------------------------ER---------VRR-FLTTASPGAA-------ELAAHVAV----S-VP----S-----------LPVMRLIQ----H--R----I---L--G---G----SG--P-----G---RL-AEVLL---SGL--LR-------------------------------------------------------PI--DDVRYEF--------VP--G------AREAL-LD-TLPRPE--AQHT-------------RHVL--------KAVS--AEI--------------E------RRA--------G-----T---AAETF----R----AL--------L
WP_020507876.1 LS----A------G----RP--G-------------L--P---T-------------A----------------------------------------------------------ALAGAACAR---------------------------------GT---------------LS------------------LPVLTL-DP--------------A-A--LADWAAVT---AG------R---PRVSTLGVALDA------LW-----------------------TAPAAPAPS------------------PR------------P---------------------------EEA--------R---------------------------------------------------------AR---------LSA-FQGEASPQAQ-------QLAAVFCT----I--P---LT-----------LPIMRLAQ----Q--T----L------A--------SA--------TRLTHL-AEVLL---SGL--IG--------------------------------------RADRDLEAGRRA------SDPLQVPFDF--------LP--G------VREAL-LR-DLPEPQ-------------------VEAW-------ARQMA--QTV--------------E------QRL--------G---------QGHEF----L----AL--------Y
SDX38190.1 CH----A------R----EP--G-------------V--V---T-------------SKLDAEIF---------WW----------------------------------------KAPEASARP--------------------------------------------------LA------------------IPAVPM-TP--------------A-G--LSQWASTL---MG----------GNRS----TPVF------LL-------------------------DSDARHD---------QD-------DK------------P-------------------QAE-----QAE--------T---------------------------------------------------------EL---------AVA-LLRESSPEAF-------RLAVSLST----S--S---FT-----------IPVARVVQ----E--A--------QFGP---A----AD--Q-----S---HL-AEILL---SNL--VF------------------------------------------AHSPTTAE------SGPRNTYFEF--------IP--A------AQASL-LR-SLRESE-------------------VAAI---GEALEQRVS--RYL--------------Q------KIS--------G---------RSIRF----R----AL--------V
ABG51457.1 LD----C------L----QP--R-------------V--P---N-------------S------N---------LL--------------V------R----------------EVFFGSNDNLQ---------------------------------TG---------------IK------------------VPVFSL-EP--------------E-L--IETWSEMV---VG------K---GIIG----AGGF------VF-------------------------SSLLKLD---------QN-------QT-------------------------V------SDQ-----ERA--------N--------------------------LTGE---------------------------KR---------LYN-FKMSSSKTAQ-------KLAEYLSA----A--P--VIN-----------LPIVRSIQ----K--N----F---L--R---D----SQ--Q-----V---HV-AEVFL---GNI--LK------------------------------------PQSLITPD------------IDFDQVQYQF--------ID-EE------IRDIL-LK-DSPRKN--A----------------QEII--------TMIS-QDFA--------------N-----RLGN------------------SPREF----L----AL--------L
ABG51370.1 GN----N------K----KQ--N-------------S--T---Q-------------K----------------WD-----------------------------------AIPIEYWQEKYLNQ---------------------------------QT---------------VK------------------LPILNL-EP--------------K-S--MAAWVNVM---VG------K---GISW----CAGA------GL----------------------------GLEL---------MG-------PE------------P----------EEE------EEP-----LTP--------R---------------------------------------------------------EQ---------INN-FYATFSKEAW-------QLIQWLSA----I--P---IN-----------LSTIRLIQ----R--A----L---L--P---K----ST--Q-----I---NV-AEVLM---GGL--LS------------------------------------------PVKPFNSY------RFPHQIEFEF--------QP--G------IREIF-LD-RLGGKE-FC----------------IGVI--------GRLT--EKI--------------A-------SH----F---G-YE------TIREF---------EA------ILL
WP_012167133.1 VR----S------R----TP--G-------------A--K---N-------------TKLTPIYMSLRSTVNRGRR--------------------------------RSDQEPDQTQETQSSSP--------------------------------------------------VC------------------IPIITS-DS--------------E-Y--LGAWSRML---AG------D---RRYS----APGF------ML--------------------------PSTGWS---------AT-------PT--------------------------------SSE-----LES--------E---------------------------------------------------------EIVDG------LLEDFRLRATPEAR-------RLAALLSA----A--P--VIT-----------LPVMRLIR----A--S--DEF---L--P---G----SS--P-----L---PV-AEVFL---GGL--LT-------------------KAPEQPPE-----------------------------LESEVVQYLF--------PE--T------VRNRL-LD-VLPNVD--K----------------LEVI--------EKVS--QHV--------------A------ERLNC----------------TLADF----Q----AL--------L
BAS55188.1 SR----L------------P--G-------------A--L---S-------------R------D---------WS--------------I--E---G----------L-------SARQRQRLP---------------------------------EG---------------LN------------------LPVVTM-QP--------------E-A--FRQWAKAL---SA------M---DEQQ----TIGV------VL----------------------NLQAFPMPSL---------AQ-------AA------------P-----------------------------------------------------------------LTAK---------------------------QL---------VQR-FRSTASAKAQ-------ELADMMAV----L--P---VN-----------WSVIRLIQ----K--N----L------P---ADETENA--------L---YL-AEIFL---SGL--LH----------------------------------------------------------PIDAHYDF--------VE--G------VREVL-LK-TIPISE--AQAVGEEVTEAVFKQLPSEVQ--------ERVN--ADI--------------S-------RR----F---G-----E---GLSYF----E----AF---------
KST64955.1 LG----S------L----TA--G-------------V--A---N-------------K----HLL-----IKQLLL--------------W------K----------------------DINLD---------------------------------TG---------------IK------------------IPVLTL-EP--------------D-P--ALAWSQML---AG------K---SDAV----ASGF------VL----------------------SSEIKINHSK---------QR-------PL------------T------------T------IPQ-----VNA--------Q---------------------------------------------------------ER---------VYR-FRMTASPMAR-------KLAGLLAA----A--P--VIN-----------LPVVRLIQ----E--T----L---L--P---K----SR--Q-----A---HV-AEVFL---GGL--LK------------------------------------------PLTPIEAD------TLSDTVQYDF--------MD--DE-----IRGML-LE-AAPVKD--S----------------ADVL--------DAVS--EYV--------------A------AQL--------G-----K---SLQDF----V----AL--------L
WP_071102798.1 TP----V----QLH--SLSP--G-------------V--V---N-------------S------Q----FIVKPWD----------------------------------------EDDIGLLSE-------------------------------VGNS---------------VN------------------VPVVTL-EP--------------Y-P--LLVWSQVI---AG------Q---GNVS----TVGF------NF-----------------------NVSENPQPQ----RRALDRK-------PS--------------------------------QPQ-----LEA--------P---------------------------------------------------------VL---------VSR-FRATASPMAR-------RLAGLMAA----A--P---VS-----------LPVVQLIQ----Q--T----L---L--P---K----ST--Q-----I---HV-AEVFM---SGL--LQ------------------------------------SITPIDQD------------SNPDYIEYEF--------KP--G------IRELL-VD-SVPISK--T----------------ISVI--------DKVS--EFI--------------A------KKL--------G-L-------SVKEF----E----AR--------L
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WP_008307738.1 VR----N------H----LP--G-------------A--T---NPQLNPI-----FLS----------------LR--------------S------S----------ARRGRQSAYSETGAAPS---------------------SLASAP-----------------------IC------------------IPVVTS-EG--------------K-S--LGAWSQML---AG------D---RRYS----TPGF------IL------------------------PTTGWKPT---------DP-------PS-------------------------T------TDA-----PAE--------N---------GTD---------------------------------------------EL---------LEN-FRVKATPDAR-------RLAALLSA----A--P--VIT-----------LPVMRLIR----A--S--DEL---L--P---G----SS--P-----L---PI-AEVFL---GGL--LQ-------------------KAPDQPVT-----------------------------TNPEQVQYTF--------PH--E------VRDRL-LD-ILPKVD--A----------------IDVI--------EAVS--RYV--------------A-----ALLN----F-------------TLADF----R----AL--------L
EKU96985.1 IR----N------S----VP--G-------------G--A---N-------------Q----QVK---------IR--------------I---------------------------QDWDDPD---------------------------------DM------------AYRLP------------------VPVITS-EV--------------D-D--LQQWSWMI---AG------D---HRAV----VPGF------LL-----------------PRLPKSKTELAKLSR---------AE-------QTQEQAYADELENVP---RSQSYDEIAR------ERA-----GET--------Y---------DEDDQKVFEAAKNEELRQLAR---------------------------ER---------VED-FLDLASLPAR-------RLIMLLAA----A--P--VLT-----------LPVVRLIR----D--S----M---LTGT--------QS--P-----F---PL-AEVFL---SGL--LQ-------------------RLPGQEKAVEALQKATIESVEGLPLSDADDVPKVKF-NPEDFVQYDF--------AP--M------VRSVL-LD-FLPEVD--T----------------IDVI--------NRVS--AAV--------------E------RRW--------------N-KITNQDF----R----AF--------L
WP_015135700.1 AKSSDMG----SINSRLKLI--D-------------V--P---N------------------------------YA----------------------------------------KPRLKTRQD--------------------------------------------------LF------------------LPILTM-----------------E-WEMIYQWCRVQ---SG------N---SMGR----IPLYVIYTSKFY----------------------DSKRKSKPDE----QSSVETV-------PT------------E---------------------------LTP--------E---------------------------------------------------------MR---------VNR-FLATALIPSQ-------QLAGLMSA----V--P---VD-----------MSVVNLIR----K--T----M---L--K---D----AA--P-----Q---HV-AEVFM---GGL--ME-------------------------------------------------------ADRQSPGRYDF--------VK--G------VRKIL-NG-LMRRDE--L----------------LQVL--------DELS----I--------------E--IGKDLNR------------------QVNSF----M----AL--------L
WP_051107757.1 AT----L------P----RP--A-------------A--A---N-------------R------D---------LA--------------F------R----------P----------YDGDAP---------------------------------AG---------------LH------------------VPVLHF-AP--------------R-W--FAGWARLL--TAG----------GPEP----TAVA------TF--------------------------PADAPR---------SA-------PV------------T------------R------ERE-----LPI--------E---------------------------------------------------------DR---------VRR-FLASASPEAA-------ELAAHVAV----S-EP----S-----------LPVMRLIQ----Q--R----V---L--G---G----SG--P-----A---QL-AEVLL---SGL--LR-------------------------------------------------------PVAGEDGRYAF--------LP--G------VQDEL-LA-TLPRPAEQH----------------TRAV-------LRAVS--AEI--------------E-----RRAG--------G---------PAERF----A----AL--------L
AKI98917.1 MH----G------R----EP--G-------------E--A---N-------------T----------RLVFGSWP-----------------------------------------GAVVPGQR---------------------------------GA---------------VP------------------VPAITL-ER--------------E-S--FLNWARVV---AG------R---AGAW----TPGV------LL--------------------------REGGSA----RKALERA-------PE------------G---------------------------VEP--------L---------------------------------------------------------EQ---------VQR-FEAMASPLAQ-------RLVQLLAA----V--P---IS-----------LPVMRLVW-------Q--TRL------P---E----AS--Q-----V---HL-AEVFL---SRL--LE------------------------------------------EVGPPGGT------ADPELLQYDF--------RP--G------VREVL-LA-SVPPTE--S----------------LDTL--------QSVS--KYV--------------E------ERL--------G---------QTLDF----Q----AM--------L
WP_027344130.1 LS----------------SPRIG-------------A--PNVEL-------------R----------------FR---------------------------------------PYGGLEPLPG--------------------------------------------------RP------------------VPVVEL-NA--------------A-W--LRRWSRLV---AG----------GPPA----TGTV------AF-----------------------------------------ME-------PG------------P----------------FEEQAVVERQAPDA------------------------------------------------------------------RR---------AVRQFRSTASAEAV-------RLGAYVAL----S-EP---I------------LPMIRYIH----S--A--------MFRP--------AR--P-----A---QL-AEFLV---SGL--LT-------------------------------------------------------AVDAEGGRFEF--------IE--G------AAALL-AD-MLTRSE--T----------------DRVL--------EVMP--RAV--------------SDEMMADTAR------------------SARRF----S----VL--------V
WP_026211906.1 TA----P-----------SP--G-------------S--A---T-------------A------RLLFTGYQRRWR---------------------------------------------TLPP---------------------------------GA---------------VA------------------IPVLGL-GP--------------A-W--LAPWARLV---TG----------QAADATVAIAGA-------------------------------------------------AR-------PQ--------------------------------LAGALPAGLSA--------R---------------------------------------------------------DL---------LAR-FRAAASQEAY-------ALAGYLAV-------P-RALN-----------LAVIRLIQ----K--A----M---L--P---G----TG--P-----S---VL-AEILF---GGL--LV------------------------------------------------------RRASGAGDSYDF--------PP--G------VASLL-LG-TLTQRE--A----------------RQVE--------RQVS--EYV--------------E----REFHR------------------AGRGF----T----AL--------F
WP_010310059.1 LS----S------S----RA--G-------------A--D---N-------------A------H---------LR------------------------------------FIPHQRRRKPNPS---------------------------------GT----------------P------------------VPILQI-EP--------------E-W--LRPWAGLV---GS------D---TGGS----MDSA------VT-------------------------FTVPAAG------------------PT------------P-------------------AEPARLAPRRP--------V---------------------------------------------------------DH---------VKA-FRGGATADAF-------RLASYLTA----V--P---LN-----------LAIMRLVQ----R--T----M---L--P---A----SR--P-----S---HL-AEVLL---SGM--LR------------------------------------------------TA------SGGADTRYEF--------VE--G------VREEL-AG-HLARSD--A----------------RRLR--------SELS--RFF--------------A------DRL--------GL--------SVREF----R----AA--------T
WP_042456080.1 RR----S-----------AAALG-------------G-------------------------------------LT--------------------------------------GHAVRGRGGEP---------------------------------GE---------------QP------------------IPVLEP-TA--------------G-A--MGAWARLL---AG----------PGAPGVRMAVGW------LA----------------------RDGRLRGAAP---------EP-------PG--------------------------------REP-----DGP------------------------------------------------------------------ER---------VAL-FRRNASPAAY-------RLAVSLTA----A--P---LW-----------MPVMKLVQ----R--A----I---L--P---Q----SG--P-----A---EL-AEVLL---GGL--VQ------------------------RRPSGEPWRDGPARDELLRDAPPRTQEFPGEEPWNEEQWYAF--------RP--G------VREVL-LD-ALSRDE--A----------------LLVQ--------KYVS--AWL----------VEHVG-----------------G---------GARNY----P----AI--------A
WP_076819102.1 AR----S------------P--G-------------T--G---N-------------G----ASR---------FV--------------------------------P-------LSAPRPRP----------------------------------GQ---------------FP------------------VPVFQLQDA----------------W--LRSWVRLL---RG----------GAIDAAVHLVGA------AP----------------------AAGPVRNGGS---------AG-------PA------------S---GTRPV----D------ANG-----HVP--------AIGAHEDALGELT---ELDAVAVSTLGQPPADPSDPRRERVDPATWVR----------ER---------FRA-FRANATPEAF-------RLAAYLAV----L-GD---FS-----------IELMSLAQ----S--Y----L---L--P---R----SE--P---------SLRAEVLA---SGL--VG------------------------------------------RRPAAPS-------AR-GRIRYGF--------RD--G------ARELF-AS-VVTPDE--L----------------DRML----TVV-DELS--DLI--------------G-------RN----L---G-----T---SAREW----L----AG-------IA
AEV84216.1 LR----P--------RQVRP--G-------------I-------------------------------------WQ-------------------------------------STSPYPAEYETS---------------------------------NW-----------------------------------IPVAAVDDS----------------S--IHRWASTV-----------V---SSRPPTLELPAI------PV-----------------------GFLPLADPA---------GP-------AM------------A---------------------------DDP--------V---------------------------------------------------------EL---------VAL-FHSDSSPTAF-------ALAGYLAS----A--P---IT-----------LPVARAIQ----E--D----L---LPAS---D----TG------------HL-AEVLF---SGL--VE------------------------------------------RISPPRPE------EDPDAVVYDF--------LP--G------VRHEL-LR-TRRRDE--T----------------FRVL--------RLLG-------------------RRSASVAGRL--------G---------TVDLF---------SL--------A
WP_012784685.1 VT----G------T----AR--G----------------P---E-------------A----------------LH--------------L------T----------R-------VAIGTAAPA----------------------------------------------------------------------VPIIEADES----------------W--FATWAALA---SG----------RLATARFAVLGS----------------------------------------------------------RS------------P-------A----G------YAQ-----SVA--------A---------GGV---QEPGQLVGDGMAVPV--------------------------------------VRR-FRAAASQGAR-------ELAAALSV----V--P---LS-----------LPIMQMVL-------A--TCF------P---D----RS--R-----A---HL-AEVIT---GGL--MQ---------------------------------------------RDPKV-----PEGGGPPAFRW--------LP--G------VGEEL-RR-EVDDRQ--A----------------ERVR--------AALS--GYL--------------D------AEL--------G-----F-RPDSRGF----I----AI--------M
WP_076155767.1 AM----A------V----GP--P-------------G--P---T-------------S----SLR---------FK--------------V-----------------P--------LRARLTDD---------------------SW---------------------------LP------------------VPALTL-TP--------------A-A--LDRWARSI---VR------T---DPEG----CDAV------LV--------------------------PAHRVA---------PP-------LA------------P--------------------TT-----PGP--------A--------------------------------------------------------------------AEAFLRTAAAPAAR---------LALMSA-------PFERFS-----------LALLRLLQ-------A--KAV------P---E----AE--P-----A---DL-AELLT---SGLATID-----------------------------------------------------DP--LAANPVLTY--------RS--A------ARNYS-LD-HVTAND--V----------------WTAN--------QALS--SFI------------ATH------PDV------------------TPSML---------AL---------
SCE55987.1 TT----A------P----EP--V-------------A--P---S-------------G------S---------WE--------------Y------A----------P------------GPPR---------------------RWRRDS------GI------------RSWHA------------------VPVLGT-DP--------------E-E--LRRWARAL---MR------S---DPEG----CTAV------LI----------------------PDTGRPPRRA---------PR-------RT------------P------------A------ARA-----VAP--------A--------------------------PDPG---------------------------AR---------AEA-FLRTARTPAT-------RLAVHAAA----L-DT---FT-----------LPILHALR----E--Q----A---V--P---E----AR--L-----D---DL-AELLT---ADLCTVR-------------------------------------------R------------NPEADDFYTF--------RP--E------ALAHL-RQ-SLTRQT--A----------------WRTH--------QALT--RHI--------------A------SRP----W-------------TPDGL----T----AV--------L
SES32171.1 VR----T----HAL----TP--G----------------------------------R----------------LT----------------------------------------------------------------------------------TG-----------------------------------VPTVSL-TP--------------A-S--IARWSHTL---MR----------GAHP---GCDAI------LV--------------------------DSPVRP---------SI-------PA----------------------------------------TIT--------E--------------------------------------------------------------------VAESFLHTATPAAV-------RLAVLCSHFSRFG-------------------LPLLHLIR----H--T----M---V--P---D----AG--L-----S---DI-AEFLS---SGL--LT-----------------------------------------------------VITPDPRYPVLAF--------RL---------AAAPL-IQTHLTHQD--A----------------WDLV--------ETLT--AHI--------------A---------------------------TQTPT----PSGVSAL---------
WP_015081254.1 LR----G------L----TP--G-------------V--F---N-------------Q--KLIAK-----EVSLWD--------------------------------------------ELEEE---------------------------------TG---------------VK------------------VPVFTL-EP--------------D-K--VATWAQML---SG------K---GSIW----TLGY------VF--------------------------KLDAPV------KK-ERELFNLNHSE----------------------------------------LSA--------E---------------------------------------------------------QR---------VQA-FRVTASPMAR-------KLAGLLAS----A--P--VIS-----------LPIVRLIR----E--S----L---L--K---D----SQ--Q-----V---HV-AEVFL---GGL--LK------------------------------------------PLSKINAD------TNPDYVQYEF--------MD--G------VRELL-VD-SVPSEY--V----------------LNVV--------DEVS--KYV--------------A----KKVGL------------------SLEDF----A----AV--------L
WP_052164720.1 TR----T-----------AT--G-------------D--P----------------------------------------------------------------------------AAPAEERNA----------------------------------------------------------------------VPVLEL-SL--------------T-A--IRRRAAMI---------------GRAE----GAAV------LL--------------------------PPDPTT---------RE-------PG------------P---------------------------TDP--------A---------------------------------------------------------EL---------VRR-FLSLASPTAQ-------QLAGYLAA----A--P---LT-----------LPAMRLVQ----R--V----M---L--P---R----SA--P-----T---HL-AEVYL---SGL--IQ------------------------------------------QRGATGPG------ADIETVRFDF--------LP--G------VRELL-LD-GTDRAG--A----------------VRVL--------SLMS--RYV--------------T----DRFGR------------------QALDF----P----AL--------L
WP_016334896.1 HA----G------AVQVMVPRLA-------------A--P---N-------------S------E---------WR-------------------------------------------SGVSDE--------------------------------------------------VP------------------VPVFEL-SP--------------R-W--LALWARLT---TG----------SAES----VRIA------QL------------------------AASRIDSG---------AA-------VA------------P---------------------------PVA--------T---------------------------------------------------------SL---------VRR-FRSMASPEAF-------RLATYLSA----T--W---LT-----------LPVMRLVQ----R--V----M---L--P---K----ST--I-----A---HL-AEVFL---GGL--LQ---------------------------------------------QSEQE------RDPEAVEYDF--------VP--E------VRAEL-NG-YLLRDE--A----------------LTVL--------RETS--AFV--------------S------ERL--------G---------QPFDF----A----AM--------L
WP_006670063.1 LQ----G------L----NP--G-------------D--W---N-------------Q--NLKVD-----EFPLWW-------------------------------------------DEEVAH---------------------------------SV---------------VK------------------VPIFTL-EP--------------E-S--VGTWARLL---AG------K---GKVW----AAGY------LF-------------------------KCAEHQG---------RR-------RR------------P-----------NS------GGE-----LTA--------E---------------------------------------------------------KR---------VNG-FRATASRVGR-------KLAGLLAA----A--P--VIT-----------LPVVRLIQ----E--N----L---L--K---E----SL--P-----V---HV-AEVFL---GGL--LQ------------------------------------------PISEINID------TDPELVQYDF--------MP--G------VRELL-LE-LMPVDE--T----------------VRVI--------DEIS--GYV--------------A-------RN----L---G-F-------AVEDF----G----AI--------L
WP_017742621.1 FS----A------L----EV--G-------------V--F---N-------------Q----KLR-----VKQVSA--------------W-DDTDID------------------------------------------------------------TG---------------IK------------------VPVVTL-EV--------------E-N--LYNWAQMI---TG------K---GGTW----IPGF------VF-----------------------DLQAVVNDD---------FD-------NE------------R------------S------SVQ-----LSA--------Q---------------------------------------------------------QR---------VQR-FRVTASPIAR-------KLAILLAA----A--P--VIC-----------LPVMRIIQ----A--Q----M---L--S---Q----SR--Q-----I---HV-AEVFL---GGL--LK------------------------------------------PLSKIERQ------TKADSVEYDF--------MP--G------VREIL-LE-SIPSKD--S----------------LDVI--------SKVS--EYI--------------A------YRL--------G-----L---SLQEF----A----AV--------L
WP_015792498.1 IQ----A------P----RP--G-------------A--P---N-------------A------R---------WQ------------------------------------TFTGPSRRRSARP---------------------------------GR---------------TV------------------IPVLTL-EA--------------E-D--LRPWAGLT---AG----------NGRW----ARTA------AL---------------------VIEADRPRPAG----EQRRAIATVELDREPD------------P------------------VATD-----PDP--------Q---------------------------------------------------------EL---------IRR-FRFSSSGSAW-------RLAGLLSA----V-EP---VT-----------LPIARLVQ----R--A----M---V--P---G----SS--R-----G---DL-AEVFL---GNL--LH----------------------------------------REAPASSEEA------ESADQAVFDF--------VP--G------VREAI-LT-GQYRRDTRQ----------------VRDL------VHDEVS--AYL----------ERRRD-------RL------------------GGDRT---------AL--------T
EPJ42712.1 VR----T------T----GP----------------A--P------------------------SNSRLSAHDPWL----------------------------------------PALFGPRPG--------------------------------------------------LP------------------VPVLELDEA----------------S--LRPWAELI---AS------H---GGVAAMRVIDAE------------------------------------SPPD---------AV-------PF--------------------------------DDAVTGEPQTA--------A---------------------------------------------------------ER---------VQV-FQAMASPHAY-------ELAGHLAA----V-DP---LT-----------LPVMRLIQ-------A--AAL------P---D----SS--P-----V---CL-AEVLL---SGLMHVD-------------------------------------------------------GALEGQDVFAF--------AP--D------VRAVL-RT-VIKASS--A----------------QRTA--------DAVS--DFI--------------T------PRL--------G---------RTPDF----P----AI--------I
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WP_064912400.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M------------------------YI---G-------S--G----V----------E-----H------------EW----------------HL---PP----APPWRT--F------------------------------------------------------P----------------------------------------------------------------------------------------------------R----------------RKVGHVF----N---------------P---------PAG--------------LVDAVNAAICLRRPLLLTGHPGSGKSTVIESVADELNLGPVLRWHITSRSTLA-DALYR------YDVL--G---RIHA---Q--QL---------------------------------------------------------A-------------S--------------------SA-------------AD----------------------------------------D----------ISTF---IQLGPLGTALL------P------A----EI--------------------------------P------RPLLIDEIDKSDLDLPSDLLDVLERGYFEIIELSRL----------------------------------DR-------RE--------SV---------PIR------------QW--------A----S--------------R--------LE--------------------------F-P-------IVNGIVQCS--EFPFIVMTSNGERDFPAPFLRRCIRFDMP-AP-----T-VE-----SISAIVAAHL-----------------SLE--D----------V--A---------------------S-----------DQMNMVVTFV-D--RVL-AGE-TLAIDQLLNAIF----L---IS----EDR-----G---------------I---A------E----ADMK---------------AVIDT-LLR-DLT-------R-----G---------------------------
WP_078862640.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------------------------------------------------PE----PPPWRR--F---------G-----------------Q---------ESSTG------------A----------------------------------------------------------------------------D---------GAD----------------------------VEPPRPY--------------------L-----ID--QPQ---------------IDVVNAALHLRRPVLVTGHPGSGKSSLAYAIAHELSLGKVLHWPVNSRSMLS-DALYQ------YDAV--G---RLRE---S--TL------------------------------------------------------SRDG-------------S--------------------GP-------------EP----------------------------------------D----------IGDF---IRLGPLGTALV------P------R----DL--------------------------------P------RVLLIDELDKGDIDLPNDLLTVFERGEFEIPELSRL--------------T-------------------RE-------RD--------VV---------EVH------------TA--------G----S--------------D--------VP--------------------------V-P-------VRGGMVRCT--EFPVVLITSNGERDFPPAFLRRCLRLNLP-DP-----S-EQ-----RLRDILAAHL----------G-----ADAP--A----------R--V---------------------D--------------ELVRAFL-A--RRA-PDE--LATDQLMNAAF----L----R----LGG---------------------V---D-----------TDAE---------------GLLEA-LFH-QLG-------G-----T----V----------------------
WP_009714188.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------------------PP----APPWRR--F---------G-----------------S-------------G----------A-R----------------------------------------------------------------------------H---------GEH------DS--------------------AARTSPY----L---------------I------S--PEH---------------ADVVNAALHLRRPLLVTGSPGTGKSSLARAVAHELGLGEVLRWPVNSRSTVQ-DALYR------YDAI--G---RLRE---T--TL--------------------------------------------------------MR-------------D-----------RG-------EA-------------EP----------------------------------------D----------IGSF---VRLGPLGTALV------P------D----DR--------------------------------P------RVLLVDELDKGDVDLPNDLLTVFEEGEFEIPELARL--------------P-------------------EE-------QS--------VV---------EVL------------TE--------R----S--------------G--------ER--------------------------A-T-------VRRGRLACE--EFPVVVITSNGERDFPPAFLRRCVRLELP-TP-----D-EE-----RLRAIVTAHL----------G--------E--E----------A--L---------------------E-----------EVDQLLEVFL-R--RRA-ARE--LATDQLLNAVF----L----R----SGG-----V---------------D---------------VTAQ---------------ELLEA-VLH-RLG-------G-----A----V----------------------
WP_052868553.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------------------------------------------------PE----APPWRR--F---------------------------G---------HADTA------------P----------------------------------------------------------------------------P---------GGA----------------------------GPGGSPY--------------------L-----IG--PEQ---------------ADVVSAALHLRRPLLVTGHPGTGKSSLAQAVAHELSLGPVLHWPVNSRATLQ-DALYR------YDAV--G---RLRE---A--SL----------------------------------------------------RRDRDE-------------P-----------------------------------EP----------------------------------------G----------IGTF---VRLGPLGTALA------P------R----DR--------------------------------P------RVLLVDELDKGDVDLPNDLLAVFESGEFEIPELARL--------------P-------------------ED-------QA--------DV---------DVL------------TA--------D----P--------------G--------VT--------------------------E-P-------VHRGRVRCR--EFPVVVITSNGERDFPPAFLRRCVRLDLP-DP-----D-ET-----RLREIIAAHL----------G--------P--D----------V--L---------------------P-----------EVDDLLTAFL-N--RRA-LGE--LATDQLLNAVF----L----R----AGG-----V-------------------D-----------IDAE---------------AVRKA-VLH-RLG-------G-----T----V----------------------
WP_056795960.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------P-----H------------TV----------------SM---PP----APPWRR--F---------K--------------------------------------------Q--------------------------------------------------------------------------------------AGA----------------------------SAPQLPY--------------------L-----IA--PQH---------------ADVVNAALHLRRPLLVTGPAGTGKSSLAKAVAHELRLGRLLRWSVNSRSSVQ-DALYQ------YDAI--G---RLRE---T--TL------------------------------------------------------SRDR-------------G--------------------EG-------------DP----------------------------------------G----------IGRF---VRLGPLGTSLV------P------G----SA--------------------------------P------RTLLVDEMDKGDVDLPNDLLTVFEEGVFDIPELARL--------------P-------------------DG-------TG--------PV---------EVL------------TA--------D----H--------------Q--------GT--------------------------A-L-------VDRGMVHCT--EFPVVIITSNGERDFPPAFLRRCIRLDLP-VP-----D-EA-----RLRAIVSAHL----------G--------D--Q---V------L--L--EV-----------------D--------------DLLQAFL-R--RRA-PGE--LATDQLLNAVF----L----R----AGG---------------------V---D-----------LDAD---------------GLLDA-VLH-QLT-------G-----A----G----------------------
WP_079102511.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------P-----------------------------------------PQ----DTPVAL---------------------------------------------------------P--------------------------------------------------------------------------------------PAD----------------------------AGRGRVF--------------------Q-----AD--REL---------------VDVVNAALLLRRPLLLTGRPGTGKSTLAHAVAYELGLGPVLHWPVTSRTTLK-DGLYA------YDAI--G---RLHE---A--NL---------------------------------------------------QRAGLET-------------S--------------------GG-------------TG----------------------------------------D----------IGRF---LRLGPLGTALL------P------R----RR--------------------------------P------RVLLIDELDKSDIDLPNDLLTVFEEGRFPIQELLRL--------------P-------------------PD-------QR--------SV---------QVQ------------TA--------D-------------------G--------GQ--------------------------E-L-------VTDGQVTCW--SFPFVVITSNEEREFPAAFARRCLRYDIE-PP-----G-PE-----RLAAIVAAHL----------G--------A--E----------A--L---------------------E-----------EARPLMEEFL-S--EQN-GGS--VAVDQLLAAIQ----L----A----RAG-----A--------------DE---D------P----EQWQ---------------DLLRT-VWR-HLE-------T----------G--P-------------------
WP_081438572.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---PD-------------------------------------------------------------------------------------------------------AE--------------------------------------------------------------------------------KRRAVTY----R---------------P------T--EEE---------------IEVVNAAMYLRRPLLVQGNPGVGKSSLAYAIAHELGLGRVLKWSITSASSLA-EALYV------YDPI--S---RLEA---A--NR---------QA-------------------------------------QRRFGLRRRG-------------M-----------AD-------DD-------------PD----------------------------------------D----------IGRF---LSLGPLGTAML------P------Y----KR--------------------------------P------RILLIDEIDKASYDLPNDLLNXFESGYFEIPVLRRV--------------A-------------------KA-------KS--------SF---------EVL------------PY--------E----E--------------L--------EP--------------------------V-R-------ITNGIVRCR--DFPVVIMTSNRERDFPPAFLRRCLRLTLH-EP-----D-QG-----RLNEIVEAHL----------G--------S--D-------------A---------------------T-----------TGSEIVDTFL-A--RSE-TRT--LATDQLLNTIF----L----T----SKA-----V---R-----------E---Q------S----QSRS---------------RLVDL-LLS-GLE-------S-----V----G--E----P--------------
SFV19390.1 --------------------------------------------------------------------------------------------------------------------------------------MTQ-------------------------------DW---KI-----FT---G------KD--A----E----------Q-----T------------DR--LY------------DL---PP----APPWR---F---------A-------------------------------G------------R--------------------------------------------------------------------------------------NSQ-----LSR---P-------A-GLDLASEKKRADPF----I---------------P------T--EPM---------------RMAVNAALYLRRPLLLTGRPGTGKSTLISKVAYELRLGSVIRWPISSKPTVK-GGIYE------YDAV--G---RLQA---S--KT--------------------------------------------------------------------------------------------KD-------------PP---------------------------------------------------VEDF---LRLGPLGTALM------G------Q----TW--------------------------------P------RPLLIDEIDKSDLDFANDLLNVIEEGTYEIPELVRLKPKPTTARSRKRGTN-------------------AH-----------------EV---------RVR------------DY--------F-------------------G--------DL--------------------------V-T-------IADGRIVCG--EFPFVVITSNAERDFPAPFLRRCIRLTSS--------N-HS------------------------------------------------W--A---------------------S-------------------TR-------------MRIARIRD-------V----T----SSR-------------------------------------NSRN---------------GWLKMRISQ-RTS-------------C---------------------------
WP_082119861.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------------------------------------------------PP----APPWRS--F-----------------------------------------G----------RSP----------------------------------------------------------------------------D---------GEP------VR---R-----Y-------------------------------------L-----ID--RAE---------------TDIVNAALHLRRPLLVTGHPGTGKSSLAHAIAHELSLGEVLHWPVNSRSTLQ-EALYR------YDAI--G---RLRE---S--TL--------------------------------------------------LREHGRGE-------------P-----------------------------------------------------------------------------D----------IGSY---LRLGPLGTALV------P------A----TR--------------------------------P------RVLLVDELDKGDVDLPNDLLTAFEDGAFEIPELARL--------------P-------------------ET-------EP--------EV---------EVL------------TA--------D-----------------GGG--------LR--------------------------T-R-------VIRGRVRCT--EFPIVVITSNGERDFPPAFLRRCLRLDLP-DP-----D-ET-----RLRSIVAAHL----------G--------P--D----------A--L---------------------E-----------GAEDVLRTFL-E--RRT-EGE--LATDQLLNAVF----L----R----KGG-----I-------------------G-----------LDAD---------------ALLDA-VLR-RLG-------G-----A----V----------------------
EFC84334.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------A---------------------------------------------------------------RL---AG----SAPVQPLDF---------Q--------------------------------------------P------------------------------------------------------------------------------------------------------------------------------------------------P---------DGL---------------VEAVNAALSLRRPLLLTGAPGSGKSTVALSVARELGLGEPLWWPVTSRSTLE-DALFR------YDAL--G---RLYA---K--QL--------------------------------------------------------------------------------------------GE-------------RD----------------------------------------E----------LTRF---LRLGPLGTALA------P------S----KI--------------------------------P------KVLLVDELDKSDVDLPGDLLNVLERGEFEIDVLKRH-----------------------------------S-------ED--------TF---------DVR------------LD--------G----G--------------P--------DT--------------------------C-R-------ISGGVVRCQ--EFPVIVATSNGDREFPPPFLRRCIRFTMP-DP-----D-PE-----FLGRIVDACL---------AG------LDP--A-------------T---------------------R----------AGVDELLTSFA-E--RIR-RRE-TLATDQLLNAVY----L---VT----RDM-----P---------------P---E------G----EQRR---------------RLEEL-LTR-DLS-------T-----T---------------------------
AEV84217.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VNTAIHLRRPLLVTGTPGCGKSTLALSVAYELGLGELLYWPITSRTTVQ-DGLYR------YDAV--G---RLHA---A--GL--------------------------------------------------RERTRGRG-------------G--------------------AG-------------TQ---------------------------------------------------IGKY---LSLGPLGTALL------P------A----DR--------------------------------P------RVLLIDEFDKGDIDLANDLLTVFEEGRFTVPELQRL--------------P-------------------NR-----------------TV---------TVQ------------DD--------D-------------------G--------LP--------------------------V-E-------IERGAVECA--QFPIVVITSNGEREFPPAFLRRCIPLRIA-PP-----S-PD-----KLRRIVQAHL----------G---REVLAD--P----------L--V---------------------R--------------ELVTDFA-EILEKQ-DGT--YATDQLLNLLS----L---------RTG-----V--------------SK---T------D----DDWS---------------ALTRN-LLG-RLD-------D-----Q----P----------------------
SEC83917.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M------------SWDSARC-----CA---G-------T------------------S-----------------------------------------PA----AAPCTT--------------------------------------------G------------S--------------------------------------------------------------------------------------TST----------------------------TRCARLY--------------------------------------------------------AARRQAARSDRDDRGPA----------------------------DGTAD------------G----------S---------------------------------------------------------------------------------------------------------------------------------------------------------G----------IEHH---LRLGPLGTALL------P------Y----AR--------------------------------P------RALLIDEIDKSDLDLPNDLLNVLEEGQYEIPELVRS--------------A-------------------RL-------APDG------VA---------EVL------------AD--------G----T--------------D--------ER--------------------------V-P-------VAHGRVRCR--AFPFVVLTSNGEREFPPAFLRRCVTLHLR-QP-----D-DR-----HLAEIVRAHL----------G------EPD--A----------Y--A---------------------R--------------TLIDRFL-S--RAG-AGD--LATDQLLNAIY----L----A----RSA-----D-------------L-D---T-----------GSLD---------------RLAEQ-LMP-YLG-------Q-----A----A--Q-------------PDVF--
WP_059417486.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LGELLRWSINSRSTVR-EALYQ------YDAI--G---RLRE---A--TL-----------------------------------------------------SRDRG-------------E--------------------RQ-------------PS---------------------------------------------------IGTF---IRLGPLGTALV------P------S----PT--------------------------------P------RALLVDEMDKGDVDLPNDLLTVFEEGYFDIPELTRL--------------P-------------------ED-------LA--------DV---------EVQ------------TA--------D----H--------------R--------GT--------------------------V-M-------VHQGRIQCA--EFPVVVITSNGERDFPPAFLRRCIRLDLP-VP-----D-EA-----RLRAIVAAHL----------G--------E--E----------A--L---------------------R-----------EADDLIDAFL-R--RRA-PGE--LATDQLLNAVF----L----R----VGG-------------------------V------D----LDGE---------------GLLDA-VLH-QLT-------------G----A--M-------------------

############################################################################################################
4. VMAP-C alignment
############################################################################################################

Part 1

Jnet -----------------------------------------------------EEEEEEE--E----------------------------------------------------------------------------------E--------EEE-------E-------E--EE-E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH-----HHHH---HHH-HHHHH----HH---H---H----------H---------------------------------------------------------------EEEEEEE--------------------------------------------------------------------------------------------------------------------------------------------------E-E-E-E----EE--EEEE------------------------------------------------------------------------------------------------------------------------------------------------HH----------------H----H----HHHH---HHHH-------------------------------------------------------------E------E--------E-E-------------------------------------------------------------------------------------H----H--H------H------H---HH-H----------- : Jnet
jhmm -----------------------------------------------------EEEEEEE--E-------------------------------------------------------------------------------------------EEE-------E-------E--EE-E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH-----HHHH---HHH-HHHHH----HH---H---H---------------------------------------------------------------------------EEEEEE--------------------------------------------------------------------------------------------------------------------------------------------------E-E-E-E----EE--EEEE-------------------------------------------------------------------------------------------------------------------------------------------------H----------------H----H----HHHH---HHHH--------------------------------------------------------------------E--------E-E-------------------------------------------------------------------------------------H----H--H------H------H---HH-H----------- : jhmm
jpssm -----------------------------------------------------EEEEEEE--E----------------------------------------------------------------------------------E--------EEE-------E-------E--EE-EE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH-----HHHH---HHH-HHHHH----HH---H---H----------H---------------------------------------------------------------EEEEEEE-----------------------------E--------------------------------------------------------------------------------------------------------------------E-E-E-E----EE--EEEE----------------------H---------------------------------------------------------------------------------------------------------------H---------HH----------------H----H----HHHH---HHHH-------------------------------------------------------------E------E--------E-E-------------------------------------------------------------------------------------H----H--H------H------H---HH-H----------- : jpssm
AAZ54439.1 -------------------------RP-----L--P------PP---------RLIIKIG--Y----------D-----------L----G--------------N-----------------L----------E----------R--------LSV-------A-------Y--RL-VT--D-------P-------D-------------D---D----------------------------WM--D-----VC-----E----------------------------------A------E----------A------L-----------------------------------------T-------------------E---------V-T-------EE-----ELPR---RIS-ELIIW----AE---S---Q----------Q------A---------A--------D------------H--------------------G--KLRLEFIF-PF--SL-LFR---F---V----V-QN--WPLEL--------H----E---------D------------------A-----P--------------------------------------------------------AP----SL-G-S-Q----YE--IIIRSEEFAR--------D---P---R---------------------------------------------------------------------------------------------------------------A---------QR----------------I----C----QRRW---QNLHE----G-------R------G-----------------R-------------------V--G------S--------S-S--------T--V---LEE--------------------------G----W-----------------------------------E----N--V------A------N---YL-G-N-----E---
WP_081430385.1 -------------------------RP-----L--P------PP---------RLIIKIG--Y----------D-----------L----G--------------N-----------------L----------E----------R--------LSV-------A-------Y--RL-VT--D-------P-------D-------------D---D----------------------------WM--D-----VC-----E----------------------------------A------E----------A------L-----------------------------------------T-------------------E---------V-T-------EE-----ELPR---RIS-ELIIW----AE---S---Q----------Q------A---------A--------D------------H--------------------G--KLRLEFIF-PF--SL-LFR---F---V----V-QN--WPLEL--------H----E---------D------------------A-----P--------------------------------------------------------AP----SL-G-S-Q----YE--IIIRSEEFAR--------D---P---R---------------------------------------------------------------------------------------------------------------A---------QR----------------I----C----QRRW---QNLHE----G-------R------G-----------------R-------------------V--G------S--------S-S--------T--V---LEE--------------------------G----W-----------------------------------E----N--V------A------N---YL-G-N-----E---
WP_061783880.1 -------------------------RP-----L--P------PP---------RLIIKIG--Y----------D-----------L----G--------------N-----------------L----------E----------R--------LSV-------A-------Y--RL-VT--D-------P-------D-------------D---D----------------------------WM--D-----VC-----E----------------------------------A------E----------A------L-----------------------------------------T-------------------E---------V-T-------EE-----ELPR---RIS-ELIIW----AE---S---Q----------Q------A---------A--------D------------H--------------------G--KLRLEFIF-PF--SL-LFR---F---V----V-QN--WPLEL--------H----E---------D------------------A-----P--------------------------------------------------------AP----SL-G-S-Q----YE--IIIRSEEFAR--------D---P---R---------------------------------------------------------------------------------------------------------------A---------QR----------------I----C----QRRW---QNLHE----G-------R------G-----------------R-------------------V--G------S--------S-S--------T--V---LEE--------------------------G----W-----------------------------------E----N--V------A------N---YL-G-N-----E---
WP_068754477.1 -------------------------PP-----L--RL-----PP---------RLIIKVE--H----------D-----------L----G--------------N-----------------V----------E----------R--------LWV-------A-------Y--RL-AT--H-------P-------E-------------D---D----------------------------WM--D-----VC-----E----------------------------------A------E----------A------L-----------------------------------------T-------------------E---------V-A-------AE-----ELPR---RVS-ELIAW----AE---G---Q----------Q------A---------D--------N------------H--------------------E--KIRLEFIF-PF--SL-LFR---F---V----V-QN--WPLEL--------H----R---------D------------------A-----P--------------------------------------------------------AA----RL-G-S-Q----YE--ILIRSEEFAR--------D---P---R---------------------------------------------------------------------------------------------------------------A---------QR----------------A----C----LRRW---QKLHE----G-------K------G-----------------R-------------------V--G------T--------S-S--------E--V---LEE--------------------------G----W-----------------------------------E----N--A------A------D---YL-G-N-----E---
WP_046471597.1 -------------------------AP-----E--AG-----PA---------RLIVHIV--D----------D-----------P----G--------------D-----------------P----------G----------L--------LRV-------T-------H--RT-GL--C-------P-------G-------------R---G----------------------------ST--T-----VF-----S----------------------------------G------L----------E------H-----------------------------------------T-------------------R---------L-A-------PE-----ELRD---YVT-AAVHG----AE---S---Q----------A------R---------R-------HS------------H--------------------D--RLRLEIIV-PF--SL-LMH---F---P----A-AR--WELPA--------P----E---------S------------------T-----E--------------------------------------------------------PA----RL-G-S-R----FE--VIYRSHEFVF--------G---E---S-------------------------------------------------------------------------------------------N-G-------------F---S---------RN----------------S----C----VQRW---QLLDR----A-------G------H-----------------G-------------------L--A------I--------D-S--------T--R---RKE--------------------------L----P------P-G--------------------------I----R--F------A------D---HL-G-S-----E---
ADH69906.1 --------------------------------T--RA-----PA---------RLVVHVT--Q----------G-----------R-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVA-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-A-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------Q----R--------R--------------------------R----R--GGRTYREP----LVE---RL-Q-D-----D---
WP_041552935.1 --------------------------------T--RA-----PA---------RLVVHVT--Q----------G-----------R-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVA-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-A-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------Q----R--------R--------------------------R----R--GGRTYREP----LVE---RL-Q-D-----D---
WP_071622977.1 --------------------------------T--RA-----PA---------RLVVHVT--Q----------G-----------R-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVA-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-A-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------Q----R--------R--------------------------R----R--GGRTYREP----LVE---RL-Q-D-----D---
APC37892.1 --------------------------G-----T--RA-----PA---------RLVVHVT--Q----------G-----------R-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVA-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-A-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------Q----R--------R--------------------------R----R--GGRTYREP----LVE---RL-Q-D-----D---
WP_019607627.1 --------------------------------I--RA-----PA---------RLVVHVT--Q----------G-----------R-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVA-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-A-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------Q----R--------R--------------------------R----R--GGRTYREP----LVE---RL-Q-D-----D---
WP_017563875.1 --------------------------------T--RA-----PA---------RLVVHVT--Q----------G-----------E-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVG-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-S-R----AQ--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------K----R--------R--------------------------R----R--GGRTYREP----LAE---RL-Q-D-----D---
WP_061081069.1 --------------------------------P--RA-----PA---------RLVVHVT--Q----------G-----------E-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-VL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------G------H----------G------H-----------------------------------------T-------------------P--------HM-E-------AE-----RIGA---HVG-GLLTL----LE---V---D----------H------R---------T-------GY------------H--------------------E--GVRVELVG-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------DR----RL-G-S-R----AQ--VVYRAEELVD--------S---A---R-------------------------------------------------------------------------------------------G-D-----------TAQ---A---------RR----------------T----C----ARRW---EGLAS----A-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---EAG--------------------------K----R--------R--------------------------R----R--GGRTYREP----LAE---RL-Q-D-----D---
WP_017571135.1 --------------------------------S--RT-----PA---------RLVVHVT--Q----------V-----------G-------------------S-----------------R----------D----------R--------YDV-------E-------Y--WT-LL--S-------E-------R-------------R---G----------------------------RA--P-----DF-----C----------------------------------D------H----------G------H-----------------------------------------A-------------------A--------DV-D-------PE-----RIGD---HVG-GLLTL----ME---V---D----------R------R---------T-------GH------------H--------------------E--GTRVELVG-RL--DL-LRR---L---E----A-ER--WQEAG--------E--------------G---------------------------------------------------------------------------------GR----RL-G-A-R----AE--VVYRAEELVD--------P---A---R-------------------------------------------------------------------------------------------G-D-----------TER---A---------RR----------------T----R----ARRW---EGLED----T-------C------E-----------------V-------------------L--H------L--------D-T--------A--H---AAG--------------------------E----R--------T--------------------------R----R--DGRTYREP----LAE---RL-Q-S-----D---
OLT28762.1 -------------------------PV-----P--ER-----PA---------RLVVRVG--R----------G-----------T-------------------R-----------------R----------D----------R--------YDV-------E-------H--WT-VL--S-------Q-------R-------------G---G----------------------------GE--P-----EF-----C----------------------------------D------H----------D------L-----------------------------------------Q-------------------A--------DV-A-------PD-----MIGA---WVG-LMLSR----ME---A---D----------P------R---------V-------AH------------H--------------------G--GRRVELVA-PL--PL-LDR---L---Q----A-EG--WQRDA--------T--------------G---------------------------------------------------------------------------------GA----PL-G-A-R----AE--VVYRAEELLP--------D---H---A-------------------------------------------------------------------------------------------G-R-----------DLW---G---------------------------T----C----VNRW---RQLES----N-------G------E-----------------A-------------------L--A------L--------D-E--------Y--H---DRG--------------------------M----D--------D----------------------------------------EP----LPE---RL-R-D-----D---
WP_017607375.1 --------------------------------E--DL-----PA---------RLVVRVS--R----------------------S-------------------C-----------------R----------E----------S--------YDL-------E-------S--WS-VL--S-------D-------G-------------R---G----------------------------GP--P-----DF-----T----------------------------------E------H----------W------M-----------------------------------------D-------------------R--------DV-A-------GE-----EVSV---RVG-SRLDL----ML---A---D----------S------R---------A-------AH------------H--------------------G--STRVELVT-SL--DL-MAE---A---V----A-ER--WQNGR--------T----R---------Q---------------------------------------------------------------------------------GQ----SL-G-E-R----AE--VVYRDEALLD--------R---R---D-------------------------------------------------------------------------------------------P-E-----------VRS---A---------QK----------------R----F----SQRW---AGLFR----E-------G------R-----------------A-------------------S--V------F--------D-L--------F--H---TAD--------------------------M----N--------E--------------------------R--------------L----IAK---RI-D-D-----D---
WP_017614674.1 --------------------------------E--DL-----PA---------RLVVRVS--R----------------------S-------------------C-----------------R----------D----------R--------YDL-------E-------S--WS-VL--S-------D-------G-------------R---G----------------------------GP--P-----DF-----A----------------------------------E------H----------W------M-----------------------------------------D-------------------R--------DV-P-------GE-----DVSV---RVG-ARLDL----LL---A---D----------S------R---------A-------AH------------H--------------------S--STRVELVT-SL--DL-MAE---A---V----A-ER--WQNGR--------T----L---------Q---------------------------------------------------------------------------------GR----PL-G-E-R----AE--VVYRDEALLD--------R---R---D-------------------------------------------------------------------------------------------P-E-----------VRS---A---------QK----------------R----F----SQRW---SGLIR----D-------G------S-----------------A-------------------A--V------F--------D-L--------F--H---TAD--------------------------M----N--------E--------------------------R--------------L----IAK---RL-D-D-----D---
WP_017587754.1 -----------------------------------DT-----PA---------RLVVWVN--P----------G-----------A-------------------R-----------------R----------E----------Q--------VEL-------E-------S--WA-VL--S-------Q-------Q-------------S---G----------------------------GE--P-----EF-----L----------------------------------E------H----------W------V-----------------------------------------D-------------------R---------V-S-------RD-----EVAA---RLG-DRLGQ----LA---E---D----------V------R---------T-------RN------------H--------------------R--ALRVEVIA-SV--SQ-MCA---L---R----V-EL--WQSQA--------A----L---------G---------------------------------------------------------------------------------RE----RL-G-T-R----AE--VVYRAAEVAD--------H---R---S-------------------------------------------------------------------------------------------G-A-----------ARN---A---------WM----------------H----A----RKRW---GSLER----K-------G------K-----------------A-------------------R--V------L--------D-L--------F--H---KGD--------------------------I----S--------E--------------------------R----L--P------N------R---RW-D-D-----E---
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WP_050358423.1 -------------------------T------T--PA-----EP---------RLTVQLT--R----------S-----------P----S-------------------------------------------G----------G--------HLC-------T-------V--WY-DP--G-------T-------G-------------EDGVL----------------------------R---Q------V-----L----------------------------------A------D----------D------------------------------------------------E-------------------P---------R-G-------PQ-----EVAR---LVQ-DILLR----EA---P---A----------A------V---------R--------V------------R--------------------R--APLVEFVV-EP--ED-L-D---L---P----V-DR--WDDGD--------A----D---------S------------------G-----F--------------------------------------------------------PS----VL-G-V-E----YA--VVVRCPEL-R--------TQ-SL---K-------------------------------------------------------------------------------------------R-----------------------------LR----------------A----W----EARS---VGFPA----G-------A------F-----------------------------------------------T--------R-L--------M--P---E-H-------------------------------S------E-P--------------------------E----H--V------Y------K---LL-H-Q-----D-Q-
WP_069737635.1 -------------------------T------T--PA-----EP---------RLTVQLT--R----------S-----------P----S-------------------------------------------G----------G--------HLC-------T-------V--WY-DP--G-------T-------G-------------EDGVV----------------------------R---Q------V-----L----------------------------------A------D----------D------------------------------------------------E-------------------P---------R-G-------PQ-----EVAR---LVQ-DVLLR----EV---P---A----------A------V---------R--------A------------R--------------------R--SPLVEFVV-EP--ED-L-D---L---P----V-DR--WDDGD--------A----D---------G------------------G-----F--------------------------------------------------------PS----VL-G-V-E----YA--VVVRCPEL-R--------TQ-SL---K-------------------------------------------------------------------------------------------R-----------------------------LR----------------A----W----EARS---VGFPA----G-------A------F-----------------------------------------------T--------R-L--------M--P---E-H-------------------------------S------E-P--------------------------E----H--V------Y------R---LL-H-Q-----D-Q-
WP_073223275.1 -------------------------T------T--PA-----EP---------RLTVQLT--R----------S-----------P----S-------------------------------------------G----------G--------HLC-------A-------V--WY-DP--G-------T-------G-------------EDGVL----------------------------R---Q------V-----L----------------------------------A------D----------D------------------------------------------------E-------------------P---------R-G-------PQ-----DVAR---LVQ-DILLR----EV---P---A----------A------V---------R--------V------------R--------------------R--SPLVEFVV-EP--ED-L-D---L---P----V-DH--WDDGD--------A----D---------S------------------G-----F--------------------------------------------------------PS----VL-G-V-E----YA--VVVRCPEL-R--------TQ-SL---K-------------------------------------------------------------------------------------------R-----------------------------LR----------------A----W----ETRS---VGFPA----G-------A------F-----------------------------------------------T--------R-L--------M--P---E-H-------------------------------S------E-P--------------------------E----H--V------Y------R---LL-H-Q-----D-Q-
KUN99045.1 -------------------------G------T--PR-----RQ---------RVLVQLG------------RA-----------E----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------T-------G-------------P---R----------------------------Q---V------S-----V----------------------------------D------S----------D------A-------------------------------------------------------------S---------Y-T-------GS-----QAAR---ELL-RVLES----LS---P---S----------D------R---------D--------G---------------------------------G--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQV--------P----G--------------------------E-V-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------QH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----HERW---RHLDS----G-------E------T-----------------------------------------------L--------F-V--------T--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---E----G-----R-L-
WP_079056192.1 -------------------------G------T--PR-----RQ---------RVLVQLG------------RA-----------E----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------T-------G-------------P---R----------------------------Q---V------S-----V----------------------------------D------S----------D------A-------------------------------------------------------------S---------Y-T-------GS-----QAAR---ELL-RVLES----LS---P---S----------D------R---------D--------G---------------------------------G--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQV--------P----G--------------------------E-V-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------QH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----HERW---RHLDS----G-------E------T-----------------------------------------------L--------F-V--------T--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---E----G-----R-L-
WP_062640494.1 -------------------------G------G--AR-----RV---------RVLAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRL-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----T----------------------------------D------S----------S------A-------------------------------------------------------------T---------Y-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--TD-L-N---L---P----V-DE--WAAQS--------P----G--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_081551505.1 -------------------------G------G--AR-----RV---------RVLAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRL-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----T----------------------------------D------S----------S------A-------------------------------------------------------------T---------Y-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--TD-L-N---L---P----V-DE--WAAQS--------P----G--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_020131099.1 -------------------------G------G--AR-----RV---------RVMAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRL-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----T----------------------------------D------S----------S------A-------------------------------------------------------------T---------F-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQS--------P----G--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_054242431.1 -------------------------G------G--AR-----RV---------RVLAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRL-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----T----------------------------------D------S----------A------A-------------------------------------------------------------T---------F-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQS--------P----G--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-S--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_079660312.1 -------------------------G------G--AR-----RV---------RVLAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRM-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----V----------------------------------D------S----------S------A-------------------------------------------------------------T---------Y-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQA--------P----G--------------------------E-V-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
SHI04185.1 -----------------------------------AR-----RV---------RVLAQVT------------RA-----------G----R-------------------------------------------G----------R--------HRM-------R-------V--WC-DE--G-------T-------G-------------P---R----------------------------Q---M------S-----V----------------------------------D------S----------S------A-------------------------------------------------------------T---------Y-S-------AS-----GAAR---ELL-RVLES----LA---P---S----------A------T---------D--------G---------------------------------A--RPLVEVLV-DR--AD-L-N---L---P----V-DE--WAAQA--------P----G--------------------------E-V-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_067017916.1 -------------------------G------T--TR-----RV---------RVLVQVT------------RA-----------G----T-------------------------------------------E----------R--------HRL-------R-------I--WC-DE--G-------T-------G-------------P---R----------------------------Q---V------S-----A----------------------------------D------S----------S------A-------------------------------------------------------------A---------Y-S-------AS-----EAAR---ELL-RVLES----LT---P---A----------A------E---------D--------G---------------------------------G--RPLVEVLV-DR--DH-L-N---L---P----V-DE--WAAQA--------P----G--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVRCPELQR--------RH--E---R-------------------------------------------------------------------------------------------Y-----------------------------LP----------------D----W----RERW---RQLDS----G-------E------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------Q-----------D-P--------------------------H----Q--I------Y------Y---EL-M-G-----R-L-
WP_031477595.1 -------------------------A------R--TG-----RV---------RVLVQVT------------QA-----------G----R-------------------------------------------D----------R--------HRL-------R-------I--WC-DE--G-------S-------G-------------P---R----------------------------Q---V------S-----A----------------------------------D------S----------S------A-------------------------------------------------------------A---------H-T-------AS-----EAAR---ELL-RVLES----LT---S---S----------A------S---------D--------G---------------------------------G--RPLVEVLV-DQ--DN-L-N---L---P----V-DE--WAAQA--------P----G--------------------------E-I-----I--------------------------------------------------------PG----ML-G-A-E----YP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RERW---RQLDS----G-------Q------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------Q-----------D-P--------------------------T----Q--V------Y------Y---EL-M-G-----R-L-
WP_057602962.1 -------------------------G------R--SL-----RT---------RVLVQVS------------RA-----------E----P-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------T----------S------V-------------------------------------------------------------S---------Y-S-------AS-----GAAR---ELL-RVLET----LG---P---S----------A------G---------D--------G---------------------------------Q--RPLVEVLV-DR--TG-L-N---L---P----I-DE--WEGHT--------P----D--------------------------Q-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RRRW---SRLDS----G-------T------T-----------------------------------------------L--------V-V--------S--D---A-T--------------------------L-----------D-P--------------------------N----K--I------Y------Y---EL-M-G-----R-L-
WP_079103482.1 -------------------------T------R--SA-----RV---------RVLVQVT------------RA-----------D----P-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------L---R----------------------------Q---V------S-----T----------------------------------D------T----------S------A-------------------------------------------------------------A---------Y-S-------GS-----QAAR---ELL-RVLET----LD---P---A----------A------V---------D--------E---------------------------------Q--RPLVEVLV-DR--TS-L-N---L---P----V-DE--WEGSG--------P----D--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RRRW---SRLDS----G-------A------T-----------------------------------------------L--------V-F--------S--D---A-S--------------------------L-----------S-T--------------------------N----E--I------Y------A---EL-M-R-----K-L-
OSZ59306.1 --------------------------------K--RS-----RV---------RVLVQVT------------GA-----------E----P-------------------------------------------G----------R--------YRL-------R-------I--WC-DE--G-------T-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------T----------S------V-------------------------------------------------------------A---------Y-S-------AR-----EAAR---ELL-RVLES----LA---P---A----------G------A---------D--------A---------------------------------E--RPLVEVLV-DR--AG-L-N---L---P----V-DE--WDGQA--------P----G--------------------------Q-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--E---R-------------------------------------------------------------------------------------------F-----------------------------LP----------------D----W----RRRW---NLLDT----G-------A------T-----------------------------------------------L--------V-V--------S--D---A-S--------------------------L-----------D-P--------------------------N----R--I------Y------Y---EL-M-D-----R-L-
WP_030145507.1 -------------------------A------R--TA-----RV---------RVLVQVT------------RA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTARD--------P----E--------------------------E-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---A-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_031018152.1 -------------------------A------R--TA-----RV---------RVLVQVT------------RA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AA-----EAAR---EVL-RVLDS----LT---P---P----------A------G---------D--------E---------------------------------R--PPLVEVLV-DR--SG-L-N---L---P----V-DE--WTARD--------P----E--------------------------E-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---A-M--------------------------------------D-R--------------------------E----T--I------Y------S---RL-V-N-----Q-L-
WP_077796727.1 -------------------------A------R--SA-----RV---------RVLVQVT------------RA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------M------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--TG-L-N---L---P----V-DE--WTARS--------P----D--------------------------Q-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------LS----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------L--------V-V--------S--E---S-M--------------------------------------D-R--------------------------D----A--L------Y------S---RL-V-N-----Q-L-
WP_031034830.1 -------------------------S------R--AF-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTVRD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---T-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_053662832.1 -------------------------S------R--AF-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---QVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTVRD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--A---A-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_055467468.1 -------------------------A------R--VL-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTVRD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---A-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_061442997.1 -------------------------A------R--VF-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AP-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTVRD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MS----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---A-M--------------------------------------D-R--------------------------E----T--I------Y------S---RL-V-N-----Q-L-
WP_031041428.1 -------------------------A------R--AA-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AA-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTARD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TK----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---T-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_037760759.1 -------------------------A------R--AA-----RV---------RVLVQVN------------PA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AA-----EAAR---EVL-RVLDS----LT---P---P----------A------E---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WTVRD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TK----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---T-M--------------------------------------D-R--------------------------D----T--I------Y------S---RL-V-N-----Q-L-
WP_037929653.1 -------------------------H------R--TA-----RV---------RLLVQVT------------RA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------S-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AS-----DAAR---EVL-RVLDS----LT---P---P----------A------D---------D--------E---------------------------------R--PPLLEVLV-DR--TG-L-N---L---P----V-DE--WTARD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MA----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---P-M--------------------------------------D-R--------------------------E----T--I------Y------S---SL-V-N-----Q-L-
KES08162.1 --------------------------------R--TA-----RV---------RLLVQVT------------RA-----------G----Q-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------S-------G-------------P---R----------------------------Q---V------S-----T----------------------------------D------S----------V------R-------------------------------------------------------------S---------Y-S-------AS-----DAAR---EVL-RVLDS----LT---P---P----------A------D---------D--------E---------------------------------R--PPLLEVLV-DR--TG-L-N---L---P----V-DE--WTARD--------P----D--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------MA----------------H----W----RSRW---NRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---P-M--------------------------------------D-R--------------------------E----T--I------Y------S---SL-V-N-----Q-L-
WP_018547391.1 -------------------------A------R--TA-----RV---------RVLVQVT------------RV-----------G----R-------------------------------------------A----------R--------HQL-------R-------I--WC-DE--G-------A-------G-------------L---R----------------------------Q---I------S-----T----------------------------------D------S----------V------T-------------------------------------------------------------S---------H-S-------AS-----EAAR---EVL-RVLDS----LA---P---P----------A------D---------D--------E---------------------------------R--PPLVEVLV-DR--SG-L-N---L---P----V-DE--WTARD--------P----E--------------------------A-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------LA----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------L--------V-V--------S--D---S-M--------------------------------------D-R--------------------------E----A--I------Y------S---RL-V-N-----Q-L-
SEG93339.1 -------------------------D------R--SA-----RV---------RVLVQVT------------RA-----------G----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----K----------------------------------D------S----------V------A-------------------------------------------------------------T---------Y-S-------AS-----QAAR---EVL-RVLDT----VT---P---P----------A------G---------D--------D---------------------------------R--PPMVEVLV-DR--GS-L-N---L---P----V-DE--WEARD--------P----D--------------------------E-I-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RH--V---R-------------------------------------------------------------------------------------------F-----------------------------MP----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---A-M--------------------------------------D-S--------------------------D----T--I------Y------S---KL-V-N-----Q-L-
WP_018838046.1 -------------------------D------R--SA-----RV---------RVLVQVT------------RA-----------E----R-------------------------------------------G----------R--------HRL-------R-------L--WC-DE--G-------D-------G-------------P---R----------------------------Q---V------S-----T----------------------------------S------G----------G------A-------------------------------------------------------------A---------Y-S-------AS-----EAAR---EVL-RVLDT----LS---P---A----------V------A---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WEARD--------P----G--------------------------E-I-----L--------------------------------------------------------PG----AL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TA----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---P-T--------------------------------------D-P--------------------------D----V--I------Y------S---LL-V-N-----K-L-
WP_018854311.1 -------------------------D------R--SA-----RV---------RVLVQVT------------RA-----------E----R-------------------------------------------G----------R--------HRL-------R-------L--WC-DE--G-------D-------G-------------P---R----------------------------Q---V------S-----T----------------------------------S------G----------G------A-------------------------------------------------------------A---------Y-S-------AS-----EAAR---EVL-RVLDT----LS---P---A----------V------A---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WEARD--------P----G--------------------------E-I-----L--------------------------------------------------------PG----AL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TA----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---P-T--------------------------------------D-P--------------------------D----V--I------Y------S---LL-V-N-----K-L-
WP_027766717.1 -------------------------D------R--SA-----RV---------RVLVQVT------------RA-----------E----R-------------------------------------------G----------R--------HRL-------R-------L--WC-DE--G-------D-------G-------------P---R----------------------------Q---V------S-----T----------------------------------S------G----------G------A-------------------------------------------------------------A---------Y-S-------AS-----EAAR---EVL-RVLDT----LS---P---A----------V------A---------D--------E---------------------------------R--PPLVEVLV-DR--AG-L-N---L---P----V-DE--WEARD--------P----G--------------------------E-I-----L--------------------------------------------------------PG----AL-G-V-E----FP--LVVHCPELLR--------RH--G---R-------------------------------------------------------------------------------------------F-----------------------------TA----------------H----W----RSRW---SRLDS----G-------K------T-----------------------------------------------F--------V-V--------S--E---P-T--------------------------------------D-P--------------------------D----V--I------Y------S---LL-V-N-----K-L-
WP_067128394.1 -------------------------G------R--AA-----RV---------RVLVQVA------------QA-----------G----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------E------S----------V------R-------------------------------------------------------------T---------Y-A-------AS-----QAAR---EVL-RVLDS----LT---P---P----------P------E---------D--------E---------------------------------R--PPLVEVLV-DR--GG-L-N---L---P----V-DE--WAARD--------P----A--------------------------E-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RN--G---R-------------------------------------------------------------------------------------------F-----------------------------VS----------------R----W----RSRW---SRLDS----G-------K------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------------------E-R--------------------------D----T--L------Y------S---QL-V-N-----Q-L-
KUN02937.1 -------------------------G------R--AA-----RV---------RVLVQVA------------QA-----------G----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------E------S----------V------R-------------------------------------------------------------T---------Y-A-------AS-----QAAR---EVL-RVLDS----LT---P---P----------P------E---------D--------E---------------------------------R--PPLVEVLV-DR--GG-L-N---L---P----V-DE--WAARD--------P----A--------------------------E-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RN--G---R-------------------------------------------------------------------------------------------F-----------------------------VS----------------R----W----RSRW---SRLDS----G-------K------T-----------------------------------------------L--------V-V--------S--D---P-A--------------------------------------E-R--------------------------D----T--L------Y------S---QL-V-N-----Q-L-
WP_067043285.1 -------------------------G------R--AA-----RV---------RVLVQVT------------KA-----------G----R-------------------------------------------G----------R--------HRL-------R-------I--WC-DE--G-------A-------G-------------P---R----------------------------Q---V------S-----T----------------------------------E------S----------V------R-------------------------------------------------------------T---------Y-T-------AS-----EAAR---EVL-RVLDS----LT---P---P----------P------E---------D--------E---------------------------------R--PPLVEVLV-DR--GG-L-N---L---P----V-DE--WAVRD--------P----A--------------------------E-L-----V--------------------------------------------------------PG----VL-G-V-E----FP--LVVHCPELLR--------RN--G---R-------------------------------------------------------------------------------------------F-----------------------------VA----------------R----W----RSRW---SRLDT----G-------K------A-----------------------------------------------L--------V-V--------S--D---P-G--------------------------------------D-R--------------------------D----A--L------Y------S---QL-V-N-----Q-L-
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AIJ13396.1 ------------------------------------------QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---T------R-----L----------------------------------K------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLSA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EA--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENGENPEYGENPEYGENPEYGETSGHGAYPGHGAYPGHGAYP-------------------------AHRAYGENGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_003973700.1 ----------GP--RGAPAGGPEGAA---------AG-----QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---T------R-----L----------------------------------K------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLSA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EA--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENGENPEYGENPEYGENPEYGETSGHGAYPGHGAYPGHGAYP-------------------------AHRAYGENGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
NP_629415.1 ------------------------------------------QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---T------R-----L----------------------------------K------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLSA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EA--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENGENPEYGENPEYG------ETSGHGAYPGHGAYPGHGAYPG-------------------HGAYPAHRAYGENGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
SDT74613.1 ------------------------------------------QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---T------R-----L----------------------------------K------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLSA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EA--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENGENPEYGENPEYG------ETSGHGAYPGHGAYPGHGAYP-------------------------AHRAYGENGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_030873006.1 ----------GP--RGAPAGGPEGAA---------AG-----QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---T------R-----L----------------------------------K------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLSA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EA--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENGENPEYGENPEYG------ETSGHGAYPGHGAYPGHGAYP-------------------------AHRAYGENGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
KOU06762.1 -------------------------------------------S---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
KOX52872.1 -------------------------------------------S---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_030400619.1 ------------------AGGRAGAA---------TG-----RS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_055467346.1 ------------------AGGRAGAA---------TG-----RS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_053637518.1 ------------------AGGRAGAA---------TG-----RS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------D--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
KOX39397.1 -------------------------------------------S---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------D--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAVVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_031082664.1 ------------------AGGRAGAA---------TG-----RS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EYG---------PYDPYGGKREGGGS-------------------------------PAAAVGGDRRL-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_031044448.1 ------------------PGDQGAPA---------TG-----RS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RSDGE---------------------------------------A---K------R-----I----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------A-P-------LA-----DLPA---HLS-APLKE----AF---R---Q----------C------D---------A--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------DE----RL-G-T-Q----RP--VVLRCTDRDQ--------L---M---EDG---------EFGPYGQYGGKSPYGQYGGKREGGGS-------------------------------PAAAVGGDHRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_061442586.1 ----------RR--TGAPAGGPGGAA---------AG-----QS---------SVLLEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RADGE---------------------------------------A---K------R-----L----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLAT---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------EE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENG---------DHGGYAESGDHGDHGGYGDHGDQGGHGGHGEIDGAGGIGGA----GGRRGTGAAGAQSAAASNGDYRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
AIV34261.1 ------------------------------------------QS---------SVLLEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RADGE---------------------------------------A---K------R-----L----------------------------------E------E----------V------Q-----------------------------------------R-----------------------------V-P-------LA-----DLAT---HLS-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---D----V-DE--WRLGP------------------------------------------------E--------------------------------------------------------EE----RL-G-T-Q----RP--VVLRCSDRDQ--------L---T---ENG---------DHGGYAESGDHGDHGGYGDHGDQGGHGGHGEIDGAGGIGGA----GGRRGTGAAGAQSAAASNGDYRL-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------A--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-S-
WP_037760130.1 --------------------PQPTTR---------AA-----QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RDGGG---------------------------------------T---E------R-----L----------------------------------R------E----------V------R-----------------------------------------R-----------------------------A-P-------LA-----ELAT---VIA-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQG---------------------------------LGP------------------------------------------------E--------------------------------------------------------DE----PL-G-T-Q----RP--VVLRCSDRDQ--------L---T---DDDGDD------GYG------GYGRNDGRGGDGRADGSDARDGENNDSSVNGS---SGAGTAGGAGGGHSGAAPDDDYRM-------D----L-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------T--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-A-
WP_070389120.1 --------------------PQPTTR---------AA-----QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RDGGG---------------------------------------T---E------R-----L----------------------------------R------E----------V------R-----------------------------------------R-----------------------------A-P-------LA-----ELAT---VIA-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---E----V-DD--WRLGP------------------------------------------------E--------------------------------------------------------DE----PL-G-T-Q----RP--VVLRCSDRDQ--------L---T---DDDGDD------GYG------GYGRNDGRGGDGRADGSDARDGENNDSSVNGSNGSSGAGTAGGAGGGHSGAAPDDDYRM-------D----L-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------T--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-A-
WP_031039686.1 --------------------PQPTTR---------AA-----QS---------SVLVEIV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--FV-V----------------------RDGGG---------------------------------------T---E------R-----L----------------------------------R------E----------V------R-----------------------------------------R-----------------------------A-P-------LA-----ELAT---VMA-APLKE----AF---R---Q----------C------D---------T--------P------------G--------------------R--PAVLQVAT-EH--SL-L-A---L---E----V-DD--WRLGP------------------------------------------------E--------------------------------------------------------DE----PL-G-T-Q----RP--VVLRCSDRDQ--------L---T---DDDGDD------GYGY-GGYVGDGRNDGHDGHGRADGSDAHDGENNDSSVNGS---SGAGTAVGAGGGHPGAAPDGDYRM-------D----L-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HPV---------T--A------T--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--P------V------E---EL-R-G-----L-A-
KMS80687.1 -----------G--RPGGRADRDEAR---------TA-----QP---------CVLLELV--Q----------R-----------H----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CA-V----------------------APGGE---------------------------------------A---V------R-----L----------------------------------E------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----GLPA---PLA-APLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAL-PH--SL-L-G---L---D----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------DP----PL-G-V-L----RP--VVLRCSDRDQ--------L---P---ED---------------------DEAASYGADR----------------------------------------------L-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--P------V------E---QL-R-G-----L-S-
WP_029383239.1 -----------G--RPGGRADRDEAR---------TA-----QP---------CVLLELV--Q----------R-----------H----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CA-V----------------------APGGE---------------------------------------A---V------R-----L----------------------------------E------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----GLPA---PLA-APLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAL-PH--SL-L-G---L---D----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------DP----PL-G-V-L----RP--VVLRCSDRDQ--------L---P---ED---------------------DEAASYGADR----------------------------------------------L-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--P------V------E---QL-R-G-----L-S-
CQR61926.1 ------------------------AR---------TA-----QP---------CVLLELV--Q----------R-----------H----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CA-V----------------------APGGE---------------------------------------A---V------R-----L----------------------------------E------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----GLPA---PLA-APLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAL-PH--SL-L-G---L---D----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------DP----PL-G-V-L----RP--VVLRCSDRDQ--------L---P---ED---------------------DEAASYGADR----------------------------------------------L-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--P------V------E---QL-R-G-----L-S-
WP_052808652.1 -----------G--RPGGRADRDQGR---------AA-----QP---------CVLLELV--Q----------R-----------H----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CV-V----------------------APGGE---------------------------------------A---V------R-----L----------------------------------E------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----GLPA---PLA-VPLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--SL-L-G---L---D----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------EP----PL-G-V-L----RP--VVLRCSDRDQ--------L---P---ED---------------------DEAASYGADR----------------------------------------------L-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--P------V------E---QL-R-G-----L-S-
AJP03760.1 ------------------------GR---------AA-----QP---------CVLLELV--Q----------R-----------H----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CV-V----------------------APGGE---------------------------------------A---V------R-----L----------------------------------E------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----GLPA---PLA-VPLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--SL-L-G---L---D----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------EP----PL-G-V-L----RP--VVLRCSDRDQ--------L---P---ED---------------------DEAASYGADR----------------------------------------------L-------D----I-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--P------V------E---QL-R-G-----L-S-
KPI25950.1 ----RRGHRRGA--PDARARARSAGS---------VA-----RP---------SALLELV--P----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------V---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-L-------LT-----DLPT---HLA-GPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PQ--AL-L-G---L---D----V-DN--WQLAS------------------------------------------------G--------------------------------------------------------EA----PL-G-V-L----RP--VVVRCSDRDR--------L---P---DEAFGAYGGGVPD-------GRGEAAGAGGGDGAGGGDGAGGVEGVDDPDRLD----------------DLDDLDDL--D-------D----L-----------------------------DV----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-A-
WP_082412899.1 ----RRGHRRGA--PDARARARSAGS---------VA-----RP---------SALLELV--P----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------V---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-L-------LT-----DLPT---HLA-GPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PQ--AL-L-G---L---D----V-DN--WQLAS------------------------------------------------G--------------------------------------------------------EA----PL-G-V-L----RP--VVVRCSDRDR--------L---P---DEAFGAYGGGVPD-------GRGEAAGAGGGDGAGGGDGAGGVEGVDDPDRLD----------------DLDDLDDL--D-------D----L-----------------------------DV----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-A-
WP_028806990.1 ----RRGHRRGG--PDARARARSVGS---------VA-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------V---V------R-----L----------------------------------H------E----------A------Q-----------------------------------------R-----------------------------T-L-------LT-----DLPT---HLA-GPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DN--WQLAP------------------------------------------------G--------------------------------------------------------EA----PL-G-A-L----RP--VVVRCSDRDR--------L---P---DEAFGAYGGGEPD-------GRGEADGARGG------------EGADDP----------------------DDPDDP--D-------D----L-----------------------------DA----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-A-
WP_079073899.1 ----HRRHRPAG--TDARARARSVGS---------VA-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------A---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-L-------LA-----DLPT---HLA-VPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DN--WQLSP------------------------------------------------E--------------------------------------------------------AE----PL-G-V-L----RP--VVVRCSDRDR--------L---P---DEAFGAYGGGEPD-------GMGEAGRVDGAYG---------VEGADDP-------------------------DHL--D-------D----L-----------------------------DV----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---E-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-S-
WP_078890035.1 ----RRPHRQDA--PDARARARRVGS---------VA-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------V---V------R-----L----------------------------------H------Q----------T------E-----------------------------------------R-----------------------------T-L-------LA-----DLPA---HLA-GPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DT--WRLAP------------------------------------------------G--------------------------------------------------------QE----PL-G-A-L----RP--VVVRCADRDR--------L---P---DEAFGAYGGGGPV-------GPARAHGADGAHDSSG------LDGLDRPGDLD----------------ELD---------------E----L-----------------------------DA----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-S-
WP_081552888.1 ----RRPHRQDA--PDARARARRVGS---------VA-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------V---V------R-----L----------------------------------H------Q----------T------E-----------------------------------------R-----------------------------T-L-------LA-----DLPA---HLA-GPLGE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DT--WRLAP------------------------------------------------G--------------------------------------------------------QE----PL-G-A-L----RP--VVVRCADRDR--------L---P---DEAFGAYGGGGPV-------GPARAHGADGAHDSSG------LDGPDRPGDLD----------------ELDGLDDL--D-------E----L-----------------------------DA----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-S-
SHH97099.1 ---RRRHHRR----ADAHARARAVGS---------AG-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-S----------------------VPGGA---------------------------------------V---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------LA-----DLPA---HLA-GPLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DT--WHLPP------------------------------------------------D--------------------------------------------------------EE----PL-G-A-Q----RP--VVVRCADRDR--------L---P---EEAYGE-----------------DEGDADGHVEGD-------AESDEG--------------------------DDE--D-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-A-
WP_079664781.1 ---RRRHHRR----ADAHARARAVGS---------AG-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-S----------------------VPGGA---------------------------------------V---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------LA-----DLPA---HLA-GPLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DT--WHLPP------------------------------------------------D--------------------------------------------------------EE----PL-G-A-Q----RP--VVVRCADRDR--------L---P---EEAYGE-----------------DEGDADGHVEGD-------AESDEG--------------------------DDE--D-------D----V-----------------------------DE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-A-
SES36685.1 RKQHRRQQRRTA--VDARARARAVGS---------AG-----RP---------SALLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------APGGE---------------------------------------A---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------LA-----DLSA---HVA-GPLAE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---A----V-DT--WQLPT------------------------------------------------D--------------------------------------------------------AE----QL-G-A-L----RP--VVVRCADRDR--------L---S---DEAFDASYDPTARF------GLFESEDEEGEEDED-------VDASDGD------------------------LDDL--D-------D----L-----------------------------DV----------------E----R----RARW---RWLH---------------------------------------A------HRA---------K--A------E--------V-L--------D--C---D-D--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-S-
WP_079141855.1 ------PQRRIA--SDVRARARAVPG---------AA-----RP---------SALVELV--L----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------GPDGD---------------------------------------A---V------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------LA-----DLPA---HLA-GPLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PH--AL-L-G---L---E----V-DA--WQLPP------------------------------------------------E--------------------------------------------------------AE----PL-G-A-L----RP--VVVRCADRDR--------L---P---GEAYRGYGAEAPDLDRLDRLDRPDPGRSDRSDHGRPDRVSQDGPAVGDVGAPY----------------GPYDVDDR--D-------D----L-----------------------------EE----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--S------V------E---QL-R-A-----L-S-
WP_079041606.1 --RGRDRRRGRA--ARARARDRAPGS---------VA-----RP---------SVLLELV--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CV-T----------------------VPGGE---------------------------------------A---V------R-----L----------------------------------R------E----------A------E-----------------------------------------R-----------------------------T-P-------LA-----ELPG---RLA-GPLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PALLQVAL-PQ--AL-L-G---L---E----V-DA--WQLPP------------------------------------------------D--------------------------------------------------------EV----PL-G-A-L----RP--VVVRCADRDR--------L---S---DEESGAHDAADGDAGG-HWRAPQAPEGPEGPGDAGENDVHGENDGHGDDGYGD----------------DGYGDDEYGDE-------D----V-----------------------------DA----------------E----R----RARW---RWLH---------------------------------------A------HRA---------R--A------E--------V-L--------D--C---D-E--------------------------G----L------R-K---P----------------------V----P--T------V------E---QL-R-A-----L-S-
KND32415.1 ----------------PVQPSRAQQA---------RP-----RP---------AVLLEIL--P----------R-----------P----W--------------E-----------------P----------D----------R--------CDW-------T-------V--SV-L----------------------HADGG---------------------------------------A---D------P-----L----------------------------------P------G----------E------E-----------------------------------------R-----------------------------A-R-------IV-----ELPG---RIA-GTLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAV-PH--VL-L-G---L---D----V-DA--WRPVP------------------------------------------------E--------------------------------------------------------EE----PL-G-V-A----RP--VVVRVADREQ--------L---V---DD----------------------MEAMEG----------------------------------------------AEWF-------D----A-----------------------------QE----------------E----R----GARW---RWLH---------------------------------------A------HRA---------Q--A------E--------L-L--------D--C---D-D--------------------------G----L------R-V---P----------------------V----P--T------V------E---KL-R-S-----L-A-
WP_050372359.1 ----------------PVQPSRAQQA---------RP-----RP---------AVLLEIL--P----------R-----------P----W--------------E-----------------P----------D----------R--------CDW-------T-------V--SV-L----------------------HADGG---------------------------------------A---D------P-----L----------------------------------P------G----------E------E-----------------------------------------R-----------------------------A-R-------IV-----ELPG---RIA-GTLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAV-PH--VL-L-G---L---D----V-DA--WRPVP------------------------------------------------E--------------------------------------------------------EE----PL-G-V-A----RP--VVVRVADREQ--------L---V---DD----------------------MEAMEG----------------------------------------------AEWF-------D----A-----------------------------QE----------------E----R----GARW---RWLH---------------------------------------A------HRA---------Q--A------E--------L-L--------D--C---D-D--------------------------G----L------R-V---P----------------------V----P--T------V------E---KL-R-S-----L-A-
WP_010353579.1 ----------------PVQPSRAQQA---------RP-----RP---------AVLLEIL--P----------R-----------P----W--------------E-----------------P----------D----------R--------CDW-------T-------V--SV-L----------------------HADGG---------------------------------------A---D------P-----L----------------------------------P------G----------E------E-----------------------------------------R-----------------------------A-R-------IV-----ELPG---RIA-GTLAE----AF---R---R----------C------D---------E--------P------------G--------------------R--PAVLQVAV-PH--VL-L-G---L---D----V-DA--WRPVP------------------------------------------------E--------------------------------------------------------EE----PL-G-V-A----RP--VVVRVADREQ--------L---V---DD----------------------MEAMEAME--------------------------------------------GEWF-------D----A-----------------------------QE----------------E----R----GARW---RWLH---------------------------------------A------HRA---------Q--A------E--------L-L--------D--C---D-D--------------------------G----L------R-V---P----------------------V----P--T------V------E---KL-R-S-----L-A-
WP_016437959.1 ----------GR--AAAAGTGGHARV---------TP-----RL---------TVLLEVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SL-A----------------------RPDGD---------------------------------------V---L------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------VD-----RLSA---EAA-EPLAE----AF---R---R----------C------D---------A--------P------------G--------------------R--PAALQAAL-PH--LL-L-G---L---P----V-DT--WQLRA------------------------------------------------G--------------------------------------------------------EP----PL-G-A-Q----RP--VVVRCSDRDQ--------L---P---DDG--------------------EYDIQDAG-------------------------------------------------------------D-----------------------------HH----------------E----R----HDRW---RWLH---------------------------------------L------HDA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-Q---P----------------------V----P--A------L------S---DL-R-G-----L-A-
EPD55275.1 -----------------------------------TP-----RL---------TVLLEVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SL-A----------------------RPDGD---------------------------------------V---L------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------VD-----RLSA---EAA-EPLAE----AF---R---R----------C------D---------A--------P------------G--------------------R--PAALQAAL-PH--LL-L-G---L---P----V-DT--WQLRA------------------------------------------------G--------------------------------------------------------EP----PL-G-A-Q----RP--VVVRCSDRDQ--------L---P---DDG--------------------EYDIQDAG-------------------------------------------------------------D-----------------------------HH----------------E----R----HDRW---RWLH---------------------------------------L------HDA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-Q---P----------------------V----P--A------L------S---DL-R-G-----L-A-
WP_058923268.1 ----------AR--PAAPGPGGHARV---------AP-----RL---------TVLLEVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SL-A----------------------RPDGD---------------------------------------V---L------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------VD-----RLPA---EAA-GPLAE----AF---R---R----------C------D---------A--------P------------G--------------------R--PAPLQAAL-PH--LL-L-G---L---P----V-DT--WQLRA------------------------------------------------E--------------------------------------------------------EP----PL-G-A-Q----RP--VVVRCSDRDQ--------L---P---DDG--------------------EYDLQDAAD------------------------------------------------------------D-----------------------------HH----------------E----R----HDRW---RWLH---------------------------------------L------HDA---------R--A------E--------V-L--------D--C---E-D--------------------------G----V------R-Q---P----------------------V----P--A------L------S---DL-R-G-----L-A-
ALV33605.1 -----------------------------------AP-----RL---------TVLLEVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SL-A----------------------RPDGD---------------------------------------V---L------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------VD-----RLPA---EAA-GPLAE----AF---R---R----------C------D---------A--------P------------G--------------------R--PAPLQAAL-PH--LL-L-G---L---P----V-DT--WQLRA------------------------------------------------E--------------------------------------------------------EP----PL-G-A-Q----RP--VVVRCSDRDQ--------L---P---DDG--------------------EYDLQDAAD------------------------------------------------------------D-----------------------------HH----------------E----R----HDRW---RWLH---------------------------------------L------HDA---------R--A------E--------V-L--------D--C---E-D--------------------------G----V------R-Q---P----------------------V----P--A------L------S---DL-R-G-----L-A-
WP_079084199.1 ----------DR--PATPEGRDHARV---------TP-----GL---------TVLLEVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------RPDGD---------------------------------------V---L------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------T-P-------WD-----GLAA---EAA-EPLAE----AF---R---R----------C------D---------A--------P------------D--------------------R--PAPLQAAL-PH--LL-L-G---L---P----V-DT--WQLHP------------------------------------------------G--------------------------------------------------------EP----PL-G-V-Q----RP--VVVRCSDRDQ--------L---P---DDG--------------------EYD-PDGAD------------------------------------------------------------G-----------------------------HH----------------E----R----HDRW---RRLH---------------------------------------T------HDA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-Q---P----------------------V----P--P------V------S---DL-R-D-----L-A-
WP_037620920.1 ----------------AHATAHSADR---------AP-----RL---------FVLLELE--Q----------L-----------G----W--------------E-----------------P----------G----------R--------CDW-------H-------V--SV-G----------------------RPTGE---------------------------------------V---V------R-----L----------------------------------R------D----------G------E-----------------------------------------R-----------------------------T-P-------LE-----ELPD---ALG-PHLTE----AF---R---H----------C------D---------E--------P------------G--------------------R--PAGLQVAL-PH--LL-L-G---L---D----V-DA--WRLGP------------------------------------------------D--------------------------------------------------------DT----PL-G-A-R----RP--VVVRCADREQ--------L---P---EP--------------------PGPAAPDG--------------------------------------------GPFPSD-------E----E-----------------------------RH----------------E----R----EARW---RWIH---------------------------------------A------HGA---------Q--A------E--------I-L--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--A------A------E---SL-R-G-----L-P-
WP_081219383.1 ----------------ARTPARSADR---------AP-----RL---------FVLLELE--Q----------L-----------G----W--------------E-----------------P----------G----------R--------CDW-------H-------V--AV-G----------------------RPTGE---------------------------------------V---V------R-----L----------------------------------R------D----------G------E-----------------------------------------R-----------------------------T-P-------LE-----DLPA---VLA-PALTE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PADLQVAL-PH--LL-L-G---L---D----V-DA--WQLGP------------------------------------------------D--------------------------------------------------------EP----PL-G-A-H----RP--VVVRCADREQ--------L---P---DPG-------------------DGNGLPDGKE------------------------------------------EPLP-E-------E----E-----------------------------RH----------------E----R----EARW---KWIH---------------------------------------T------HGA---------Q--A------E--------V-L--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--A------A------E---SL-R-G-----L-P-
WP_028802105.1 ----------------ARTAAHAADR---------AP-----RM---------FVLLELE--Q----------L-----------G----W--------------E-----------------P----------G----------R--------CDW-------H-------V--SV-G----------------------HPTGE---------------------------------------V---A------R-----L----------------------------------R------D----------G------E-----------------------------------------R-----------------------------A-T-------LD-----DLPG---VLA-QPLAE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PADLQVAL-PH--LL-L-G---L---D----V-DA--WELGP------------------------------------------------D--------------------------------------------------------EP----PL-G-A-H----RP--VVVRCADREQ--------L---P---DG--------------------DALFAVGG--------------------------------------------KEFAAD-------D----E-----------------------------QE----------------E----R----EARW---RWIH---------------------------------------A------YGA---------R--A------E--------V-L--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--P------G------E---WL-R-G-----L-P-
WP_059128851.1 ----------------GLEEAHAFGR---------LP-----RP---------CALLELV--Q----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------R-------I--SV-A----------------------RPDGE---------------------------------------V---V------R-----L----------------------------------D------E----------A------E-----------------------------------------R-----------------------------V-S-------LD-----ALPG---PLA-PPLAE----AF---R---Q----------C------D---------Q--------P------------G--------------------R--PAVLQVAL-PR--TL-L-G---L---A----V-DT--WQLRA------------------------------------------------A--------------------------------------------------------DA----PL-G-A-E----RP--VVVRCADRDR--------L---L---DD----------------------YGPPEK--------------------------------------------DPADAE-------E----E-----------------------------RR----------------E----R----EARW---RWIH---------------------------------------A------HDA---------Q--P------E--------L-L--------D--C---D-D--------------------------G----L------R-I---P----------------------V----P--A------L------S---RL-R-G-----L-P-
WP_030816757.1 ---------RDT--AVREPVRPVLTA---------YP-----EP---------SVLLVVL--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--SV-GG---------------------DPGQE---------------------------------------P---A------R-----L----------------------------------Y------E----------G------E-----------------------------------------R-----------------------------A-P-------LE-----GLVD---HVA-APLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PATLYAAL-PH--LH-L-S---L---P----V-DD--WRLAP------------------------------------------------D--------------------------------------------------------AL----SL-G-A-E----RP--VLVRCSDRDQ--------L---P---DE-----------------------APAWEAYE------------------------------------------------------D----P-----------------------------DA----------------E----R----RDRW---RRLR---------------------------------------P------RPA---------H--A------E--------V-L--------D--C---D-D--------------------------G----V------R-G---P----------------------V----P--D------T------A---AL-R-G-----L-G-
WP_031181173.1 ---------RDT--AVREPVRPQLTA---------YP-----EP---------SVLLVVL--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------V--SV-GG---------------------GPDQE---------------------------------------P---A------R-----L----------------------------------Y------E----------G------E-----------------------------------------R-----------------------------A-P-------LD-----GLAA---HVA-APLAE----AF---R---H----------C------D---------E--------P------------G--------------------R--PATLYAAL-PH--LH-L-S---L---P----V-DD--WRLAP------------------------------------------------D--------------------------------------------------------AL----PL-G-A-E----RP--VLVRCSDRDQ--------L---P---DE-----------------------APAWEVYE------------------------------------------------------D----P-----------------------------DA----------------E----R----RDRW---RRLR---------------------------------------P------RTA---------H--A------E--------V-L--------D--C---D-D--------------------------G----V------R-R---P----------------------V----P--E------T------A---VL-R-G-----L-G-
WP_071376489.1 ---------GRV--P-ERPAPHPPLA---------PP-----GP---------SVLLVVL--C----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--CV-A----------------------DVDGG---------------------------------------T---T------L-----L----------------------------------H------E----------T------Q-----------------------------------------R-----------------------------T-A-------LA-----DLGD---RAA-AVLTE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PAPLYVAL-PH--RL-L-D---T---P----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------GV----PV-G-V-E----RP--VLMRCSDRDQ--------L---P---DE--------------GAQSPGARPAAAWEPYD------------------------------------------------------D----G-----------------------------DG----------------E----R----RDRW---HRLH---------------------------------------T------RQA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-R---P----------------------V----P--D------T------P---AL-R-G-----L-A-
WP_071384233.1 ---------GRV--P-ERPAPHPPLA---------PA-----GP---------SVLLVVL--C----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-A----------------------DADGA---------------------------------------T---T------L-----L----------------------------------H------E----------T------Q-----------------------------------------R-----------------------------T-A-------LA-----DLDG---RAA-AALTE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PAPLYVAL-PH--RL-L-D---T---P----V-DD--WRLRP------------------------------------------------D--------------------------------------------------------GV----PV-G-V-E----RP--VLIRCSDRDQ--------L---P---DE--------------ESRGPGAWPAAAWEPYD------------------------------------------------------D----G-----------------------------DG----------------E----R----RDRW---RRLH---------------------------------------T------RQA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-R---P----------------------V----P--D------T------P---AL-R-G-----L-A-
WP_051926614.1 ---------GQL--PAERPVPHPSLA---------PP-----GP---------SVLLVVL--R----------R-----------G----W--------------E-----------------P----------D----------H--------CDW-------S-------I--SV-A----------------------DADGG---------------------------------------T---R------L-----L----------------------------------H------E----------T------Q-----------------------------------------R-----------------------------T-P-------LA-----GLDS---QVA-APLTE----AF---R---Q----------C------D---------E--------P------------G--------------------R--PALLHVAL-PH--LL-L-G---T---A----V-DD--WRLRR------------------------------------------------D--------------------------------------------------------GV----PL-G-V-E----RP--VLVRCSDRDQ--------L---P---DE--------------AAEGPGAWPAAAWESYD------------------------------------------------------D----E-----------------------------DG----------------E----R----RDRW---RRLH---------------------------------------V------RQA---------R--A------E--------V-L--------D--C---D-D--------------------------G----V------R-R---P----------------------V----P--D------T------A---AL-R-D-----L-A-
WP_061927314.1 ----------RK--LEERAAQHPLVA---------PP-----GS---------FVLLMVL--R----------R-----------G----W--------------E-----------------P----------D----------R--------CDW-------S-------V--SV-G----------------------EPDGT---------------------------------------T---T------R-----L----------------------------------H------E----------A------E-----------------------------------------R-----------------------------A-P-------LA-----DLAA---HVA-APLAE----AF---R---R----------W------D---------E--------P------------G--------------------R--PATLYAAL-PH--SL-L-D---L---P----V-EE--WHLRP------------------------------------------------D--------------------------------------------------------GV----PL-G-V-E----RP--VLVRCSDRDQ--------L---P---DED-------------EPAFPGAWHPAAWDPYD------------------------------------------------------D----E-----------------------------DG----------------E----R----KDRW---RRSH---------------------------------------A------RQA---------Q--A------D--------V-L--------D--C---D-D--------------------------G----V------R-R---P----------------------V----P--G------V------T---AL-R-G-----L-A-
KIF76661.1 --------------------ERPREG----------E-----RS---------HVLLVLE--P----------R-----------S----W--------------E-----------------P----------D----------S--------FDW-------R-------L--GV-A----------------------RFNGE---------------------------------------V---R------P-----V----------------------------------A------M----------D------S-----------------------------------------G-------G---------------------T-A-------FH-----ALQE---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAMLQVAL-AQ--SM-L-G---L---D----V-DN--WRMGP------------------------------------------------G--------------------------------------------------------EP----PL-G-S-L----RP--VVVRCSDL-------------------------------------------PVP-TE--------------------------------------------------------A----E-----------------------------AD----------------E----T----KARW---QRTW---------------------------------------S------GAM---------R--A------H--------V-V--------D--C---A-D--------------------------E----L------W-V---S----------------------V----P--S------E------D---EL-R-A-----L-A-
WP_052489732.1 --------------------ERPREG----------E-----RS---------HVLLVLE--P----------R-----------S----W--------------E-----------------P----------D----------S--------FDW-------R-------L--GV-A----------------------RFNGE---------------------------------------V---R------P-----V----------------------------------A------M----------D------S-----------------------------------------G-------G---------------------T-A-------FH-----ALQE---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAMLQVAL-AQ--SM-L-G---L---D----V-DN--WRMGP------------------------------------------------G--------------------------------------------------------EP----PL-G-S-L----RP--VVVRCSDL-------------------------------------------PVP-TE--------------------------------------------------------A----E-----------------------------AD----------------E----T----KARW---QRTW---------------------------------------S------GAM---------R--A------H--------V-V--------D--C---A-D--------------------------E----L------W-V---S----------------------V----P--S------E------D---EL-R-A-----L-A-
WP_030355653.1 --------------------ERPREG----------E-----RP---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------S--------YDW-------R-------V--GV-A----------------------RHSGE---------------------------------------V---V------P-----V----------------------------------A------E----------D------S-----------------------------------------R-------G---------------------T-P-------GH-----SLRT---RLT-AALTE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAMLQVAV-VQ--AL-L-G---L---E----V-DC--WQLSP------------------------------------------------D--------------------------------------------------------EP----PL-G-V-T----RP--VVVRCSDQ-------------------------------------------EPPLSE--------------------------------------------------------D----E-----------------------------AR----------------E----R----RARW---NRTW---------------------------------------S------AAM---------Q--A------E--------I-I--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--T------E------E---AL-R-S-----L-A-
WP_066948163.1 --------------------ERPVEG----------E-----GS---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------S--------YDW-------R-------V--GV-A----------------------RHTGE---------------------------------------V---V------P-----V----------------------------------K------E----------D------S-----------------------------------------R-------G---------------------T-V-------AQ-----DLPA---RLT-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VQ--AQ-L-G---L---E----V-DR--WQLSP------------------------------------------------D--------------------------------------------------------EP----PL-G-T-V----RP--VVVRCSNP-------------------------------------------GPPLSE--------------------------------------------------------D----E-----------------------------AR----------------E----H----RARW---NRTW---------------------------------------S------VAM---------R--G------E--------I-I--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--T------D------E---DL-R-A-----L-A-
WP_051765829.1 --------------------ERPADG----------E-----AP---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------S--------YDW-------R-------V--GV-A----------------------RHTGE---------------------------------------V---Q------P-----V----------------------------------G------E----------D------S-----------------------------------------R-------G---------------------T-P-------GH-----ALPA---RLT-ASLTE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VQ--SQ-L-G---M---A----V-DR--WQLTP------------------------------------------------D--------------------------------------------------------EP----PL-G-V-T----RP--VVVRRSDH-------------------------------------------EPPLTE--------------------------------------------------------D----D-----------------------------TR----------------E----R----MARW---TRAT---------------------------------------T------AAV---------R--A------A--------V-V--------D--C---E-D--------------------------G----L------R-V---P----------------------V----P--T------E------E---EL-R-A-----L-A-
SCY50800.1 --------------------EPARYG----------E-----RA---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------L--------YDW-------R-------I--GV-A----------------------RPTGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------Q-------G---------------------T-G-------LG-----ALPE---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VP--AL-F-G---L---D----V-DG--WQVTP------------------------------------------------D--------------------------------------------------------GL----PL-G-V-V----RP--VVVRRSER-------------------------------------------GQP-TD--------------------------------------------------------E----L-----------------------------DR----------------L----R----RTRW---NSTR---------------------------------------N------SSM---------Q--A------E--------V-V--------D--C---E-D--------------------------G----M------A-V---R----------------------V----P--E------L------T---AL-H-A-----L-A-
SFS61784.1 ------------------------------------E-----RA---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------L--------YDW-------R-------I--GV-A----------------------RPTGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------Q-------G---------------------T-G-------LG-----ALPE---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VP--AL-F-G---L---D----V-DG--WQVTP------------------------------------------------D--------------------------------------------------------GL----PL-G-V-V----RP--VVVRRSER-------------------------------------------GQP-TD--------------------------------------------------------E----L-----------------------------DR----------------L----R----RTRW---NSTR---------------------------------------N------SSM---------Q--A------E--------V-V--------D--C---E-D--------------------------G----M------A-V---R----------------------V----P--E------L------T---AL-H-A-----L-A-
WP_030915763.1 --------------------EPARYG----------E-----RA---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------N----------L--------YDW-------R-------I--GV-A----------------------RPTGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------Q-------G---------------------T-G-------LG-----ALPE---RLA-APLSE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VP--AL-F-G---L---D----V-DN--WQVTP------------------------------------------------D--------------------------------------------------------GL----PL-G-V-V----RP--VVVRRSER-------------------------------------------GQP-TD--------------------------------------------------------E----L-----------------------------DR----------------L----R----RTRW---NSTR---------------------------------------N------SSM---------Q--A------E--------V-V--------D--C---E-D--------------------------G----M------A-V---R----------------------V----P--E------L------T---AL-H-A-----L-A-
WP_030969873.1 --------------------EPARYG----------E-----RA---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------L--------YDW-------R-------I--GV-A----------------------RPTGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------Q-------G---------------------T-G-------LG-----ALPE---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAVLQVAV-VP--AL-L-G---L---D----V-DS--WQVTP------------------------------------------------D--------------------------------------------------------GL----PL-G-V-V----RP--VVVRRTER-------------------------------------------GHPPDD--------------------------------------------------------E----A-----------------------------ER----------------R----R----RARW---HSTR---------------------------------------N------SSM---------Q--A------E--------V-V--------D--C---E-D--------------------------G----M------G-V---R----------------------V----P--E------V------A---RL-H-T-----L-A-
WP_037689147.1 --------------------EPTRYG----------E-----RA---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------R--------YDW-------R-------I--GV-A----------------------RRTGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------Q-------G---------------------T-G-------LG-----ALPD---RLA-APLAE----AF---R---R----------C------D---------E--------P------------D--------------------S--PAMLQVAV-PP--AL-L-G---L---D----I-DN--WQVTP------------------------------------------------D--------------------------------------------------------GL----PL-G-A-V----RP--VVVRRSDR-------------------------------------------GQPPGD--------------------------------------------------------E----S-----------------------------ER----------------L----R----RARW---NSTR---------------------------------------N------SAM---------Q--A------E--------V-V--------D--C---E-D--------------------------G----M------G-V---R----------------------V----P--E------V------G---RL-H-T-----L-A-
SDL96649.1 -------------------DRPVRRP---------DE-----RP---------FVLLELE--P----------R-----------G----W--------------E-----------------R----------D----------R--------HDW-------R-------V--GV-S----------------------RPGGE---------------------------------------V---L------P-----V----------------------------------A------E----------D------S-----------------------------------------H-------G---------------------T-A-------FA-----NLPS---CLA-APLTE----AF---R---R----------C------D---------E--------P------------G--------------------S--PAVLQVAV-VR--AM-L-G---L---D----V-ES--WRVPP------------------------------------------------D--------------------------------------------------------GP----PL-G-A-A----RP--VVIRCSDL-------------------------------------------PPPETD--------------------------------------------------------A----G-----------------------------AS----------------E----R----LARW---NRTR---------------------------------------N------ALM---------R--A------E--------V-L--------D--C---E-D--------------------------G----L------G-V---P----------------------V----P--E------P------A---EL-R-S-----M-A-
WP_073781910.1 --------------------EPARPH----------D-----AP---------FVLLRLE--S----------R-----------H----W--------------E-----------------P----------D----------L--------YDW-------R-------V--AV-V----------------------PRPGD---------------------------------------F---R------P-----V----------------------------------A------E----------D------S-----------------------------------------R-------G---------------------T-A-------LH-----ALPD---RLA-GPLAE----AF---R---R----------C------D---------E--------P------------D--------------------D--PAVLHVAV-DP--AL-M-G---L---G----V-DE--WRTRP------------------------------------------------D--------------------------------------------------------GR----PL-G-V-L----RP--VVVRPLDRGA--------A---G---TGG----------------------GTAGTD--------------------------------------------------------G----G-----------------------------PA----------------E----R----EARW---NRAM---------------------------------------T------APM---------R--A------A--------V-V--------D--C---E-D--------------------------G----M------R-M---P----------------------V----P--V------V------A---QM-R-Q-----L-A-
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WP_053065797.1 -----------------GRARAAEGL---------PP-----GP---------SVLLEAW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------T-------------R---PA--------------------------QA---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----RLPE---ALR-APLAE----GF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-EP--EL-F-G---L---A----V-DE--WVVAG---------------------------------------------------------------------------------------------------------GV----PV-G-T-Q----RP--VVFR--YAGV--------S---Q---TA----------------------------------------------------------------------------------------------------------------------------------------------------GGRW---ARVQA----G-------P------P-------------------------------------A--G------Q--------R-A--------D--C---S-R--------------------------G----R------P-R--------------------------S----P--S------P------P---WL-A-G-----L-A-
WP_073773105.1 -----------------GRARAAEGL---------PP-----GP---------SVLLEAW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------T-------------R---PA--------------------------QA---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----RLPE---ALR-APLAE----GF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-EP--EL-F-G---L---A----V-DE--WVVAG---------------------------------------------------------------------------------------------------------GV----PV-G-T-Q----RP--VVFR--YAGV--------S---Q---TA----------------------------------------------------------------------------------------------------------------------------------------------------GGRW---ARVQA----G-------P------P-------------------------------------A--G------R--------R-A--------D--C---S-R--------------------------G----R------P-R--------------------------S----P--S------A------P---WL-A-G-----L-A-
WP_053676459.1 -----------------GRTRAAGGL---------PA-----GP---------SVLLEVW--A----------H-----------S----W--------------E-----------------E---------------------V--------YDW-------R-------V--SV-LV--G-------P-------Q-------------R--------------------------------V---T------P-----L----------------------------------D------S----------G------T-------------------------------------------------------------R---------V-S-------PA-----RLAA---ASR-AALAE----GF---R---R----------C------D---------T--------H------------E--------------------A--TALLEVAV-AP--EL-F-G---L---A----V-DE--WPVAG---------------------------------------------------------------------------------------------------------GI----PV-G-V-Q----RP--VVFRYPGDGT--------P---R---DAG-----------------------------------------------------------------------------------------------------------------------AA----------------G----P----GGRW---ARVQE----G-------P------L-------------------------------------Q--G------R--------R-A--------D--C---F-R--------------------------G----R------Q-R--------------------------S----P--S------P------A---WL-A-G-----L-V-
KOU66057.1 -----------------------------------PA-----GP---------SVLLEVW--A----------H-----------S----W--------------E-----------------E---------------------V--------YDW-------R-------V--SV-LV--G-------P-------Q-------------R--------------------------------V---T------P-----L----------------------------------D------S----------G------T-------------------------------------------------------------R---------V-S-------PA-----RLAA---ASR-AALAE----GF---R---R----------C------D---------T--------H------------E--------------------A--TALLEVAV-AP--EL-F-G---L---A----V-DE--WPVAG---------------------------------------------------------------------------------------------------------GI----PV-G-V-Q----RP--VVFRYPGDGT--------P---R---DAG-----------------------------------------------------------------------------------------------------------------------AA----------------G----P----GGRW---ARVQE----G-------P------L-------------------------------------Q--G------R--------R-A--------D--C---F-R--------------------------G----R------Q-R--------------------------S----P--S------P------A---WL-A-G-----L-V-
KOG57664.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AGTAAA---------TGAAGAAGTARAAG------AARTAGAAGPNPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_078937663.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AGTAAA---------TGAAGAAGTARAAG------AARTAGAAGPNPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_079406083.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AG---------------AAGAAGTARAAG------AARTTGAAGPNPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
KOU20526.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AGAAGTTGAAA---TAGAAGAAGTARAAGAARAARAARTAGAAGPDPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_078972202.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AGAAGTTGAAA---TAGAAGAAGTARAAGAARAARAARTAGAAGPDPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_078626266.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAA--------G---A---AGAAGTTGAAA---TAGAAGAAGTARAAGAAGAARAARTAGAAGPDPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_081522476.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------E-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----SF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGVA--------G---A---AGTAGT---AA---TAGAAGAAGTARAAG---AARAARTAGAAGPDPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_052873788.1 -----------------GTARRAGGL---------PS-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---AG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LA-----GLPE---ALR-VPLAE----GF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DA--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGTS------------R---AG----------------AGPAGTSRAGA------GPAGTGRAGADPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------S----P--A------T------E---WL-T-G-----L-P-
WP_078851701.1 -----------------GPARRSGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---AG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LT-----ALPE---ALR-APLAE----GF---R---R----------C------D---------T--------H------------E--------------------T--AALLEVAV-AP--AL-F-G---L---A----V-DE--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAN--------P---G---SAHPGTT----------------------------HPGTAHPGGAHPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----A----SARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------T----P--A------T------E---WL-T-G-----L-P-
WP_078909186.1 -----------------GPARRSGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---AG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------LT-----GLPE---VLR-APLAE----GF---R---R----------C------D---------T--------H------------E--------------------A--VALLEVAV-AP--AL-F-G---L---A----V-DE--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAN--------P---G-----------------------------------------TTHPAGTHPGGAREHP------------------------AD-------R----E-----------------------------GT----------------D----P----SARW---ARVQT----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------T----P--A------T------E---WL-T-G-----L-P-
WP_078913151.1 -----------------GPARRSGAL---------PT-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---AG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------V-T-------LA-----GLPE---ALR-VPLAE----GF---R---R----------C------D---------T--------H------------E--------------------T--VALLEVAV-AP--AL-F-G---L---A----V-DE--WVVVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGAN--------P---G-----------------------------------------TAPPAAPNTGGAREHP------------------------AD-------R----E-----------------------------GT----------------E----A----SARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------T----P--A------T------E---WL-T-G-----L-P-
WP_078892834.1 -----------------GPARRAGGL---------PP-----GA---------SALLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------A-------------Q---PG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------PA-----GLRE---LLR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-DE--WVVTG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHAAGRA--------G---A---GHPAD------------------------------AGHPADPAGRAHPADPGDP------------------------AG-------R----G-----------------------------HP----------------E----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------S----P--A------A------E---WL-S-G-----L-P-
OKK20629.1 -----------------HPARPADGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------HDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------V-A-------PA-----ALPE---VLR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------T--AALLEVAV-AP--DL-F-G---L---P----V-DR--WELVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGPA------------------------------------------------------------------------------------------------------------------------------------------RP----------------D----A----AARW---ARALA----G-------P------L-------------------------------------L--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------T----P--S------P------G---WL-A-A-----L-P-
WP_079191424.1 -----------------HPARPADGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------HDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------V-A-------PA-----ALPE---VLR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------T--AALLEVAV-AP--DL-F-G---L---P----V-DR--WELVG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPAGPA------------------------------------------------------------------------------------------------------------------------------------------RP----------------D----A----AARW---ARALA----G-------P------L-------------------------------------L--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------T----P--S------P------G---WL-A-A-----L-P-
WP_078904260.1 -----------------GPARPAGGL---------TP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------R---PG--------------------------LV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-A-------PA-----RLPE---ALR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-EP--EL-F-G---L---P----V-DE--WTLVG---------------------------------------------------------------------------------------------------------GA----PL-G-V-Q----RP--VVLRRPVGCP------------------------------------------------------------------------------------------------------------------------------------------GP----------------D----A----AARW---ARVQT----G-------P------L-------------------------------------L--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------S----P--S------P------Q---WL-A-A-----L-A-
WP_078904953.1 -----------------GPARPAGGL---------TP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------R---PG--------------------------LV---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-A-------PA-----RLPE---ALR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------A--AALLEVAV-EP--EL-F-G---L---P----V-DE--WTLVG---------------------------------------------------------------------------------------------------------GA----PL-G-V-Q----RP--VVLRRPVGCP------------------------------------------------------------------------------------------------------------------------------------------GP----------------D----A----AARW---ARVQT----G-------P------L-------------------------------------L--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------S----P--S------P------Q---WL-A-A-----L-A-
WP_069921914.1 -----------------GPVRPSGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------D---------------------V--------YDW-------R-------V--SV-LA--G-------P-------E-------------R---PG--------------------------RV---T------P-----V----------------------------------D------S----------G------I-------------------------------------------------------------R---------A-T-------EA-----GLPE---VLR-APLAE----AF---R---R----------C------D---------T--------H------------E--------------------A--AAPLEVAA-AP--EL-F-G---L---A----V-DE--WVLVG---------------------------------------------------------------------------------------------------------RV----PV-G-V-Q----RP--VVFRHPGANP------------------------------------------------------------------------------------------------------------------------------------------VP----------------A----A----AARW---ARVRT----G-------P------L-------------------------------------L--D------E--------R-A--------D--C---V-R--------------------------G----R------P-R--------------------------S----P--S------A------T---WL-A-G-----L-P-
WP_030829424.1 -----------------GPARRAGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPALGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KJY16209.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPALGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
WP_030896515.1 -----------------GPARRAGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPALGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOU34801.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOU66708.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOU75483.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOU88203.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOV19757.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
KOV37613.1 -----------------------------------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
WP_053630094.1 -----------------GPARRAGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
WP_053686251.1 -----------------GPARRAGGL---------PP-----GA---------SVLLEVW--A----------H-----------G----W--------------E-----------------H---------------------L--------YDW-------R-------V--SV-LA--G-------P-------A-------------H---PG--------------------------RL---T------P-----V----------------------------------D------S----------G------V-------------------------------------------------------------R---------A-T-------VA-----GLPE---RLR-APLAE----AF---R---R----------C------D---------T--------H------------V--------------------A--AALLEVAV-AP--EL-F-G---L---A----V-ED--WVVAG---------------------------------------------------------------------------------------------------------GV----PL-G-V-Q----RP--VVLRHPGGRS--------A---A---PGPGLGPN--------------------------GPGTGPGGPDIPPGGPQAHP------------------------AD-------H----E-----------------------------AG----------------R----A----AARW---ARVQA----G-------P------L-------------------------------------Q--D------E--------R-A--------D--C---A-G--------------------------G----R------P-R--------------------------A----P--S------A------E---WL-S-G-----L-P-
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WP_085564586.1 -------------------------S---------LP-----WA---------PVVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-P-------RS-----GVRS---YVQ-HRIDE----AV---A---H----------L------D---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---A----V-AH--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRARHR--------S---N---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---QKLD-----A-------G------R-----------------P---------A---------P--V------H--------R-V--------E--C---G-S--------------------------Q----E------R-P--------------------------P--------S--L--R------K---RL-W-D-------G-
WP_037655225.1 -------------------------S---------PP-----WA---------PVVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-P-------RS-----GVRS---YVQ-RRIDE----AV---A---H----------L------D---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---A----V-AH--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRARHR--------S---N---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---QKLD-----A-------G------R-----------------P---------A---------P--V------H--------R-V--------E--C---G-S--------------------------Q----E------R-P--------------------------P--------S--L--R------K---RL-W-D-------G-
WP_071387450.1 -------------------------S---------PP-----WA---------PVVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-P-------RS-----GVRS---YVQ-HRIDE----AV---A---H----------L------D---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---A----V-AH--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRARHR--------S---N---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RRKW---QKLD-----A-------E------R-----------------P---------V---------P--V------H--------R-V--------E--C---G-S--------------------------Q----E------R-P--------------------------P--------S--L--R------K---RL-W-D-------G-
WP_070025227.1 -------------------------A---------TA-----WA---------PVVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-P-------RT-----GVRA---YVQ-RRIDE----AV---A---H----------L------D---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---A----V-AH--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RR----------------R----L----HKKW---QQLD-----A-------G------L-----------------P---------V---------E--V------H--------R-V--------E--C---G-S--------------------------Q----E------R-P--------------------------P--------S--L--R------K---RL-W-D-------G-
WP_074992218.1 -------------------------A---------TA-----WA---------PVVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-P-------RT-----GVRA---YVQ-RRIDE----AV---A---H----------L------D---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---A----V-AH--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RR----------------R----L----HKKW---QQLD-----A-------G------L-----------------P---------V---------E--V------H--------R-V--------E--C---G-S--------------------------Q----E------R-P--------------------------P--------S--L--R------K---RL-W-D-------G-
WP_030818091.1 ----------------------R--A---------AA-----WS---------PVVVDIE--H----------S-----------G----A--------------G-----------------P----------D----------H--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------WS-----GVRA---YVQ-EHIDE----AV---A---Q----------L------V---------P---------------------G--------------------A--DELLAFVL-PR--GR-L-N---E---P----V-AR--WECGA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVADRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---QKLD-----G-------G------P-----------------A---------A---------A--V------H--------R-I--------E--C---G-T--------------------------P----E------R-P--------------------------Q--------R--L--R------K---RL-W-D-------D-
WP_053635219.1 ----------------------R--A---------AA-----WS---------PVVVDIE--H----------S-----------G----A--------------G-----------------P----------D----------H--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------WS-----GVRA---YVQ-EHIDE----AV---A---Q----------L------V---------P---------------------G--------------------A--DELLAFVL-PR--GR-L-N---E---P----V-AR--WECGA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVADRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---QKLD-----G-------G------P-----------------A---------A---------A--V------H--------R-I--------E--C---G-T--------------------------P----E------R-P--------------------------Q--------R--L--R------K---RL-W-D-------D-
WP_030218128.1 ----------------------R--P---------VA-----WS---------PIVVDIE--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------WS-----GVRA---YVQ-EHIDE----AV---T---Q----------L------A---------P---------------------G--------------------A--DELLTFVL-PR--GR-L-N---E---P----V-AR--WECGA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDHIRHR--------G---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RKLD-----G-------G------A-----------------A---------A---------A--V------H--------R-I--------G--C---G-T--------------------------P----E------R-P--------------------------Q--------S--L--R------K---RL-W-D-------D-
WP_037935576.1 ----------------------G--V---------PA-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------RS-----AVRA---YVQ-EHIDE----AV---T---Q----------L------A---------P---------------------G--------------------A--DELLAFVL-PR--GW-L-N---E---P----V-AR--WECGA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVADRTRRR--------S---G---R-------------------------------------------------------------------------------------------M-----------------------------RH----------------Q----L----RKKW---QKLD-----G-------G------P-----------------A---------A---------A--V------Q--------R-I--------E--C---G-T--------------------------P----E------R-P--------------------------S--------G--L--R------K---RL-W-D-------D-
WP_043500651.1 ----------------------G--T---------TA-----WA---------PIVVEIE--H----------S-----------G----A--------------G-----------------T----------D----------Q--------VTV-------E-------V--FA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------RT-----AVRA---FVQ-ERIDE----AF---A---Q----------L------A---------P---------------------D--------------------A--EELITFVL-PR--EW-L-N---E---P----V-AR--WECSP--------D---------------------------------------D--------------------------------------------------------AT----PL-G-C-A----YP--LVVADRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----TKKW---QKLD-----V-------G------G-----------------G---------S---------A--L------H--------R-I--------G--C---G-A--------------------------P----E------R-P--------------------------P--------S--L--R------K---RL-R-D-------H-
WP_073938690.1 ----------------------P--A---------AA-----WS---------PIVVEIE--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------H-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------R-------------------R---------L-P-------RT-----GVRA---YVQ-ERIDE----AF---T---Q----------L------A---------P---------------------D--------------------A--DELITFVL-PR--EW-L-N---E---P----V-AR--WECSP--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVADRARHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----AKKW---QKLD-----T-------G------G---------------------------A---------T--L------H--------R-V--------A--C---G-T--------------------------P----E------R-P--------------------------P--------S--L--R------K---RL-R-D-------H-
WP_003976357.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-A-------RG-----AVRS---FVQ-EGIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RRLG-----S-------G------T-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
EFD69445.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-A-------RG-----AVRS---FVQ-EGIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RRLG-----S-------G------T-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
EOY47499.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-A-------RG-----AVRS---FVQ-EGIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RRLG-----S-------G------T-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
NP_626691.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-A-------RG-----AVRS---FVQ-EGIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RRLG-----S-------G------T-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
SDT36636.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-A-------RG-----AVRS---FVQ-EGIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----HKKW---RRLG-----S-------G------T-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
WP_052842415.1 ----------------------R--P---------AT-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-P-------RG-----AVRS---FVQ-ERIDE----AC---A---Q----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---HRLG-----S-------G------P-----------------G---------G---------R--L------H--------R-V--------D--C---D-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
WP_019326337.1 ----------------------R--P---------AR-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------M-A-------RG-----AVRS---FVQ-ERIDE----AF---T---H----------L------D---------P---------------------G--------------------A--EELITFVL-PR--EW-L-N---K---P----V-AH--WACSE--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDRHRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKRW---RKLG-----V-------S------T-----------------G---------E---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------R---RL-R-D---------
WP_031014650.1 ----------------------R--P---------AR-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------M-A-------RG-----AVRS---FVQ-ERIDE----AF---T---H----------L------D---------P---------------------G--------------------A--EELITFVL-PR--EW-L-N---E---P----V-AH--WACSE--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDRHRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKRW---RKLG-----V-------S------T-----------------G---------E---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------R---RL-R-D---------
WP_053130332.1 ----------------------R--P---------AT-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-A-------RG-----AVRT---FVQ-ERIDE----AF---A---Q----------L------D---------P---------------------G--------------------A--EELLTFVL-PR--EW-L-N---E---P----V-AH--WACSE--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDRSRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---RKLG-----V-------S------P-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
WP_063481979.1 ----------------------R--P---------AT-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------R-------------------R---------L-A-------RG-----AVRT---FVQ-ERIDE----AF---A---Q----------L------D---------P---------------------G--------------------A--EELLTFVL-PR--EW-L-N---E---P----V-AH--WACSE--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDRSRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---RKLG-----V-------S------P-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-R-D---------
WP_073722816.1 ----------------------R--A---------AT-----WS---------PIVVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--N-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------A------S-----------------------------------------R-------------------R---------M-A-------RS-----AVRA---FVQ-ERIDE----AF---T---Q----------L------D---------P---------------------G--------------------A--EELLTFVL-PR--EW-L-N---E---P----V-AH--WACSE--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVTDRYRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKRW---RKLA-----V-------S------P-----------------G---------G---------T--L------H--------R-V--------D--C---G-T--------------------------Q----E------R-P--------------------------A--------G--L--R------R---RL-R-D---------
WP_078892253.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------H------P-----V----------------------------------------------------D------A-----------------------------------------R-------------------R---------L-A-------RG-----AVRA---FVQ-ERIDE----AF---T---R----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRHRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---RRLG-----A-------S------G-----------------G---------G---------T--L------Q--------R-V--------D--C---G-T--------------------------G----E------R-P--------------------------A--------G--L--R------K---RL-R-E---------
WP_079154904.1 ----------------------R--P---------AA-----WS---------PIVVEID--R----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------H------P-----V----------------------------------------------------D------A-----------------------------------------R-------------------R---------L-A-------RG-----AVRA---FVQ-ERIDE----AF---T---R----------L------D---------P---------------------G--------------------A--DELLTFVL-PR--EW-L-N---E---P----V-AH--WECGE--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVTDRHRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----RKKW---RRLG-----A-------S------G-----------------G---------G---------T--L------Q--------R-V--------D--C---G-T--------------------------G----E------R-P--------------------------A--------G--L--R------K---RL-R-E---------
SBT88420.1 -----------------RA---A--A---------PA-----WS---------PILVEID--H----------S-----------G----A--------------G-----------------T----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------H-------------R------------------------------------R------R-----V----------------------------------------------------D------S-----------------------------------------R-------------------R---------L-P-------RA-----AVRE---FVQ-RRVDD----AF---G---Q----------L------A---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---P----V-AH--WECGP--------E---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--LVVVDRSRYR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----AKKW---QKLE-----A-------R------S-----------------A---------A---------R--L------H--------R-V--------D--C---G-G--------------------------R----E------R-P--------------------------A--------G--L--R------K---RL-H-D-------E-
WP_015660600.1 -----------------PA---A--A---------PA-----WS---------PILVEIE--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------H-------------R------------------------------------R------R-----V----------------------------------------------------D------S-----------------------------------------R-------------------R---------L-P-------RS-----AVRE---YVQ-RRVDE----AF---E---Q----------L------A---------P---------------------D--------------------A--EELVTFVL-PR--EW-L-N---E---P----V-AH--WECGP--------E---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--LVVVDRSRYR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----AKKW---QKLD-----A-------R------T-----------------A---------A---------R--L------H--------R-V--------D--C---G-V--------------------------L----E------R-P--------------------------P--------S--L--R------K---RL-R-D-------D-
WP_019526216.1 -----------------RA---T--A---------PG-----WS---------PILVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-CR--D-------G-------R-------------R------------------------------------R------R-----V----------------------------------------------------E------S-----------------------------------------R-------------------R---------L-P-------RG-----AVRE---FVQ-LGVDA----AF---D---H----------L------A---------P---------------------D--------------------A--RELLAFVL-PR--EW-L-N---E---P----V-AH--WECGP--------E---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--VVVMDRSRYR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----TKNW---QRLD-----A-------R------T-----------------A---------A---------P--L------H--------R-V--------D--C---G-G--------------------------H----E------R-P--------------------------A--------G--L--R------K---RL-R-D-------E-
WP_028959705.1 -----------------RA---T--A---------PG-----WS---------PILVEID--H----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-CR--D-------G-------R-------------R------------------------------------R------R-----V----------------------------------------------------E------S-----------------------------------------R-------------------R---------L-P-------RG-----AVRE---FVQ-LGVDA----AF---D---H----------L------A---------P---------------------D--------------------A--RELLAFVL-PR--EW-L-N---E---P----V-AH--WECGP--------E---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--VVVMDRSRYR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----TKNW---QRLD-----A-------R------T-----------------A---------A---------P--L------H--------R-V--------D--C---G-G--------------------------H----E------R-P--------------------------A--------G--L--R------K---RL-R-D-------E-
WP_048587115.1 -----------------TA---A--V---------SS-----WS---------PILVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------E-------V--SA-YR--E-------G-------Q-------------R------------------------------------R------R-----V----------------------------------------------------G------S-----------------------------------------E-------------------R---------L-A-------RG-----AVRE---YVQ-RHIDD----AF---A---Q----------L------A---------P---------------------G--------------------A--EELITFAL-PR--EW-L-N---E---P----V-AR--WECGA--------A---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVVDRSRLR--------S---G---Q-------------------------------------------------------------------------------------------L-----------------------------RH----------------R----L----AKKW---HKLD-----D-------R------S-----------------R---------T---------Q--L------H--------R-V--------D--C---G-S--------------------------P----E------R-A--------------------------P--------S--L--R------K---RL-R-D-------A-
WP_016435423.1 ----------------RPA---A--V---------PV-----WS---------PIVVEMD--R----------S-----------G----A--------------G-----------------P----------D----------Q--------VTV-------E-------V--SA-YR--D-------G-------Q-------------R------------------------------------R------R-----V----------------------------------------------------A------S-----------------------------------------R-------------------R---------L-P-------RA-----AVRA---FVQ-RGIDE----AF---T---Q----------L------A---------P---------------------G--------------------A--EELITFVL-PR--EW-L-N---E---P----V-AS--WECGA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----YP--LVVVDRSRHR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----AKRW---QKLD-----T-------C------P-----------------G---------A---------R--L------H--------R-V--------D--C---G-S--------------------------G----E------R-P--------------------------Q--------S--L--R------K---RL-R-D-------D-
WP_058925473.1 ----------------RPA---A--A----------A-----WS---------PVVVEIE--R----------S-----------G----A--------------G-----------------A----------D----------L--------VTV-------E-------V--SA-YH--D-------G-------Q-------------R------------------------------------R------R-----V----------------------------------------------------G------S-----------------------------------------R-------------------R---------L-R-------RS-----AVRA---WVQ-GRIDE----AF---S---Q----------L------A---------L---------------------D--------------------A--NELITFVL-PR--EW-L-N---E---P----V-AR--WECGA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----YP--LVVVDRSRYR--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RR----------------E----L----AKRW---QKLE-----T-------S------P-----------------G---------A---------R--L------H--------R-V--------D--C---G-A--------------------------P----E------R-P--------------------------Q--------S--L--R------K---RL-R-D-------D-
WP_067314136.1 ------------------A---P--A---------PA-----WS---------PILVELD--R----------S-----------G----E--------------G-----------------R----------D----------R--------VSV-------R-------V--SV-YR--H-------G-------Q-------------R------------------------------------R------P-----V----------------------------------------------------G------A-----------------------------------------V-------------------R---------L-P-------RG-----GVRA---YVQ-EHIDQ----AF---S---H----------L------A---------P---------------------D--------------------A--EQLLAFVL-PR--EW-L-N---E---P----V-AQ--WECGP--------E---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--LVVTDRSRHR--------N---P---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------H----L----AKKW---LKLE-----A-------G------S-----------------A---------D---------G--L------H--------R-V--------D--C---G-G--------------------------R----E------R-P--------------------------P--------S--L--R------K---RL-R-E-------E-
WP_030347891.1 -----------------AP---S------------GD-----RA---------PILVEID--H----------S-----------G----A--------------G-----------------T----------D----------Q--------VTV-------S-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------A-------------------R---------L-A-------RD-----EVRE---YVQ-RGIDR----AF---T---H----------L------A---------P---------------------D--------------------A--EELLAFVL-PR--DL-L-N---L---P----V-AH--WACST--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----HP--VVVNDRYRHH--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------K----L----GKKW---RKLS-----T-------G------S-----------------G---------T---------P--L------H--------R-V--------D--C---G-T--------------------------P----E------H-P--------------------------P--------G--L--R------R---RL-G-E-------Q-
WP_053709872.1 -----------------AP---S------------GD-----RA---------PILVEID--H----------S-----------G----A--------------G-----------------A----------D----------Q--------VTV-------S-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------A-------------------R---------L-A-------RD-----EVRE---YVQ-RGIDR----AF---T---H----------L------A---------P---------------------D--------------------A--EELLAFVL-PR--DL-L-N---L---P----V-AH--WACST--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-A----HP--VVVNDRYRHH--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------K----L----GKKW---RKLS-----T-------G------S-----------------G---------T---------P--L------H--------R-V--------D--C---G-T--------------------------P----E------H-P--------------------------P--------G--L--R------R---RL-G-E-------Q-
WP_067010485.1 -----------------EP---A------------AG-----WS---------PILVEID--R----------S-----------G----A--------------G-----------------L----------D----------Q--------VTV-------A-------V--SA-YR--D-------G-------R-------------P------------------------------------R------P-----I----------------------------------------------------G------T-----------------------------------------V-------------------R---------L-P-------YA-----EMQE---QVQ-RGIDR----AF---K---Q----------L------A---------P---------------------D--------------------A--EELLTFVL-PR--DW-L-N---L---P----V-AH--WACSA--------S---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--VVVTDHYRHH--------S---G---R-------------------------------------------------------------------------------------------M-----------------------------RH----------------Q----L----GKKW---QKLT-----T-------G------S-----------------G---------A---------A--L------H--------R-V--------D--C---G-A--------------------------P----E------R-P--------------------------L--------G--L--R------K---RL-R-E-------K-
WP_031159074.1 -----------------AP---A--S---------AA-----WA---------PILVEID--H----------S-----------G----A--------------D-----------------P----------D----------Q--------VTV-------A-------V--SA-YR--D-------G-------R-------------R------------------------------------R------P-----V----------------------------------------------------G------T-----------------------------------------V-------------------R---------L-P-------RA-----GMRA---YIQ-RGIDR----AF---A---E----------L------A---------F---------------------G--------------------A--DELLAFAL-PR--DL-L-N---L---P----V-AD--WACSA--------D---------------------------------------D--------------------------------------------------------ST----PL-G-C-A----HP--VVVTDRSRHH--------S---A---R-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----GKRW---QRLA-----T-------D------A-----------------K---------P---------V--L------H--------R-V--------E--C---G-T--------------------------P-------------H--------------------------L--------G--L--R------R---RL-R-E-------Q-
WP_030684824.1 --------------APAR----P--R---------PA-----WS---------PILVELA--R----------S-----------G----A--------------G-----------------D----------D----------Q--------VLV-------E-------V--SA-CR--D-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------T---------L-A-------RG-----RVRA---YVQ-ELIEE----AF---G---R----------L------P---------L---------------------D--------------------A--AELIAFVL-PR--EW-L-N---E---P----V-AH--WARSA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-S----YP--LVVTDRAR-R--------A---G---G-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----ARKW---ERLD-----G-------K------A-----------------T---------T---------A--V------H--------R-V--------E--C---A-A--------------------------G----E------A-P--------------------------N--------K--L--R------F---RL-R-H-------D-
WP_037661089.1 --------------APDRR---P--A---------PA-----WS---------PILVEIA--R----------S-----------G----A--------------G-----------------G----------D----------Q--------VLV-------E-------V--SA-CR--D-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------T---------L-T-------RG-----QVRP---YVQ-ELIDE----AF---G---Q----------L------S---------P---------------------D--------------------A--AELIAFVL-PR--EW-L-N---E---P----V-AH--WARSA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-S----YP--LVVTDRSR-H--------A---G---G-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----ARKW---ERLD-----G-------K------A-----------------T---------T---------A--V------H--------R-V--------D--C---G-A--------------------------D----E------K-P--------------------------G--------K--L--R------F---RL-R-R-------D-
WP_055702945.1 --------------APTA----A--G---------PA-----WA---------PILVEID--H----------S-----------G----A--------------G-----------------S----------D----------Q--------ALV-------T-------V--SA-YR--E-------G-------H-------------R------------------------------------R------P-----V----------------------------------------------------G------S-----------------------------------------R-------------------T---------L-R-------RD-----QVRE---YVQ-RRIDE----AF---W---Q----------L------D---------S---------------------D--------------------A--EELIAFAL-PR--DW-L-N---E---P----V-AH--WQRST--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-S----YP--LVVTDRAR-R--------T---G---G-------------------------------------------------------------------------------------------L-----------------------------RH----------------Q----L----SRTW---QKLD-----G-------V------D-----------------R---------T---------A--L------H--------R-V--------E--C---G-T--------------------------G----E------K-P--------------------------S--------S--L--R------F---RL-R-Q-------G-
EFL31901.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------QH-----RLRA---YVR-DRIEE----AF---R---F----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078945462.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------QH-----RLRA---YVR-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------AT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------L------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-G--------------------------P----E------E-P--------------------------G--------R--L--R------M---RL-R-R-------P-
GAP50096.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------QH-----RLRA---YVR-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------AT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------L------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-G--------------------------P----E------E-P--------------------------G--------R--L--R------M---RL-R-R-------P-
WP_010042271.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------D----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------QH-----RLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------AT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----A-------L------P-----------------G---------A---------R--L------H--------R-V--------E--C---G-G--------------------------P----Q------E-P--------------------------G--------R--L--R------M---LL-R-R-------P-
WP_020275247.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------D----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------QH-----RLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------AT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRTW---KRLD-----A-------L------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-G--------------------------P----E------E-P--------------------------G--------R--L--R------M---RL-R-Q-------P-
WP_033306174.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------RH-----RLHA---YVQ-EGIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------M----L----TRTW---KRLD-----S-------W------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-V--------------------------P----E------E-P--------------------------G--------R--L--R------L---RL-R-Q-------R-
AMW10309.1 ----------------------S--A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------RH-----RLRA---YVQ-EGIEA----AF---R---H----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----SP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRTW---KRLD-----S-------W------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-V--------------------------P----E------E-P--------------------------G--------R--L--R------L---RL-R-Q-------R-
KJK41871.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-E-------RH-----RLHA---YVQ-EGIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------W------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-G--------------------------P----E------E-P--------------------------G--------R--L--R------L---RL-R-Q-------R-
WP_030836707.1 -------------------------A---------PD-----WS---------PILVELG--H----------S-----------G----A--------------G-----------------E----------G----------L--------VRV-------E-------V--SA-YS--E-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------E------S-----------------------------------------G-------------------T---------V-E-------RH-----RLRA---FVQ-EGIEA----AF---R---H----------L------T---------P---------------------G--------------------A--DELVAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------W------P-----------------G---------A---------R--M------H--------R-V--------E--C---G-G--------------------------P----E------E-P--------------------------G--------R--L--R------L---RL-R-Q-------R-
WP_037672152.1 -------------------------A---------PD-----WA---------PILVELK--H----------S-----------G----A--------------G-----------------D----------G----------L--------VRV-------E-------V--SA-YS--Q-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------D-------------------T---------V-P-------QG-----RLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WESAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDHARRK--------A---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---NRLD-----S-------F------P-----------------G---------A---------R--L------H--------R-V--------D--C---G-S--------------------------A----E------Q-P--------------------------G--------R--L--R------V---RL-R-K-------P-
SER87505.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-P-------QA-----GLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELIAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---S-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---KRLD-----S-------V------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------M---RL-R-Q-------D-
WP_079662556.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-P-------QA-----GLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELITFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------P---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----T-------V------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------T----E------E-P--------------------------R--------R--L--R------L---RL-R-Q-------D-
WP_028806359.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------G-------------------T---------V-P-------QA-----GLRA---FVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELLAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----A-------A------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------V---RL-R-Q-------D-
WP_054238171.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------G-------------------T---------V-P-------QA-----GLRA---FVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELLAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----A-------A------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------V---RL-R-Q-------D-
KPI32270.1 ----------------------A--A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------G-------------------T---------V-P-------QA-----GLRA---FVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELLAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----A-------A------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------V---RL-R-Q-------D-
WP_057599900.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------G-------------------T---------V-P-------QA-----GLRA---FVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELLAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----A-------A------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------V---RL-R-Q-------D-
WP_062649300.1 -------------------------A---------PD-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------G-------------------T---------V-P-------QA-----GLRA---FVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELLAFAL-PR--DW-I-D---L---P----V-DR--WASTP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------V-----------------------------RH----------------Q----L----TRVW---NRLD-----A-------A------P-----------------G---------A---------R--V------H--------R-V--------E--C---G-S--------------------------P----E------E-P--------------------------R--------R--L--R------V---RL-R-Q-------D-
WP_085214153.1 -------------------------A---------PA-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------E----------Q--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-P-------RS-----RLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------S--DELIAFAL-PR--DW-I-D---L---P----V-DR--WASAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-S-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------A-----------------------------RH----------------Q----L----TRAW---RQLD-----A-------V------P-----------------G---------A---------R--V------L--------R-V--------E--C---G-S--------------------------A----E------E-P--------------------------P--------R--L--R------M---RL-R-R-------T-
OOQ51851.1 ----------------------G--A---------PE-----WS---------PILVDLQ--H----------S-----------G----A--------------G-----------------D----------E----------Q--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-P-------RS-----RLRA---YVQ-DRIEA----AF---R---Y----------L------T---------P---------------------G--------------------S--DELIAFAL-PR--DW-I-D---L---P----V-DR--WASAP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-S-V----YP--LVVTDQARRR--------A---G-----------------------------------------------------------------------------------------------A-----------------------------RH----------------Q----L----TRAW---RQLD-----A-------V------P-----------------G---------A---------R--V------L--------R-V--------E--C---G-S--------------------------A----E------E-P--------------------------P--------R--L--R------M---RL-R-R-------A-
KUN87226.1 ------------------------------------------WS---------PILVDLR--H----------S-----------G----A--------------G-----------------D----------G----------H--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------A------S-----------------------------------------E-------------------T---------V-P-------QA-----RVRA---YVQ-ERIDA----AF---R---Y----------L------T---------P---------------------G--------------------C--DELIAFAL-PR--DW-I-D---L---P----V-DR--WASAP--------D---------------------------------------D--------------------------------------------------------ET----PL-G-S-V----YP--LVVTDQARLR--------P---G-----------------------------------------------------------------------------------------------T-----------------------------RH----------------Q----L----TRAW---RRLD-----T-------L------P-----------------G---------A---------R--V------H--------R-V--------E--C---A-S--------------------------P----E------E-P--------------------------A--------R--L--R------L---RL-R-K-------P-
WP_050373510.1 -------------------------P---------PE-----WA---------PILVDLH--H----------S-----------G----A--------------G-----------------D----------D----------R--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----I----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-S-------KD-----GLAE---YVQ-RQIEA----AF---G---F----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--NW-L-D---L---P----V-DR--WPSGP--------D---------------------------------------D--------------------------------------------------------ET----PL-G-C-S----FP--LVVTDHARRR--------N---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------V------P-----------------G---------A---------R--V------D--------R-V--------E--C---G-N--------------------------T----E------E-P--------------------------G--------K--L--R------M---RL-R-R-------P-
KND29725.1 ------------------------------------E-----WA---------PILVDLH--H----------S-----------G----A--------------G-----------------D----------D----------R--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----I----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-S-------KD-----GLAE---YVQ-RQIEA----AF---G---F----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--NW-L-D---L---P----V-DR--WPSGP--------D---------------------------------------D--------------------------------------------------------ET----PL-G-C-S----FP--LVVTDHARRR--------N---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------V------P-----------------G---------A---------R--V------D--------R-V--------E--C---G-N--------------------------T----E------E-P--------------------------G--------K--L--R------M---RL-R-R-------P-
WP_010354763.1 -------------------------P---------PE-----WA---------PILVDLH--H----------S-----------G----A--------------G-----------------D----------D----------R--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----I----------------------------------------------------G------S-----------------------------------------D-------------------T---------V-S-------KD-----GLAE---YVQ-RQIEA----AF---G---F----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--NW-L-D---L---P----V-DR--WPSGP--------D---------------------------------------D--------------------------------------------------------ET----PL-G-C-S----FP--LVVTDHARRR--------N---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---KRLD-----S-------V------P-----------------G---------A---------R--V------D--------R-V--------E--C---G-N--------------------------T----E------E-P--------------------------G--------K--L--R------M---RL-R-R-------P-
KUN39653.1 ----------------------G--T---------PE-----WS---------PILVDLR--H----------S-----------G----A--------------G-----------------D----------D----------L--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------D------S-----------------------------------------G-------------------T---------V-P-------RS-----RLPG---YVQ-DRIDA----AF---Q---Y----------L------T---------P---------------------G--------------------C--DELIAFAL-PR--DW-L-D---L---P----V-DR--WHLGP--------D---------------------------------------D--------------------------------------------------------ET----PL-G-C-R----HP--LVVTDQARRK--------A---G-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---NRLD-----T-------L------P-----------------G---------A---------R--M------H--------R-V--------E--C---T-E--------------------------Q----E------A-A--------------------------G--------R--L--R------L---KL-L-R-------D-
SDO92340.1 ------------------------------------------TG---------AILVELG--H----------S-----------G----A--------------G-----------------D----------D----------L--------VRV-------E-------V--SA-YS--A-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------P------A-----------------------------------------Q-------------------T---------V-P-------RS-----RLRA---CVQ-DRIED----AF---C---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WEKGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----HP--VVVTDHARRR--------S---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TSAW---QRLD-----T-------R------T-----------------G---------A---------G--V------H--------R-V--------T--C---G-G--------------------------V----E------D-H--------------------------R--------K--L--R------L---AL-L-Q-------S-
WP_062144106.1 ------------------------------------------TG---------AILVELG--H----------S-----------G----A--------------G-----------------D----------D----------L--------VRV-------E-------V--SA-YS--A-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------P------A-----------------------------------------E-------------------T---------V-P-------KS-----RLRA---YVQ-DRIED----AF---C---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WEKGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----HP--VVVTDHARRR--------T---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TSAW---QHLD-----S-------R------P-----------------G---------A---------R--V------H--------R-V--------G--C---D-G--------------------------L----E------D-P--------------------------R--------K--L--R------L---A--L-Q-------S-
SED44989.1 ------------------------------------------TG---------AILIELG--H----------S-----------G----A--------------G-----------------E----------D----------L--------VRV-------E-------V--SA-YN--A-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------P------A-----------------------------------------E-------------------T---------V-P-------KS-----LLRT---CIQ-DRIED----AF---C---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WEKGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----HP--VVVTDHARRR--------T---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TSAW---KRLD-----S-------R------T-----------------G---------A---------R--V------H--------R-V--------A--C---G-G--------------------------V----E------D-P--------------------------R--------K--L--R------L---AL-V-Q-------S-
SEC39299.1 ----------------------P--R---------AE-----TG---------AILIELG--H----------S-----------G----A--------------G-----------------E----------D----------L--------VRV-------E-------V--SA-YN--A-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------P------A-----------------------------------------E-------------------T---------V-P-------KS-----LLRT---CIQ-DRIED----AF---C---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WEKGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-V----HP--VVVTDHARRR--------T---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TSAW---KRLD-----S-------R------T-----------------G---------A---------R--V------H--------R-V--------A--C---G-G--------------------------V----E------D-P--------------------------R--------K--L--R------L---AL-V-Q-------S-
WP_067017196.1 ------------------------------------------QG---------SILVELD--H----------S-----------G----A--------------G-----------------D----------G----------T--------VLV-------E-------V--SA-YN--E-------G-------C-------------R------------------------------------Q------P-----V----------------------------------------------------A------S-----------------------------------------D-------------------R---------V-P-------RA-----RLTG---YVQ-DRIEA----AF---G---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WETGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-R----YP--VVVTDHGRRK--------K---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---QQLD-----G-------H------P-----------------R---------T---------W--L------H--------R-V--------P--C---G-T--------------------------A----E------D-P--------------------------R--------R--L--R------L---TL-R-Q-------A-
KUO22463.1 ----------------------S--Q---------AV-----QG---------SILVELD--H----------S-----------G----A--------------G-----------------D----------G----------T--------VLV-------E-------V--SA-YN--E-------G-------C-------------R------------------------------------Q------P-----V----------------------------------------------------A------S-----------------------------------------D-------------------R---------V-P-------RA-----RLTG---YVQ-DRIEA----AF---G---H----------L------T---------P---------------------G--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WETGP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-C-R----YP--VVVTDHGRRK--------K---S-----------------------------------------------------------------------------------------------T-----------------------------RH----------------V----L----TRAW---QQLD-----G-------H------P-----------------R---------T---------W--L------H--------R-V--------P--C---G-T--------------------------A----E------D-P--------------------------R--------R--L--R------L---TL-R-Q-------A-
WP_063826065.1 -------------------------A---------PV-----WA---------PILIELG--H----------S-----------G----A--------------G-----------------E----------D----------L--------VCV-------Q-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------A------C-----------------------------------------D-------------------T---------V-P-------YS-----QLRA---YVQ-DRIDA----AF---R---H----------V------P---------P---------------------D--------------------A--DELIAFAL-PR--DW-L-D---W---P----V-DR--WESDP--------D---------------------------------------D--------------------------------------------------------DT----PL-G-L-A----VP--VVVTDHARRK--------A---R-----------------------------------------------------------------------------------------------T-----------------------------RH----------------A----L----TRAW---QRLD-----N-------G------S-----------------G---------A---------R--V------H--------K-V--------R--C---G-C--------------------------P----G------K-P--------------------------S--------E--L--R------L---AL-T-E-------S-
WP_067432107.1 ----------------------A--R---------PD-----WA---------PILIELG--H----------S-----------G----A--------------G-----------------E----------D----------L--------VRV-------E-------V--SA-YS--G-------G-------R-------------R------------------------------------H------P-----V----------------------------------------------------A------S-----------------------------------------D-------------------T---------V-P-------HT-----RLRA---CVQ-DGIEA----AF---C---R----------L------T---------P---------------------G--------------------A--EELIAFVL-PR--DW-L-D---W---P----V-DR--WESDA--------E---------------------------------------D--------------------------------------------------------DT----PL-G-L-A----LP--VVVTDHVRRR--------A---R-----------------------------------------------------------------------------------------------T-----------------------------RH----------------A----L----TRAW---NRLD-----S-------R------T-----------------G---------A---------S--V------H--------R-V--------A--C---G-R--------------------------P----G------Q-P--------------------------S--------E--L--R------L---AL-L-E-------S-
SCK33571.1 -------------------------A---------PA-----WS---------PIVVELE--R----------S-----------G----S--------------G-----------------G----------G----------Q--------YLA-------Q-------V--SA-YR--D-------G-------H-------------R------------------------------------R------V-----V----------------------------------------------------G------A-----------------------------------------R-------------------T---------L-A-------KR-----ALPR---YVA-ERVDE----AF---H---E----------L------P---------H---------------------G--------------------A--PVLIAFVV-PR--AL-L-N---E---P----V-DR--WPRGA--------G---------------------------------------D--------------------------------------------------------PS----PL-G-C-L----YP--LVVLDRERRR--------Q---G---G-------------------------------------------------------------------------------------------R-----------------------------RH----------------E----L----LRKW---ERLD-----A-------R------E-----------------R---------A---------E--L------Y--------R-V--------E--C---G-S--------------------------A----E------D-Q--------------------------G--------R--L--T------V---RL-W-E---------
WP_073794228.1 -------------------------A---------PA-----WS---------PIVVELE--R----------S-----------G----S--------------G-----------------G----------G----------Q--------YLA-------Q-------V--SA-YR--D-------G-------H-------------R------------------------------------R------V-----V----------------------------------------------------G------A-----------------------------------------R-------------------T---------L-A-------KR-----ALPR---YVA-ERVDE----AF---H---E----------L------P---------H---------------------G--------------------A--PVLIAFVV-PR--AL-L-N---E---P----V-DR--WPRGA--------G---------------------------------------D--------------------------------------------------------PS----PL-G-C-L----YP--LVVLDRERRR--------Q---G---G-------------------------------------------------------------------------------------------R-----------------------------RH----------------E----L----LRKW---ERLD-----A-------R------E-----------------R---------A---------E--L------Y--------R-V--------E--C---G-S--------------------------A----E------D-Q--------------------------G--------R--L--T------V---RL-W-E---------
SDK59263.1 ------------------A---A--A---------RP-----WS---------PVLVEIA--P----------S-----------G----S--------------G-----------------E----------D----------R--------FLV-------E-------V--SA-YN--G-------A-------H-------------R------------------------------------R------I-----I----------------------------------------------------G------Q-----------------------------------------R-------------------T---------L-S-------TR-----EVRP---YVL-ERIDD----AY---R---E----------V------D---------L---------------------D--------------------G--RELIAFVL-PR--KW-L-N---T---D----V-VH--WQRSK--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--VVVVELERRR--------S---G---M-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----RRKW---QELD-----G-------R------A-----------------E---------A---------R--L------H--------R-I--------A--C---G-A--------------------------P----P------G-D--------------------------S-------VS--L--T------I---GL-R-R---------
WP_052580034.1 ------------------G---A--V---------RP-----WS---------PVLVEIA--P----------S-----------G----A--------------G-----------------E----------D----------R--------FLV-------E-------V--SA-YN--G-------K-------H-------------R------------------------------------H------V-----I----------------------------------------------------G------Q-----------------------------------------R-------------------T---------L-T-------TQ-----QVRP---YVQ-ERIDD----AF---N---Q----------V------D---------L---------------------D--------------------G--RELIAFVL-PR--KW-L-N---T---D----V-VH--WHRSK--------D---------------------------------------D--------------------------------------------------------ES----PL-G-A-F----AP--VVVVELERRR--------S---G---G-------------------------------------------------------------------------------------------L-----------------------------QF----------------K----L----LRKW---QELD-----H-------R------R-----------------E---------A---------R--L------H--------R-I--------G--C---A-A--------------------------P----P------S-D--------------------------P-------GR--L--T------V---GL-R-R---------
WP_028800982.1 ------------------A---E--G---------QP-----WS---------PILVEIA--P----------S-----------G----S--------------G-----------------D----------H----------H--------FLV-------E-------V--SA-YT--G-------R-------H-------------R------------------------------------R------V-----V----------------------------------------------------G------S-----------------------------------------R-------------------A---------L-P-------AD-----RVRG---YAL-QRIDE----AY---H---E----------L------E---------P---------------------E--------------------A--RELIAFVL-PR--RW-L-N---T---D----V-AH--WQRSA--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--LVVMDLERRR--------S---G---G-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----LQKW---QRLD-----V-------Q------P-----------------A---------A---------R--L------H--------R-I--------G--C---G-A--------------------------L----G------Q-D--------------------------P-------VR--L--T------I---GL-R-R---------
WP_028808839.1 ------------------E---T--D---------RP-----WS---------PILVEIS--P----------S-----------G----S--------------G-----------------E----------G----------Q--------FMV-------E-------V--SV-YD--G-------Q-------Y-------------R------------------------------------R------M-----V----------------------------------------------------G------S-----------------------------------------R-------------------T---------L-P-------AE-----RVRG---YAL-ERIDD----AY---R---L----------L------D---------Q---------------------D--------------------A--RELIAFVL-PR--RW-L-N---T---G----V-AQ--WPRSD--------D---------------------------------------D--------------------------------------------------------AS----PL-G-A-I----AP--VVVLDLERRR--------S---G---V-------------------------------------------------------------------------------------------L-----------------------------QR----------------H----L----VRNW---RRLD-----T-------R------T-----------------A---------A---------R--M------Q--------R-V--------G--C---E-P--------------------------A----G------Q-D--------------------------P----QEEVK--L--T------L---EL-R-G---------
WP_033530193.1 ------------------S---R--A---------PD-----WS---------PILVEIA--P----------S-----------G----R--------------G-----------------N----------N----------H--------FLV-------E-------V--SA-YN--G-------Q-------D-------------R------------------------------------L------V-----V----------------------------------------------------G------S-----------------------------------------N-------------------R---------L-P-------VE-----DIRA---YAL-ERIDE----AY---H---V----------L------E---------P---------------------E--------------------A--RELIAFVL-PL--RY-L-N---L---D----V-AR--WQRSP--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--LVVISLERRR--------S---F---G-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----RQKW---ARLD-----T-------H------P-----------------M---------A---------Q--L------H--------R-I--------G--C---A-S--------------------------L----R------Q-S--------------------------P-------KS--L--T------I---GL-H-R---------
WP_079158698.1 ------------------R---Q--A---------PD-----WS---------PILVEIA--P----------S-----------G----R--------------G-----------------N----------N----------H--------FLV-------E-------V--SA-YN--G-------R-------E-------------R------------------------------------L------V-----V----------------------------------------------------G------S-----------------------------------------S-------------------R---------L-P-------VE-----DIRA---YAL-ERIDE----AY---H---V----------L------E---------P---------------------E--------------------A--RELIAFVL-PL--RY-L-N---L---D----I-AQ--WQRSP--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--LVVISLERRR--------S---F---G-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----KQKW---AQLD-----T-------H------P-----------------V---------A---------Q--L------H--------R-V--------G--C---A-S--------------------------L----R------Q-S--------------------------P-------KS--L--T------I---GL-H-R---------
WP_078935569.1 ------------------G---P--V---------HD-----WS---------PILVEMA--P----------S-----------G----R--------------G-----------------D----------N----------H--------FLV-------E-------V--SA-YN--G-------Q-------D-------------R------------------------------------L------V-----V----------------------------------------------------G------S-----------------------------------------S-------------------R---------L-P-------VE-----SIRA---YAL-ERIDE----AY---H---V----------L------E---------P---------------------E--------------------A--RELIAFVL-PL--RH-L-N---L---G----V-AH--WPRSP--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--LVVISLERRR--------S---F---A-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----RQKW---ASLD-----T-------Q------S-----------------M---------A---------R--L------H--------R-I--------G--C---A-S--------------------------L----R------Q-N--------------------------P-------TS--L--T------I---GL-R-H---------
WP_079104734.1 ------------------G---P--V---------HD-----WS---------PILVEMA--P----------S-----------G----R--------------G-----------------D----------N----------H--------FLV-------E-------V--SA-YN--G-------Q-------D-------------R------------------------------------L------V-----V----------------------------------------------------G------S-----------------------------------------S-------------------R---------L-P-------VE-----SIRA---YAL-ERIDE----AY---H---V----------L------E---------P---------------------E--------------------A--RELIAFVL-PL--RH-L-N---L---G----V-AH--WPRSP--------D---------------------------------------D--------------------------------------------------------DS----PL-G-S-F----AP--LVVISLERRR--------S---F---A-------------------------------------------------------------------------------------------L-----------------------------QH----------------K----L----RQKW---ASLD-----T-------Q------S-----------------M---------A---------R--L------H--------R-I--------G--C---A-S--------------------------L----R------Q-N--------------------------P-------TS--L--T------I---GL-R-H---------
WP_030350675.1 -----A----PGPVVGTPP---A--T---------RR-----WS---------PILVEIK--R----------S-----------G----A--------------D-----------------R----------G----------A--------LLV-------E-------V--SA-YR--D-------G-------G-------------R------------------------------------R------L-----V----------------------------------------------------A------E-----------------------------------------Q-------------------R---------L-A-------ER-----EVRA---WVL-DRIDD----AF---A---E----------I------D---------T---------------------E--------------------G--RELIAFAL-PR--RW-L-N---K---P----V-DQ--WTTRK--------G---------------------------------------M--------------------------------------------------------ST----PL-G-C-V----AP--VVVMDHDRRG--------S---K---R-------------------------------------------------------------------------------------------L-----------------------------QF----------------R----L----KKMW---DVLD-----R-------Q------P-----------------G---------S---------A--V------H--------G-I--------S--C---A-G--------------------------S----A------R-P--------------------------E--------W--L--T------V---QL-Q-D---------
WP_052744285.1 -----H----P-PRLASEA---P--A---------RR-----WS---------PILVEIR--R----------S-----------G----A--------------D-----------------R----------G----------A--------LLA-------E-------V--SA-YR--D-------G-------S-------------R------------------------------------R------L-----V----------------------------------------------------G------Q-----------------------------------------Q-------------------R---------L-A-------KR-----EVRG---WVL-ERIDD----AF---A---E----------I------D---------T---------------------E--------------------G--RELIAFAL-PR--GW-L-N---Q---P----V-DQ--WTGRK--------S---------------------------------------M--------------------------------------------------------ST----PL-G-C-V----AP--VVVMDHDRRA--------S---G---R-------------------------------------------------------------------------------------------L-----------------------------QY----------------R----L----KKIW---DVLD-----R-------Q------P-----------------G---------S---------A--V------H--------R-I--------T--C---S-G--------------------------T----V------R-P--------------------------D--------R--L--T------V---QL-Q-D---------
WP_073748475.1 -----R----P-PVPVRSA---A--E---------RR-----WS---------PILVEIK--R----------S-----------G----A--------------D-----------------R----------N----------A--------LLV-------E-------V--SA-FR--D-------G-------S-------------R------------------------------------R------L-----V----------------------------------------------------G------E-----------------------------------------K-------------------R---------M-T-------KA-----HVRE---WVL-ERIDE----AF---G---E----------I------D---------T---------------------E--------------------G--RELIAFAV-PR--GW-L-N---Q---P----V-DQ--WRRRK--------G---------------------------------------N--------------------------------------------------------RA----PL-G-C-Q----SP--VVVMDHDRRA--------S---E---Q-------------------------------------------------------------------------------------------L-----------------------------QY----------------K----L----RKMW---EALD-----G-------Q------S-----------------R---------S---------E--I------H--------R-I--------P--C---E-T--------------------------A----Q------R-P--------------------------E--------R--L--S------V---QL-Q-D---------
WP_079182681.1 -----G----P-------------------------T-----WS---------PILVEVE--R----------S-----------G----A--------------D-----------------R----------D----------A--------YVV-------S-------I--YV-IR--G-------G-------R-------------A------------------------------------Q------L-----V----------------------------------------------------V------S-----------------------------------------N-------------------T---------L-A-------GR-----DIQE---YVR-ERLDD----AF---L---Q----------I------D---------R---------------------D--------------------G--DELIAFAL-PR--DL-L-G---E---P----V-DQ--WPTSA--------D---------------------------------------D--------------------------------------------------------PT----PL-G-C-S----SP--VVVMDLSRRR--------Q---P---R-------------------------------------------------------------------------------------------L-----------------------------QF----------------K----I----EKVW---QALD-----L-------R------P-----------------G---------T---------T--W------H--------R-V--------E--C---G-S--------------------------S----Q------D-P--------------------------A--------K--L--T------V---QL-G-G---------
WP_078911260.1 -----P----P------------------------GT-----WS---------PILVEIT--R----------S-----------G----A--------------G-----------------P----------V----------S--------YVV-------E-------V--SA-FP--G-------G-------H-------------R------------------------------------R------I-----I----------------------------------------------------D------T-----------------------------------------R-------------------T---------L-P-------KS-----SVRA---FVR-EPIDA----AF---W---E----------I------D---------W---------------------K--------------------A--KALIAFAV-PV--EW-L-N---E---P----I-DE--WRRAG--------N---------------------------------------D--------------------------------------------------------RT----PL-G-F-A----TP--LVLMDNDRRR--------S---G---S-------------------------------------------------------------------------------------------V-----------------------------QH----------------R----L----RQKW---GRLS-----R-------E------A-----------------A---------S---------D--V------H--------R-V--------E--C---G-G--------------------------G----H------D-P--------------------------E--------L--L--R------L---RL-E-D---------
WP_018530948.1 -------------------------R---------PR-----WT---------PVLFDVQ--R----------S-----------G----A--------------G-----------------A----------D----------Q--------ALV-------E-------V--SA-YS--G-------G-------V-------------L------------------------------------R------P-----V----------------------------------------------------A------S-----------------------------------------T-------------------T---------V-H-------TA-----EVSV---YVR-DVIDD----AL---A---H----------L------P---------L---------------------G--------------------T--AELVAFTL-PS--AW-L-N---W---P----V-DR--WPAGP--------D---------------------------------------E--------------------------------------------------------PT----TL-G-C-A----YP--VVVIHPARRH--------I---G---K-------------------------------------------------------------------------------------------------------------------------HR----------------R----L----AHRW---EKAMG----R-------P------V---------------------------R---------T--V------G--------R-V--------A--C---D-R--------------------------A----T------P-V--------------------------G----Q----------------D---AL-R-D---------
WP_030267411.1 ----------------------R--R---------ER-----WR---------PILVEIA--P----------S-----------G----A--------------G-----------------P----------A----------M--------FHV-------A-------V--AS-VR--D-------G-------R-------------I------------------------------------G------A-----A----------------------------------------------------D------S-----------------------------------------R-------------------T---------V-P-------RL-----RLKH---AVR-DRIDH----EL---G---R----------L------E---------P---------------------D--------------------G--AELVIFSL-PR--KW-L-T---E---P----V-HG--WARRR--------T---------------------------------------D--------------------------------------------------------YG----PL-G-A-D----HA--VVVVDAQRRA--------D---P---A-------------------------------------------------------------------------------------------A-----------------------------RR----------------Q----L----ELKW---APLRA----A-------A------G---------------------------T---------R--L------H--------Q-L--------R--C---T-E--------------------------L----P------D-G--------------------------K----R--L------Y------H---RL-R-P-----P-E-
WP_082119792.1 -----------------TP---R--R---------ER-----WR---------PILVDIQ--P----------S-----------G----A--------------G-----------------T----------R----------M--------FHV-------A-------I--SS-IR--D-------G-------V-------------L------------------------------------G------E-----P----------------------------------------------------H------S-----------------------------------------R-------------------T---------M-L-------SS-----MLPG---FVR-ERIEE----EI---G---R----------L------E---------P---------------------D--------------------G--AELIIFAL-PR--KW-I-T---Q---P----V-HS--WARRK------------------------------------------------D--------------------------------------------------------FG----PL-G-A-D----HA--VVVVDQLRRG--------N---A---A-------------------------------------------------------------------------------------------D-----------------------------RR----------------H----L----EMKW---ARMRE----D-------R------S---------------------------A---------A--V------Y--------P-I--------P--C---T-A--------------------------V----P------D-S--------------------------R----R--L------Y------Q---RL-R-P-----V-A-
WP_057241199.1 ----------------------A--G---------ER-----WR---------PILVEIG--H----------S-----------G----A--------------G-----------------R----------R----------K--------FTV-------G-------V--RT-VR--G-------G-------E-------------Y------------------------------------G------P-----P----------------------------------------------------R------L-----------------------------------------R-------------------T---------L-G-------QS-----ALQG---EVL-AEIDR----QL---G---L----------L------A---------A---------------------D--------------------G--AELIVFVL-PR--TL-L-T---V---P----V-HG--WTGKR------------------------------------------------S--------------------------------------------------------FG----PL-G-A-D----HA--VVVVDRQRRD--------S---A---V-------------------------------------------------------------------------------------------D-----------------------------RR----------------K----L----EMNW---ALRKS----E-------R------R---------------------------T---------V--V------H--------R-V--------E--C---A-E--------------------------P----G------E-P--------------------------R----A--L------Y------H---LL-G-P-----V-E-
WP_012784683.1 -------------------------G---------S-------S---------SLRVLVD--P----------A-----------F----D--------------P-----------------A----------G----------G--------YHV-------S-------I--RM-HH--S-------A-------G-------------V------------------------------------G------A-----E----------------------------------Q------S----------P------E-----------------------------------------E-------------------T---------I-G-------SA-----SVLA---HLR-DVLPA----AV---R---A----------A------A---------R--------L------------D--------------------G--GCLIDLVL-PL--DL-L-A---E---P----V-HK--WEVSG--------S-------------------------------------------------------------------------------------------------T----PL-G-H-L----LP--VAVRSVERYR--------D---R---D-------------------------------------------------------------------------------------------D-V-----------P---------------GA----------------R----L----REIW---DRASK----E-------A----------------------------------V---------S--L------Q--------W-I--------M--C---E-D--------------------------P----E------N-T--------------------------G----R--------------------AV-E-H---------
KIR65540.1 -------------------------T------P--AE-----LS---------SVLLEVT--P----------A-----------G----H--------------D-----------------Q----------Q----------R--------YLL-------S-------M--SV-YR--S-------R-------D-------------D---V--------------------------------R------C-----L----------------------------------A------Q----------Q------D-----------------------------------------E-------------------P---------I-P-------VP-----ELEA---ALR-RLLRL----GL---G---H----------L------G------------------W------------G--------------------R--RVMVELTL-PP--EL-L-D---L---P----V-DE--WVLDH--------D------------------------------------------------------------------------------------------------PV----PL-G-L-V----RP--VLVRLSDEEE--------S----------------------------------------------------------------------------------------------G----S-----------------------------RP----------------E----A----EERW---DALSA----D-------G------D-----------------G---------M---------S--F------A--------T-V--------G--C---G-V--------------------------D----V------G-P--------------------------T----W--F------Y------A---HL-T-R-----T-N-
WP_082106226.1 -------------------------T------P--AE-----LS---------SVLLEVT--P----------A-----------G----H--------------D-----------------Q----------Q----------R--------YLL-------S-------M--SV-YR--S-------R-------D-------------D---V--------------------------------R------C-----L----------------------------------A------Q----------Q------D-----------------------------------------E-------------------P---------I-P-------VP-----ELEA---ALR-RLLRL----GL---G---H----------L------G------------------W------------G--------------------R--RVMVELTL-PP--EL-L-D---L---P----V-DE--WVLDH--------D------------------------------------------------------------------------------------------------PV----PL-G-L-V----RP--VLVRLSDEEE--------S----------------------------------------------------------------------------------------------G----S-----------------------------RP----------------E----A----EERW---DALSA----D-------G------D-----------------G---------M---------S--F------A--------T-V--------G--C---G-V--------------------------D----V------G-P--------------------------T----W--F------Y------A---HL-T-R-----T-N-
SCE64849.1 -------------------------T------P--AE-----LS---------SVLLEVT--P----------A-----------G----H--------------D-----------------Q----------Q----------R--------YLL-------S-------M--SV-YR--S-------R-------D-------------D---V--------------------------------R------C-----L----------------------------------D------Q----------Q------D-----------------------------------------E-------------------P---------I-P-------VP-----ELEA---ALR-RLLRL----GL---G---H----------L------G------------------W------------G--------------------R--RVMVELTL-PP--EL-L-D---L---P----V-DE--WILDH--------D------------------------------------------------------------------------------------------------PV----PL-G-L-V----RP--VLVRLADDEE--------S----------------------------------------------------------------------------------------------G----S-----------------------------RP----------------E----A----EEHW---DALSA----D-------G------D-----------------G---------M---------S--F------A--------T-V--------G--C---G-V--------------------------D----V------G-P--------------------------T----W--F------Y------A---HL-T-R-----T-N-
WP_016698042.1 -------------------------H------L--RR-----TS---------SVLAEVV--P----------S-----------A----H--------------D-----------------P----------D----------Q--------YLF-------T-------L--WL-YR--G-------P-------G-------------Q---W--------------------------------D------T-----Q----------------------------------F------R----------E------T-----------------------------------------T-------------------P---------R-P-------EA-----GLWR---RLQ-DELPK----AL---R---R----------L-------------------------G------------E--------------------R--HAIVEFVL-PV--EL-L-N---E---P----V-DR--WRLWP--------E----Q----------------------------------S--------------------------------------------------------AT----RL-G-Q-R----HA--VVLRSLDNWQ--------D---E---E------------------------------------------------------------------------------E-------A----R-----------------------------RE----------------D----S----AARW---EYLRD----L-------T------G-----------------S---------V---------P--L------T--------M-V--------R--C---R-D--------------------------D----R------E-R--------------------------E----A--W------A------G---LF-Q-L-----P-A-
WP_030105402.1 -------------------------N------L--RR-----TS---------SVLAEVV--P----------S-----------A----H--------------D-----------------P----------D----------Q--------YLF-------T-------L--WL-YR--G-------P-------G-------------Q---W--------------------------------D------T-----Q----------------------------------F------R----------E------T-----------------------------------------T-------------------P---------R-P-------EP-----GLWQ---RIQ-DELPK----AL---R---R----------L-------------------------G------------E--------------------R--HAIVEFVL-PL--EL-L-N---E---P----I-DR--WQLWP--------E----Q----------------------------------T--------------------------------------------------------AT----RL-G-Q-R----HA--VVLRSLDNWQ--------D---E---E------------------------------------------------------------------------------E-------T----R-----------------------------RE----------------D----S----AARW---EYLRD----L-------T------G-----------------S---------V---------P--L------T--------L-V--------R--C---R-D--------------------------D----R------E-R--------------------------E----A--W------A------G---LF-Q-L-----P-A-
WP_010310066.1 ------------------------------------K-----PM---------AVIAKVE--A----------S-----------A----H--------------D-----------------Q----------D----------R--------YLL-------T-------I--WL-YR--R-------D-------E-------------D---F--------------------------------E------V-----F----------------------------------F------A----------D------E-----------------------------------------D-------------------P---------R-P-------LP-----DALA---GLK-NLLPG----AL---N---L----------L------D------------------G------------G--------------------P--DVLVEFVL-PR--QL-L-N---E---P----V-DE--WQIWP--------T----R----------------------------------R--------------------------------------------------------FA----RL-G-R-R----HP--VVVRALS--E--------D---D---D------------------------------------------------------------------------------P-------Y----S-----------------------------RK----------------R----G----EERW---QWLTT----Q-------D------------------------T---------V---------P--W------N--------W-I--------H--C---E-D--------------------------K----R------D-Q--------------------------E----I--L------Y------A---WF-E-E-----S-T-
WP_081438571.1 -----------------G-------R------G--TA-----HR---------SVIVKVA--S----------Y-----------G----N--------------D-----------------L----------S----------R--------YQL-------S-------F--AF-DE--D-------G-------T-------------E---V--------------------------------S------------R----------------------------------E------L----------E------Q-----------------------------------------A-------------------P---------L-S-------EQ-----ALWG---RAR-ERLSV----FL---D---E----------L------G------------------A------------Q--------------------S--DVIVRFLL-TG--RL-L-RECDQ---R----F-ED--WQLWA--------G---------------------------------------T--------------------------------------------------------PW----RL-G-E-R----HP--VVVGALEPFG--------P---E---G------------------------------------------------------------------------------LLDPVTMRA----A-----------------------------ER----------------E----R----AARW---TALHR----A-------T------T-----------------A---------L---------P--T------A--------N-A--------R--C---V-D--------------------------N----GSAEIRDN-P--------------------------E----T--W------D------T---WY-G-S-----Q-V-
SCG36832.1 ------------------------------------------PV---------SVMVRLR--P----------A-----------G----N--------------N-----------------H----------L----------R--------YHV-------T-------M--WR-YV--D-------A-------D-------------H---V--------------------------------V------P-----V----------------------------------V------D----------D------L-----------------------------------------D-------------------A---------V-P-------WP-----EARQ---RVQ-DSLVE----QI---R---Q----------L------T---------A--------H------------E--------------------R--DIMVEFIL-PQ--EL-L-N---E---P----V-HS--WALWR--------S----R----------------------------------R--------------------------------------------------------WE----TL-G-S-K----YA--VVVRDLERLE--------D---A---E-------------------------------------------------------------------------------------------S-----------------------------MA----------------F----L----KRRW---RMTAR----Q-------F------L-----------------R---------S---------G--L------V--------S-V--------H--C---D-D--------------------------R----R------S-H--------------------------E----A--M------W------A---WI-G-G-----H-P-
WP_091056316.1 ----------SS-----T-------A----------------PV---------SVMVRLR--P----------A-----------G----N--------------N-----------------H----------L----------R--------YHV-------T-------M--WR-YV--D-------A-------D-------------H---V--------------------------------V------P-----V----------------------------------V------D----------D------L-----------------------------------------D-------------------A---------V-P-------WP-----EARQ---RVQ-DSLVE----QI---R---Q----------L------T---------A--------H------------E--------------------R--DIMVEFIL-PQ--EL-L-N---E---P----V-HS--WALWR--------S----R----------------------------------R--------------------------------------------------------WE----TL-G-S-K----YA--VVVRDLERLE--------D---A---E-------------------------------------------------------------------------------------------S-----------------------------MA----------------F----L----KRRW---RMTAR----Q-------F------L-----------------R---------S---------G--L------V--------S-V--------H--C---D-D--------------------------R----R------S-H--------------------------E----A--M------W------A---WI-G-G-----H-P-
WP_089154132.1 ----------SA-----A-------D----------------PV---------SVMVRLR--P----------A-----------G----N--------------N-----------------H----------R----------R--------YHV-------T-------M--WR-YV--D-------A-------D-------------H---V--------------------------------V------P-----V----------------------------------V------D----------D------L-----------------------------------------E-------------------A---------V-P-------WP-----DAEK---RVQ-DTLVE----QI---R---H----------L------T---------A--------H------------E--------------------R--DIMIEFIL-PQ--EL-L-N---E---P----V-HS--WALWR--------S----R----------------------------------R--------------------------------------------------------WE----TL-G-S-K----YA--VVVRDLERLE--------D---A---E-------------------------------------------------------------------------------------------S-----------------------------LA----------------F----L----KRRW---NTTAR----Q-------F------L-----------------R---------S---------G--L------A--------S-I--------S--C---G-D--------------------------R----R------S-H--------------------------A----A--M------W------A---WF-G-A-----Q-P-
WP_026211908.1 -------------------------G----------------VR---------SVLVCVR--P----------A-----------G----H--------------D-----------------A----------S----------R--------YTM-------R-------I--WR-FV--H-------E-------H-------------D---V--------------------------------T------E-----A----------------------------------E------L----------P------H-----------------------------------------E-------------------P---------L-G-------RD-----DAWE---WLR-GVLPG----QI---S---L----------L------E---------D--------G------------R--------------------S--RVMVELIL-PL--EL-M-G---V---G----A-EQ--WAIWK-------------K----------------------------------P--------------------------------------------------------WS----RL-G-V-K----HP--VVVRDLDRFE--------E---P---V-------------------------------------------------------------------------------------------------------------------------TA----------------G----W----EIRW---RRLAE----A-------D------L-----------------A---------T---------V--L------D--------L-I--------D--C---A-D--------------------------A----R------D-H--------------------------E----Q--M------E------S---WL-E-E-----G-T-
WP_030595461.1 -------------------------V----------------PR---------SVMIRLR--P----------S-----------T----V--------------D-----------------P----------S----------R--------YHV-------A-------M--WR-YE--G-------P-------D-------------A---I--------------------------------S------P-----A----------------------------------D------D----------E------S-----------------------------------------E-------------------A---------L-P-------LE-----EALA---QAR-SLLPK----QL---T---M----------L------G------G--S--------G------------G--------------------D--PVMVELIV-PQ--EL-M-E---Q---D----F-DE--WKPWA--------G----K----------------------------------A--------------------------------------------------------WS----SL-G-R-K----HP--VVLRDLERFD--------D---D---E-------------------------------------------------------------------------------------------L-----------------------------HQ----------------Y----W----RSRW---QRFTA----Q-------V------T------------S----G---------G---------P--A------M--------A-L--------A--C---D-D--------------------------E----A------D-Q--------------------------E----M--L------E------G---WI-E-S-----E-P-
SEB64571.1 -------------------------R-----------------P---------SVIGRVR--H----------S-----------L----R--------------D-----------------R----------S----------L--------YHV-------M-------T--WR-YR--S-------P-------H-------------D---I--------------------------------V------P-----G----------------------------------T------P----------E------S-----------------------------------------A-------------------A---------L-P-------LR-----EALA---LLS-GLLAR----QV---E---L----------I------G---------D--------TV-RRR--------------------------------GLVELIL-PR--EI-L-D---E---D----F-AA--WKLWP--------D----V----------------------------------G--------------------------------------------------------YW----SL-G-R-K----YD--LVVRPLERHE--------A---P---H-------------------------------------------------------------------------------------------L-----------------------------HA----------------A----W----EERW---RHLEG----K-------R------V-----------------G---------E---------A--L------V--------C-V--------C--G---R-D------------------------------RQ------S-Q--------------------------A----A--L------D------A---TF-N-N-----D-P-
WP_046591904.1 -------------------------R-----------------P---------SVIGRVR--H----------S-----------L----R--------------D-----------------R----------S----------L--------YHV-------M-------V--WR-FR--S-------E-------H-------------D---I--------------------------------V------P-----G----------------------------------A------P----------E------T-----------------------------------------S-------------------A---------L-P-------LD-----EALA---RLA-GLLAA----QI---D---L----------M------G---------D--------TP-RNR--------------------------------GLIELIL-PR--EV-V-D---V---D----F-AA--WRLWP--------D----F----------------------------------D--------------------------------------------------------FW----SL-G-G-K----YD--LVVRPLERHE--------T---P---R-------------------------------------------------------------------------------------------L-----------------------------HA----------------V----W----EERW---RRLEG----R-------R------V-----------------G---------E---------A--L------V--------C-V--------C--G---R-D------------------------------RQ------R-Q--------------------------G----A--L------D------A---TF-D-L-----D-P-
WP_079065728.1 -------------------------Q-----------------P---------SIIGRIR--H----------S-----------M----R--------------D-----------------R----------R----------L--------YHV-------M-------V--WR-YR--S-------A-------S-------------D---I--------------------------------R------P-----A----------------------------------A------P----------E------S-----------------------------------------D-------------------A---------L-P-------LD-----QAVK---HLA-ELLPA----QI---E---I----------M------G---------G--------AT-SP---------------------------------GLIELIL-PV--EA-L-D---E---G----F-AD--LELWP--------Q----L----------------------------------P--------------------------------------------------------WF----SL-G-R-K----QR--VVVRPLERHE--------A---P---S-------------------------------------------------------------------------------------------L-----------------------------HA----------------A----W----AERW---QQLDG----K-------A------V-----------------G---------D---------M--V------V--------C-V--------C--G---R-G------------------------------DQ------H-Q--------------------------A----A--L------D------A---SF-D-N-----D-P-
WP_030919335.1 -------------------------R-----------------P---------SVIGRVR--H----------S-----------L----R--------------D-----------------R----------T----------R--------YHV-------M-------V--WQ-FR--S-------P-------E-------------E---I--------------------------------V------P-----A----------------------------------G------A----------E------S-----------------------------------------A-------------------E---------L-T-------LD-----QALR---LLG-ELLPP----QI---E---T----------V------E---------A--------LE-ALD----GAPG--------------------R--TALVELIL-PH--EA-L-D---E---D----Y-AD--WRLWP--------E----L----------------------------------E--------------------------------------------------------WW----TL-G-R-K----HR--LVVRPLERHQ--------E---P---R-------------------------------------------------------------------------------------------L-----------------------------HH----------------P----W----LKRW---TQLAD----R-------P------L-----------------D---------R---------A--L------V--------C-V--------C--G---R-G--------------------------H---RQ------R-P--------------------------Q----A--L------D------A---AF-N-T-----A-P-
WP_033253340.1 -------------------------R-----------------P---------SVIGRVR--H----------S-----------L----R--------------D-----------------R----------T----------R--------YHV-------M-------V--WQ-FR--S-------A-------E-------------E---I--------------------------------V------P-----A----------------------------------G------A----------E------S-----------------------------------------G-------------------E---------L-T-------LP-----QALS---LLA-ELLPP----QI---E---V----------V------E---------A--------LD-GTE----------------------------R--AALVELVL-PH--EA-L-D---E---D----Y-AD--WRLWP--------G----L----------------------------------D--------------------------------------------------------WW----TL-G-R-K----HQ--LVVRPLERHQ--------E---P---R-------------------------------------------------------------------------------------------L-----------------------------HH----------------A----W----RRRW---ERLDV----Q-------P------L-----------------E---------R---------T--L------V--------C-V--------C--G---R-G------------------------------RQ------H-P--------------------------R----A--L------D------A---AF-N-T-----D-P-
WP_014133535.1 -------------------------R-----------------P---------SVIARVR--H----------S-----------L----R--------------D-----------------R----------T----------R--------YHV-------M-------L--WR-FH--G-------P-------E-------------E---I--------------------------------V------P-----A----------------------------------G------A----------E------S-----------------------------------------A-------------------E---------L-P-------LP-----GALA---LLA-GSLPA----QI---E---T----------V------E---------A--------LD-DAG----------------------------R--PALVELIL-PH--EA-L-D---E---D----Y-AD--WQLWP--------E----Q----------------------------------F--------------------------------------------------------WS----TL-G-R-D----HH--LVVRSLERHQ--------E---P---R-------------------------------------------------------------------------------------------L-----------------------------HR----------------P----W----QVRW---ERLAD----R-------P------L-----------------G---------G---------A--L------V--------C-V--------C--G---R-G--------------------------R---LQ------Q-P--------------------------R----A--L------N------A---AF-N-T-----A-P-
SCL25835.1 -------------------------I-----------------P---------SVLVYVR--P----------A-----------G----Q--------------D-----------------R----------R----------R--------YRC-------E-------L--WR-YE--D-------E-------D-------------D---I--------------------------------T------P-----I----------------------------------A------T----------D------D-----------------------------------------P-------------------D---------R-S-------LE-----ELRR---HLR-DRLPE----LA---R---G----------G------P---------D--------D------------G--------------------R--RPMIELVL-PY--HL-L-D---E---D----V-DH--WLEAP--------D----R----------------------------N-----P--------------------------------------------------------WS----VL-G-Q-T----NP--VVVRELERFE--------E---D---D------------------------------------------------------------------------------E------------R-----------------------------LG----------------T----W----RRRW---KALDG----Q-------D------V-----------------G---------V---------A--L------T--------P-V--------S--C---L-E--------------------------R----R------E-H--------------------------R----A--L------H------A---WF-Q-L-----E-P-
WP_015655514.1 -------------------------T---------DG-----VA---------AISVHLD--T----------Q-----------T----P--------------D-----------------G----------D----------R--------YFL-------R-------V--WK-YP--D-------V-------T-------------EP--P--------------------------------Y------P-----V----------------------------------L------C----------D------D-----------------------------------------Q-------------------P---------L-T-------IA-----EAQA---QFR-AVIPS----AI---R---E----------L------A---------E--------I------------S--------------------S--DLIIEFAL-PT--AR-L-S---SV--D----V-DT--WYLSQ------------------------------------------------A--------------------------------------------------------WA----PV-S-R-Q----YP--VVLRALDRRP--------E---------------------------------------------------------------------------------------------------T-----------------------------FP----------------S----W----TTRW---RRLHH----G-------P------D------------G----D---------A---------R--M------D--------W-V--------D--C---H-Q--------------------------D----M------P-P--------------------------E----Q--F------F------A---WL-Q-Q-----Q-Q-
ALC19576.1 -----------------R-------G---------PR-----YS---------SIEVRLS--P----------L-----------G----S--------------N-----------------R----------R----------R--------YLL-------S-------M--WK-RT--D-------T-------S-------------GE--S--------------------------------V------P-----V----------------------------------L------C----------L------D-----------------------------------------T-------------------G---------L-T-------FS-----QARD---HVR-KMLPQ----TV---A---Q----------M------R---------E--------Y------------A--------------------E--NLVIEFAL-PT--PL-L-A---KA--M----V-DE--WDLGN------------------------------------------------A--------------------------------------------------------WA----PL-G-T-M----FV--VVLRASDRAP--------V---------------------------------------------------------------------------------------------------T-----------------------------HG----------------N----W----VSRW---RRLQS----G-------A------H-----------ED----V---------A---------I--V------D--------W-V--------D--C---H-D--------------------------D----S------D-I--------------------------G----E--M------F------A---TL-M-S-----T-E-
SCG16383.1 -----------------A-------P--G--PA--PR-----PG---------WVVVRIA--P----------T-----------A----G--------------V-----------------R-------------------R-S--------YHV-------T-------I--WT-AT--D-------P-------D-------------G---G--------------------------------M-----DE-----R----------------------------------I------L----------E------Q-----------------------------------------T-----------------------------V-T-------ED-----EVKD---TVE-RSLPA----AY---Q---A----------I------P------H--A--------T------------Y--------------------D--SITVEFVL-PL--GH-L-A---W---P----V-DD--WRALD--------D----L----------------------------------E--------------------------------------------------------HV----PL-G-W-S----RP--VVVRALDWFD--------H---P---H-------------------------------------------------------------------------------------------P-----------------------------RK---------------------I----QDRA---ERLRA----D-------T------R-----------RL----D---------A---------M--L------E--------W-L--------D--C---A-E--------------------------P---ER------K-L--------------------------G----S--F------Q------A---WL-R-M-----S-E-
WP_045745421.1 ------------------------------------------EC---------AVVIRLE--P----------S-----------A----A--------------A-----------------P----------G--------E-T--------YDL-------T-------V--WT-VT--G-------P-------D-------------G---E--------------------------------L-----TE-----P----------------------------------V------L----------H------R-----------------------------------------G-------------------G---------L-T-------RA-----QWRD---QVE-TALVE----AL---D---R----------L------P---------A--------G------------S--------------------D--AAAVEFVL-PR--SF-L-A---E---P----V-DE--WTDLA--------D---------------------------------------D--------------------------------------------------------RT----PL-G-I-T----RP--VTVRDLDWFH--------H---A---N-------------------------------------------------------------------------------------------P-----------------------------AR---------------------L----TRSA---EMLRE----R-------H------A-----------GI----G---------E---------H--L------R--------W-R--------D--C---T-E--------------------------Q---PG------D-P--------------------------V----R--Y------K------A---WL-R-Q-----D-D-
WP_027344132.1 -------------------------E--P--AE--SE-----RA---------WIVVRSK--P----------V-----------S----G--------------PD--A---------TS--T----------E--------R-W--------NRV-------T-------V--WV-ET--D-------R-------T-------------E---E--------------------------------G------H-----P----------------------------------V------V----------F------D-----------------------------------------E-------------------D---------V-R-------VA-----DLRE---TVQ-QQLDV----AI---D---S----------Y------L------P--D--------A------------G--------------------G--AVTVEFVL-PP--DD-L-A---D---P----V-ET--WGVAN--------P----F---------G------------------E-----G--------------------------------------------------------EA----EL-G-V-V----SA--VVVRGLARFE--------R---G---G-------------------------------------------------------------------------------------------S-----------------------------PQ-P--------------E----W----DDED---QQVIR----T-------A------P-----------RPREEVL---------A---------V--L------E--------W-L--------L--C---P-A--------------------------E---PR------T-H--------------------------K----E--H------V------G---WL-A-S-----K-R-
WP_081620662.1 -------------------------E--Y--RA--DT-----PC---------YLILQVE--R----------E-----------H----E--------------D-----------------P----------A--------DPR--------RRL-------S-------V--WS-QT--D-------P-------A-------------E---W--------------------------------R------P-----Y----------------------------------R------V----------S------E-----------------------------------------E-------------------V---------V-D-------AD-----RLGD---RAV-RAVLD----AE---R---G----------W------A------H--D--------L------------S--------------------S--ELLIEVGL-PL--EL-L-A---L---E----A-EA--WPYPV--------L----G---------G------------------D-----F--------------------------------------------------------TV----EL-G-D-H----YR--VVLRGLENEM--------V---P---V-------------------------------------------------------------------------------------------R-----------------------------RR---------------------L-----LRW---AALKN----G-------A------------------------R---------P---------R--V------H--------W-V--------G--A---E-A--------------------------DWD-ER------R-R--------------------------G----D--L------Y------R---RM-G-E-----D-R-
WP_063274029.1 -------------------------P------D--RP-----HL---------HLLIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-A-------IE-----EVER---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------D----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
OLZ50852.1 -----------------------------------RP-----HL---------HLLIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-A-------IE-----EVER---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------D----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
SDU45441.1 -----------------------------------RP-----HL---------HLLIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-A-------IE-----EVER---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------D----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
AGM04019.1 -------------------------P------D--RP-----HL---------HLLIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEL---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------D----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----E------D-H--------------------------P-------I------D------A---IL-S-------D-E-
WP_038518396.1 -------------------------P------D--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEL---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
WP_073847879.1 -------------------------P------D--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEL---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
AIG79295.1 -----------------------------------RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEL---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
OKJ93061.1 -----------------------------------RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEL---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--R---P-E--------------------------V----G------D-H--------------------------P-------I------D------A---IL-S-------D-E-
WP_037346288.1 -------------------------P------D--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------D-------------V---W--------------------------------P------P-----P----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-E-------IE-----EAEL---RVD-DVILE----TE---A---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--C---P-E--------------------------V----E------D-H--------------------------P-------I------D------A---IL-S-------D-E-
WP_007034185.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------L-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------D-D-
EME53023.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------L-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------D-D-
AJK55729.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------V-----------S----G--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------D-------------V---W--------------------------------P------P-----S----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------IE-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----H--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------AA--------D---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------N-H--------------------------P-------I------D------A---IL-S-------D-D-
WP_061981329.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----P----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------V--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------SP--------D---------R--L------H--------Y-S--------G--C---A-Q--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------D-D-
KZB86971.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----P----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------V--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------SP--------D---------R--L------H--------Y-S--------G--C---A-Q--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------D-D-
WP_005157858.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------G----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVE----N--------------P-----------------AA--------E---------R--L------H--------Y-S--------G--C---A-E--------------------------F----D------G-H--------------------------P-------I------D------A---IL-S-------D-D-
OOC02373.1 -------------------------P------E--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------G----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVE----N--------------P-----------------AA--------E---------R--L------H--------Y-S--------G--C---A-E--------------------------F----D------G-H--------------------------P-------I------D------A---IL-S-------D-D-
WP_044851314.1 -------------------------P------D--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------A---------A--------Q------------S--------------------V--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------SA--------D---------R--L------H--------Y-S--------G--G---S-E--------------------------F----G------E-H--------------------------P-------I------D------A---IL-S-------D-D-
ANN20104.1 -----------------------------------RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------A---------A--------Q------------S--------------------V--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------E----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------SA--------D---------R--L------H--------Y-S--------G--G---S-E--------------------------F----G------E-H--------------------------P-------I------D------A---IL-S-------D-D-
WP_037310950.1 -------------------------P------D--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---G---V----------W------A---------A--------Q------------S--------------------V--SASVEFLL-PR--TL-I-N---L---P----V-QR--WAKEH--------G----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGIRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMVK----D--------------P-----------------SA--------D---------R--L------H--------Y-S--------G--C---S-E--------------------------F----G------E-H--------------------------P-------I------D------A---IL-S-------D-D-
WP_026467422.1 -------------------------P------Q--RP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------D-------------V---W--------------------------------P------P-----A----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------I-G-------ID-----EVEF---RVD-DVILE----TE---D---V----------W------S---------G--------Q------------S--------------------M--SASVEFLL-PR--AL-I-T---L---P----V-QR--WAKEH--------R----T----------------------------G-----Q--------------------------------------------------------PQ----PL-R-Y-G----YR--LGVRSLERMR--------A---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMME----D--------------P-----------------AA--------E---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------G-H--------------------------P-------I------D------A---IL-S-------D-E-
WP_076160651.1 -------------------------P------E--NP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------A----------G------V-----------------------------------------R-------------------E---------I-A-------ID-----RVEF---EVD-EVILE----TE---G---V----------W------S---------G--------Q------------S--------------------V--SASVEFLL-PR--TL-I-T---L---P----V-QR--WSKEH--------G----T----------------------------G-----R--------------------------------------------------------PQ----PL-R-Y-G----YQ--LGIRSLERMR--------A---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RVRW---DSMGK----D--------------P-----------------SP--------D---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------N-E-
OLZ52485.1 -------------------------P------E--NP-----HL---------HLMIMLE--P----------V-----------S----A--------------D-----------------P----------T----------R--------CTL-------A-------F--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----A----------------------------------L------A----------G------V-----------------------------------------R-------------------E---------I-A-------ID-----RVEF---EVD-EVILE----TE---G---V----------W------S---------G--------Q------------S--------------------V--SASVEFLL-PR--TL-I-T---L---P----V-QR--WSKEH--------G----T----------------------------G-----R--------------------------------------------------------PQ----PL-R-Y-G----YQ--LGIRSLERMR--------A---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RVRW---DSMGK----D--------------P-----------------SP--------D---------R--L------H--------Y-S--------G--C---A-E--------------------------F----E------D-H--------------------------P-------I------D------A---IL-S-------N-E-
WP_075128573.1 -------------------------P------D--EP-----HL---------HLTLMVD--L----------D-----------P----I--------------D-----------------P----------S----------R--------CVL-------A-------S--WR-QD--D-------P-------E-------------V---W--------------------------------P------P-----P----------------------------------L------G----------G------V-----------------------------------------R-------------------E---------V-A-------ME-----ELEY---RVD-EAILD----AE---D---A----------W------W---------E--------Q------------G--------------------T--AAAVEFVL-PR--TL-L-H---L---P----V-LR--WRKEH--------V----S----------------------------G-----K--------------------------------------------------------PH----PL-R-Y-D----YR--INIRSLERMR--------A---R---Y-------------------------------------------------------------------------------------------W-----------------------------HR----------------I----W----HRRW---DSMLE----D--------------P-----------------SA--------D---------R--L------H--------Y-S--------G--S---S-E--------------------------F----E------E-H--------------------------P-------I------D------A---VL-S-------D-P-
WP_075137447.1 -------------------------P------D--EP-----HL---------HLTIMVE--P----------D-----------S----I--------------D-----------------P----------S----------R--------CLL-------S-------S--WR-QD--D-------P-------L-------------S---W--------------------------------P------P-----V----------------------------------R------G----------P------V-----------------------------------------R-------------------E---------V-E-------MD-----ELEY---RVD-EIILD----AE---G---A----------W------A---------D--------K------------G--------------------I--SAAVEFLL-PR--TL-L-S---L---P----V-GR--WSKEH--------G----S----------------------------G-----K--------------------------------------------------------PR----PL-S-F-D----YR--VSIRSLERMR--------T---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HVRW---DSMLE----N--------------P-----------------TS--------D---------R--M------H--------Y-S--------G--S---A---------------------------------K------E-H--------------------------P-------I------D------A---VL-S-------D-P-
SDF68729.1 -------------------------P------A--EP-----HL---------HLVFAIE--P----------D-----------K----I--------------S-----------------P----------D----------R--------CVL-------S-------H--WR-QD--D-------P-------L-------------E---W--------------------------------T------P-----H----------------------------------R------G----------G------V-----------------------------------------H-------------------E---------L-S-------LD-----DLEY---LVD-ELVVE----AE---G---A----------W------S---------D--------Q------------A--------------------V--SVTLEFLL-TR--QL-L-Q---L---P----V-YR--WRKEH--------C----S----------------------------G-----D--------------------------------------------------------PR----PL-V-L-D----YT--VILRSLERMY--------A---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RVRW---DSMLE----N--------------P-----------------AV--------N---------R--I------H--------S-L--------G--A---S-R--------------------------S----G------D-N--------------------------P-------I------D------A---VL-S-------D-S-
WP_051784248.1 -------------------------Q------T--EP-----HL---------HLMFAIK--L----------D-----------S----I--------------D-----------------S----------G----------K--------CIL-------S-------F--WR-QD--D-------P-------L-------------D---W--------------------------------P------P-----Q----------------------------------S------G----------G------V-----------------------------------------H-------------------E---------L-S-------IN-----DLEY---RID-EMIIQ----AE---G---A----------W------C---------D--------Q------------A--------------------V--PVTLEFLM-AR--PL-L-Q---L---P----I-YT--WRKEH--------S----S----------------------------G-----D--------------------------------------------------------PR----PL-V-L-D----YT--VVIRSLERMH--------T---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RVRW---DSMLE----N--------------P-----------------AV--------E---------R--I------H--------S-V--------G--A---S-R--------------------------A----G------D-N--------------------------P-------I------D------V---VL-S-------D-S-
SER48083.1 -------------------------P------E--QP-----FL---------HLMIVVE--L----------D-----------A----I--------------D-----------------E----------T----------R--------CVL-------S-------F--WR-QE--D-------P-------L-------------E---W--------------------------------P------P-----P----------------------------------R------G----------G------P-----------------------------------------H-------------------E---------L-A-------VG-----ELER---RID-EVIVQ----AE---S---E----------W------S---------D--------Q------------A--------------------V--SVALEFVM-PR--PL-L-Q---M---P----I-MA--WRKEY--------G----S----------------------------G-----Y--------------------------------------------------------PR----PL-V-Y-D----YP--LALRSLERMR--------S---A---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------I----W----RMRW---ESAVD----D-------T------P-----------------SI--------R---------R--I------H--------P-Y--------G--P---A-E--------------------------A----R------E-N--------------------------P-------I------D------A---VL-S-------E-S-
SES49406.1 -------------------------P------V--EP-----RL---------HLMIVVE--L----------D-----------A----I--------------D-----------------E----------G----------R--------CVL-------S-------F--WR-QE--D-------P-------L-------------E---W--------------------------------P------P-----P----------------------------------R------G----------G------V-----------------------------------------W-------------------E---------L-A-------VD-----ELEQ---RID-DVIVD----AE---S---E----------W------S---------D--------Q------------A--------------------I--SVALEFVM-PR--PL-L-Q---M---S----I-MA--WKKEY--------R----S----------------------------G-----Y--------------------------------------------------------PR----PL-V-Y-D----YP--LTLRSLERMR--------S---A---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------L----W----RMRW---DSSVD----V-------T------P-----------------SL--------R---------R--I------H--------P-Y--------G--L---V-E--------------------------T----K------E-N--------------------------P-------I------D------A---VL-S-------E-S-
WP_052684475.1 -------------------------P------A--EP-----RL---------YLMIMIE--L----------D-----------A----I--------------D-----------------D----------S----------Q--------CVL-------S-------W--WR-QD--D-------P-------L-------------E---W--------------------------------P------P-----L----------------------------------R------G----------G------V-----------------------------------------C-------------------E---------L-A-------VD-----ELEQ---RID-DVIVE----AE---G---A----------W------S---------D--------Q------------A--------------------I--SVALEFVV-PR--PL-L-Q---I---P----I-MS--WRKEH--------R----S----------------------------G-----Y--------------------------------------------------------PK----PL-V-Y-D----YP--LALRSLERMR--------S---A---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------L----W----RMRW---DSAAD----D-------N------M-----------------SL--------R---------R--I------H--------P-Y--------G--S---G-E--------------------------T----K------E-N--------------------------P-------I------D------A---VL-S-------E-T-
SFQ99533.1 -------------------------P------D--DP-----RL---------HLMIAID--V----------D-----------A----I--------------D-----------------E----------S----------R--------CVL-------S-------F--WR-QD--D-------P-------L-------------E---W--------------------------------P------P-----V----------------------------------R------G----------G------V-----------------------------------------F-------------------E---------L-A-------VD-----ELEQ---RID-DVIVE----AE---D---A----------W------S---------D--------Q------------A--------------------I--SVALEFVV-AR--PL-L-G---L---P----I-FT--WCKER--------R----S----------------------------G-----D--------------------------------------------------------PR----PL-V-Y-D----YA--LVLRSLERMR--------S---T---F-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RRRW---DSLRE----D-------N------S-----------------SL--------Q---------R--I------H--------P-Y--------G--L---A-E--------------------------T----K------E-N--------------------------P-------I------D------A---VL-S-------E-S-
SEQ80175.1 -------------------------P------A--EP-----RL---------RLMIVVE--L----------D-----------G----I--------------D-----------------D----------N----------R--------CRL-------S-------F--WR-QD--D-------P-------L-------------D---W--------------------------------P------P-----L----------------------------------R------G----------E------V-----------------------------------------G-------------------E---------V-R-------VD-----ELEQ---RID-DLIID----AE---G---R----------W------S---------G--------Q------------S--------------------V--SVALDFVL-PR--PL-L-R---L---P----I-SS--WKKER--------R----S----------------------------G-----D--------------------------------------------------------PR----PI-V-Y-D----YV--LSLRSLERMR--------A---T---Y-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RVRW---ESSSS----D-------T------P-----------------LW--------E---------R--I------H--------P-Y--------G--A---P-Q--------------------------G----K------E-N--------------------------A-------I------D------A---VL-S-------E-S-
SED55013.1 -------------------------S------K--EG-----RL---------HLMILVD--H----------D-----------G----I--------------D-----------------P----------E----------L--------YQV-------S-------H--WC-QR--L-------P-------G-------------E---W--------------------------------P------P-----P----------------------------------H------G----------G------T-----------------------------------------A-------------------E---------V-R-------AA-----DLER---YVD-GLVVD----AE---R---V----------W------A---------D--------H------------R--------------------G--SVALEFVL-PR--AL-L-N---L---P----V-QL--WHREH--------E----S----------------------------G-----M--------------------------------------------------------PR----PL-S-I-D----YL--ISVRSLERMR--------S---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------V----W----NQHW---EAFMA----N--------------P-----------------SA--------E---------C--------------------V--------Y--Y---E-N--------------------------G----T------Q-A--------------------------S----G--L------D------V---VL-S-------D-L-
WP_013229641.1 -------------------------S------R--EG-----RL---------HLMILVD--H----------D-----------G----I--------------D-----------------P----------R----------L--------YQV-------S-------H--WC-QR--L-------P-------G-------------E---W--------------------------------P------P-----P----------------------------------H------G----------G------T-----------------------------------------A-------------------E---------V-L-------AA-----DLER---YVD-SLVVD----AE---R---V----------W------A---------D--------H------------R--------------------G--SVALEFVL-PR--AL-L-N---L---P----V-QL--WRREH--------E----S----------------------------G-----M--------------------------------------------------------PR----PL-S-I-D----YL--ISVRSLERMR--------S---K---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------V----W----NQHW---EAFMA----N--------------P-----------------SA--------E---------S--------------------V--------Y--Y---E-N--------------------------G----T------Q-A--------------------------A----G--L------D------V---VL-S-------D-L-
WP_051735807.1 -------------------------P------E--TS-----RL---------HLMIVVE--H----------D-----------A----I--------------D-----------------A----------D----------R--------YLV-------S-------H--WC-QE--D-------P-------A-------------E---W--------------------------------P------P-----P----------------------------------C------G----------G------S-----------------------------------------E-------------------L---------V-F-------DA-----DLER---CVD-RLVVA----AE---R---L----------W------S---------E--------H------------R--------------------G--TVALEFVL-PR--AL-L-N---L---P----V-HR--WHREH--------D----S----------------------------G-----T--------------------------------------------------------PR----PL-A-V-D----YV--IVVRSLERMN--------S---R---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------L----W----HMHW---DALMA----D--------------P-----------------SA--------A---------R--------------------V--------Y--F---E-N--------------------------G----D------D-S--------------------------P----D--L------D------L---VL-S-------E-P-
WP_051580014.1 -------------------------S------E--DS-----RL---------HLMIVVQ--A----------D-----------A----I--------------D-----------------P----------N----------R--------YLV-------C-------F--WR-QD--D-------P-------A-------------T---W--------------------------------P------P-----A----------------------------------R------S----------E------S-----------------------------------------R-------------------M---------V-K-------LD-----ELER---AVD-ELVVS----AE---Q---A----------W------S---------G--------H------------A--------------------G--TVGLEFVL-PR--EL-L-S---L---P----V-YR--WHKEH--------D----S----------------------------G-----D--------------------------------------------------------PY----PL-C-L-A----YP--IVVRSLERMR--------S---P---H-------------------------------------------------------------------------------------------W-----------------------------YR----------------L----W----HQRW---LTLMN----D--------------P-----------------SA--------Q---------I--H---------------F-A--------V--P---E-E--------------------------T----A------Q-R--------------------------H----R--I------A------A---IL-A-------D-P-
SEF26732.1 -------------------------A------T--GL-----RL---------HLVIMVE--V----------D-----------G----I--------------D-----------------P----------D----------R--------HVV-------S-------H--WR-QE--D-------P-------R-------------E---W--------------------------------P------P-----A----------------------------------C------G----------G------M-----------------------------------------A-------------------T---------I-R-------GA-----ELEH---HVD-RLIVD----AE---R---A----------W------S---------E--------H------------P--------------------Q--EVALEFVL-PR--AL-V-N---L---P----V-HR--WCKEH--------E----T----------------------------G-----D--------------------------------------------------------PR----PL-F-L-D----YP--IVIRSLERMF--------S---P---Q-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RIRW---EAMLG----S--------------P-----------------SA--------E---------R--V------Y--------Y-C--------R--P---Q-D--------------------------M----D------E-R--------------------------H----R--L------D------A---VL-S-------D-G-
WP_051183913.1 -------------------------G------G--GL-----RL---------HLVIMVE--V----------D-----------G----I--------------D-----------------P----------E----------R--------HVV-------S-------H--WR-QE--D-------P-------Q-------------E---W--------------------------------P------P-----T----------------------------------R------G----------G------M-----------------------------------------T-------------------T---------I-R-------GE-----ELEH---HVD-RLIVD----AE---R---A----------W------S---------E--------Y------------R--------------------E--EVALEFVL-PR--AL-V-N---L---P----V-HR--WCKEH--------E----T----------------------------G-----D--------------------------------------------------------PR----PL-F-L-D----YP--IVIRSLERMF--------S---R---Q-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RIRW---EAMLD----N--------------P-----------------TA--------E---------R--V------Y--------Y-C--------R--P---Q-D--------------------------S----A------E-R--------------------------H----R--L------D------A---IL-S-------D-R-
SEF26741.1 -------------------------P------E--RE-----KL---------YLVIVIR--Q----------D-----------Q----I--------------E-----------------P----------D----------L--------YQV-------C-------G--YR-QD--T-------P-------D-----------------W--------------------------------P------P-----P----------------------------------C------G----------D------T-----------------------------------------V-------------------L---------V-R-------DA-----DLES---HVD-SLVAA----SE---E---A----------W------A---------G--------R------------A--------------------V--DVAIEFVL-PR--KL-V-N---T---P----V-HL--WSAEL--------R----S----------------------------D-----A--------------------------------------------------------PQ----PL-S-L-S----YP--IVVRSLERMA--------Y---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----RVRW---SELQE----H--------------P-----------------TF--------D---------R--V------Y--------F-C--------E--D---K-D--------------------------T----G------E-R--------------------------N----R--L------D------G---IL-G-------D-E-
WP_003103436.1 -------------------------R------Q--GG-----KL---------HLMIVVQ--P----------D-----------G----I--------------E-----------------P----------D----------R--------YLV-------C-------S--WR-QD--E-------P-------D-------------E---W--------------------------------P------P-----P----------------------------------C------G----------D------C-----------------------------------------V-------------------L---------V-R-------AP-----DLED---HVD-DLVVQ----AE---R---A----------W------S---------G--------R------------A--------------------A--DVVLEFVL-PR--SL-L-N---I---P----V-HR--WATER--------R----S----------------------------G-----D--------------------------------------------------------PQ----PL-F-L-T----YP--IVVRSLERMT--------S---R---Q-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----RVRW---SALMT----D--------------P-----------------SM--------E---------R--V------Y--------F-C--------Q--D---K-D--------------------------T----E------E-Q--------------------------L----R--L------G------A---IL-S-------D-Q-
WP_020641078.1 -------------------------S------A--SG-----QL---------HLTIMIS--P----------D-----------P----V--------------E-----------------A----------D----------L--------YEI-------S-------H--WR-QD--D-------P-------A-------------E---W--------------------------------P------P-----P----------------------------------R------G----------E------T-----------------------------------------V-------------------W---------T-T-------SA-----GLEN---EVA-KVISA----AE---E---A----------W------S---------T--------R------------D--------------------A--EAVLEFVL-PR--VL-L-D---L---P----V-HT--WNTQR--------D----I----------------------------G-----E--------------------------------------------------------PQ----PL-Y-M-T----YP--TVIRSLERMS--------S---R---R-------------------------------------------------------------------------------------------S-----------------------------HR----------------V----W----RRRW---TAWTE----E--------------P-----------------SF--------E---------R--V------Y--------F-C--------N--P---E-D--------------------------T----E------D-H--------------------------R----R--L------D------A---IL-S-------D-E-
SMD27176.1 -----------------------------------------------------HLVVAIE--P----------D-----------M----F--------------D-----------------A----------D----------H--------YRV-------E-------H--WR-QD--H-------Q-------A-------------E---W--------------------------------P------P-----A----------------------------------R------G----------P------E-----------------------------------------R-------------------T---------A-E-------FA-----DLER---VVD-ELVMD----AE---K---A----------W------S---------A--------I------------D--------------------C--DITLEFVL-PR--GL-L-N---L---P----V-AD--WSREL--------A----S----------------------------G-----D--------------------------------------------------------PT----PL-T-M-H----YP--IVVRSLERMQ--------S---P---Y-------------------------------------------------------------------------------------------W-----------------------------LR----------------P----W----RTKW---RVLAG----P-------P------P-----------------S---------G---------R--V------F--------I-A--------T--S---E-D--------------------------V----E------H-P--------------------------Y----R--I------A------G---AL-Q-------D-P-
AKJ10475.1 -------------------------A------S--LH-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------K---------L-Q-------RD-----QLPA---AVD-RLIEE----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--AL-L-G---E---P----V-EW--WHKET--------D----A----------------------------D-----I--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NNRW---RQFKE----R-------P------A-----------------D---------S---------R--S------H--------W-S--------E--P---D-Q--------------------------P-------------A--------------------------F----H--L------E------R---EL-K-D-----D-Q-
WP_055705733.1 -------------------------A------S--LH-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------K---------L-H-------RD-----QLPA---AVD-RLIEQ----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--AL-L-G---E---P----V-EW--WHKET--------D----A----------------------------D-----I--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NNRW---RHFKE----R-------P------A-----------------D---------S---------R--S------H--------W-S--------E--P---D-Q--------------------------P-------------A--------------------------F----H--L------E------R---EL-K-D-----D-Q-
WP_067301412.1 -------------------------P------S--LH-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------E------T-----------------------------------------L-------------------N---------L-R-------RD-----ELPA---AVD-RLIEE----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--AL-L-G---E---P----V-EW--WHKES--------D----A----------------------------A-----V--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NKRW---RQLKD----R-------P------A-----------------E---------S---------R--S------Y--------W-S--------L--P---N-Q--------------------------P-------------A--------------------------F----D--L------E------R---EL-K-D-----D-Q-
ANP49777.1 ------------------------------------H-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------E------T-----------------------------------------L-------------------N---------L-R-------RD-----ELPA---AVD-RLIEE----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--AL-L-G---E---P----V-EW--WHKES--------D----A----------------------------A-----V--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NKRW---RQLKD----R-------P------A-----------------E---------S---------R--S------Y--------W-S--------L--P---N-Q--------------------------P-------------A--------------------------F----D--L------E------R---EL-K-D-----D-Q-
WP_067008720.1 -------------------------A------S--LH-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------E------T-----------------------------------------L-------------------K---------L-H-------RD-----ELPA---AVD-RLIEQ----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--AL-L-G---E---S----V-EW--WHKES--------D----A----------------------------E-----V--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------R---V---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NNRW---RQLKD----R-------P------A-----------------E---------S---------R--S------H--------W-S--------P--P---N-Q--------------------------S-------------A--------------------------F----Q--L------E------R---EL-K-D-----D-Q-
WP_048584306.1 -------------------------A------S--LH-----PA---------YLLIQFE--P----------D--------------G-L--------------E-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------K---------L-R-------RD-----ELQA---AVD-RLIEQ----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--SL-L-G---E---P----V-EW--WHKEA--------D----A----------------------------A-----V--------------------------------------------------------PT----PL-V-M-D----YT--IVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----NNRW---RHLKD----R-------P------A-----------------E---------S---------R--S------H--------W-S--------L--P---N-Q--------------------------S-------------A--------------------------F----H--L------E------R---EL-K-S-----D-Q-
KMS71118.1 ------------------------------------H-----PA---------YLLIQFE--P----------D--------------G-L--------------E-----------------P----------D----------S--------FWV-------A-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------K---------L-R-------RD-----ELQA---AVD-RLIEQ----AE---E---R----------W------W---------D--------L------------R--------------------Q--PVVIEFIL-PW--SL-L-G---E---P----V-EW--WHKEA--------D----A----------------------------A-----V--------------------------------------------------------PT----PL-V-M-D----YT--IVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----NNRW---RHLKD----R-------P------A-----------------E---------S---------R--S------H--------W-S--------L--P---N-Q--------------------------S-------------A--------------------------F----H--L------E------R---EL-K-S-----D-Q-
WP_064730712.1 -------------------------P------S--LH-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------N--------YWV-------S-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------E------T-----------------------------------------V-------------------K---------L-H-------RD-----DLPG---AAD-RLVEE----AE---E---R----------W------S---------D--------L------------R--------------------Q--PVVVEFIL-PW--EL-L-A---E---P----V-EW--WHKEA--------D----A----------------------------P-----V--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NNRW---RQLKD----R-------P------A-----------------E---------S---------R--S------H--------W-S--------P--A---D-Q--------------------------S-------------A--------------------------F----H--L------E------R---EL-K-D-----D-Q-
ANJ10392.1 ------------------------------------H-----PA---------YLLIQFE--P----------D--------------G-V--------------D-----------------P----------D----------N--------YWV-------S-------H--WR-QS--D--------S------D-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------E------T-----------------------------------------V-------------------K---------L-H-------RD-----DLPG---AAD-RLVEE----AE---E---R----------W------S---------D--------L------------R--------------------Q--PVVVEFIL-PW--EL-L-A---E---P----V-EW--WHKEA--------D----A----------------------------P-----V--------------------------------------------------------PT----PL-V-M-D----YT--VVVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NNRW---RQLKD----R-------P------A-----------------E---------S---------R--S------H--------W-S--------P--A---D-Q--------------------------S-------------A--------------------------F----H--L------E------R---EL-K-D-----D-Q-
CCK29232.1 -------------------------P------S--VV-----PA---------YLMIQFE--P----------D--------------R-N--------------E-----------------D----------G----------R--------YYL-------T-------H--WR-QS--D--------S------T-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-C-------RD-----ELPG---AVE-RLIEE----SE---A---R----------W------A---------D--------L------------R--------------------Q--PVILEFVL-PW--EL-L-N---E---P----V-EW--WSKDS--------G----H----------------------------L-----D--------------------------------------------------------PT----PL-A-M-D----YP--VLIRSLERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HAKW---RQLKE----R-------P------A-----------------D---------S---------Q--P------H--------W-S--------R--P---G-E--------------------------D----G-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-G-
WP_041819745.1 -------------------------P------S--VV-----PA---------YLMIQFE--P----------D--------------R-N--------------E-----------------D----------G----------R--------YYL-------T-------H--WR-QS--D--------S------T-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-C-------RD-----ELPG---AVE-RLIEE----SE---A---R----------W------A---------D--------L------------R--------------------Q--PVILEFVL-PW--EL-L-N---E---P----V-EW--WSKDS--------G----H----------------------------L-----D--------------------------------------------------------PT----PL-A-M-D----YP--VLIRSLERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HAKW---RQLKE----R-------P------A-----------------D---------S---------Q--P------H--------W-S--------R--P---G-E--------------------------D----G-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-G-
SBT94500.1 -------------------------P------S--VV-----PA---------YLMIQFE--P----------D--------------R-N--------------E-----------------D----------G----------C--------FYL-------T-------H--WR-QS--D--------S------T-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------R---------L-C-------RE-----ELEQ---AVE-GLIEE----SE---A---R----------W------A---------E--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----H----------------------------P-----D--------------------------------------------------------PT----PL-A-M-D----YP--VLVRSLERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HAKW---RQLKE----R-------P------A-----------------D---------S---------H--P------H--------W-S--------R--P---E-P--------------------------D----K-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-A-
WP_054232445.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------T----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------S--P---A-K--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
KPI10107.1 ------------------------------------------PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------T----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------S--P---A-K--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
WP_067371694.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------T----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------S--P---A-E--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
KUN44904.1 ------------------------------------------PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------T----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------S--P---A-E--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
OMP22166.1 ------------------------------------------PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------T----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------S--P---A-E--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
WP_075027004.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------R-I--------------E-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-G-------RE-----ELPG---AVE-RLIEE----AE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------G----S----------------------------E-----A--------------------------------------------------------PT----PL-V-M-D----YP--VVVRSIERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--P------H--------W-S--------S--P---A-Q--------------------------D----E-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
SDM66808.1 -------------------------P------S--LV-----PA---------YLLLQFE--P----------D--------------R-I--------------E-----------------A----------D----------H--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------R---------H-G-------RE-----ELPG---AVE-RLIEE----VE---E---K----------W------A---------D--------L------------R--------------------Q--PVILEFVL-PW--EL-L-N---E---P----V-EW--WSKES--------D----S----------------------------V-----S--------------------------------------------------------PT----PL-A-L-D----YP--VVVRSLERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLRE----R-------P------A-----------------D---------S---------H--P------H--------W-S--------R--P---E-Q--------------------------D----G-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-L-
WP_053759728.1 -------------------------P------S--LV-----PA---------YLMLQFE--P----------D--------------R-V--------------E-----------------A----------D----------R--------FYL-------S-------H--WR-QS--D--------P------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-H-------RD-----ELSG---AVE-KLIED----VE---E---R----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------D----S----------------------------P-----S--------------------------------------------------------PT----PL-A-L-D----YP--VVVRSLERLQ--------R---A---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--P------H--------W-S--------R--P---G-Q--------------------------D----D-----TY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
KOV64895.1 ------------------------------------------PA---------YLMLQFE--P----------D--------------R-V--------------E-----------------A----------D----------R--------FYL-------S-------H--WR-QS--D--------P------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------H---------L-H-------RD-----ELSG---AVE-KLIED----VE---E---R----------W------A---------D--------L------------R--------------------Q--PVILEFIL-PW--EL-L-N---E---P----V-EW--WSKES--------D----S----------------------------P-----S--------------------------------------------------------PT----PL-A-L-D----YP--VVVRSLERLQ--------R---A---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HHKW---RQLRE----R-------P------A-----------------D---------S---------H--P------H--------W-S--------R--P---G-Q--------------------------D----D-----TY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
WP_042174209.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------L-V--------------V-----------------A----------D----------R--------YNV-------S-------H--WH-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------V-------------------N---------L-H-------RA-----ELPG---TVE-RLIGE----AE---A---K----------W------A---------E--------L------------S--------------------Q--PVILEFVL-PW--EL-L-N---E---P----V-EW--WPSES--------D----H----------------------------P-----E--------------------------------------------------------PT----PL-A-M-D----YQ--VVVRSLERLH--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------H----W----HTKW---RQLRE----R-------P------A-----------------D---------S---------H--S------H--------W-G--------R--Q---T-Q--------------------------D----G-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
WP_051780375.1 -------------------------P------S--LV-----PA---------YLLIQFE--P----------D--------------R-V--------------E-----------------A----------D----------R--------YYL-------S-------H--WR-QS--D--------S------E-------------G---W--------------------------------H------P-----V-----------------------------------R-----G----------E------T-----------------------------------------D-------------------H---------L-R-------RD-----ELPG---AVE-RLVEE----TE---S---R----------W------A---------D--------L------------R--------------------Q--PVILEFVL-PW--EL-L-N---E---P----V-EW--WSKES--------D----S----------------------------P-----Y--------------------------------------------------------PT----PL-A-L-D----YP--VVVRSLERLQ--------R---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HIKW---RQFSE----R-------P------A-----------------D---------S---------H--S------H--------W-S--------R--P---A-Q--------------------------D----G-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-R-
SCF89158.1 -------------------------A------S--LM-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------S---W--------------------------------H------P-----L-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----DLPA---EVD-TLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKEA--------D----S----------------------------A-----S--------------------------------------------------------PT----PL-V-M-D----YT--VLIRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLKE----R-------P------A-----------------E---------T---------H--S------Y--------W-N--------R--P---G-H--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
WP_037657384.1 -------------------------A------S--LM-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------S---W--------------------------------H------P-----L-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----DLPA---EVD-TLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKEA--------D----S----------------------------A-----S--------------------------------------------------------PT----PL-V-M-D----YT--VLIRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLKE----R-------P------A-----------------E---------T---------H--S------Y--------W-N--------R--P---G-H--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
WP_046420873.1 -------------------------V------S--LM-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------S---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----DLPA---EVD-TLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKEA--------D----S----------------------------A-----S--------------------------------------------------------PT----PL-V-M-D----YT--VLIRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLKE----R-------P------A-----------------E---------T---------H--S------Y--------W-N--------R--P---G-H--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
OIK25046.1 ------------------------------------------PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------S---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----DLPA---EVD-TLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKEA--------D----S----------------------------A-----S--------------------------------------------------------PT----PL-V-M-D----YT--VLIRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLKE----R-------P------A-----------------E---------T---------H--S------Y--------W-N--------R--P---G-H--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
SED97910.1 -------------------------T------T--PM-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------G---W--------------------------------H------P-----I-----------------------------------P-----G----------Q------T-----------------------------------------L-------------------H---------L-H-------RD-----ELPA---KVD-TLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKEA--------D----S----------------------------G-----S--------------------------------------------------------PT----PL-V-M-D----YT--VLVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQYKE----R-------P------A-----------------D---------T---------H--S------Y--------W-N--------R--P---G-H--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
WP_051744858.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------S----------D----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----DLPR---EVE-QLIEQ----TE---E---R----------W------A---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-G---E---P----V-EW--WHKES--------S----S----------------------------S-----S--------------------------------------------------------PT----PL-V-M-D----YA--VLVRSFERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HKKW---RHLKE----K-------P------A-----------------D---------S---------H--P------Y--------W-N--------R--P---G-R--------------------------S-------------Q--------------------------F----H--L------E------L---EL-K-E-----D-E-
WP_078947852.1 -------------------------P------S--LV-----PA---------YLMIQFE--P----------D--------------G-V--------------D-----------------P----------E----------R--------YYL-------S-------H--WR-QS--D--------A------E-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------L-------------------H---------L-H-------RD-----ELPS---EVE-QLIEQ----TE---E---R----------W------S---------D--------L------------R--------------------Q--PVVLEFIL-PW--EL-L-S---E---P----V-EW--WNKES--------G----S----------------------------S--------------------------------------------------------------PT----PL-V-L-D----YP--VLLRSFERLR--------K---A---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HNKW---RQLKE----Q-------P------A-----------------D---------S---------H--S------Y--------W-N--------R--P---G-Q--------------------------S-------------H--------------------------F----H--L------E------R---EL-K-E-----D-E-
WP_057605973.1 -------------------------P------S--LV-----PA---------YLIIQFE--P----------D--------------G-L--------------D-----------------P----------E----------R--------YYL-------S-------H--WH-QS--D--------S------A-------------G---W--------------------------------H------P-----V-----------------------------------Q-----G----------E------T-----------------------------------------R-------------------H---------L-H-------RD-----ELPV---EVE-RLIER----TE---E---R----------W------V---------D--------L------------T--------------------Q--PIVLEFIL-PW--EL-L-N---E---P----V-EW--WHKES--------S----S----------------------------S-----L--------------------------------------------------------PT----PL-V-M-D----YM--VLLRSLDRLR--------R---T---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RNKW---RRLSE----Q-------P------A-----------------D---------S---------H--S------Y--------W-S--------R--P---A-D--------------------------G----P-----SY-Y--------------------------F----H--L------E------R---EL-K-E-----D-Q-
SEN16529.1 -------------------------P------S--LV-----PA---------YLLIQFE--P----------D--------------G-I--------------D-----------------S----------E----------H--------YHM-------S-------H--WR-QS--D--------A------E-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------V-------------------A---------L-H-------RD-----QLPG---EVE-RLIEQ----VE---E---Q----------W------A---------D--------L------------R--------------------Q--PVIVEFIL-PW--EL-L-N---E---P----V-EW--WTKES--------S----S----------------------------G-----S--------------------------------------------------------PT----PL-V-M-D----YP--VLIRSLERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HGKW---RQLRE----F-------P------A-----------------D---------S---------H--A------Y--------W-C--------R--P---S-G--------------------------G----T-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-Q-
WP_069466751.1 -------------------------P------S--LV-----PA---------YLLIQFE--P----------D--------------G-I--------------D-----------------S----------E----------H--------YHM-------S-------H--WR-QS--D--------A------E-------------G---W--------------------------------H------P-----V-----------------------------------P-----G----------E------T-----------------------------------------V-------------------A---------L-H-------RD-----QLPG---EVE-RLIEQ----VE---E---Q----------W------A---------D--------L------------R--------------------Q--PVIVEFIL-PW--EL-L-N---E---P----V-EW--WTKES--------S----S----------------------------G-----S--------------------------------------------------------PT----PL-V-M-D----YP--VLIRSLERLR--------K---A---A-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----HGKW---RQLRE----F-------P------A-----------------D---------S---------H--A------Y--------W-C--------R--P---S-G--------------------------G----T-----AY-F--------------------------F----H--L------E------R---EL-K-E-----D-Q-
SCG40312.1 ------------------------------------------YV---------YLVVQVE--P----------D-----------LAPG-S--------------A-----------------G------------------------------YTV-------S-------H--YR-QW--Q-------GA------Q-------------G---W--------------------------------H------S-----R----------------------------------RH-----G----------Q------L-----------------------------------------T-------------------D---------V-A-------HA-----ELEA---TVE-RIVQQ----ME---I---E----------W------S---------D--------R------------R--------------------A--DVAVELVL-PV--EL-L-N---E---D----V-AW--WRKEA--------A----S----------------------------V-----H------------------------------------------------------LEQK----VL-A-M-D----YP--VVVRSLNRLR--------Q---P---E-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RRRW---EHLQA----E-------P------A-----------------H---------S---------R--L------F--------R-S--------R--P---H-G--------------------------P----A------Y-L--------------------------T----R--L------E------A---EL-T-T-----D-P-
SCL28510.1 ------------------------------------------YA---------YLVIQIE--R----------D-----------LEPG-S--------------T-----------------S------------------------------YTV-------S-------H--YR-QW--H-------GD------G-------------R---W--------------------------------H------S-----R----------------------------------LR-----G----------R------A-----------------------------------------A-------------------G---------V-A-------RD-----ELEP---AVE-QIVQL----ME---I---E----------W------A---------D--------R------------P--------------------A--EVAIELVL-ET--HL-L-N---E---D----F-PW--WRKEA--------A----G----------------------------E-----D------------------------------------------------------GEHK----VL-A-M-D----YT--IVVRSLQRLR--------R---P---A-------------------------------------------------------------------------------------------W-----------------------------RR----------------M----W----RLRW---EKLQA----S-------P------R-----------------D---------T---------R--L------Y--------R-S--------Q--P---D-G--------------------------P----E------Y-P--------------------------T----R--L------E------A---LL-S-D-----E-Q-
WP_053655868.1 ------------------------------------------TA---------YLVVQVE--P----------H-----------LDPD-G--------------S-----------------D----------D----------T--------YAL-------S-------H--FR-QW--Y-------GA------D-------------F---W--------------------------------H------S-----R-----------------------------------Q-----G----------E------P-----------------------------------------R-------------------L---------V-R-------LH-----DLER---EVE-RVIEQ----ME---I---E----------W------S---------D--------R------------T--------------------G--TIVVEFVL-PW--EL-L-N---V---G----V-DR--WRKEI--------D----S----------------------------S-------------------------------------------------------------RPI----AL-A-M-D----YP--VVVRSLERLR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HQRW---RQLLA----A-------P------A-----------------H---------S---------A--V------F--------W-S--------Q--P---S-G--------------------------T----D------Y-F--------------------------T----R--L------E------A---EL-K-A-----D-D-
KOX08411.1 -------------------------------------------A---------YLVVQVE--P----------H-----------LDPD-G--------------S-----------------D----------D----------T--------YAL-------S-------H--FR-QW--Y-------GA------D-------------F---W--------------------------------H------S-----R-----------------------------------Q-----G----------E------P-----------------------------------------R-------------------L---------V-R-------LH-----DLER---EVE-RVIEQ----ME---I---E----------W------S---------D--------R------------T--------------------G--TIVVEFVL-PW--EL-L-N---V---G----V-DR--WRKEI--------D----S----------------------------S-------------------------------------------------------------RPI----AL-A-M-D----YP--VVVRSLERLR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HQRW---RQLLA----A-------P------A-----------------H---------S---------A--V------F--------W-S--------Q--P---S-G--------------------------T----D------Y-F--------------------------T----R--L------E------A---EL-K-A-----D-D-
SFE91381.1 ------------------------------------------TA---------YLVVQVE--P----------H-----------LDPG-G--------------S-----------------D----------D----------M--------YAL-------S-------H--FR-QW--Y-------GA------D-------------S---W--------------------------------H------S-----R-----------------------------------R-----G----------E------P-----------------------------------------R-------------------L---------A-R-------LA-----DLER---EVE-RVIEQ----ME---I---E----------W------S---------D--------R------------T--------------------G--TVVVEFVL-PW--EL-L-N---V---G----V-DR--WRKET--------D----S----------------------------S-------------------------------------------------------------RPI----TL-A-M-D----YP--VVVRSLERLR--------T---Q---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----HQRW---RQLLT----A-------P------A-----------------H---------S---------V--V------Y--------W-S--------R--P---S-G--------------------------K----D------Y-F--------------------------T----R--L------E------S---EL-K-A-----D-D-
WP_046570048.1 -------------------------A------P--VG-----TA---------YLVIQFE--K----------Y-----------G----G--------------D-----------------D----------E----------T--------YIV-------S-------H--WY-QW--A-------S-------P-------------V---W--------------------------------Q------P-----I----------------------------------R------G----------E------D-----------------------------------------R-------------------H---------V-P-------YG-----ELEA---AVD-QVINE----TE---R---R----------W------A---------D--------Q------------A--------------------G--AVTIEFVL-PW--QL-I-N---E---P----V-DT--WRKEL--------Q----S----------------------------L-----L--------------------------------------------------------PS----PL-T-T-E----YP--LVIRSLERIR--------A---S---Q-------------------------------------------------------------------------------------------W-----------------------------HR----------------V----W----RSRW---QGLAS----T-------D------G-----------------G---------R---------Q--L------I--------H-C--------A--S---R-H--------------------------Q----V--------D--------------------------V----Q--L------K------A---TL-N-R-----Q-S-
AGP53014.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------A--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----V----------------------------------R------G----------P------V-----------------------------------------T-------------------R---------V-T-------AE-----TAER---AVQ-TLVYQ----AA---E---D----------W------E------------------D------------A--------------------R--AVHIEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PI----PL-Y-M-H----YP--VVVRSLERSR--------T---K---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KHRW---NLLDQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_044567979.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------A----------G----------A--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----V----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AE-----TAER---AVQ-TLVYQ----AA---E---E----------W------D------------------D------------A--------------------R--AIHVEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PI----PL-Y-M-H----YP--VVVRSLERSR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KHRW---NLLDQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_037952428.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----V----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AE-----TAER---AVQ-TLVYR----AA---E---E----------W------D------------------D------------A--------------------R--AIHIEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PI----PL-Y-M-D----HP--VVVRSLERSW--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KHRW---NRFDQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_046085907.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------A--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----V----------------------------------R------G----------P------V-----------------------------------------A-------------------Q---------V-T-------AE-----TAER---AVQ-TLVYR----AA---E---E----------W------D------------------D------------A--------------------R--AIHIEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----S--------------------------------------------------------PI----PL-Y-L-G----HP--VVVRSLERSW--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KHRW---NLFDQ----Q-------P------E-----------------R---------A---------R--QLVVD-----------G-D--------EPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_059146064.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------G--AIHIEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----M--------------------------------------------------------PT----PL-Y-M-D----YP--VVVRSLERSR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----KQRW---NVFEQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-T--------------------------R----A--L------L------A---RL-K-V-----D-P-
WP_078639143.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------G--AIHIEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----YP--VVVRSLERSR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---NVFDQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-T--------------------------P----A--L------L------A---RL-K-A-----D-P-
WP_014056869.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-QY------------D----PS-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------G--AIHIEFML-DT--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----S--------------------------------------------------------PI----PL-Y-M-G---GYP--VVVRSLERSR--------T---K---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------D----W----KQRW---NVFDQ----Q-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------GPDS---P-R--------------------------S----G------D-T--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_069860374.1 -------------------------V------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-NY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------I-----------------------------------------T-------------------Q---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------G------------------D------------A--------------------R--EIHVEFML-DA--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLERSR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---NFFDQ----Y-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_079259909.1 -------------------------V------G--PV-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------A----------G----------C--------YEL-------S-------S--WH-NY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------I-----------------------------------------T-------------------Q---------V-T-------AE-----TAER---AVQ-TLVYE----AA---E---E----------W------G------------------D------------A--------------------R--EIHVEFML-DA--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLERSR--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---NFFDQ----Y-------P------E-----------------R---------A---------K--QLVVD-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_030825278.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------S----------G----------A--------YEL-------S-------S--WY-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------A-------------------Q---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------R--AIHVEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLQRSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---SVLEQ----Q-------P------E-----------------R---------A---------R--QLVVD-----------G-A--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_060945843.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------S----------G----------A--------YEL-------S-------S--WY-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------A-------------------H---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------R--AIHVEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLQRSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---HVLEQ----Q-------P------E-----------------R---------A---------R--QLVVD-----------G-A--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_060948652.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------S----------G----------A--------YEL-------S-------S--WY-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------A-------------------H---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------R--AIHVEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLQRSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---NVLEQ----R-------P------E-----------------R---------A---------R--QLVVD-----------G-A--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_064455399.1 -------------------------A------G--PV-----DA---------YLVIRLL--P----------R-----------E-------------------E-----------------S----------G----------A--------YEL-------S-------S--WY-QY------------D----PT-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------A-------------------H---------V-T-------SE-----TAER---AVQ-TLVYE----AA---E---E----------W------D------------------D------------A--------------------R--AIHVEFML-GP--DD-L-N---L---P----V-HR--WRLEL--------D----S----------------------------E-----L--------------------------------------------------------PT----PL-Y-M-D----HP--VVVRSLQRSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----KQRW---NVLEQ----R-------P------E-----------------R---------A---------R--QLVVD-----------G-A--------DPDS---P-R--------------------------S----G------D-P--------------------------T----A--L------L------A---RL-K-A-----D-P-
WP_009712747.1 -------------------------A------E--PD-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-QY------------D----PS-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AA-----TAER---AVQ-ELVFA----AE---E---E----------W------K------------------D------------A--------------------R--CIHLEFLL-GP--DD-L-N---L---P----V-HL--WRKEL--------D----S----------------------------T-----M--------------------------------------------------------AT----PL-C-M-D----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NQRW---QIFTG----R-------P------E-----------------L---------A---------R--ELVVE-----------G-Q--------DPDS---P-R--------------------------S----G------D-P--------------------------A----A--L------L------A---RL-Q-A-----D-P-
WP_079152565.1 -------------------------A------E--PD-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-QY------------D----PS-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AA-----TAER---AVQ-ELVFA----AE---E---E----------W------K------------------D------------A--------------------R--CIHLEFLL-GP--DD-L-N---L---P----V-HL--WRKEL--------D----S----------------------------T-----M--------------------------------------------------------AT----PL-C-M-D----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NQRW---QIFTG----R-------P------E-----------------L---------A---------R--ELVVE-----------G-Q--------DPDS---P-R--------------------------S----G------D-P--------------------------A----A--L------L------A---RL-Q-A-----D-P-
EFL20925.1 -------------------------A------E--PD-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-QY------------D----PS-------------G---W--------------------------------H------P-----A----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AA-----TAER---AVQ-ELVFA----AE---E---E----------W------K------------------D------------A--------------------R--CIHLEFLL-GP--DD-L-N---L---P----V-HL--WRKEL--------D----S----------------------------T-----M--------------------------------------------------------AT----PL-C-M-D----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NQRW---QIFTG----R-------P------E-----------------L---------A---------R--ELVVE-----------G-Q--------DPDS---P-R--------------------------S----G------D-P--------------------------A----A--L------L------A---RL-Q-A-----D-P-
WP_055551713.1 -------------------------A------E--PD-----DA---------YLVIRLL--P----------Q-----------E-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-SY------------D----PS-------------G---W--------------------------------H------P-----V----------------------------------R------G----------P------V-----------------------------------------T-------------------Q---------V-T-------AA-----TAER---AVQ-ELVYA----AE---E---E----------W------E------------------D------------A--------------------R--CIHLEFLL-GP--DD-L-N---L---P----V-HL--WRKEL--------D----S----------------------------T-----M--------------------------------------------------------AT----PL-C-M-D----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----NQRW---QLFSG----R-------P------E-----------------L---------A---------R--QLVVE-----------G-E--------DPDS---P-R--------------------------S----G------D-P--------------------------A----A--L------L------A---RL-Q-A-----D-P-
WP_065966465.1 -------------------------A------E--SV-----DA---------YLVIQLL--P----------Q-----------D-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-AY------------D----PT-------------G---W--------------------------------Y------P-----V----------------------------------R------G----------P------V-----------------------------------------S-------------------K---------V-T-------AA-----TAER---AVQ-DLVHE----AA---V---E----------W------E------------------D------------A--------------------R--CIHLEFVL-GA--ED-L-D---L---P----V-HL--WRHEL--------D----S----------------------------D-----F--------------------------------------------------------AT----PL-C-S-S----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------YG----------------A----W----KKRW---QTFRS----Q-------P------E-----------------R---------S---------R--QLVVD-----------G-P--------DPDS---P-R--------------------------S----G------D-P--------------------------S----A--L------V------A---RL-N-T-----D-Q-
OMI34264.1 -------------------------A------E--SV-----DA---------YLVIQLL--P----------Q-----------D-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-AY------------D----PT-------------G---W--------------------------------Y------P-----V----------------------------------R------G----------P------V-----------------------------------------S-------------------K---------V-T-------AA-----TAER---AVQ-DLVHE----AA---V---E----------W------E------------------D------------A--------------------R--CIHLEFVL-GA--ED-L-D---L---P----V-HL--WRHEL--------D----S----------------------------D-----F--------------------------------------------------------AT----PL-C-S-S----YP--VVVRSLERSQ--------T---R---R-------------------------------------------------------------------------------------------W-----------------------------YG----------------A----W----KKRW---QTFRS----Q-------P------E-----------------R---------S---------R--QLVVD-----------G-P--------DPDS---P-R--------------------------S----G------D-P--------------------------S----A--L------V------A---RL-N-T-----D-Q-
WP_014174723.1 -------------------------A------E--AI-----DA---------YLVIQLL--P----------Q-----------D-------------------E-----------------P----------G----------R--------YEL-------S-------S--WH-AY------------D----PT-------------G---W--------------------------------Y------P-----I----------------------------------R------G----------P------V-----------------------------------------S-------------------N---------V-T-------AA-----TAER---AVQ-DLVRE----AT---A---E----------W------E------------------D------------A--------------------H--CIHLEFVL-SA--ED-L-H---L---P----V-HM--WRHEL--------D----S----------------------------D-----F--------------------------------------------------------PT----PL-C-D-T----YP--VVVRSLERSQ--------N---R---H-------------------------------------------------------------------------------------------W-----------------------------YR----------------P----W----KKRW---QTFSS----Q-------P------E-----------------R---------S---------R--HLVVD-----------G-P--------DPDS---P-P--------------------------S----G------D-P--------------------------G----A--L------L------A---RL-N-A-----D-E-
KUJ68391.1 -------------------------A------E--PF-----DA---------YLVVRLL--P----------Q-----------D-------------------E-----------------P----------G----------R--------YLL-------T-------S--WR-QY------------D----PR-------------E---W--------------------------------R------P-----A----------------------------------L------G----------R------S-----------------------------------------E-------------------Y---------V-T-------LA-----SAER---TVR-QLVRE----AE---E---E----------W------A---------K--------D------------A--------------------R--NIHLEFLL-GA--DE-L-N---L---P----V-HL--WNRDA--------D----S----------------------------E-----L--------------------------------------------------------PM----PL-G-M-A----YP--VVVRSLERSR--------T---R---L-------------------------------------------------------------------------------------------W-----------------------------RR----------------W----W----LSRW---RLMDG----E-------P------E-----------------R---------C---------R--RLVVN-----------G-P--------DPDS---A-V--------------------------A----G------D-P--------------------------Q----A--L------L------A---RL-L-A-----D-P-
SDN22484.1 -------------------------T------A--AH-----DA---------YLVIRLL--P----------A-----------E-------------------E-----------------P----------G----------R--------YRL-------T-------S--WR-HY--G-------SGE----PG-------------S---W--------------------------------Q------P-----R----------------------------------Q------G----------R------T-----------------------------------------A-------------------V---------F-T-------LA-----EAEA---EVQ-ELVYE----AE---E---E----------W------A---------R--------D------------A--------------------G--CIHVEFAL-LT--EE-L-N---L---P----V-QL--WRFEL--------D----S----------------------------D-----T--------------------------------------------------------PA----LL-C-T-A----YP--VVVRSLTRGR--------T---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------L----W----RRRW---QLLRE----H-------P------E-----------------Q---------W---------Q--HLVVG-----------H-P--------DGHH---P-P--------------------------A----G------R-A--------------------------D----I--L------E------A---RL-R-A-----D-E-
SEF89110.1 -------------------------K------S--AH-----DA---------YLVIRLL--P----------R-----------E-------------------S-----------------P----------G----------R--------YEL-------T-------S--WR-HY--G-------SDD----PA-------------N---W--------------------------------Q------P-----R----------------------------------P------G----------P------T-----------------------------------------A-------------------V---------W-T-------LA-----EAER---QVE-QLLFE----AE---E---T----------W------A---------R--------D------------A--------------------D--QIHVEFAL-LT--ED-L-N---L---P----V-QA--WRYEL--------D----S----------------------------D-----T--------------------------------------------------------PM----PL-C-A-K----YL--VVVRSLTRGR--------T---E---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------P----W----RQRW---QLLRE----N-------P------A-----------------Q---------W---------H--SLMVG-----------G-S--------GPGH---P-P--------------------------V----G------R-P--------------------------T----A--L------E------A---RL-N-A-----E-M-
CCH33417.1 -------------------------A------P--GT-----VA---------YLLLALR--G----------E-----------G----P--------------S-----------------G----------D----------L--------YRL-------T-------P--AR-HL--G-------IT------A-------------E---W--------------------------------S------P-----R----------------------------------V------A----------T------D-----------------------------------------R-------V-----------G-----------P-------LE-----AIQT---HVA-DLVEQ----AE---R---D----------W------A---------S--------F------------E--------------------P--DIRIEFIL-DR--DN-I-N---L---A----V-DQ--WPAEN--------D----E----------------------------A-----V--------------------------------------------------------PE----PI-G-S-R----YQ--VVVRSLERNS--------D---D---K-------------------------------------------------------------------------------------------Y-----------------------------LR----------------V----W----RRRW---RALAG----Q-------A------R-----------------T---------C---------R--PVDRDGCV--------R-A--------Q--D---A-T--------------------------Q----D------G-V--------------------------R----E--L------R------S---ML-S-R-----R-H-
WP_041314506.1 -------------------------A------P--GT-----VA---------YLLLALR--G----------E-----------G----P--------------S-----------------G----------D----------L--------YRL-------T-------P--AR-HL--G-------IT------A-------------E---W--------------------------------S------P-----R----------------------------------V------A----------T------D-----------------------------------------R-------V-----------G-----------P-------LE-----AIQT---HVA-DLVEQ----AE---R---D----------W------A---------S--------F------------E--------------------P--DIRIEFIL-DR--DN-I-N---L---A----V-DQ--WPAEN--------D----E----------------------------A-----V--------------------------------------------------------PE----PI-G-S-R----YQ--VVVRSLERNS--------D---D---K-------------------------------------------------------------------------------------------Y-----------------------------LR----------------V----W----RRRW---RALAG----Q-------A------R-----------------T---------C---------R--PVDRDGCV--------R-A--------Q--D---A-T--------------------------Q----D------G-V--------------------------R----E--L------R------S---ML-S-R-----R-H-
WP_073900132.1 -------------------------P------P--GS-----PA---------YLVLRIG--G----------E-----------G----P--------------G-----------------G----------K----------K--------FRL-------S-------S--WR-QL--G-------EP------N-------------P---W--------------------------------A------P-----L----------------------------------P------G----------Q------D-----------------------------------------V-------V-----------G-----------T-------LD-----EIKW---HVA-ALIEK----VE---D---D----------W------A---------Q--------Y------------S--------------------P--DIRIEFVL-DY--EN-L-N---L---D----V-DQ--WPWEN--------D----D----------------------------D-----L--------------------------------------------------------AQ----PM-G-C-R----YP--VVIRSLERMT--------T---R---R-------------------------------------------------------------------------------------------Y-----------------------------HR----------------E----W----RQRW---VELSG----Q-------L------E-----------------R---------A---------A--GLAHTSTC--------R-A--------L--S---G-T--------------------------E----E------G-L--------------------------R----E--L------L------T---RF-N-T-----D-R-
OKI13908.1 -------------------------P------P--GS-----PA---------YLVLRIG--G----------E-----------G----P--------------G-----------------G----------K----------K--------FRL-------S-------S--WR-QL--G-------EP------N-------------P---W--------------------------------A------P-----L----------------------------------P------G----------Q------D-----------------------------------------V-------V-----------G-----------T-------LD-----EIKW---HVA-ALIEK----VE---D---D----------W------A---------Q--------Y------------S--------------------P--DIRIEFVL-DY--EN-L-N---L---D----V-DQ--WPWEN--------D----D----------------------------D-----L--------------------------------------------------------AQ----PM-G-C-R----YP--VVIRSLERMT--------T---R---R-------------------------------------------------------------------------------------------Y-----------------------------HR----------------E----W----RQRW---VELSG----Q-------L------E-----------------R---------A---------A--GLAHTSTC--------R-A--------L--S---G-T--------------------------E----E------G-L--------------------------R----E--L------L------T---RF-N-T-----D-R-
WP_033440357.1 -------------------------P------L--GS-----PA---------YLVLLLR--R----------E-----------G----P--------------T-----------------G----------D----------R--------FRL-------S-------H--WR-QL--G-------RP------E-------------P---W--------------------------------S------P-----L----------------------------------H------G----------K------D-----------------------------------------E-------V-----------G-----------T-------LA-----EIKV---QVA-ALIEK----VE---D---D----------W------A---------Q--------Y------------R--------------------P--DIRIEFVL-DY--EN-L-N---L---N----V-DQ--WPWEN--------D----A----------------------------D-----L--------------------------------------------------------AV----PM-G-C-R----YP--VVVRSLERMT--------A---R---K-------------------------------------------------------------------------------------------Y-----------------------------HR----------------E----W----RQRW---DEMAD----Q-------L------G-----------------R---------D---------K--GLAHTSTC--------R-A--------L--S---G-S--------------------------E----Q------G-L--------------------------R----E--L------L------S---RF-N-R-----E-R-
WP_033433380.1 -------------------------P------P--GS-----PA---------WLVLRLC--A----------D-----------G----P--------------S-----------------G----------D----------R--------HRL-------S-------S--WR-QL--G-------NP------Q-------------Q---W--------------------------------A------P-----L----------------------------------P------G----------E------E-----------------------------------------F-------T-----------G-----------P-------LE-----QVKR---HVT-ELIEQ----VE---D---A----------W------E---------Q--------Y------------Q--------------------P--DIRVEFVL-DY--DT-L-N---E---P----V-DQ--WPWDD--------D----P----------------------------Y-----L--------------------------------------------------------VQ----PL-G-C-K----YP--VVVRSLERMT--------A---R---R-------------------------------------------------------------------------------------------Y-----------------------------HR----------------E----W----RQRW---DELER----Q-------L------E-----------------R---------I---------R--RVERASTC--------R-G--------T--T---G------------------------------------------L--------------------------R----E--L------L------S---LF-N-R-----K-R-
CEL17035.1 -------------------------Q------P--VS-----PA---------YIVFQLQ--R----------E-----------A----P--------------T-----------------T----------E----------L--------YRL-------S-------H--WR-QR--D-------LS------A-------------G---W--------------------------------Y------P-----K----------------------------------R------G----------P------D-----------------------------------------L-------V-----------G-----------K-------LG-----DIKH---AVA-SLVEG----VE---S---D----------W------A---------P--------Y------------D--------------------S--DIRVEFVL-PR--EL-L-N---L---D----V-DQ--WQWEA--------E----S----------------------------D-----F--------------------------------------------------------PE----PM-G-C-H----FP--VCVRSLERMA--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----YIRW---KQLKN----R-------V------I-----------------D---------K---------G--VLTPEAGF--------W-S--------K--P---G-G--------------------------E----L------N-L--------------------------R----Q--L------T------S---YF-E-R-----M-S-
WP_042186027.1 -------------------------Q------P--VS-----PA---------YIVFQLQ--R----------E-----------A----P--------------T-----------------T----------E----------L--------YRL-------S-------H--WR-QR--D-------LS------A-------------G---W--------------------------------Y------P-----K----------------------------------R------G----------P------D-----------------------------------------L-------V-----------G-----------K-------LG-----DIKH---AVA-SLVEG----VE---S---D----------W------A---------P--------Y------------D--------------------S--DIRVEFVL-PR--EL-L-N---L---D----V-DQ--WQWEA--------E----S----------------------------D-----F--------------------------------------------------------PE----PM-G-C-H----FP--VCVRSLERMA--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----YIRW---KQLKN----R-------V------I-----------------D---------K---------G--VLTPEAGF--------W-S--------K--P---G-G--------------------------E----L------N-L--------------------------R----Q--L------T------S---YF-E-R-----M-S-
WP_054294632.1 -------------------------E------S--GA-----NA---------YLVFQLQ--Y----------E-----------G----P--------------S-----------------T----------E----------L--------YRL-------C-------H--WR-QR--D-------LS------I-------------G---W--------------------------------Y------P-----K----------------------------------R------G----------S------D-----------------------------------------F-------V-----------G-----------K-------LD-----EIKH---RVA-SLVEA----AE---S---D----------W------A---------P--------Y------------E--------------------V--DIRVEFFL-PR--EL-L-N---L---D----V-DQ--WQWEA--------E----S----------------------------D-----F--------------------------------------------------------PE----PM-G-C-H----FP--VCVRSLERMV--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----YIRW---KRLMN----Q-------V------R-----------------D---------K---------N--VLTPEAGF--------W-S--------K--P---G-D--------------------------Q----P------N-L--------------------------R----Q--L------T------S---YF-E-R-----E-P-
ALG12740.1 -------------------------E------S--GA-----NA---------YLVFQLQ--Y----------E-----------G----P--------------S-----------------T----------E----------L--------YRL-------C-------H--WR-QR--D-------LS------I-------------G---W--------------------------------Y------P-----K----------------------------------R------G----------S------D-----------------------------------------F-------V-----------G-----------K-------LD-----EIKH---RVA-SLVEA----AE---S---D----------W------A---------P--------Y------------E--------------------V--DIRVEFFL-PR--EL-L-N---L---D----V-DQ--WQWEA--------E----S----------------------------D-----F--------------------------------------------------------PE----PM-G-C-H----FP--VCVRSLERMV--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----YIRW---KRLMN----Q-------V------R-----------------D---------K---------N--VLTPEAGF--------W-S--------K--P---G-D--------------------------Q----P------N-L--------------------------R----Q--L------T------S---YF-E-R-----E-P-
WP_076994247.1 -------------------------A------P--GS-----QA---------YIVFQLQ--R----------D-----------G----P--------------S-----------------T----------E----------L--------YRL-------C-------H--WR-QR--D-------LS------A-------------G---W--------------------------------Y------P-----K----------------------------------R------G----------S------D-----------------------------------------F-------V-----------G-----------E-------LD-----EVKH---RVA-SLVEA----VE---S---D----------W------A---------P--------Y------------D--------------------V--DIRVEFFL-PR--EL-L-N---L---D----V-DQ--WQWEA--------E----S----------------------------D-----F--------------------------------------------------------PE----PV-G-C-H----FP--VCVRSLDRMV--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------Q----W----YIRW---KRLMA----H-------V------R-----------------E---------K---------N--VLTPEAGF--------W-S--------K--P---G-D--------------------------E----P------N-L--------------------------R----Q--L------T------S---HF-E-S-----V-P-
WP_042186017.1 -------------------------P------Q--RS-----DG---------YVVFQIE--R----------A-----------G----P--------------S-----------------G----------E----------A--------YRI-------A-------T--WK-QL--D-------VT------E-------------G---W--------------------------------H------P-----E----------------------------------R------S----------A------D-----------------------------------------I-------H-----------A---------A-T-------LS-----EMQF---RVA-EVIES----VE---S---E----------W------A---------Q--------F------------E--------------------P--TIRLEFLL-ST--EL-L-N---L---D----V-DQ--WQWET--------E----S----------------------------R-----F--------------------------------------------------------PE----PM-G-C-R----FL--VSIRSLERMK--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----YIRW---KELKT----Q-------V------D-----------------Q---------N---------N--GVTRGGGY--------Q-N--------R--S---N-A--------------------------H----Q------A-L--------------------------R----E--L------V------A---HF-E-R-----S-P-
CEL17028.1 -----------------------------------------------------YVVFQIE--R----------A-----------G----P--------------S-----------------G----------E----------A--------YRI-------A-------T--WK-QL--D-------VT------E-------------G---W--------------------------------H------P-----E----------------------------------R------S----------A------D-----------------------------------------I-------H-----------A---------A-T-------LS-----EMQF---RVA-EVIES----VE---S---E----------W------A---------Q--------F------------E--------------------P--TIRLEFLL-ST--EL-L-N---L---D----V-DQ--WQWET--------E----S----------------------------R-----F--------------------------------------------------------PE----PM-G-C-R----FL--VSIRSLERMK--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----YIRW---KELKT----Q-------V------D-----------------Q---------N---------N--GVTRGGGY--------Q-N--------R--S---N-A--------------------------H----Q------A-L--------------------------R----E--L------V------A---HF-E-R-----S-P-
WP_054294637.1 -------------------------P------Q--RA-----DG---------YVVFQVE--R----------A-----------G----P--------------S-----------------G----------D----------A--------YRI-------A-------T--WK-QL--D-------IT------D-------------G---W--------------------------------H------P-----E----------------------------------R------A----------P------D-----------------------------------------I-------H-----------A---------A-S-------LS-----EMQF---RVA-EVIEN----VE---S---E----------W------A---------Q--------F------------E--------------------P--TIRLEFLL-ST--EL-L-N---L---D----V-DQ--WQWET--------E----S----------------------------R-----F--------------------------------------------------------PE----PM-G-C-R----FL--VSVRSLERMK--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----YIRW---NELKA----Q-------V------S-----------------E---------H---------K--SVTKGGGY--------Q-N--------R--S---N-A--------------------------H----Q------A-L--------------------------R----E--L------V------S---YF-E-R-----T-P-
ALG12745.1 -------------------------P------Q--RA-----DG---------YVVFQVE--R----------A-----------G----P--------------S-----------------G----------D----------A--------YRI-------A-------T--WK-QL--D-------IT------D-------------G---W--------------------------------H------P-----E----------------------------------R------A----------P------D-----------------------------------------I-------H-----------A---------A-S-------LS-----EMQF---RVA-EVIEN----VE---S---E----------W------A---------Q--------F------------E--------------------P--TIRLEFLL-ST--EL-L-N---L---D----V-DQ--WQWET--------E----S----------------------------R-----F--------------------------------------------------------PE----PM-G-C-R----FL--VSVRSLERMK--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----YIRW---NELKA----Q-------V------S-----------------E---------H---------K--SVTKGGGY--------Q-N--------R--S---N-A--------------------------H----Q------A-L--------------------------R----E--L------V------S---YF-E-R-----T-P-
WP_076994242.1 -------------------------P------Q--RA-----DG---------YVVFQIE--R----------A-----------G----P--------------S-----------------G----------D----------A--------YRI-------A-------T--WK-QL--D-------IT------E-------------G---W--------------------------------H------P-----E----------------------------------R------G----------P------D-----------------------------------------I-------H-----------A---------T-S-------VS-----EMQF---RVA-EVIES----VE---S---E----------W------A---------Q--------F------------E--------------------P--TIRLEFLL-ST--EL-L-N---L---D----V-DQ--WQWET--------E----S----------------------------R-----F--------------------------------------------------------PE----PM-G-C-R----FL--VSVRSLERMK--------A---R---K-------------------------------------------------------------------------------------------W-----------------------------HR----------------S----W----YIRW---NELKA----Q-------V------S-----------------Q---------H---------K--SVTRGGGY--------Q-N--------R--S---N-A--------------------------H----Q------A-L--------------------------R----E--L------V------S---YF-E-R-----T-P-
WP_033433375.1 -------------------------A------R--PS-----DA---------YVVFQLC--R----------E-----------G----L--------------R-----------------G----------D----------V--------HRL-------S-------Q--WH-QL--D-------LS------T-------------G---W--------------------------------H------P-----V----------------------------------R------G----------A------D-----------------------------------------F-------T-----------G-----------D-------LE-----AVKH---RVA-EAVEG----LE---A---D----------W------A---------G--------F------------A--------------------P--RVHVEFVL-AA--EL-I-N---L---D----V-DQ--WPWET--------D----A----------------------------P-----L--------------------------------------------------------PE----PL-G-C-R----YP--VAVRSLERMA--------A---R---K-------------------------------------------------------------------------------------------Y-----------------------------HR----------------S----W----HQRW---ELLRS----Q-------L------D-----------------R---------T---------G--AIHEDATC--------W-G--------G--D---G-S--------------------------A----R------A-V--------------------------R----E--L------M------S---KL-Q-R-----D-A-
SFS77570.1 -------------------------E------P--QS-----TA---------YLIVQII--P----------D-----------S----P--------------S-----------------G----------R----------R--------CRL-------T-------H--WR-QL--D-------AA------E-------------G---W--------------------------------Q------P-----L----------------------------------R------G----------G------D-----------------------------------------V-------I-----------G-----------D-------LD-----ELKR---AVA-ELIGE----VE---E---E----------W------A---------R--------F------------E--------------------P--EVRIEFVL-PD--EL-L-N---L---D----V-DR--WPWEP--------P----D----------------------------K-----I--------------------------------------------------------PQ----PI-G-T-R----FP--VAVRSQERMS--------E---T---R-------------------------------------------------------------------------------------------Y-----------------------------RR----------------H----W----RQRW---RRLSG----C-------L------D-----------------D---------A---------G--VLPEEAVH--------W-S--------G--D---R-P--------------------------P----E------A-L--------------------------G----G--V------L------M---S----------D-L-
SDM15435.1 -------------------------V------A--PA-----EA---------SLVLRLQ--P----------H-----------G----V--------------E-----------------P----------G----------R--------YLL-------S-------E--WC-QV--N-------S-------A-------------T---W--------------------------------T------P-----Q----------------------------------R------G----------R------D-----------------------------------------Y-------------------T---------G-S-------LA-----ELRV---RVG-ELVGR----IE---G--------------W------A---------E--------N------------A--------------------S--SVSIEMIL-PK--DL-L-N---L---P----V-DQ--W-ISF--------S----D----------------------------E-----V--------------------------------------------------------AT----PI-G-V-D----YL--VSLRSLERSR--------E---K---A-------------------------------------------------------------------------------------------K-----------------------------HR----------------R----W----KRRW---AHLQS----H-------L------Q-----------------A---------G---------D--SPIDDAVH--------R-S--------RLDG---P-R--------------------------------------H-L--------------------------Q----K--L------G------A---KL-A-L-----A-E-
WP_051769067.1 -------------------------V------A--PA-----EA---------SLVLRLQ--P----------H-----------G----V--------------E-----------------P----------G----------R--------YLL-------S-------E--WW-QV--N-------S-------A-------------T---W--------------------------------T------P-----Q----------------------------------R------G----------R------D-----------------------------------------Y-------------------T---------G-S-------LA-----ELRA---RVG-ELVGR----IE---G--------------W------A---------E--------N------------A--------------------S--SVSIEMIL-PK--DL-L-N---L---P----V-DQ--W-ISF--------S----D----------------------------E-----V--------------------------------------------------------AT----PI-G-V-D----YL--VSLRSLERSR--------E---K---A-------------------------------------------------------------------------------------------K-----------------------------HR----------------R----W----KRRW---AHLQS----H-------L------Q-----------------A---------G---------D--SPIDDAVH--------R-S--------QLDG---P-R--------------------------------------H-L--------------------------Q----K--L------G------A---KL-A-L-----A-E-
WP_065913168.1 -------------------------V------A--PA-----EA---------SLVLRLQ--P----------H-----------G----V--------------L-----------------P----------D----------Q--------YLL-------S-------E--WR-QT--S-------S-------T-------------T---W--------------------------------S------P-----Q----------------------------------R------G----------R------D-----------------------------------------Y-------------------A---------G-S-------LA-----ELRV---RAG-ELVAG----AE---G--------------W------A---------E--------N------------A--------------------G--TISIEFIL-PK--DL-L-N---L---P----V-DQ--W-LCA--------S----D----------------------------E-----V--------------------------------------------------------TT----PI-G-L-N----YP--VSLRSLERGR--------D---K---A-------------------------------------------------------------------------------------------K-----------------------------HR----------------R----W----KQRW---NNLQA----H-------L------Q-----------------A---------G---------D--SPIDDAVH--------R-S--------RLDG---P-R--------------------------E----R------H-L--------------------------Q----K--L------A------A---KL-A-L-----V-E-
WP_053732577.1 -------------------------V------A--PA-----AA---------SLVLRLQ--P----------H-----------G----V--------------E-----------------P----------D----------L--------YLL-------S-------E--WR-QA--N-------S-------A-------------T---W--------------------------------S------P-----Q----------------------------------R------G----------H------D-----------------------------------------Y-------------------T---------G-N-------LA-----EIRV---RVG-ELVGQ----AE---G--------------W------A---------E--------N------------A--------------------S--TISIEFLL-PK--DL-L-N---L---P----V-EQ--W-LAA--------S----D----------------------------E-----V--------------------------------------------------------AT----PI-G-I-D----YL--VSLRSLERSR--------D---R---E-------------------------------------------------------------------------------------------K-----------------------------HR----------------R----W----RQRW---SHLQS----L-------L------R-----------------A---------G---------D--SPVEEAVH--------R-S--------QLDG---P-R--------------------------------------H-L--------------------------Q----K--L------D------A---RL-A-L-----A-K-
WP_072478274.1 -------------------------P------A--AV-----VA---------YLVVRIE--P----------D-----------L----L--------------D-----------------P----------G----------L--------LVV-------V-------H--WR-HN--D-------P-------A-------------G---W--------------------------------R------P-----R----------------------------------R------G----------E------P-----------------------------------------F-------------------T---------G-D-------LD-----AVRA---HVA-ELVAK----AE---T---G----------W------A---------R--------D------------A--------------------S--AIRIEFLL-PY--AL-L-N---L---P----V-DQ--WDLEA--------D----S----------------------------P-----L--------------------------------------------------------PR----PL-G-L-H----YQ--VVVRSLDRAR--------S---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RRRW---DLLK-----K-------V------P-----------------A---------G---------L--TTPEEHWL--------W-S----------DG---A-K--------------------------R----R------H-L--------------------------T----A--L------D------A---KL-A-E-----Q-K-
SFW79247.1 -------------------------------------------A---------YLVVRIE--P----------D-----------L----L--------------D-----------------P----------G----------L--------LVV-------V-------H--WR-HN--D-------P-------A-------------G---W--------------------------------R------P-----R----------------------------------R------G----------E------P-----------------------------------------F-------------------T---------G-D-------LD-----AVRA---HVA-ELVAK----AE---T---G----------W------A---------R--------D------------A--------------------S--AIRIEFLL-PY--AL-L-N---L---P----V-DQ--WDLEA--------D----S----------------------------P-----L--------------------------------------------------------PR----PL-G-L-H----YQ--VVVRSLDRAR--------S---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RRRW---DLLK-----K-------V------P-----------------A---------G---------L--TTPEEHWL--------W-S----------DG---A-K--------------------------R----R------H-L--------------------------T----A--L------D------A---KL-A-E-----Q-K-
SEF23782.1 -------------------------P------E--EV-----VA---------YLVVRIE--P----------D-----------L----L--------------D-----------------T----------G----------L--------LVV-------V-------H--WR-HN--D-------P-------S-------------G---W--------------------------------R------P-----R----------------------------------R------S----------E------P-----------------------------------------F-------------------T---------G-D-------LD-----AVRT---HVA-ALVAE----AE---T---G----------W------A---------Q--------N------------A--------------------T--AIRIEFLL-PY--AL-L-N---L---P----V-DQ--WDLEA--------G----S----------------------------S-----L--------------------------------------------------------PR----PL-G-L-H----YP--VVVRSLDRAR--------S---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RRRW---DLLK-----K-------V------P-----------------A---------G---------L--TTPEEHWL--------W-S----------DG---S-K--------------------------R----R------H-L--------------------------T----A--L------D------A---KL-A-A-----Q-K-
WP_020641868.1 -------------------------A------E--KV-----VA---------YLVVRIE--P----------D-----------L----L--------------E-----------------A----------G----------T--------LVV-------V-------H--WR-HN--D-------P-------A-------------A---W--------------------------------R------P-----L----------------------------------R------S----------E------P-----------------------------------------F-------------------S---------G-N-------LD-----AVRA---HMA-ELVAE----AE---T---G----------W------A---------K--------D------------A--------------------S--AIRIEFLL-PY--SL-L-N---L---P----V-DQ--WDLEA--------G----S----------------------------S-----L--------------------------------------------------------PR----PL-G-L-H----YQ--VVVRSLDRAR--------S---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RRRW---DLLK-----Q-------V------P-----------------A---------G---------L--TTPEEHWL--------W-S----------DG---A-K--------------------------W----R------H-L--------------------------T----A--L------D------A---KL-A-A-----Q-K-

9



SupplementaryDataFile.3.txt 1/21/2020

SDY41493.1 -------------------------G------G--DL-----MA---------YLVIRME--R----------D-----------L----L--------------D-----------------A----------D----------R--------YTL-------T-------H--WR-QV--D-------L-------G-------------G---W--------------------------------H------P-----L----------------------------------R------G----------D------G-----------------------------------------F-------------------A---------G-D-------MD-----AIRR---HVA-ELIAE----AE---T---G----------W------A---------Q--------D------------A--------------------A--NVRVEFLL-PF--EL-L-N---L---P----V-DQ--WDLES--------G----S----------------------------G-----L--------------------------------------------------------PR----PM-G-L-S----YQ--VVVRSLDRAR--------A---P---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----RRRW---SLLK-----E-------M------R-----------------P---------G------------AEMTDHWL--------W-S----------EA---A-K--------------------------P----R------Q-L--------------------------T----G--L------E------A---RL-A-I-----E-R-
SEC48164.1 -------------------------A------A--PA-----SA---------YLVIRLE--P----------D-----------F----V--------------A-----------------P----------D----------R--------LQA-------R-------S--WT-QL--G-------S-------D-------------G---L--------------------------------R-----------------------------------------------A------G----------E------E-----------------------------------------F-------------------E---------G-G-------LA-----EVRE---QVA-GLVRQ----AE---A---G----------W------A---------A--------D------------T--------------------A--AIRVEFLL-PR--AL-L-G---L---P----I-DQ--WPGEL--------P----G----------------------------E-----S--------------------------------------------------------PQ----PL-G-L-R----HQ--VVVRSLDRMR--------S---P---H-------------------------------------------------------------------------------------------W-----------------------------HR----------------S----W----RRRW---ESLA-----Q-------V------G-----------------S-----------------------LADDQVR--------W-T----------DA---R-D--------------------------Q----A------D-V--------------------------R----R--L------D------A---VL-A-T-----S-D-
CUM41529.1 -------------------------A------Q--PA-----PA---------CLVVQLC--K----------H-----------G----M--------------S-----------------P----------D----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------R-------------------V---------V-T-------LS-----EVGP---TVE-QLVYR----AE---S---D----------W------A---------G--------R------------P--------------------G--SPVLEFVL-PF--HL-L-N---E---P----M-EW--LPLGS--------Q----S----------------------------S-----F--------------------------------------------------------AS----AL-C-L-S----YP--VVLRSLERMR--------A---P---Q-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMQD----S-------H------E-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------N------S---RL-T-A-----D-E-
WP_055643714.1 -------------------------A------Q--PA-----PA---------CLVVQLC--K----------H-----------G----M--------------S-----------------P----------D----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------R-------------------V---------V-T-------LS-----EVGP---TVE-QLVYR----AE---S---D----------W------A---------G--------R------------P--------------------G--SPVLEFVL-PF--HL-L-N---E---P----M-EW--LPLGS--------Q----S----------------------------S-----F--------------------------------------------------------AS----AL-C-L-S----YP--VVLRSLERMR--------A---P---Q-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMQD----S-------H------E-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------N------S---RL-T-A-----D-E-
WP_033206002.1 -------------------------A------Q--PA-----PA---------CLVVQLD--R----------H-----------G----M--------------D-----------------P----------N----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----Q----------------------------------R------G----------E------D-----------------------------------------Q-------------------V---------V-S-------LG-----EVEA---TVE-RLVFE----AE---K---D----------W------A---------G--------R------------P--------------------G--KPVLEFIL-PM--HL-L-N---R---P----M-EW--LPLAS--------D----S----------------------------A-----F--------------------------------------------------------AP----AL-C-L-S----YP--VVLRSLERMR--------A---P---H-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQLQD----A-------H------E-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------N------S---RL-T-A-----D-E-
KOG25646.1 -------------------------A------Q--PA-----PA---------CLVVQLD--R----------H-----------G----M--------------D-----------------P----------N----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----Q----------------------------------R------G----------E------D-----------------------------------------Q-------------------V---------V-S-------LG-----EVEA---TVE-RLVFE----AE---K---D----------W------A---------G--------R------------P--------------------G--KPVLEFIL-PM--HL-L-N---R---P----M-EW--LPLAS--------D----S----------------------------A-----F--------------------------------------------------------AP----AL-C-L-S----YP--VVLRSLERMR--------A---P---H-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQLQD----A-------H------E-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------N------S---RL-T-A-----D-E-
WP_017239171.1 -------------------------A------Q--PA-----PA---------CLVVQLD--R----------H-----------G----M--------------D-----------------P----------N----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----Q----------------------------------R------G----------E------D-----------------------------------------Q-------------------V---------V-S-------LG-----EVEA---TVE-RLVFE----AE---K---D----------W------A---------G--------R------------P--------------------G--KPVLEFIL-PM--HL-L-N---R---P----M-EW--LPLAS--------D----S----------------------------A-----F--------------------------------------------------------AA----AL-C-L-S----YP--VVLRSLERMR--------A---P---H-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMQD----A-------H------E-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------N------S---RL-T-A-----D-E-
SEC83514.1 -------------------------A------Q--PA-----PA---------CLVIQLS--R----------H-----------G----M--------------T-----------------P----------D----------H--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------Q-------------------I---------V-A-------LK-----DVEA---TVE-RLVVR----AE---R---D----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----L-EW--LPMAS--------Q----S----------------------------S-----S--------------------------------------------------------ST----AL-C-L-S----YP--VVLRSLERMR--------A---R---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMTE----D-------A------G-----------------I---------V---------C--H------W--------D-T--------T--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------T------S---RL-T-A-----D-E-
SEC95321.1 -------------------------A------Q--PA-----PA---------CLVIQLS--R----------H-----------G----M--------------T-----------------P----------D----------H--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------Q-------------------I---------V-A-------LK-----DVEA---TVE-RLVVR----AE---R---D----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----L-EW--LPMAS--------Q----S----------------------------S-----S--------------------------------------------------------ST----AL-C-L-S----YP--VVLRSLERMR--------A---R---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMTE----D-------A------G-----------------I---------V---------C--H------W--------D-T--------T--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------T------S---RL-T-A-----D-E-
WP_073893707.1 -------------------------A------Q--PA-----PA---------CLVIQLS--R----------H-----------G----M--------------T-----------------P----------D----------H--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------Q-------------------I---------V-A-------LK-----DVEA---TVE-RLVVR----AE---R---D----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----L-EW--LPMGS--------Q----S----------------------------S-----S--------------------------------------------------------ST----AL-C-L-S----YP--VVLRSLERMR--------A---R---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMTE----D-------A------G-----------------I---------V---------C--H------W--------D-T--------T--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------T------S---RL-T-A-----D-E-
OKJ83422.1 -------------------------A------Q--PA-----PA---------CLVIQLS--R----------H-----------G----M--------------T-----------------P----------D----------H--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------Q-------------------I---------V-A-------LK-----DVEA---TVE-RLVVR----AE---R---D----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----L-EW--LPMGS--------Q----S----------------------------S-----S--------------------------------------------------------ST----AL-C-L-S----YP--VVLRSLERMR--------A---R---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQMTE----D-------A------G-----------------I---------V---------C--H------W--------D-T--------T--G---R-R--------------------------G----H------D-P--------------------------V----Q--W------T------S---RL-T-A-----D-E-
WP_030495369.1 -------------------------A------Q--PA-----PA---------CLVVQLC--R----------S-----------G----R--------------D-----------------P----------D----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------R-------------------L---------V-T-------LA-----EVPA---AVG-ELVDR----AE---K---E----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----M-EW--LTPGS------------------------------------------D-----L--------------------------------------------------------TT----AL-C-L-T----YP--VVLRSLERMR--------A---T---E-------------------------------------------------------------------------------------------H-----------------------------HR----------------K----W----HNRW---QQMLD----S-------P------D-----------------T---------P---------C--H------W--------D-T--------A--G---H-R--------------------------N----H------D-P--------------------------V----R--W------S------T---AL-V-A-----D-E-
WP_051716611.1 -------------------------A------Q--PA-----PA---------CLVVQLC--R----------S-----------G----M--------------D-----------------P----------D----------R--------YLL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------R-------------------L---------V-T-------LA-----EVPA---AVG-ELVDR----AE---K---E----------W------A---------G--------R------------P--------------------G--RPVLEFVL-PF--HL-L-N---H---P----M-EW--LTSGS------------------------------------------D-----L--------------------------------------------------------TT----AL-C-L-T----YP--VVLRSLERMR--------A---R---E-------------------------------------------------------------------------------------------H-----------------------------HR----------------K----W----HNRW---QQMLD----S-------P------D-----------------T---------V---------C--H------W--------D-T--------A--G---R-R--------------------------G----H------D-A--------------------------V----R--W------S------S---AL-I-A-----D-E-
WP_030757687.1 -------------------------A------R--PA-----PA---------CLVLQLC--R----------S-----------G----M--------------D-----------------P----------D----------R--------YTL-------S-------H--WR-QI--R-------P-------G-------------P---W--------------------------------R------P-----A----------------------------------R------G----------E------D-----------------------------------------R-------------------L---------V-T-------LA-----EVPA---AVG-ELVGR----TE---E---E----------W------A---------D--------G------------P--------------------G--RPVLEFFL-PF--HL-L-D---H---P----V-EW--FASGS------------------------------------------G-----L--------------------------------------------------------TT----PL-C-L-T----YP--VVLRSLDRMR--------A---P---R-------------------------------------------------------------------------------------------H-----------------------------HR----------------Q----W----HNRW---QRMLE----A-------P------D-----------------T---------V---------C--H------W--------D-T--------T--G---Q-R--------------------------D----H------D-A--------------------------V----R--W------S------S---TL-A-A-----E-E-
WP_043226270.1 -------------------------A------Q--PA-----PA---------CVVVQLC--R----------S-----------G----M--------------H-----------------P----------D----------R--------YLL-------S-------H--WR-QM--R-------P-------G-------------P---W--------------------------------R------P-----E----------------------------------R------G----------E------D-----------------------------------------R-------------------L---------V-T-------LD-----EVPA---AVE-RLLQR----AE---Q---D----------W------A---------R--------Q------------P--------------------G--RPVLEFVL-PV--NL-L-N---E---P----M-EW--FPVAF--------R----P----------------------------D-----A--------------------------------------------------------AT----AL-C-L-T----YP--VVLRSLERMR--------A---T---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------R----W----HNRW---QQALD----S-------P------D-----------------T---------A---------C--H------W--------D-T--------A--G---S-R--------------------------G----H------D-R--------------------------E----Q--W------T------S---TL-T-A-----D-E-
WP_076816417.1 -------------------------------------------I---------HLVMRLE--Q----------A-----------G----P--------------V-----------------D----------G----------R--------YDL-------C-------W--CL-ER--Y-------H-------P-------------I---R--------------------------------A-----VS-----N----------------------------------S------G----------R------R-----------------------------------------D-------------------R---------L-G-------RD-----DLEA---AVS-TLVRD----IE---T---T----------L------R---------D--------A------------S--------------------A--PLALEFAL-PF--DL-L-D---L---E----V-EW--WLRAQ--------R----H----------------------------G-----P--------------------------------------------------------AT----PL-A-L-D----YS--VTLRSLERMY--------M---P---E-------------------------------------------------------------------------------------------C-----------------------------HR----------------A----W----RARW---RHVQL----P-------A------T-----------------T---------V---------T--F------W--------C-T--------T--A-----L--------------------------D----A------D-Q--------------------------L----G--L------E------A---QL-E-A-----Q-E-
ONH30810.1 -------------------------A------E--NS-----PI---------HLVMRLE--Q----------A-----------G----P--------------V-----------------D----------G----------R--------YDL-------C-------W--CL-ER--Y-------H-------P-------------I---R--------------------------------A-----VS-----N----------------------------------S------G----------R------R-----------------------------------------D-------------------R---------L-G-------RD-----DLEA---AVS-TLVRD----IE---T---T----------L------R---------D--------A------------S--------------------A--PLALEFAL-PF--DL-L-D---L---E----V-EW--WLRAQ--------R----H----------------------------G-----P--------------------------------------------------------AT----PL-A-L-D----YS--VTLRSLERMY--------M---P---E-------------------------------------------------------------------------------------------C-----------------------------HR----------------A----W----RARW---RHVQL----P-------A------T-----------------T---------V---------T--F------W--------C-T--------T--A-----L--------------------------D----A------D-Q--------------------------L----G--L------E------A---QL-E-A-----Q-E-
CUU60225.1 -------------------------R---------SR-----QA---------ILTLQLE--R----------I-----------A----T--------------S-----------------P----------D----------L--------YLL-------R-------T--WQ-QW--D-------G-------Q-------------E---T--------------------------------V-----FH-----P----------------------------------A------A----------P------P-----------------------------------------V-------------------Q---------I-T-------RQ-----ALEW---QVE-AAVQR----FE---R---S----------L------A---------S--------D------------G--------------------V--DARIEFIL-PL--DL-L-G---L---R----V-ES--FRVEW--------A----T----------------------------G-----V--------------------------------------------------------PL----PL-A-L-R----YP--VVLRSLDRMR--------Q---R---E-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RLRW---RILTR----E-------P------A-----------------R---------A---------A--V------V--------R-G--------E--P-----A--------------------------D----G------S-L--------------------------R----R--L------E------A---RL-L-S-----D-E-
WP_006541140.1 -------------------------R---------SR-----QA---------ILTLQLE--R----------I-----------A----T--------------S-----------------P----------D----------L--------YLL-------R-------T--WQ-QW--D-------G-------Q-------------E---T--------------------------------V-----FH-----P----------------------------------A------A----------P------P-----------------------------------------V-------------------Q---------I-T-------RQ-----ALEW---QVE-AAVQR----FE---R---S----------L------A---------S--------D------------G--------------------V--DARIEFIL-PL--DL-L-G---L---R----V-ES--FRVEW--------A----T----------------------------G-----V--------------------------------------------------------PL----PL-A-L-R----YP--VVLRSLDRMR--------Q---R---E-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RLRW---RILTR----E-------P------A-----------------R---------A---------A--V------V--------R-G--------E--P-----A--------------------------D----G------S-L--------------------------R----R--L------E------A---RL-L-S-----D-E-
WP_054568188.1 -------------------------R---------SR-----QA---------ILTLQLE--R----------I-----------T----T--------------S-----------------P----------D----------L--------YLL-------R-------T--WQ-QW--D-------G-------R-------------E---T--------------------------------V-----FH-----P----------------------------------A------A----------P------P-----------------------------------------V-------------------Q---------I-T-------RQ-----ALEW---QVE-AAVQR----FE---R---S----------L------A---------S--------D------------G--------------------V--DARIEFIL-PL--DL-L-G---L---R----V-ES--FRVEW--------A----T----------------------------G-----V--------------------------------------------------------PL----PL-A-L-R----YP--VVLRSLDRMR--------Q---R---E-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RLRW---RILTR----E-------P------A-----------------R---------A---------A--V------V--------R-G--------E--P-----A--------------------------D----G------S-L--------------------------R----R--L------E------A---RL-L-S-----D-E-
WP_076831942.1 -------------------------R---------SR-----QA---------ILTLQLE--R----------I-----------T----T--------------S-----------------P----------D----------L--------YLL-------R-------T--WQ-QW--D-------G-------R-------------E---T--------------------------------V-----FH-----P----------------------------------A------A----------P------P-----------------------------------------V-------------------Q---------I-T-------RQ-----ALEW---QVE-AAVQR----FE---R---S----------L------A---------S--------D------------G--------------------V--DARIEFIL-PL--DL-L-G---L---R----V-ES--FRVEW--------A----T----------------------------G-----V--------------------------------------------------------PL----PL-A-L-R----YP--VVLRSLDRMR--------Q---R---E-------------------------------------------------------------------------------------------W-----------------------------HR----------------A----W----RLRW---RILTR----E-------P------A-----------------R---------A---------A--V------V--------R-G--------E--P-----A--------------------------D----G------S-L--------------------------R----R--L------E------A---RL-L-S-----D-E-
WP_018500276.1 -------------------------R---------RR-----QA---------VLTLQLE--Q----------T-----------G----T--------------R-----------------D----------D----------L--------YRL-------R-------W--WH-QW--D-------R-------S-------------D---D--------------------------------V-----FH-----P----------------------------------G-----------------P------P-----------------------------------------D-------------------V---------V-A-------RP-----ELER---AVE-AAVGL----FE---R---S----------L------A---------G--------R------------G--------------------V--EAVIEVIL-PF--GL-L-G---L---R----V-ES--FLLDS--------G----S----------------------------G-----L--------------------------------------------------------PA----PL-A-L-R----YP--VVLRSLDRMR--------Q---P---G-------------------------------------------------------------------------------------------W-----------------------------HR----------------V----W----RLRW---QVLTE----E-------P------D-----------------R---------A---------R--V------V--------R-C--------E--P-----A--------------------------G----A------G-P--------------------------H----H--L------E------A---LL-V-T-----D-E-
OHV36998.1 -----------------A-------Q---------VG-----LV---------HLILQFE--R----------S-----------E----L--------------V-------------------------------------DGQ--------VEM-------T-------C--WR-QW--P-------G-------I-------------E---G--------------------------------F-----EP-----C----------------------------------G------T----------R------L-----------------------------------------G-------------------S---------N-D-------D-------LEA---MAE-DAIGE----LE---E---L----------L------A---------E--------G------------E--------------------Q--LVALEFIL-PR--PL-L-D---L---P----V-EH--WRTEN--------D----T----------------------------T-----L--------------------------------------------------------PR----PI-G-L-R----YP--VVLRSLERQR--------R---R---R-------------------------------------------------------------------------------------------G-----------------------------QR----------------E----W----RLRW---RALTK----G-------A------T-----------------G---------F---------A--H------C--------D-A--------F--G-VGG-G--------------------------E----H------D-H--------------------------D----R--L------Q------T---RF-L-R-----E-D-
WP_007516498.1 -----------------A-------Q---------VG-----LV---------HLILQFE--R----------S-----------E----L--------------V-------------------------------------DGQ--------VEM-------T-------C--WR-QW--P-------G-------I-------------E---G--------------------------------F-----EP-----C----------------------------------G------T----------R------L-----------------------------------------G-------------------S---------N-D-------D-------LEA---MAE-DAIGE----LE---E---L----------L------A---------E--------G------------E--------------------Q--LVALEFIL-PR--PL-L-D---L---P----V-EH--WRTEN--------D----T----------------------------T-----L--------------------------------------------------------PR----PI-G-L-R----YP--VVLRSLERQR--------R---R---R-------------------------------------------------------------------------------------------G-----------------------------QR----------------E----W----RLRW---RALTK----G-------A------T-----------------G---------F---------A--H------C--------D-A--------F--G-VGG-G--------------------------E----H------D-H--------------------------D----R--L------Q------T---RF-L-R-----E-D-
WP_083401494.1 -----------------A-------Q---------VG-----LV---------HLILQFE--R----------S-----------E----L--------------V-------------------------------------DGQ--------VEM-------T-------C--WR-QW--P-------G-------I-------------E---G--------------------------------F-----EP-----C----------------------------------G------T----------R------L-----------------------------------------G-------------------S---------N-D-------D-------LEA---MAE-DAIGE----LE---E---L----------L------A---------E--------G------------E--------------------Q--LVALEFIL-PR--PL-L-D---L---P----V-EH--WRTEN--------D----T----------------------------T-----L--------------------------------------------------------PR----PI-G-L-R----YP--VVLRSLERQR--------R---R---R-------------------------------------------------------------------------------------------G-----------------------------QR----------------E----W----RLRW---RALTK----G-------A------T-----------------G---------F---------A--H------C--------D-A--------F--G-VGG-G--------------------------E----H------D-H--------------------------D----R--L------Q------T---RF-L-R-----E-D-
WP_013424067.1 -----------------L-------P---------AG-----AV---------RLIVQLE--R----------N-----------R----L--------------D-------------------------------------DDR--------LEL-------T-------W--WR-QW--P-------G-------I-------------E---G--------------------------------F-----EP-----C----------------------------------G------T----------R------L-----------------------------------------V-------------------P---------R-D-------ER-----ELER---VTE-DLVLD----LE---D---L----------L------A---------D--------G------------E--------------------N--TVELEFIL-PL--EL-L-H---L---P----V-DQ--WRKEI--------D----S----------------------------A-----L--------------------------------------------------------PR----SI-G-L-Q----YP--VVLRSLERQR--------T---R---P-------------------------------------------------------------------------------------------W-----------------------------HR----------------V----W----RLRW---RQLTD----G-------L------A-----------------D---------T---------V--H------C--------D-P--------V------L-D--------------------------A----P------D-L--------------------------D----Q--L------Q------A---KI-L-T-----E-E-
WP_027140709.1 -----------------R-------E---------PG-----VV---------HLIFQFE--L----------R-----------R----A--------------A-----------------D----------HAAGQPMTRSQE--------IEV-------A-------C--WR-QW--P-------R-------S-------------E---R--------------------------------F-----ER-----V----------------------------------A------A----------T------V-----------------------------------------C-------------------T---------A-G-------E-------LPR---LTS-EAVVG----LE---E---E----------L------R---------D--------A------------E--------------------D--LIMIEFIL-SH--EL-L-H---L---P----V-EH--WQMEY--------D----D----------------------------R-----L--------------------------------------------------------PS----AI-G-L-G----YP--LALRSLERQR--------R---T---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----RRRW---RRLAE----G-------D------G-----------------H---------G---------V--H------W--------D-A--------D--N-----A--------------------------G----G------D-L--------------------------S----K--L------Y------A---ST-I-E-----D-E-
OHV36994.1 -----------------------------------------------------------------------------------------------------------------------------------------------SQE--------IEV-------A-------C--WR-QW--P-------R-------S-------------E---R--------------------------------F-----ER-----V----------------------------------A------A----------T------V-----------------------------------------C-------------------T---------A-G-------E-------LPR---LTS-EAVVG----LE---E---E----------L------R---------D--------A------------E--------------------D--LIMIEFIL-SH--EL-L-H---L---P----V-EH--WQMEY--------D----D----------------------------R-----L--------------------------------------------------------PS----AI-G-L-G----YP--LALRSLERQR--------R---T---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----RRRW---RRLAE----G-------D------G-----------------H---------G---------V--H------W--------D-A--------D--N-----A--------------------------G----G------D-L--------------------------S----K--L------Y------A---ST-I-E-----D-E-
WP_020464354.1 -------------------------A---------RQ-----NV---------HVILQFE--L----------D-----------H----L--------------D-----------------P----------S----------T--------HLV-------S-------W--WR-QW--D-------E-------E-------------S---A--------------------------------V-----FE-----R----------------------------------G------A----------R------F-----------------------------------------F-------------------P---------V-P-------LG-----DLEM---FTE-KVVTD----TE---A---L----------L------S---------E--------R------------E--------------------D--QIILEFVL-PI--DL-M-H---L---P----V-ER--WPKES--------G----S----------------------------V-----L--------------------------------------------------------PK----QL-G-C-D----YP--VVVRSLERVH--------N---P---H-------------------------------------------------------------------------------------------W-----------------------------RR----------------A----W----RIRW---RILHE----K-------Q------D-----------------S---------A---------S--T------W--------Q-I--------R--D---D-G--------------------------D----G------Y-I--------------------------Q----R--L------D------A---DL-L-S-----D-E-
ABW16288.1 ------------------------------------Q-----NV---------HVILQFE--L----------D-----------H----L--------------D-----------------P----------S----------T--------HLV-------S-------W--WR-QW--D-------E-------E-------------S---A--------------------------------V-----FE-----R----------------------------------G------A----------R------F-----------------------------------------F-------------------P---------V-P-------LG-----DLEM---FTE-KVVTD----TE---A---L----------L------S---------E--------R------------E--------------------D--QIILEFVL-PI--DL-M-H---L---P----V-ER--WPKES--------G----S----------------------------V-----L--------------------------------------------------------PK----QL-G-C-D----YP--VVVRSLERVH--------N---P---H-------------------------------------------------------------------------------------------W-----------------------------RR----------------A----W----RIRW---RILHE----K-------Q------D-----------------S---------A---------S--T------W--------Q-I--------R--D---D-G--------------------------D----G------Y-I--------------------------Q----R--L------D------A---DL-L-S-----D-E-
CBG74994.1 -------------------------A------G--PL-----TR---------SVVVQVV--P----------D-----------T----L--------------D-----------------P----------D----------R--------YHL-------T-------C--WA-QT--D-------P-------D-------------R---W--------------------------------S------P-----H----------------------------------R------L----------A------E-----------------------------------------S-------------------V---------A-T-------RA-----DLEQ---AVV-RTLTD----AE---E---R----------T------H---------W-------QQ------------V--------------------S--GLAVEFIL-PL--EL-L-N---S---P----V-QR--WGVPE--------T----F---------EPR----------------G-----P--------------------------------------------------------VP----GT-PVP-S----RP--VVVRSLDRMR--------A---R---D-------------------------------------------------------------------------------------------T-----------------------------HR----------------H----W----HTRW---QRLLH----S-------E------G-----------------R----------------------V------L--------W-S--------S--S---N-G--------------------------R----G------A-V--------------------------E----R--M------S------D---AL-D-D-----D-P-
WP_037722885.1 -------------------------A------G--PL-----TR---------SVVVQVV--P----------D-----------T----L--------------D-----------------P----------D----------R--------YHL-------T-------C--WA-QT--D-------P-------D-------------R---W--------------------------------S------P-----H----------------------------------R------L----------A------E-----------------------------------------S-------------------V---------A-T-------RA-----DLEQ---AVV-RTLTD----AE---E---R----------T------H---------W-------QQ------------V--------------------S--GLAVEFIL-PL--EL-L-N---S---P----V-QR--WGVPE--------T----F---------EPR----------------G-----P--------------------------------------------------------VP----GT-PVP-S----RP--VVVRSLDRMR--------A---R---D-------------------------------------------------------------------------------------------T-----------------------------HR----------------H----W----HTRW---QRLLH----S-------E------G-----------------R----------------------V------L--------W-S--------S--S---N-G--------------------------R----G------A-V--------------------------E----R--M------S------D---AL-D-D-----D-P-
SME88391.1 -------------------------G------A--RA-----ER---------LLMVQLA--P----------D-----------L----L--------------E-----------------S----------D----------R--------YTL-------S-------R--WV-GS--G-------H-------G-----------------L--------------------------------V------P-----G----------------------------------------------------D------E-----------------------------------------Q-------------------S---------V-T-------AD-----EVAS---AVA-GVIAD----EV---R---A----------A------D---------T-------TE------------A--------------------L--G-AVELIL-PL--AL-L-N--------------------LPA--------D----L---------MRR----------------D-----D--------------------------------------------------------VD----GI-GMR-D----RP--VVVRSLERLR--------N---R---A-------------------------------------------------------------------------------------------S-----------------------------HR----------------R----W----MERW---NRLNA----S-------E------A-----------------T---------S---------S--V------R--------W-N--------R--L---D-D--------------------------S----V------E-G--------------------------F----Q--L------Y------G---AL-A-S-----D-A-
WP_085206144.1 -------------------------G------A--RA-----ER---------LLMVQLA--P----------D-----------L----L--------------E-----------------S----------D----------R--------YTL-------S-------R--WV-GS--G-------H-------G-----------------L--------------------------------V------P-----G----------------------------------------------------D------E-----------------------------------------Q-------------------S---------V-T-------AD-----EVAS---AVA-GVIAD----EV---R---A----------A------D---------T-------TE------------A--------------------L--G-AVELIL-PL--AL-L-N--------------------LPA--------D----L---------MRR----------------D-----D--------------------------------------------------------VD----GI-GMR-D----RP--VVVRSLERLR--------N---R---A-------------------------------------------------------------------------------------------S-----------------------------HR----------------R----W----MERW---NRLNA----S-------E------A-----------------T---------S---------S--V------R--------W-N--------R--L---D-D--------------------------S----V------E-G--------------------------F----Q--L------Y------G---AL-A-S-----D-A-
WP_078636544.1 -------------------------G------A--RA-----ER---------LLMVQLA--P----------D-----------L----L--------------E-----------------S----------D----------R--------YTL-------S-------R--WV-GS--G-------H-------D-----------------L--------------------------------V------P-----G----------------------------------------------------D------E-----------------------------------------Q-------------------S---------V-T-------AD-----EVAS---AVA-GVIAD----EV---R---A-----------------------------------TE------------A--------------------L--G-AVELIL-PL--AL-L-N--------------------LPA--------D----L---------MRR----------------D-----D--------------------------------------------------------VT----GI-GMR-D----RP--VVVRSLERLR--------N---R---A-------------------------------------------------------------------------------------------S-----------------------------HR----------------R----W----MERW---NRLSA----S-------E------A-----------------T---------S---------S--V------R--------W-N--------R--L---D-E--------------------------G----V------E-G--------------------------Y----Q--L------Y------G---AL-T-S-----D-A-
WP_057578296.1 -------------------------A------P--SL-----TG---------GVIIQLG--P----------D-----------V----L--------------E-----------------R----------D----------V--------YVL-------S-------Y--WI-QS--D-------V-------R-------------A---W--------------------------------S------P-----R----------------------------------R------G----------R------D-----------------------------------------R-------------------T---------V-T-------SR-----EVQD---AVC-QVVEL----AE---K---E----------L------R---------L---------------------D--------------------H--PLMVECVV-PF--EL-L-N---L---P----V-EQ--FTVQN--------G---------------------------------------S--------------------------------------------------------SV----PL-G-G-R----HT--VFVRSLERLR--------N---R---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----HSRW---AHLNS----H-------T------S-----------------H---------S---------K--I------R--------F-L--------P--E---D-E--------------------------Q----P------GEA--------------------------P----M--L------D------D---VL-G-R-----D-R-
KRD17928.1 ------------------------------------------------------VIIQLG--P----------D-----------V----L--------------E-----------------R----------D----------V--------YVL-------S-------Y--WI-QS--D-------V-------R-------------A---W--------------------------------S------P-----R----------------------------------R------G----------R------D-----------------------------------------R-------------------T---------V-T-------SR-----EVQD---AVC-QVVEL----AE---K---E----------L------R---------L---------------------D--------------------H--PLMVECVV-PF--EL-L-N---L---P----V-EQ--FTVQN--------G---------------------------------------S--------------------------------------------------------SV----PL-G-G-R----HT--VFVRSLERLR--------N---R---S-------------------------------------------------------------------------------------------W-----------------------------HR----------------E----W----HSRW---AHLNS----H-------T------S-----------------H---------S---------K--I------R--------F-L--------P--E---D-E--------------------------Q----P------GEA--------------------------P----M--L------D------D---VL-G-R-----D-R-
CCH29660.1 -------------------------L------R--TD-----AV---------CLVFELD--P----------D-----------P----V--------------E-----------------P----------E----------K--------VTL-------S-------Y--WR-HW--A-------G-------S-------------R---W--------------------------------N------G-----R----------------------------------R------E----------G------D-----------------------------------------V-------------------E---------V-A-------LQ-----DLEA---EID-RVIAE----LE---V---D----------L------G---------S---APEGVR------------S--------------------G--SIMVEFVV-PW--EM-V-N---L---P----I-EL--WRKAS--------L----S----------------------------A-----D--------------------------------------------------------TV----PL-A-V-E----HP--VVMRSLERKR--------H---S---R-------------------------------------------------------------------------------------------F-----------------------------LL----------------A----W----KQRW---RTLVE----H-------S------S-----------------P---------L---------R--S------Y--------W-A--------H--A---Y-Q--------------------------D----N------D-F--------------------------T----K--M------A------V---DL-Q-E-----D-D-
WP_041312589.1 -------------------------L------R--TD-----AV---------CLVFELD--P----------D-----------P----V--------------E-----------------P----------E----------K--------VTL-------S-------Y--WR-HW--A-------G-------S-------------R---W--------------------------------N------G-----R----------------------------------R------E----------G------D-----------------------------------------V-------------------E---------V-A-------LQ-----DLEA---EID-RVIAE----LE---V---D----------L------G---------S---APEGVR------------S--------------------G--SIMVEFVV-PW--EM-V-N---L---P----I-EL--WRKAS--------L----S----------------------------A-----D--------------------------------------------------------TV----PL-A-V-E----HP--VVMRSLERKR--------H---S---R-------------------------------------------------------------------------------------------F-----------------------------LL----------------A----W----KQRW---RTLVE----H-------S------S-----------------P---------L---------R--S------Y--------W-A--------H--A---Y-Q--------------------------D----N------D-F--------------------------T----K--M------A------V---DL-Q-E-----D-D-
OKI29919.1 -------------------------D------D--SD-----VV---------HLVFEVD--P----------D-----------P----V--------------D-----------------Q----------A----------K--------VVL-------S-------H--WL-SW--K-------G-------S-------------G---W--------------------------------H------G-----R----------------------------------R------R----------G------D-----------------------------------------A-------------------A---------I-R-------RD-----DLEA---EVD-RVIAE----LE---A---E----------L------G---------V---TPDAER------------V--------------------S--SIVVEFAL-PW--EM-I-N---T---A----V-EF--WPKAS--------P----S----------------------------D-----V--------------------------------------------------------SV----PL-A-V-D----HP--VLVRSLERTR--------A---Q---R-------------------------------------------------------------------------------------------Y-----------------------------WL----------------V----W----KQRW---SAISG----E-------A------A-----------------R----------------------P------Y--------W-S--------R--T---N-G--------------------------G----W------D-L--------------------------T----G--M------A------V---EL-N-------D-T-
WP_033439501.1 -------------------------D------D--PG-----VV---------HLVFEVD--P----------D-----------P----V--------------D-----------------R----------T----------K--------VVL-------S-------H--WL-NW--K-------G-------S-------------G---W--------------------------------H------G-----R----------------------------------R------R----------G------D-----------------------------------------A-------------------A---------I-G-------RE-----DLES---EVD-RVLAE----LE---A---E----------L------G---------I---TPAAER------------V--------------------S--AIVVEFAL-PW--EM-I-N---T---A----V-EF--WPKAS--------P----S----------------------------D-----M--------------------------------------------------------TV----PL-A-V-D----HP--VLVRSLERTR--------A---Q---R-------------------------------------------------------------------------------------------Y-----------------------------WL----------------V----W----KQRW---SAVSG----E-------A------A-----------------R----------------------P------Y--------W-S--------R--T---N-G--------------------------G----W------D-L--------------------------T----G--M------A------V---DL-N-------D-M-
WP_077011611.1 -------------------------D------G--AE-----VV---------YLVFEVD--P----------D-----------P----A--------------D-----------------Q----------H----------K--------VVL-------S-------H--WR-QW--D-------A-------P-------------G---W--------------------------------N------A-----Q----------------------------------R------R----------G------D-----------------------------------------V-------------------T---------V-R-------RD-----ELER---EID-RVIAG----LE---A---D----------L------G---------V---RAEGVR------------V--------------------G--AIFVEFVL-PW--DM-L-N---T---P----V-QY--WRKAT--------M----S----------------------------T-----D--------------------------------------------------------AV----PL-A-V-D----HP--VVLRSLERMR--------N---Q---R-------------------------------------------------------------------------------------------F-----------------------------LL----------------A----W----KKRW---SAVAG----R-------S------A-----------------S---------T---------L--P------Y--------W-G--------Q--A---N-G--------------------------G----W------D-P--------------------------T----R--M------A------I---DL-G-A-----D-D-
WP_009399214.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L-------------------A---------V-A-------AS-----ELQA---TVE-QLIVE----ME---G---Q----------W------D---------APGTRDDATR------------A--------------------R--ELTVEFIL-PD--DL-F-G---L---P----V-EA--WTLES--------G----S----------------------------F-----H--------------------------------------------------------PV----VL-G-L-A----YP--VVIRSLRRLR--------S---R---H-------------------------------------------------------------------------------------------W-----------------------------GR----------------L----W----ANRW---RLVEG----P-------G------P-----------------N---------G---------A--RPR----A--------H-H--------S--A---G-R--------------------------G----A------D-R--------------------------I----R--L------L------D---AA-L-R-----A-D-
EIV90733.1 -------------------------G------E--EP-----TA---------HLMIQIE--P----------A-----------A----A--------------R-----------------P----------D----------Q--------MLV-------S-------S--WR-QW--D-------L-------G-------------P---W--------------------------------R------P-----V----------------------------------H------G----------G------D-----------------------------------------L-------------------A---------V-A-------AS-----ELQA---TVE-QLIVE----ME---G---Q----------W------D---------APGTRDDATR------------A--------------------R--ELTVEFIL-PD--DL-F-G---L---P----V-EA--WTLES--------G----S----------------------------F-----H--------------------------------------------------------PV----VL-G-L-A----YP--VVIRSLRRLR--------S---R---H-------------------------------------------------------------------------------------------W-----------------------------GR----------------L----W----ANRW---RLVEG----P-------G------P-----------------N---------G---------A--RPR----A--------H-H--------S--A---G-R--------------------------G----A------D-R--------------------------I----R--L------L------D---AA-L-R-----A-D-
WP_033338579.1 ------------------------------------R-----NS---------ALLILID--P----------H-----------P----I--------------R-----------------P----------G----------T--------YTV-------K-------H--WY-GW--S-------E-------Q-------------P---G--------------------------------V------L-----D----------------------------------K------R----------G------E-----------------------------------------Q-------------------V---------V-G-------WA-----GLES---AVR-GIVQT----AE---V---D----------W------R---------A--------D------------D--------------------R--PDRIEFIL-PF--DL-L-N---L---P----V-ER--WRKEA--------D----P---------D----------------------------------------------------------------------------------I----PL-F-L-R----YA--VVVRSLDRFR--------D---P---S-------------------------------------------------------------------------------------------W-----------------------------HP----------------E----W----RARW---NALWR----S-------P------R-----------------Q---------A---------H--YRF----S--------E---------------------------------------------------D------H-P--------------------------Y----R--L------K------E---SI-V-F-----D-S-
WP_045746971.1 ------------------------------------R-----HA---------TLLILID--P----------H-----------E----T--------------D-----------------A----------L----------T--------YTI-------R-------H--WY-GW--D-------A-------D-------------P---G--------------------------------V------L-----V----------------------------------H------R----------G------D-----------------------------------------A-------------------E---------A-A-------ES-----ALPD---RVR-EIVRT----AE---S---R----------F------P---------L--------D------------D--------------------R--RLRIEFVL-PD--HL-L-N---L---P----V-EQ--WAKEY--------D----S---------A------------------G-----D--------------------------------------------------------PV----PL-Y-L-S----YA--VVVRSLERMR--------N---R---H-------------------------------------------------------------------------------------------R-----------------------------HA----------------F----W----WQRW---RTVAD----T-------P------G-----------------F---------A---------L--SRH----A--------Q---------------------------------------------------D------H-P--------------------------H----G--L------A------E---SI-A-Q-----D-T-
KPI09077.1 --------------------------------R--PG-----QE---------YLAIHIA--P----------D-----------P----L--------------E-----------------N----------G----------R--------YTV-------S-------H--SL-MS--D-------A-------G-------------G---P--------------------------------N------W-----Q----------------------------------HG-----D----------P------M-----------------------------------------Q-------------------R---------V-P-------TD-----GLQH---AVT-RIIKA----VE---G---G----------G------G---------D--------R------------L--------------------A--HVWLEFVL-PF--EL-L-N---L---P----V-DW--WPRDT--------T----E----------------------------V-----P--------------------------------------------------------NV----PL-A-V-D----YP--VVVRSLDRLQ--------N---R---D-------------------------------------------------------------------------------------------W-----------------------------YR----------------F----W----RTRW---QQLAR----D-------E------H-----------------P---------S---------K--SVY----V--------N-V--------A--H---Q-N--------------------------G----N------H-L--------------------------R----G--L------E------A---HL-G-D-----N-E-
ANS63694.1 ------------------------------------------------------LAIRIR--P----------A-----------P----F--------------D-----------------E----------D----------H--------YTV-------S-------H--WF-HS--D-------A-------R-------------S---P--------------------------------H------F-----E----------------------------------GR-----R----------D------S-----------------------------------------A-------------------V---------I-P-------FA-----ALQQ---TVS-DVISE----VE---R---A----------E------G---------D--------R------------P--------------------G--RLRLEFVL-PL--EL-I-N---L---P----V-ES--WPLDT-------------E----------------------------D-----P--------------------------------------------------------HL----LL-G-T-A----YP-AVVIRSLDRLL--------D---E---R-------------------------------------------------------------------------------------------W-----------------------------HR----------------R----W----RLRW---QKLK-----D-------E------P-----------------T---------S---------S--SWY----V--------S-I--------P--D---R-D--------------------------P----R------H-H--------------------------E----K--V------L------A---GL-L-D-------E-
WP_055518048.1 -------------------------E------P--GH-----PA---------HLLIRLA--P----------S-----------T----G--------------S-----------------P----------D----------R--------IDI-------T-------C--WA-NS--G-------P-------A-----------------W--------------------------------A------P-----R----------------------------------R------R----------D------E-----------------------------------------R-------------------S---------V-P-------VS-----EVRR---HVA-TVLDR----EE---I---R----------L------R---------A--------H------------R--------------------G--GLILEFIL-PF--SL-V-N---E---P----V-EE--WSRHG--------P----F---------GEEKV---------WDSE-F-----G--------------------------------------------------------GP----SI-G-H-D----YK--VVVRSLERIE--------A---L---Q-------------------------------------------------------------------------------------------L-----------------------------HR----------------V----W----NERW---DVLTD----A-------A------R-----------------G---------A---------R--M------H--------R-C--------E--E---G-D--------------------------G----A------R-H--------------------------E----R--L------Y------A---RL-T-D-----D-P-
WP_055613193.1 -------------------------E------P--GH-----PA---------HLLIRLA--P----------S-----------T----G--------------S-----------------P----------D----------R--------VDI-------T-------C--WA-NS--G-------S-------A-----------------W--------------------------------A------P-----R----------------------------------R------R----------D------E-----------------------------------------R-------------------S---------V-P-------VS-----AVRR---HVA-ILLDR----EE---I---R----------L------R---------A--------H------------R--------------------G--GLVIEFIL-PF--SL-V-N---E---P----V-EE--WSRRG--------A----F---------GEEKV---------WDSE-F-----G--------------------------------------------------------GP----SI-G-H-G----YK--VVVRSLERME--------A---L---Q-------------------------------------------------------------------------------------------L-----------------------------HR----------------V----W----NERW---DVLTD----A-------A------G-----------------G---------A---------R--M------H--------R-C--------E--E---G-D--------------------------G----A------Q-H--------------------------D----H--L------Y------A---RL-V-D-----D-P-
WP_069761739.1 -------------------------K------S--VR-----PA---------YLLIRLA--P----------S-----------T----T--------------S-----------------P----------D----------R--------VDI-------S-------C--WA-SS--G-------A-------T-----------------W--------------------------------E------P-----R----------------------------------R------R----------E------Q-----------------------------------------C-------------------S---------V-P-------AS-----TVRR---HVA-TLIDR----EE---S---R----------L------R---------T--------H------------R--------------------G--SLVLEFIL-PL--SM-M-N---E---P----V-EE--WSRHA--------A----F---------GQHSV---------WDSE-L-----G--------------------------------------------------------GP----PI-G-T-D----YK--VVVRSKERID--------A---L---Q-------------------------------------------------------------------------------------------L-----------------------------HR----------------V----W----NERW---DVLST----D-------E------Q-----------------Q---------A---------G--T------H--------H-C--------A--A---G-D--------------------------G----A------R-A--------------------------E----S--L------Y------E---YL-R-R-----T-P-
GAT82293.1 -------------------------V------W--TP-----GA---------CLLIRLR--P----------L-----------P----D--------------PD-------------H--S----------G----------E--------RLL-------T-------Y--WW-QR----------E-------E-------------S---E--------------------------------P-----YP-----R----------------------------------R------G----------G------D-----------------------------------------V-------------------R---------I-D-------VA-----ELPE---HVK-TLVEE----AE---T---G----------W------A---------Y--------F---------W--K--------------------E--DLTLEFLL-PR--DL-L-D---L---P----V-EK--WAKRG--------F----H----------------------------G-----A--------------------------------------------------------DG----TL-G-E-D----HP--VVVRSLERME--------R---T---D-------------------------------------------------------------------------------------------T-----------------------------HG----------------R----W----AKRW---DALVT----A-------C------E-----------------G---------P---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---RL-L-T-----E-P-
WP_067395195.1 -------------------------V------W--TP-----GA---------CLLIRLR--P----------L-----------P----D--------------PD-------------H--S----------G----------E--------RLL-------T-------Y--WW-QR----------E-------E-------------S---E--------------------------------P-----YP-----R----------------------------------R------G----------G------D-----------------------------------------V-------------------R---------I-D-------VA-----ELPE---HVK-TLVEE----AE---T---G----------W------A---------Y--------F---------W--K--------------------E--DLTLEFLL-PR--DL-L-D---L---P----V-EK--WAKRG--------F----H----------------------------G-----A--------------------------------------------------------DG----TL-G-E-D----HP--VVVRSLERME--------R---T---D-------------------------------------------------------------------------------------------T-----------------------------HG----------------R----W----AKRW---DALVT----A-------C------E-----------------G---------P---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---RL-L-T-----E-P-
WP_051855988.1 -------------------------V------W--AP-----SA---------CLLIRLR--P----------L-----------P----D--------------PD-------------H--E----------G----------E--------RLL-------S-------Y--WW-QI----------E-------G-------------P---E--------------------------------P-----YP-----V----------------------------------R------G----------G------D-----------------------------------------L-------------------R---------V-D-------VA-----ELPE---QVK-SLVEE----AE---T---G----------W------A---------Y--------F---------C--K--------------------E--DLTLEFVL-PR--EL-L-G---L---P----V-EQ--WAKRG--------F----H----------------------------G-----A--------------------------------------------------------DG----SL-G-E-D----HP--VLLRSLERME--------R---T---D-------------------------------------------------------------------------------------------T-----------------------------HG----------------R----W----ARRW---DALLT----G-------C------A-----------------G---------P---------V---------H--------W-F--------P--D---D-G----------------------------------------------------------------------------------R------S---RL-L-S-----D-P-
WP_018543769.1 -------------------------V------W--AP-----AT---------WLMIRLR--P----------L-----------F----Y--------------SD-------------R--A----------H----------M--------QQL-------T-------Y--WY-RN--G-------S-------S-------------P---A--------------------------------P-----YP-----V----------------------------------K------G----------G------D-----------------------------------------L-------------------E---------I-D-------VA-----DLPE---RVK-WLVQE----AE---T---G----------W------A---------Y--------L---------C--R--------------------D--DLALEFVL-PR--SL-L-H---L---P----V-ET--WAKEG--------F----G----------------------------G-----A--------------------------------------------------------EA----TL-G-K-D----HP--VVLRSLERVE--------S---R---A-------------------------------------------------------------------------------------------T-----------------------------HG----------------R----W----AKRW---DTLKP----G-------C------R-----------------G---------P---------V---------H--------W-F--------P--G---E-H----------------------------------------------------------------------------------P------D---RL-L-A-----D-P-
WP_069782619.1 -------------------------V------W--AP-----ST---------WLLIRLR--P----------L-----------F----Y--------------SE-------------H--E----------G----------L--------RQL-------T-------Y--WC-QN--G-------S-------S-------------P---D--------------------------------P-----YP-----V----------------------------------K------G----------G------D-----------------------------------------L-------------------E---------V-D-------VG-----ELPE---RVK-SLVQE----AE---T---G----------W------A---------Y--------L---------C--K--------------------E--DLALEFVL-PR--DL-M-D---L---P----V-EI--WAKEG--------F----G----------------------------N-----A--------------------------------------------------------DA----TL-G-K-D----HP--VVLRSLERVE--------G---R---A-------------------------------------------------------------------------------------------T-----------------------------HG----------------R----W----AKRW---DALKP----G-------C------R-----------------G---------P---------V---------H--------W-F--------P--G---E-H----------------------------------------------------------------------------------P------D---RL-L-S-----E-P-
WP_004003788.1 -------------------------V------W--SP-----TS---------YVIIRLR--H----------L-----------L----D--------------SD-------------G--D----------T----------D--------ILL-------S-------Y--WW-RV--H-------P-------G-------------E---Q---------------------------------------------Q----------------------------------R------G----------K------D-----------------------------------------R-------------------R---------I-T-------LG-----QAEK---AVR-ALIHN----AE---S---E----------W------A---------Y------------------L--R--------------------S--DIAVEFLL-PR--VL-L-D---L---G----V-ER--WRKTA--------F----Q----------------------------G-----V--------------------------------------------------------GG----VL-G-E-D----HH--VVLRSLDRHD--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HG----------------R----W----GSRW---RAFTE----G-------N------A-----------------G---------R---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---HL-L-S-----E-P-
WP_062152502.1 -------------------------V------W--SP-----TS---------YVIIRLR--H----------L-----------L----D--------------SD-------------G--D----------T----------D--------ILL-------S-------Y--WW-RV--H-------P-------G-------------E---Q---------------------------------------------Q----------------------------------R------G----------K------D-----------------------------------------R-------------------R---------I-T-------LG-----QAEK---AVR-ALIHN----AE---S---E----------W------A---------Y------------------L--R--------------------S--DIAVEFLL-PR--VL-L-D---L---G----V-ER--WRKTA--------F----Q----------------------------G-----V--------------------------------------------------------GG----VL-G-E-D----HH--VVLRSLDRHD--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HG----------------R----W----GSRW---RAFTE----G-------N------A-----------------G---------R---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---HL-L-S-----E-P-
WP_030165944.1 -------------------------V------W--SP-----TS---------YLVIRLR--P----------L-----------L----D--------------SE-------------R--P----------T----------D--------VLL-------S-------Y--WW-RV--Q-------P-------G-------------H---Q---------------------------------------------Q----------------------------------R------G----------T------D-----------------------------------------R-------------------R---------I-A-------LG-----QAEK---TVR-ELIHR----AE---S---D----------W------G---------Y------------------L--K--------------------T--DIAVEFVL-PR--AL-L-D---L---R----V-ER--WRKTA--------F----Q----------------------------G-----V--------------------------------------------------------GG----VL-G-E-E----HH--VVLRSLDRHD--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HG----------------R----W----GSRW---RVFSE----G-------N------A-----------------G---------R---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---HL-L-S-----D-P-
WP_043498198.1 -------------------------V------W--NP-----TS---------CLVLRLR--P----------L-----------L----D--------------SD-------------T--R----------T----------E--------VLL-------S-------H--WW-RT--H-------P-------G-------------Q---Q---------------------------------------------Q----------------------------------R------G----------A------D-----------------------------------------R-------------------R---------V-P-------LE-----HAER---AVR-RLIHR----AE---S---D----------W------A---------Y------------------L--K--------------------T--DIAIEFVL-PR--AL-L-D---L---R----V-ER--WRKAA--------F----Q----------------------------G-----V--------------------------------------------------------GG----VL-G-E-D----HH--VVLRSLDRHD--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HG----------------R----W----GSRW---RAFTE----G-------K------A-----------------G---------R---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------A---HL-L-S-----E-P-
WP_018558008.1 -------------------------V------W--NP-----SD---------YLMVQLR--P----------L-----------L----D--------------AE-------------S--G----------R----------D--------TLL-------S-------H--WL-RV--H-------P-------G-------------G---R---------------------------------------------I----------------------------------K------G----------E------D-----------------------------------------S-------------------R---------I-D-------LR-----DAER---EVA-TLVFH----AE---S---D----------M------A---------H------------------R--R--------------------A--DLALEFVL-PR--DL-L-D---L---D----V-ER--WHKTS--------F----Q----------------------------G-----V--------------------------------------------------------GG----VL-G-E-D----HH--VVVRSLDRLG--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HG----------------R----W----GRRW---DAFAN----G-------R------A-----------------G---------R---------V---------H--------W-Y--------P--E---D-G----------------------------------------------------------------------------------R------S---HL-L-S-----E-P-
SEG88233.1 -------------------------A------W--TP-----SD---------YLIIRIR--P----------L-----------L----D--------------RG-------------G--G----------R----------D--------AIL-------S-------H--WK-RT--C-------P-------G-------------G---Q---------------------------------------------I----------------------------------R------G----------T------D-----------------------------------------R-------------------R---------V-M-------LA-----DAEM---EVR-TLIKQ----VE---S---D----------W------A---------H--------R---------L--T--------------------S--DLALEFVL-PR--DL-L-H---L---E----V-ER--WSKAS--------F----Q----------------------------G-----V--------------------------------------------------------VG----IL-G-E-D----HE--VVVRSMERME--------R---R---D-------------------------------------------------------------------------------------------L-----------------------------HS----------------R----W----TRRW---RAFTE----G-------R------A-----------------G---------R---------V---------H--------W-F--------P--E---D-G----------------------------------------------------------------------------------R------P---HL-L-S-----D-P-
ANS68574.1 ----------------DP-------D----------I-----PR---------CVIIAIE--P----------A-----------R----D--------------G-----------------T----------D----------D--------IVV-------R-------Q--WF-NS--V-------P-------G-------------H---W--------------------------------S------P-----L----------------------------------P------G----------Q------P-----------------------------------------A-------------------T---------T-T-------LD-----ELGP---AVE-GALRQ----SA---R---L----------W------H---------A--------P------------P-----------VASPAARQQP--PLYVEFVL-PY--EL-L-N---H---D----V-AG--LTYQI---------G---D----------------------------G-----E--------------------------------------------------------PM----PL-S-L-K----YG--VHLRSLERMR--------A-------D-------------------------------------------------------------------------------------------D-P-----------L---------------WR-D--------------Q----W----IERW---NTLRA----H-------G------------------------V---------L---------S--H------D--------W-P--------D--P--DI---------------------------------G------S-V--------------------------G----M--W------Q------R---RL-A-G-----E-A-
WP_067441285.1 ----------------DP-------D----------I-----PR---------CVIIAIE--P----------A-----------R----D--------------G-----------------T----------D----------D--------IVV-------R-------Q--WF-NS--V-------P-------G-------------H---W--------------------------------S------P-----L----------------------------------P------G----------Q------P-----------------------------------------A-------------------T---------T-T-------LD-----ELGP---AVE-GALRQ----SA---R---L----------W------H---------A--------P------------P-----------VASPAARQQP--PLYVEFVL-PY--EL-L-N---H---D----V-AG--LTYQI---------G---D----------------------------G-----E--------------------------------------------------------PM----PL-S-L-K----YG--VHLRSLERMR--------A-------D-------------------------------------------------------------------------------------------D-P-----------L---------------WR-D--------------Q----W----IERW---NTLRA----H-------G------------------------V---------L---------S--H------D--------W-P--------D--P--DI---------------------------------G------S-V--------------------------G----M--W------Q------R---RL-A-G-----E-A-
KOU62421.1 ----------------DP-------D----------I-----PC---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------N------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------T---------T-T-------LD-----GLGT---AVE-QALRQ----GA---R---L----------W------T---------V--------P------------R-----------EPEPGGRVQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTHRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------S-------N-------------------------------------------------------------------------------------------D-A-----------L---------------VR-E--------------Q----W----RERW---RTLRE----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DG---------------------------------G------R-L--------------------------D----A--W------Q------A---VL-A-G-----E-N-
WP_053751783.1 ----------------DP-------D----------I-----PC---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------N------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------T---------T-T-------LD-----GLGT---AVE-QALRQ----GA---R---L----------W------T---------V--------P------------R-----------EPEPGGRVQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTHRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------S-------N-------------------------------------------------------------------------------------------D-A-----------L---------------VR-E--------------Q----W----RERW---RTLRE----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DG---------------------------------G------R-L--------------------------D----A--W------Q------A---VL-A-G-----E-N-
WP_051826854.1 ----------------DP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------G-----------------S----------G----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------H------P-----Q----------------------------------P------G----------D------P-----------------------------------------S-------------------T---------T-T-------LD-----GLGA---AVE-QALRQ----GA---R---L----------W------S---------A--------P------------R-----------DPGPGGRLQS--LPCIEFVL-PY--EL-L-N---H---D----V-AG--LTHQI---------G---D----------------------------G-----L--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------S-------D-------------------------------------------------------------------------------------------D-A-----------Q---------------VR-E--------------Q----W----RERW---RTLRR----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DG---------------------------------P------R-L--------------------------K----A--W------Q------A---VL-A-G-----E-N-
WP_051857573.1 ----------------DP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------G-----------------S----------G----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------H------P-----Q----------------------------------P------G----------D------P-----------------------------------------S-------------------S---------T-T-------LD-----GLGA---AVE-QALRQ----GA---R---L----------W------S---------A--------P------------R-----------DPGPGGRLQS--LPCIEFVL-PY--EL-L-N---H---D----V-AG--LTHQI---------G---D----------------------------G-----L--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------S-------D-------------------------------------------------------------------------------------------D-A-----------Q---------------VR-E--------------Q----W----RERW---RTLRR----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DG---------------------------------P------R-L--------------------------K----A--W------Q------A---VL-A-G-----E-N-
WP_037743260.1 ----------------DP-------D----------I-----PP---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------E--------VVV-------R-------P--WL-ST--V-------P-------G-------------R---W--------------------------------D------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------T---------T-T-------LD-----DLGT---AVE-TALQQ----GA---R---L----------W------S---------V--------P------------R-----------EPGPSGRVQP--SLYIEFVL-PY--DL-L-N---H---D----V-AG--LTYRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLDRMR--------A-------D-------------------------------------------------------------------------------------------D-A-----------L---------------ML-H--------------Q----W----RERW---RALLR----H-------G------------------------V---------T---------V--H------D--------W-S--------E--P--DG---------------------------------G------Q-L--------------------------D----A--W------E------A---VF-A-G-----E-T-
WP_030244394.1 ----------------DP-------D----------I-----PR---------CLIVAVE--P----------T-----------R----D--------------G-----------------S----------G----------E--------VVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------C----------E------P-----------------------------------------A-------------------M---------T-T-------LD-----ALGT---AVE-QALRQ----GA---R---L----------W------S---------A--------S------------R-----------EPEPSGRRQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTYRI---------G---D----------------------------G-----L--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------S-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----RERW---HALRR----Y-------G------------------------A---------T---------V--H------G--------W-R--------G--T--DR---------------------------------S------R-L--------------------------D----A--W------Q------A---AL-A-G-----D-S-
WP_007445176.1 ----------------DP-------D----------I-----PR---------ALIVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--A-------P-------G-------------R---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGP---AVD-DALRQ----GA---R---M----------W------T---------G--------R------------G-----------DPGSGGRGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AS--LTYRV---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---HALRR----H-------G------------------------V---------G---------V--H------G--------W-S--------E--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
KPC71890.1 ----------------DP-------D----------I-----PR---------ALIVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--A-------P-------G-------------R---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGP---AVD-DALRQ----GA---R---M----------W------T---------G--------P------------G-----------DPTSGGRGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AR--LTYRV---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---HALRR----H-------G------------------------V---------G---------V--H------G--------W-S--------E--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_052840002.1 ----------------DP-------D----------I-----PR---------ALIVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--A-------P-------G-------------R---W--------------------------------D------P-----Q----------------------------------P------G----------V------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGP---AVD-DALRQ----GA---R---L----------W------T---------A--------P------------G-----------DPASGGRGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AS--LTYRV---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---HALRQ----H-------G------------------------V---------G---------V--H------G--------W-S--------E--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_055419748.1 ----------------DP-------D----------I-----PR---------VLIVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGP---AVD-DALRQ----GA---R---L----------W------T---------G--------P------------G-----------EPAPGGRGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AG--LTYRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---QALRQ----H-------G------------------------V---------G---------V--H------G--------W-S--------E--P--DA---------------------------------S------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_019325897.1 ----------------DP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LD-----GLGP---AVD-DALRQ----GA---R---L----------W------G---------G--------P------------Q-----------EPGAGGQGRP--SAYVEFVL-PY--DL-L-N---H---D----V-AS--LTYRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---HALRQ----H-------G------------------------V---------S---------V--H------G--------W-A--------G--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_031015545.1 ----------------DP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LD-----GLGP---AVD-DALRQ----GA---R---L----------W------G---------G--------P------------Q-----------EPGASGQGRP--SAYVEFVL-PY--DL-L-N---H---D----V-AS--LTYRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---HALRQ----H-------G------------------------V---------S---------V--H------G--------W-A--------G--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_073732210.1 ----------------DP-------D----------V-----PR---------CLIVAVE--P----------A-----------R----D--------------G-----------------T----------D----------D--------VVV-------R-------P--WL-NT--A-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------G----------A------P-----------------------------------------A-------------------V---------T-T-------LE-----DLGP---AVD-DALRQ----GA---R---L----------W------G---------G--------P------------Q-----------EAGGGGQGRP--PAYVEFVL-PY--DL-L-N---H---D----V-AS--LTYRI---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VR-H--------------Q----W----QERW---QALRQ----H-------G------------------------V---------G---------V--H------G--------W-T--------K--P--DA---------------------------------R------R-L--------------------------D----A--W------Q------A---TL-A-G-----D-T-
WP_010033819.1 ----------------DP-------D----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------T----------G----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------D------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------T---------T-T-------LD-----ELGT---AVQ-RALRQ----GA---R---L----------W------A---------V--------P------------R-----------DPDPSGRRQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTFRV---------G---D----------------------------G-----Q--------------------------------------------------------PL----PL-S-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VL-D--------------Q----W----RERW---HTLRE----H-------G------------------------V---------L---------V--H------G--------W-R--------E--P--DG---------------------------------G------R-L--------------------------G----E--W------Q------A---GL-A-G-----E-P-
WP_020273195.1 ----------------DP-------D----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------T----------G----------E--------IVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------N------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------T---------T-T-------LD-----ELGT---AVQ-RALRQ----GA---R---L----------W------A---------A--------P------------R-----------DPDPSGRRQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTFRI---------G---D----------------------------G-----Q--------------------------------------------------------PL----PL-S-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------L---------------VL-D--------------Q----W----RERW---HTLRE----H-------G------------------------V---------L---------V--H------G--------W-R--------E--P--DG---------------------------------G------R-L--------------------------G----E--W------Q------A---GL-A-G-----E-P-
WP_037930280.1 ----------------DP-------D----------I-----PC---------CLVIAVE--P----------A-----------R----D--------------G-----------------T----------R----------D--------IVV-------R-------P--WL-NT--V-------P-------G-------------Q---W--------------------------------N------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------Y---------T-T-------LD-----DLGT---AVE-RALRQ----GT---R---L----------W------T---------A--------P------------R-----------EPDASGRRPP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LTHRV---------G---D----------------------------G-----Q--------------------------------------------------------PL----PL-S-L-K----YG--VHLRSLERMC--------S-------D-------------------------------------------------------------------------------------------D-M-----------V---------------IR-D--------------Q----W----RQRW---HTLRE----Q-------G------------------------V---------A---------V--H------G--------W-R--------E--R--DG---------------------------------L------R-L--------------------------D----A--W------Q------A---GL-A-G-----E-A-
WP_073939276.1 ----------------DT-------D----------I-----PR---------CLIIAVE--P----------A-----------R----D--------------G-----------------S----------G----------E--------VVV-------R-------A--WL-NT--V-------T-------G-------------Y---W--------------------------------D------P-----Q----------------------------------P------E----------E------P-----------------------------------------V-------------------V---------T-T-------LE-----GLGA---AVE-RALQQ----GA---R---L----------W------A---------A--------Q------------W-----------APDPGGREQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LRLRS---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-V-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-V-----------L---------------VR-N--------------Q----W----RERW---RALRQ----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DA---------------------------------Q------R-L--------------------------D----A--W------Q------I---AL-A-G-----E-A-
OKJ89424.1 ----------------DT-------D----------I-----PR---------CLIIAVE--P----------A-----------R----D--------------G-----------------S----------G----------E--------VVV-------R-------A--WL-NT--V-------T-------G-------------Y---W--------------------------------D------P-----Q----------------------------------P------E----------E------P-----------------------------------------V-------------------V---------T-T-------LE-----GLGA---AVE-RALQQ----GA---R---L----------W------A---------A--------Q------------W-----------APDPGGREQP--PPYIEFVL-PY--DL-L-N---H---D----V-AG--LRLRS---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-G-V-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-V-----------L---------------VR-N--------------Q----W----RERW---RALRQ----H-------G------------------------V---------T---------V--H------G--------W-S--------E--P--DA---------------------------------Q------R-L--------------------------D----A--W------Q------I---AL-A-G-----E-A-
WP_030857528.1 ----------------DP-------D----------I-----PC---------CLIVAVE--P----------A-----------R----D--------------G-----------------S----------G----------D--------IVV-------R-------P--WL-NT--V-------P-------G-------------H---W--------------------------------D------P-----Q----------------------------------P------G----------E------P-----------------------------------------A-------------------V---------T-T-------LD-----GLGQ---AVE-DSLRQ----GA---R---L----------W------S---------T--------P------------A-----------DQDPAGREQP---TYVEFVL-PY--DL-L-N---H---D----V-AG--LRFRT---------G---H----------------------------G-----R--------------------------------------------------------PL----PL-A-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-A-----------M---------------VR-R--------------Q----W----RDRW---HRLRQ----H-------G------------------------V---------T---------V--H------G--------W-T--------G--A--DA---------------------------------Q------R-L--------------------------E----A--W------Q------T---AL-A-G-----E-T-
WP_053138632.1 ----------------GP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------A-----------------S----------G----------D--------VVV-------R-------H--WL-NT--V-------A-------G-------------H---W--------------------------------N------P-----Q----------------------------------P------G----------T------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGT---AVD-EALSR----GA---R---L----------R------P---------G--------P------------R-----------DRRPSGHGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AG--LTHRV---------G---D----------------------------G-----Q--------------------------------------------------------PL----RL-G-T-R----YG--VHLRSLERMR--------S-------R-------------------------------------------------------------------------------------------D-R-----------R---------------VL-E--------------Q----W----EERW---YALRE----Q-------G------------------------V---------A---------V--H------G--------W-S--------E--P--DG---------------------------------G------R-L--------------------------G----A--W------Q------T---AL-A-G-----D-T-
WP_063483359.1 ----------------GP-------D----------I-----PR---------CLIVAVE--P----------A-----------R----D--------------A-----------------S----------G----------D--------VVV-------R-------H--WL-NT--V-------A-------G-------------H---W--------------------------------N------P-----Q----------------------------------P------G----------T------P-----------------------------------------A-------------------V---------T-T-------LD-----ALGT---AVD-EALSR----GA---R---L----------R------P---------G--------P------------R-----------DRRPSGHGQP--SAYVEFVL-PY--DL-L-N---H---D----V-AG--LTHRV---------G---D----------------------------G-----Q--------------------------------------------------------PL----RL-G-T-R----YG--VHLRSLERMR--------S-------R-------------------------------------------------------------------------------------------D-R-----------R---------------VL-E--------------Q----W----EERW---YTLRE----Q-------G------------------------V---------A---------V--H------G--------W-S--------E--P--DG---------------------------------G------R-L--------------------------G----A--W------Q------T---AL-A-G-----D-T-
WP_051741755.1 ----------------NP-------G----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------S----------D----------E--------IVV-------R-------P--WL-NT--A-------P-------G-------------R---W--------------------------------N------P-----Q----------------------------------P------G----------E------P-----------------------------------------E-------------------T---------T-T-------LD-----DLGP---AVE-RTLRR----GA---W---L----------W------T---------A--------Q------------Q-----------ESPPDGREQA--PPYVEFVL-PY--DL-L-N---H---D----V-SG--LKFQT---------G---D----------------------------G-----R--------------------------------------------------------PL----PL-A-L-K----YA--VHLRSLERMR--------T-------T-------------------------------------------------------------------------------------------D-V-----------R---------------IR-H--------------Q----W----LARW---RALSE----Q-------G------------------------V---------V---------V--H------G--------W-R--------E--P--DA---------------------------------D------R-L--------------------------D----E--W------E------T---VL-A-G-----E-S-
WP_003993640.1 ----------------SP-------D----------I-----PR---------TLVVAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VVV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------D-------------------T---------I-P-------LD-----DLGR---AVD-KALRR----GT---R---L----------W------L---------V--------P------------R-----------EPETSGLREP--PAYIEFLL-PY--DL-M-N---H---D----V-AG--LTFAI---------G---D----------------------------G-----E--------------------------------------------------------PT----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKQ----H-------G------------------------I---------T---------V--H------S--------W-R--------E--A--DA---------------------------------R------R-L--------------------------R----A--W------Q------I---AL-A-G-----E-S-
EFL35512.1 ----------------SP-------D----------I-----PR---------TLVVAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VVV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------D-------------------T---------I-P-------LD-----DLGR---AVD-KALRR----GT---R---L----------W------L---------V--------P------------R-----------EPETSGLREP--PAYIEFLL-PY--DL-M-N---H---D----V-AG--LTFAI---------G---D----------------------------G-----E--------------------------------------------------------PT----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKQ----H-------G------------------------I---------T---------V--H------S--------W-R--------E--A--DA---------------------------------R------R-L--------------------------R----A--W------Q------I---AL-A-G-----E-S-
GAP48486.1 ----------------SA-------D----------I-----PR---------TLVVAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VTV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------D-------------------T---------I-P-------LD-----DLGR---AVD-KALRR----GT---Q---L----------W------L---------V--------P------------R-----------EPDAGGLKEP--PAYIEFLL-PY--DL-M-N---H---D----V-AG--LTFAI---------G---D----------------------------G-----E--------------------------------------------------------PT----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKQ----H-------G------------------------I---------T---------V--H------A--------W-R--------E--A--DA---------------------------------R------R-L--------------------------R----A--W------Q------I---SL-A-G-----E-T-
KJK39593.1 ----------------SP-------D----------I-----PR---------TLVVAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VVV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------D-------------------T---------I-P-------LD-----DLGH---AVD-EALRR----GT---Q---L----------W------L---------V--------P------------R-----------EPDPGGRQEP--LAYIEFLL-PY--DL-M-N---H---D----V-AG--LTFAI---------G---D----------------------------G-----E--------------------------------------------------------PT----PL-S-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKQ----H-------G------------------------I---------T---------V--H------A--------W-R--------E--A--DA---------------------------------R------R-L--------------------------R----A--W------Q------I---AL-A-G-----E-S-
WP_037767258.1 ----------------SP-------D----------I-----PR---------TLVVAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VTV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------D-------------------T---------I-P-------LD-----DLGR---AVD-QALRR----GT---Q---L----------W------L---------V--------P------------R-----------EPDAGGLKEP--PAYIEFLL-PY--DL-M-N---H---D----V-AG--LTFAI---------G---D----------------------------G-----E--------------------------------------------------------PT----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKH----H-------G------------------------I---------A---------V--H------P--------W-R--------E--A--DA---------------------------------R------R-Q--------------------------R----A--W------Q------I---AL-A-G-----E-T-
AMW13452.1 ----------------SP-------D----------I-----PR---------TLVIAVE--P----------A-----------R----D--------------G-----------------S----------T----------D--------VVV-------R-------T--WT-NA--T-------P-------G-------------R---W--------------------------------D------P-----R----------------------------------P------G----------E------P-----------------------------------------E-------------------T---------T-A-------LD-----DLGR---AVD-EALRR----GT---R---L----------W------L---------V--------P------------R-----------EPEPRGLQEP--PAYVEFLL-PY--DL-M-N---H---D----V-AG--LTFAV---------G---D----------------------------G-----E--------------------------------------------------------PI----PL-S-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------N-A-----------V---------------VR-Q--------------Q----W----QRRW---AALKQ----H-------G------------------------I---------T---------V--H------A--------W-R--------E--A--DA---------------------------------R------R-Q--------------------------R----A--W------Q------I---AL-A-G-----E-S-
OKK13503.1 ----------------DP-------T----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------Q------P-----R----------------------------------A------A----------E------P-----------------------------------------E-------------------T---------T-S-------LD-----RLGR---AVE-RVLRQ----VV---R---L----------S------P---------T--------P------------Y-----------APVSEMSGQT--PPYVEFVL-PY--DL-L-N---H---D----M-AG--LTVRS---------V---D----------------------------G-----R--------------------------------------------------------PQ----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-L-----------L---------------VR-E--------------Q----W----LERW---ETLRN----R-------G------------------------I---------G---------V--H------G--------W-R--------T--S--DR---------------------------------T------G-P--------------------------D----V--W------Q------A---AL-A-S-----E-P-
WP_079194700.1 ----------------DP-------T----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------Q------P-----R----------------------------------A------A----------E------P-----------------------------------------E-------------------T---------T-S-------LD-----RLGR---AVE-RVLRQ----VV---R---L----------S------P---------T--------P------------Y-----------APVSEMSGQT--PPYVEFVL-PY--DL-L-N---H---D----M-AG--LTVRS---------V---D----------------------------G-----R--------------------------------------------------------PQ----PL-G-L-R----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-L-----------L---------------VR-E--------------Q----W----LERW---ETLRN----R-------G------------------------I---------G---------V--H------G--------W-R--------T--S--DR---------------------------------T------G-P--------------------------D----V--W------Q------A---AL-A-S-----E-P-
WP_078620803.1 ----------------DP-------T----------I-----PR---------CLVVAVE--P----------A-----------R----D--------------G-----------------S----------D----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------Q------P-----R----------------------------------A------A----------E------P-----------------------------------------E-------------------T---------T-S-------LD-----RLGQ---AVE-RVLRQ----VV---R---L----------T------P---------A--------P------------N-----------AQPPALSGRT--PPYVEFVL-PY--DL-L-N---H---D----M-AG--LTVSS---------V---D----------------------------G-----R--------------------------------------------------------PE----PL-G-L-K----YG--VHLRSLERMR--------A-------D-------------------------------------------------------------------------------------------D-L-----------L---------------VR-E--------------Q----W----LERW---ETLRS----G-------G------------------------I---------G---------V--H------G--------W-R--------T--S--DR---------------------------------T------G-P--------------------------D----A--W------Q------A---AL-A-S-----E-P-
WP_055516090.1 ----------------DP-------T----------I-----PR---------CLVVAVD--P----------A-----------R----D--------------G-----------------S----------G----------D--------IVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------Q------P-----Q----------------------------------P------A----------E------P-----------------------------------------E-------------------T---------T-S-------LE-----GLAP---AVE-RALRQ----VV---R---L----------L------P---------A--------Q------------H-----------KQARTGAEPV--PPYVEFVL-PY--DL-L-N---H---D----V-AG--MKFRT---------G---D----------------------------G-----K--------------------------------------------------------PL----SL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-T-----------L---------------VR-S--------------Q----W----LERW---DTLQN----N-------G------------------------I---------V---------V--H------G--------W-R--------R--R--DA---------------------------------T------P-L--------------------------D----E--W------Q------A---SL-A-A-----E-P-
WP_020126657.1 ----------------DP-------T----------I-----PT---------CLVVVVE--P----------A-----------R----D--------------G-----------------S----------G----------D--------VVV-------R-------P--WL-NT--V-------P-------G-------------R---W--------------------------------A------P-----L----------------------------------P------A----------E------P-----------------------------------------V-------------------T---------T-T-------LE-----DLGV---AID-EVLRQ----LA---R---L----------S------P---------P--------A------------D-----------GPTSTVS-AA--PPCVEFVL-PY--DL-L-N---H---D----V-AG--LNHRS---------G---D----------------------------S-----G--------------------------------------------------------SL----PL-G-L-K----YG--VHLRSLERMR--------T-------D-------------------------------------------------------------------------------------------D-T-----------S---------------LR-R--------------R----W----RERW---SVLRT----H-------G------------------------I---------A---------V--H------G--------W-R--------D--A--DE---------------------------------Q------R-P--------------------------D----E--W------Q------A---AL-V-A-----E-P-
SFO06645.1 ----------------DP-------T----------I-----PS---------CLVVMVE--P----------A-----------R----D--------------G-----------------T----------G----------D--------IVV-------R-------P--WL-NA--I-------P-------G-------------R---W--------------------------------N------P-----L----------------------------------P------A----------E------P-----------------------------------------R-------------------T---------T-T-------LD-----GLGA---AVD-EAVRQ----LA---L---L----------L------P---------A--------T------------H-----------RER----PPL--PPCIEFVL-PF--DL-L-N---H---D----V-AG--LTYRA---------G---D----------------------------G-----Q--------------------------------------------------------PL----PL-A-L-E----YG--VHLRSLERMR--------S-------T-------------------------------------------------------------------------------------------D-P-----------S---------------LR-A--------------R----W----RRRW---QALHQ----V-------G------------------------I---------T---------A--Y------E--------W-R--------R--S--DV---------------------------------G------R-E--------------------------R----G--W------R------T---AL-A-F-----E-P-
WP_051127395.1 ----------------DP-------E----------V-----PR---------CLLVAVE--P----------A-----------R----D--------------E-----------------S----------G----------D--------IVV-------R-------P--WL-NT--V-------A-------G-------------Y---W--------------------------------N------P-----Q----------------------------------P------A----------E------P-----------------------------------------V-------------------T---------T-T-------MD-----KLSA---AVA-RALRQ----GI---R---L----------W------R---------G--------G------------R-----------EGASTGVGQQ--PPYVEFIL-PY--DL-L-N---H---D----V-AG--LALVS---------G--------------------------------S-----Q--------------------------------------------------------SV----PL-G-M-E----FA--VHLRSLDRMR--------S-------D-------------------------------------------------------------------------------------------D-E-----------L---------------VR-E--------------R----W----RLRW---SALRR----Q-------G------------------------I---------S---------V--H------D--------W-S--------S--A--EP---------------------------------E------A-L--------------------------Q----A--W------Q------L---DL-A-G-----E-P-
EDX26494.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRR----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--SM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
WP_053065809.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRR----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--SM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
WP_073796943.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRC----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--SM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
OKI39949.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRC----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--SM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
WP_073775784.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRR----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--TM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
OKI62006.1 ----------------DR-------D----------M-----PR---------CLIVMVD--P----------A-----------V----D--------------G-----------------S----------P----------D--------IFV-------R-------H--WV-NR--S-------A-------G-------------Y---W--------------------------------A------P-----V----------------------------------S------G----------S------L-----------------------------------------E-------------------R---------A-T-------LE-----TLGA---AVE-RAIRR----GE---E---S----------W------A---------E----------------------------------ADGSGEDTS--PIHVEFVL-PY--TM-L-N---H---D----V-AG--IGRSA--------DD---S----------------------------G-----D--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRS----A-------A------A-----------------A---------R---------P--H------S--------W-T--------G--S--DP----------------------------A----T------G-L--------------------------R----I--W------R------N---QL-V-A-----D-Q-
KPH99927.1 ----------------GG-------D----------V-----PR---------CLIVMVD--P----------A-----------L----D--------------G-----------------S----------P----------D--------IYV-------R-------H--WV-NR--T-------A-------G-------------H---W--------------------------------A------P-----V----------------------------------A------G----------A------L-----------------------------------------E-------------------R---------A-T-------PP-----TLGT---VVE-RAVRR----GE---A---Y----------W------A---------D----------------------------------ADRAGEDQS--PIHIEFVL-PY--SM-L-N---H---D----V-AG--LGLRE--------AG---E----------------------------D-----E--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRA----A-------S------A-----------------A---------R---------P--H------S--------W-T--------G--A--DP-T--------------------------T----T------G-L--------------------------R----I--W------R------N---KL-V-A-----D-Q-
WP_054226935.1 ----------------GG-------D----------V-----PR---------CLIVMVD--P----------A-----------L----D--------------G-----------------S----------P----------D--------IYV-------R-------H--WV-NR--T-------A-------G-------------H---W--------------------------------A------P-----V----------------------------------A------G----------A------L-----------------------------------------E-------------------R---------A-T-------PP-----TLGT---VVE-RAVRR----GE---A---Y----------W------A---------D----------------------------------ADRAGEDQS--PIHIEFVL-PY--SM-L-N---H---D----V-AG--LGLRE--------AG---E----------------------------D-----E--------------------------------------------------------PV----PI-G-L-R----YY--VHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RLRW---QTLRA----A-------S------A-----------------A---------R---------P--H------S--------W-T--------G--A--DP-T--------------------------T----T------G-L--------------------------R----I--W------R------N---KL-V-A-----D-Q-
WP_041992906.1 ----------------DP-------D----------V-----PR---------CLVVMVA--P----------A-----------D----D--------------G-----------------S----------P----------D--------LYV-------R-------H--WV-NV--A-------A-------G-------------H---W--------------------------------E------P-----L----------------------------------A------G----------E------T-----------------------------------------E-------------------R---------A-T-------PA-----SFAG---AVE-RAVAR----AE---R---Y----------W------G---------E--------H------------T------------AEAEGRGGD--PVHVEFVL-PY--AM-L-N---H---D----V-AR--LPLGD--------RA---I----------------------------G--------------------------------------------------------------EV----PI-S-Q-R----YL--VHLRSLDRMR--------A---G---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RDRW---GVFRA----A-------A------A-----------------A---------Q---------T--P------H--------W-S--------G----------------------------------------T------D-L--------------------------K----L--W------R------A---GL-T-R-----E-R-
EHM30206.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--V-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGPTGQPETPGRTGAAGAGAG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---RL-A-G-----D-E-
WP_032790750.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--V-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGPTGQPETPGRTGAAGAGAG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---RL-A-G-----D-E-
WP_073868986.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NR--V-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGPTGQPETPGRTGAAGAGAG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-L--------------------------E----R--W------H------A---RL-A-G-----D-E-
OKI55611.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NR--V-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGPTGQPETPGRTGAAGAGAG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-L--------------------------E----R--W------H------A---RL-A-G-----D-E-
WP_050359188.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKERAGQPETPGQAGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-D-
KND33424.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKERAGQPETPGQAGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-D-
WP_073959595.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGREGQPETPGQAGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-D-
OKI78843.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGREGQPETPGQAGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-D-
WP_073805366.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGRAGQPETSGQAGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-E-
WP_073742767.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGQAGQPETPGRTGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---G----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-E-
OKJ54513.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGQAGQPETPGRTGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---G----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QTRW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---QL-A-G-----D-E-
WP_069755640.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--V-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGQAGQSETPGQTGTAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---RL-A-G-----D-E-
WP_047179746.1 ----------------DP-------T----------V-----PR---------CLVVMVE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WV-NK--A-------H-------G-------------Y---W--------------------------------R------P-----E----------------------------------L------C----------P------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------E--------T------------RKGQAGPPETPGRTGAAGTGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---V----------------------------P-----G--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRT----A-------T------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------H------A---RL-A-G-----D-E-
WP_026290052.1 ----------------DP-------T----------V-----PR---------CLVVMIE--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WL-NK--V-------S-------G-------------Y---W--------------------------------R------P-----E----------------------------------Q------G----------A------M-----------------------------------------E-------------------T---------V-T-------LD-----TLAG---AVE-RAVER----GE---A---L----------W------A---------D--------P------------PKGQAGQPEPGGRAEKAGAGGG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------G---D----------------------------P-----R--------------------------------------------------------PR----PI-G-M-H----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DQLRA----A-------T------A-----------------P---------A---------P--H------R--------W-K--------A--A--DR---------------------------------E------G-F--------------------------E----R--W------R------A---HL-A-G-----D-E-
KIX48994.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------F---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LKLGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_044370537.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------F---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LKLGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_073777496.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
OKI68069.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_030800995.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------F---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_030711854.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LE-----TLAT---AVE-RAVDR----GE---S---L----------W------A---------E--------R---------------------------TAAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-K--------A--A--DR---------------------------------S------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_065477016.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------T------V-----------------------------------------E-------------------T---------A-T-------LD-----TLAG---AVE-RAVDR----GE---T---L----------W------A---------D--------R---------------------------PVAG-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PL-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------T--H------R--------W-R--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---RL-A-G-----D-E-
WP_006128810.1 ----------------DP-------A----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NR--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LD-----TLAA---AVE-RAVDR----GE---S---L----------W------A---------D--------R---------------------------PVAR-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----RTRW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-R--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
EFE78825.1 ----------------DP-------A----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NR--V-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------S------V-----------------------------------------E-------------------T---------A-T-------LD-----TLAA---AVE-RAVDR----GE---S---L----------W------A---------D--------R---------------------------PVAR-AG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---T----------------------------P-----R--------------------------------------------------------SW----PI-G-M-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----RTRW---DRLRT----A-------P------A-----------------P---------A---------A--H------R--------W-R--------A--A--DR---------------------------------G------G-F--------------------------E----R--W------R------A---QL-A-G-----D-E-
WP_030076152.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--A-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------Q------V-----------------------------------------Q-------------------T---------A-T-------LD-----TLAG---AVE-HAVEQ----GE---A---L----------W------A---------D--------R---------------------------PATGEQG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---A----------------------------P-----R--------------------------------------------------------PW----PI-G-L-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------P--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------R------A---HL-A-G-----D-E-
WP_030623490.1 ----------------DP-------T----------V-----PR---------CLVVMVD--P----------A-----------R----D--------------G-----------------S----------P----------D--------VFV-------R-------H--WI-NK--A-------P-------G-------------Y---W--------------------------------R------P-----E----------------------------------P------G----------Q------V-----------------------------------------Q-------------------T---------A-T-------LD-----TLAG---AVE-HAVEQ----GE---A---L----------W------A---------E--------L---------------------------PATGEQG--PVHVEFLL-PF--DL-L-N---H---D----M-AR--LELGT---------R---A----------------------------P-----R--------------------------------------------------------PW----PI-G-L-R----YR--VHLRSLDRMR--------G-------D-------------------------------------------------------------------------------------------A-G-----------Q---------------LR----------------R----W----QARW---DRLRT----A-------P------A-----------------P---------A---------P--H------R--------W-K--------A--A--DR---------------------------------D------G-F--------------------------E----R--W------R------A---HL-A-G-----D-E-
SBU92609.1 ----------------DP-------G----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------E------V-----------------------------------------E-------------------R---------T-T-------PD-----TLPA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------EADDEP--PVQVEFVL-PF--QY-L-N---H---D----M-AR--IELGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLGQ----T-------G------A-----------------A---------E---------T--F------R--------W-H--------G--E--AD---------------------------------G------Q-L--------------------------G----R--W------R------A---TL-A-S-----E-P-
SCD66707.1 ----------------DP-------G----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------E------V-----------------------------------------E-------------------R---------T-T-------PD-----TLPA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------EADDEP--PVQVEFVL-PF--QY-L-N---H---D----M-AR--IELGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLGQ----T-------G------A-----------------A---------E---------T--F------R--------W-H--------G--E--AD---------------------------------G------Q-L--------------------------G----R--W------R------A---TL-A-S-----E-P-
WP_028442478.1 ----------------DP-------G----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------E------V-----------------------------------------E-------------------R---------T-T-------PD-----TLPA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------EADDEP--PVQVEFVL-PF--QY-L-N---H---D----M-AR--IELGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLGQ----T-------G------A-----------------A---------E---------T--F------R--------W-H--------G--E--AD---------------------------------G------Q-L--------------------------G----R--W------R------A---TL-A-S-----E-P-
SCD36368.1 ----------------DP-------G----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------PD-----TLPA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------EADDEP--PVQVEFVL-PF--QY-L-N---H---D----M-AR--IELGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLGQ----T-------G------A-----------------A---------E---------T--F------R--------W-H--------G--E--AD---------------------------------G------Q-L--------------------------G----R--W------R------A---TL-A-S-----E-P-
WP_030632512.1 ----------------DP-------G----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------PD-----TLPA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------EADDEP--PVQVEFVL-PF--QY-L-N---H---D----M-AR--IELGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLGQ----T-------G------A-----------------A---------E---------T--F------R--------W-H--------G--E--AD---------------------------------G------R-L--------------------------G----R--W------R------A---TL-A-S-----E-P-
WP_014049538.1 ----------------DP-------E----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------IYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------RE-----TLAA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------ETDDEL--PVQVEFVL-PF--QY-L-N---H---D----M-AR--VELGT---------R---S----------------------------R-----E--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLRQ----T-------G------A-----------------A---------E---------T--F------R--------W-Y--------G--E--TD---------------------------------G------Q-L--------------------------D----H--W------R------A---TL-A-S-----E-P-
SCD67051.1 ----------------DP-------E----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------IYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------RE-----TLAA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------ETDDEL--PVQVEFVL-PF--QY-L-N---H---D----M-AR--VELGT---------R---S----------------------------R-----E--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLRQ----T-------G------A-----------------A---------E---------T--F------R--------W-Y--------G--E--TD---------------------------------G------Q-L--------------------------D----H--W------R------A---TL-A-S-----E-P-
SCL86357.1 ----------------DP-------E----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------IYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------RE-----TLAA---AIE-RAVGR----GE---A---R----------W------A---------D--------V------------E---------------ETDDEL--PVQVEFVL-PF--QY-L-N---H---D----M-AR--VELGT---------R---S----------------------------R-----E--------------------------------------------------------PV----PI-G-L-R----YH--IHLRSLDRMR--------S---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---RRLRQ----T-------G------A-----------------A---------E---------T--F------R--------W-Y--------G--E--TD---------------------------------G------Q-L--------------------------D----H--W------R------A---TL-A-S-----E-P-
WP_031085533.1 ----------------DP-------E----------V-----PR---------CLVVMAE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------S-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------A-T-------RD-----TLAE---AIE-RAVGR----GE---A---R----------W------A---------E--------V------------A---------------EADDEP--PVQVEFVL-PY--QY-L-N---D---D----M-AR--IGVGT---------R---T----------------------------R-----D--------------------------------------------------------PV----PL-G-L-R----YR--IHLRSLDRMR--------A---R---D-------------------------------------------------------------------------------------------P-R-----------Q---------------LR----------------R----W----HARW---RRLRQ----T-------G------V-----------------A---------E---------T--F------R--------W-Y--------G--E--PD---------------------------------G------H-L--------------------------G----H--W------H------A---TL-A-S-----E-P-
WP_037691432.1 ----------------DP-------E----------V-----PR---------SLVVMVE--P----------A-----------D----D--------------G-----------------S----------A----------D--------IYV-------R-------H--WI-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------A-T-------LD-----TLAV---AVE-RAIRR----GE---A---R----------W------A---------D--------V------------P---------------EMDNEP--PVQVEFVL-PF--QL-L-N---Y---D----M-AR--LELGT---------R---S----------------------------H-----D--------------------------------------------------------AL----PI-G-L-R----YH--IHLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-G-----------Q---------------LR----------------R----W----RARW---KRLKT----A-------G------A-----------------A---------Q---------A--Y------R--------W-H--------S--S--EA---------------------------------G------Q-L--------------------------D----R--W------R------A---TL-A-S-----E-P-
WP_073719858.1 ----------------DP-------E----------V-----PR---------CLVVMVE--P----------A-----------D----D--------------G-----------------S----------A----------D--------VFV-------R-------H--WV-NP--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------E------V-----------------------------------------E-------------------R---------A-T-------LD-----TLAG---AVD-RAIGS----GE---A---R----------W------A---------D--------V------------P---------------ELENEP--PVQVEFVL-PF--PL-L-N---H---D----M-AR--LELGT---------Q---S----------------------------L-----D--------------------------------------------------------PL----PL-G-L-R----YH--INLRSLERMR--------T---R---D-------------------------------------------------------------------------------------------P-A-----------Q---------------LR----------------R----W----RARW---KRLRT----A-------G------A-----------------A---------E---------P--H------R--------W-R--------T--G--ET---------------------------------E------Q-L--------------------------D----R--W------R------A---TL-A-S-----E-P-
WP_033303943.1 ----------------DP-------Y----------V-----SR---------CLVVMVE--P----------A-----------D----D--------------S-----------------S----------A----------D--------VYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------D------I-----------------------------------------E-------------------R---------T-S-------LD-----TLAG---AVE-RAISQ----GA---S---R----------W------A---------D--------V------------S---------------EGESDP--PVQIEFVL-PL--QF-L-N---H---D----M-AG--IRLGT---------R---S----------------------------R-----I--------------------------------------------------------PT----PI-A-L-H----YH--VHLRSLERMR--------A---R---D-------------------------------------------------------------------------------------------T-R-----------E---------------HG----------------R----W----RARW---TQLKK----A-------G------V-----------------A---------E---------A--H------R--------W-H--------G--Q--QG---------------------------------D------R-L--------------------------E----R--W------H------A---RL-V-G-----D-P-
WP_069169725.1 ----------------DP-------E----------V-----PR---------CLVVMVE--P----------A-----------D----D--------------G-----------------S----------A----------D--------IYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----M----------------------------------A------G----------D------V-----------------------------------------E-------------------R---------T-T-------LD-----ALAG---AVE-RAIGR----GA---S---R----------W------A---------D--------V------------S---------------ETEHDP--TVQVEFVL-PF--CY-L-N---H---D----M-AR--LELGT---------R---T----------------------------H-----V--------------------------------------------------------PM----PL-A-L-R----YH--VHLRSLERMR--------S---R---D-------------------------------------------------------------------------------------------T-E-----------E---------------LG----------------R----W----RARW---AQLRK----I-------G------V-----------------A---------E---------P--H------R--------W-H--------G--E--RG---------------------------------E------R-L--------------------------D----R--W------R------A---DL-A-A-----N-P-
WP_051834677.1 ----------------DP-------E----------V-----AR---------CLVVMVE--P----------A-----------D----D--------------S-----------------S----------A----------D--------IYV-------R-------H--WV-NA--A-------P-------G-------------Y---W--------------------------------E------P-----V----------------------------------A------G----------E------V-----------------------------------------R-------------------P---------T-T-------LD-----GLAD---EVE-RAIGR----GQ---E---R----------W------A---------G--------M------------P---------------VTESEP--TPQVEFVV-PF--SL-M-N---H---D----M-AR--LEMGT---------W---S----------------------------G-----D--------------------------------------------------------PL----PI-S-L-R----YH--VHLRSLERMR--------A---A---Q-------------------------------------------------------------------------------------------T-D-----------G---------------YLP---------------L----W----RERW---TQLRN----A-------G------V-----------------A---------E---------S--Y------R--------W-H--------G--E--EG---------------------------------E------R-L--------------------------D----R--W------R------A---KL-I-A-----D-P-
WP_051900043.1 ----------------DP-------R----------V-----PR---------ALLIMVE--P----------A-----------E----D--------------G-----------------S----------D----------D--------VTV-------R-------Y--WI-ND--L-------A-------G-------------H---W--------------------------------A------P-----R----------------------------------A------G----------E------A-----------------------------------------A-------------------E---------T-H-------MT-----GLAA---AVE-RALAE----GE---R---L----------W------A---------A--------S------------R--------------GEPTDEL--PPFVEFIL-PY--LL-L-N---H---D----V-AR--LEIGA---------D---E----------------------------P-----G--------------------------------------------------------GV----AI-G-P-R----YC--VHLRSLDRLR--------R---V---P-------------------------------------------------------------------------------------------H-D-----------P---------------FIAN--------------R----W----RQRW---QELHQ----H-------G------------------------T---------R---------L--H------H--------W-A--------H--G--DR---------------------------------I------S-L--------------------------D----R--W------S------R---SL-T-H-----R-Q-
KUL21999.1 -------------------------K----------A-----RP---------ALVLRIT--V----------D-----------G----I--------------D-----------------R----------T----------R--------CRI-------T-------P--FL-QT--T-------R-------G-------------P---W--------------------------------R------P-----V----------------------------------P------G----------PGE----P-----------------------------------------V-------------------D---------V-P-------RA-----DLAA---ATA-VLVGK----AE---E---A----------W------Q---------D--------T------------A--------------------D--RADIEFVL-PT--AL-L-N---E---A----V-QW--YPGPE--------I----L----------------------------G-----E--------------------------------------------------------SK----PI-G-I-E----YA--VAVRSLERMR--------E---T---R-------------------------------------------------------------------------------------------V-----------------------------HR----------------A----W----GQRW---RQLDR----Q-------P------F-----------------T---------G---------R--V------F--------R-G--------R------G-D--------------------------P----A------D-L--------------------------D----D--W------A------T---EL-I-S-----D-D-
WP_083972666.1 -------------------------K----------A-----RP---------ALVLRIT--V----------D-----------G----I--------------D-----------------R----------T----------R--------CRI-------T-------P--FL-QT--T-------R-------G-------------P---W--------------------------------R------P-----V----------------------------------P------G----------PGE----P-----------------------------------------V-------------------D---------V-P-------RA-----DLAA---ATA-VLVGK----AE---E---A----------W------Q---------D--------T------------A--------------------D--RADIEFVL-PT--AL-L-N---E---A----V-QW--YPGPE--------I----L----------------------------G-----E--------------------------------------------------------SK----PI-G-I-E----YA--VAVRSLERMR--------E---T---R-------------------------------------------------------------------------------------------V-----------------------------HR----------------A----W----GQRW---RQLDR----Q-------P------F-----------------T---------G---------R--V------F--------R-G--------R------G-D--------------------------P----A------D-L--------------------------D----D--W------A------T---EL-I-S-----D-D-
WP_030434390.1 -------------------------P----------L-----RP---------GLLIQIE--R----------E-----------G----I--------------G-----------------D----------D----------S--------LEV-------R-------Y--WI-QR--R-------A-------R-------------R---W--------------------------------D------P-----E----------------------------------P------S----------D------P-----------------------------------------R-------------------P---------T-T-------FR-----ELER---VLE-AAIRH----AE---S---T----------W------R---------D--------V------------G-------------------TE--PVEIELLL-PA--DL-L-H---L---A----V-EW--WHTEL--------D----G----------------------------P-----A--------------------------------------------------------SF----PL-C-L-D----YR--VVVRSLDRMR--------Q---S---H-------------------------------------------------------------------------------------------R-----------------------------HR----------------V----W----NQRW---HSLWR----E-------P------S-----------------R---------H---------R--V------H--------W-G--------R--P--DP-D--------------------------A----A------G-L--------------------------G----P--W------A------A---RL-R-E-----D-H-
WP_034272248.1 -------------------------A----------A-----RP---------GLLIRIV--P----------D-----------G----I--------------D-----------------V----------R----------R--------CVA-------D-------Y--WI-QA--G-------S-------G-------------P---W--------------------------------N------P-----I----------------------------------P------G----------D-E----S-----------------------------------------V-------------------E---------T-W-------FS-----SLEP---VLE-GFIER----AE---C---V----------W------K---------H--------S--------------------------------VA--PIAVEFVL-PT--EL-L-N---L---A----V-EW--WSTRR--------G----S----------------------------D-----M--------------------------------------------------------AA----PL-C-A-D----YE--VVLRNLDRMR--------A---E---D-------------------------------------------------------------------------------------------R-----------------------------HR----------------V----W----RARW---DRLWH----G-------D------A-----------------P---------P---------Q--V------L--------W-G--------------AA-D--------------------------A----T------D-L--------------------------D----R--W------N------T---DL-R-F-----S-P-
OKK02916.1 -----------------------------------RP-----LI---------RIYVKVE--P----------DRTPQGGVGRRRA----A--------------R-----------------T----------Q----------R--------YYV-------S-------A--CV-KY--T-------D-------S-------------SALHR--------------------------------D------P-----H----------------------------------T------E----------P------R-----------------------------------------E-------------------S---------V-T-------RS-----QLPV---AVA-ELLTH----MT---Q---L----------R------H---------S--------R------------A--------------------E--NAALELFL-PA--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----F--------------------------------------------------------PN----SL-L-S-R---YRE--ILLHSLERVQ--------R---P---A-------------------------------------------------------------------------------------------F-----------------------------HN----------------A----W----RARW---AHWRT----G-------E------G-----------------------------------PGL--V------H--------E-C--------D--P---E-T--------------------------LSDT-E------H-L--------------------------A----L--L------D------A---KI-G-R-----D-D-
WP_073756692.1 -----------------------------------RP-----LI---------RIYVKVE--P----------DRTPQGGVGRRRA----A--------------R-----------------T----------Q----------R--------YYV-------S-------A--CV-KY--T-------D-------S-------------SALHR--------------------------------D------P-----H----------------------------------T------E----------P------R-----------------------------------------E-------------------S---------V-T-------RS-----QLPV---AVA-ELLTH----MT---Q---L----------R------H---------S--------R------------A--------------------E--NAALELFL-PA--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----F--------------------------------------------------------PN----SL-L-S-R---YRE--ILLHSLERVQ--------R---P---A-------------------------------------------------------------------------------------------F-----------------------------HN----------------A----W----RARW---AHWRT----G-------E------G-----------------------------------PGL--V------H--------E-C--------D--P---E-T--------------------------LSDT-E------H-L--------------------------A----L--L------D------A---KI-G-R-----D-D-
WP_014173263.1 -----------------------------------RP-----VI---------RLYVKVA--P----------DLTPVDAKGRKQG----R--------------R-----------------E----------A----------R--------YTL-------A-------A--RV-RY--A-------E-------S-------------SGLHR--------------------------------E------P-----Q----------------------------------G------E----------P------G-----------------------------------------E-------------------L---------V-T-------RS-----RIPV---AVA-ELLTR----MA---E---L----------W------Q---------S--------R------------A--------------------E--DVVLEFFL-PT--EL-L-N---E---P----V-EW--WNRNP--------Q----L----------------------------G-----Y--------------------------------------------------------AN----PI-L-S-K---YHE--IFIHSLERVQ--------R---R---E-------------------------------------------------------------------------------------------L-----------------------------HH----------------A----W----RMRW---ARWRS----R-------P------E-----------------------------------QAD--V------H--------W-C--------D--A---E-G--------------------------RSTD-E------H-L--------------------------A----L--L------D------A---RI-G-R-----R-D-
ADI03784.1 -----------------------------------------------------------------------------VDAKGRKQG----R--------------R-----------------E----------A----------R--------YTL-------A-------A--RV-RY--A-------E-------S-------------SGLHR--------------------------------E------P-----Q----------------------------------G------E----------P------G-----------------------------------------E-------------------L---------V-T-------RS-----RIPV---AVA-ELLTR----MA---E---L----------W------Q---------S--------R------------A--------------------E--DVVLEFFL-PT--EL-L-N---E---P----V-EW--WNRNP--------Q----L----------------------------G-----Y--------------------------------------------------------AN----PI-L-S-K---YHE--IFIHSLERVQ--------R---R---E-------------------------------------------------------------------------------------------L-----------------------------HH----------------A----W----RMRW---ARWRS----R-------P------E-----------------------------------QAD--V------H--------W-C--------D--A---E-G--------------------------RSTD-E------H-L--------------------------A----L--L------D------A---RI-G-R-----R-D-
WP_023545804.1 -----------------------------------RP-----VI---------RLYIKLV--P----------DLTPLPGTGRRPA----R--------------K-----------------G----------R----------R--------YWV-------S-------A--RV-KY--A-------E-------S-------------PQLHH--------------------------------A------K-----E----------------------------------G------E----------A------R-----------------------------------------Q-------------------P---------V-P-------RA-----QVPA---TVA-RMLTR----MA---S---L----------W------H---------T--------R------------A--------------------Q--EVVLEFFL-PT--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----Y--------------------------------------------------------AN----PL-F-S-K---YPE--IVLHSLERLH--------R---R---D-------------------------------------------------------------------------------------------A-----------------------------YQ----------------I----W----RLRW---ARWKD----A-------P------E-----------------N-----------------EEA--V------H--------Y-C--------D--Q---A-G--------------------------RPVK-E------Y-L--------------------------G----R--L------D------K---TI-G-A-----K-K-
EST34699.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH--------------------------------A------K-----E----------------------------------G------E----------A------R-----------------------------------------Q-------------------P---------V-P-------RA-----QVPA---TVA-RMLTR----MA---S---L----------W------H---------T--------R------------A--------------------Q--EVVLEFFL-PT--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----Y--------------------------------------------------------AN----PL-F-S-K---YPE--IVLHSLERLH--------R---R---D-------------------------------------------------------------------------------------------A-----------------------------YQ----------------I----W----RLRW---ARWKD----A-------P------E-----------------N-----------------EEA--V------H--------Y-C--------D--Q---A-G--------------------------RPVK-E------Y-L--------------------------G----R--L------D------K---TI-G-A-----K-K-
WP_076090753.1 -----------------------------------RP-----VI---------RLYIKLV--P----------DLTPLPGTGRRPA----R--------------R-----------------G----------R----------R--------YWV-------S-------A--RV-KY--A-------E-------S-------------PELHH--------------------------------A------K-----E----------------------------------G------E----------A------Q-----------------------------------------Q-------------------P---------V-P-------RA-----QVPA---TVA-RMLTR----MA---S---M----------W------H---------T--------R------------A--------------------Q--EVVLEFFL-PT--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----Y--------------------------------------------------------AN----PL-F-S-K---YPE--IVLHSLERLH--------R---R---D-------------------------------------------------------------------------------------------S-----------------------------YQ----------------I----W----RMRW---ARWKD----A-------P------K-----------------N-----------------EKA--V------H--------Y-C--------D--Q---A-G--------------------------RPVK-E------H-L--------------------------G----R--L------D------K---TI-G-T-----K-E-
OLZ67512.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HH--------------------------------A------K-----E----------------------------------G------E----------A------Q-----------------------------------------Q-------------------P---------V-P-------RA-----QVPA---TVA-RMLTR----MA---S---M----------W------H---------T--------R------------A--------------------Q--EVVLEFFL-PT--EL-L-N---E---P----V-EW--WDRDP--------S----L----------------------------G-----Y--------------------------------------------------------AN----PL-F-S-K---YPE--IVLHSLERLH--------R---R---D-------------------------------------------------------------------------------------------S-----------------------------YQ----------------I----W----RMRW---ARWKD----A-------P------K-----------------N-----------------EKA--V------H--------Y-C--------D--Q---A-G--------------------------RPVK-E------H-L--------------------------G----R--L------D------K---TI-G-T-----K-E-
WP_018383822.1 -------------------------Q---------AA-----VI---------RSYIKVA--P----------DLAPSDPPGRGPG----D--------------R-----------------S---------------------R--------YWL-------S-------S--CV-RY--T-------E-------S-------------AELHP--------------------------------Q------P----------------------------------------G------V----------P------D-----------------------------------------T-------------------P---------V-A-------RG-----ELPH---AVA-RLLRT----MA---E---E----------W------Q---------S--------R------------A--------------------D--EVVLEFFL-PV--EL-L-D---E---P----V-EW--WDLNP--------N----E----------------------------G-----F--------------------------------------------------------PT----PM-I-H-R---YPD--IRIHSLERVQ--------R---R---Q-------------------------------------------------------------------------------------------H-----------------------------HH----------------A----W----RRRW---RRWSD----V-------P------A-----------------------------------NAA--L------H--------W-C--------T--P---G-G--------------------------RPDD-E------H-L--------------------------G----E--V------Y------G---EI-G-R-----Q-D-
WP_015660490.1 -----------------------------------RP-----LI---------RVYICVT--P----------DRAP-------QR----R--------------R-----------------V----------P----------R--------YHV-------T-------V--AV-KY--A-------D-------S-------------PALHR--------------------------------E------P-----E----------------------------------P------E----------P------Q-----------------------------------------A-------------------S---------V-T-------RD-----RLNV---RVA-ELLSR----VA---A---S----------W------H---------N--------R------------S--------------------D--PVALDFFL-PL--EL-L-D---E---P----V-EW--WNRNP--------A----R----------------------------G-----F--------------------------------------------------------DN----PL-L-N-A---Y-E--VTVHSLERVQ--------R---Q---E-------------------------------------------------------------------------------------------F-----------------------------HR----------------A----W----RERH---ARWKR----Q-------Q------A-----------------N---------GGSGSSHAPGG--V------H--------V-C--------V--L---D-P--------------------------PVADPA------H-L--------------------------S----R--L------D------A---VV-G-Y-----N-D-
WP_033306181.1 -------------------------T---------EG-----MG---------YLAILIE--R----------G---------DDG----D--------------A-----------------H----------G----------G--------YLV-------S-------S--WT-KE--D-------V-------L-------------S---P--------------------------------A------R-----P----------------------------------D------F----------V------D-----------------------------------------F-------------------V---------C-S-------DG-----DLEV---TVE-RAISS----GE---A---S----------L------A---------G--------L------------D--------------------T--PVQLEFLL-GR--DL-V-D---L---P----I-DE--FSTHR--------S----S----------------------------G-----L--------------------------------------------------------PR----SL-V-R-H----YQ--TVIRSLERQR--------D---P---S-------------------------------------------------------------------------------------------I-----------------------------QR----------------V----L----KQRW---RSLRD----T-------P------H-----------------E---------C---------S--W------H--------A-C--------G--G---T-G--------------------------G----L------S-A--------------------------S----D--L------Q------D---LL-G-R-----D-R-
WP_076821061.1 -----------------G-------R---------LE-----EF---------YVVVQFE--P----------D-----------L----A--------------A-----------------S----------G----------G--------FLM-------T-------C--WH-QR--P-------G-------D-------------P---Q--------------------------------F------Y-----L----------------------------------W------X-----------------R-----------------------------------------R-------------------N---------V-T-------RS-----ELEE---ATR-DELAD----AD---T---L----------L------A---------A--------Q------------T--------------------V--DVVLEMIL-PI--EL-L-N---V---P----I-ET--WLKHT--------D----L----------------------------G-----S---------------------------------------------------------G----ML-L-D-D----YP--VVIRSLDXLR--------R---P---G-------------------------------------------------------------------------------------------L-----------------------------HR----------------A----W----RVRW---EKMRT----H-------G------S-----------------R---------Q---------C--A------G--------L-A--------G--G---I-G--------------------------R----G------A-M--------------------------S----S--I------R------A---VI-A-A-----D-E-
WP_084775799.1 ---------------------------QL--PD--AT-----DR---------RVMFVLM--P----------D-----------G----L--------------S-----------------S----------D----------Y--------YVL-------R-------V--WH-DE--G-------G-------A-------------YDG-P--------------------------------P------L-----R----------------------------------D------D----------D------T-----------------------------------------R-----------------------------V-R-------ET-----EIAR---AVT-SRLRH----AL---V---D-----------------------------------GQ------------R--------------------T--DLTVEFWL-PL--AL-V-N---E---P----V-WE--WCRPA--------G----E--------------------------------------------------------------------------------------------Q----EA-A-W-D----CR--VLVRSLDRLQ--------S---P---D-------------------------------------------------------------------------------------------S-----------------------------HS----------------S----W----RERW---MQLMR---------------------------------------------------------------------------------------E--D---V-P--------------------------AP---P------C-P--------------------------G----R--R------E------T---EG-A-A-----R-R-
ARH94839.1 -----------------------------------AT-----DR---------RVMFVLM--P----------D-----------G----L--------------S-----------------S----------D----------Y--------YVL-------R-------V--WH-DE--G-------G-------A-------------YDG-P--------------------------------P------L-----R----------------------------------D------D----------D------T-----------------------------------------R-----------------------------V-R-------ET-----EIAR---AVT-SRLRH----AL---V---D-----------------------------------GQ------------R--------------------T--DLTVEFWL-PL--AL-V-N---E---P----V-WE--WCRPA--------G----E--------------------------------------------------------------------------------------------Q----EA-A-W-D----CR--VLVRSLDRLQ--------S---P---D-------------------------------------------------------------------------------------------S-----------------------------HS----------------S----W----RERW---MQLMR---------------------------------------------------------------------------------------E--D---V-P--------------------------AP---P------C-P--------------------------G----R--R------E------T---EG-A-A-----R-R-
WP_033267594.1 ---------------------------QL--PD--AT-----DR---------RVMFVLM--P----------D-----------G----L--------------S-----------------S----------D----------Y--------YVL-------R-------V--WH-DE--G-------G-------A-------------YDG-P--------------------------------P------L-----R----------------------------------D------D----------D------T-----------------------------------------R-----------------------------V-R-------ET-----EIAR---AVT-SRLRH----AL---V---D-----------------------------------GQ------------R--------------------T--DLTVEFWL-PL--AL-V-N---E---P----V-WE--WCRPA--------G----E--------------------------------------------------------------------------------------------Q----EA-A-W-D----CR--VLVRSLDRLQ--------S---P---D-------------------------------------------------------------------------------------------S-----------------------------HS----------------S----W----RERW---MQLMR---------------------------------------------------------------------------------------E--D---V-P--------------------------AP---P------C-A--------------------------G----R--R-----------------EG-A-A-----R-R-
WP_069570249.1 ---------------------------QL--PD--AT-----DR---------RVMFVLM--P----------D-----------G----L--------------S-----------------S----------D----------Y--------YVL-------R-------V--WH-DE--G-------G-------A-------------YDG-P--------------------------------P------L-----R----------------------------------D------D----------D------T-----------------------------------------R-----------------------------V-R-------ET-----EIAR---AVA-SRLRH----AL---V---D-----------------------------------GQ------------R--------------------T--DLTVEFWL-PL--AL-V-N---E---P----V-WE--WCRPA--------G----E--------------------------------------------------------------------------------------------Q----EA-A-W-D----CR--VLVRSLDRLR--------S---P---D-------------------------------------------------------------------------------------------S-----------------------------HS----------------S----W----RERW---MQLMR---------------------------------------------------------------------------------------E--D---V-P--------------------------AP---P------Y-A--------------------------G----R--R------E------A---GE-A-G-----R-R-
WP_083103843.1 ---------------------------QL--PD--AT-----DR---------RVMFVLM--P----------D-----------G----L--------------E-----------------N----------D----------Y--------YVL-------R-------V--WH-DE--G-------G-------A-------------YDG-P--------------------------------P------L-----R----------------------------------D------D----------D------T-----------------------------------------R-----------------------------V-R-------HP-----DIAR---AVS-SRLRH----AL---A---G-----------------------------------SQ------------R--------------------T--DLTVEFWL-PL--AL-V-N---Q---P----V-WE--WCQTA--------S----A--------------------------------------------------------------------------------------------S----DA-E-W-D----CR--VLVRSLDRLQ--------S---P---D-------------------------------------------------------------------------------------------T-----------------------------HS----------------S----W----RERW---MRLMR---------------------------------------------------------------------------------------E--D---V-A--------------------------TP----------C-T--------------------------G----L--R------D------S---TD-D-D-----R-Q-
WP_058915121.1 -------------------------PAHD--CE--SL-----ES---------RVMFVLL--A----------D-----------G----L--------------G-----------------D----------D----------Y--------CVL-------Q-------V--WH-QD--G-------Q-------A-------------VNA-P--------------------------------P------V-----R----------------------------------V------S----------D------A-----------------------------------------R-----------------------------V-R-------RQ-----DLGP---LVY-ERLQQ----AM---A---H----------I------------------------GQ------------S--------------------V--PLTIEFWL-PL--TL-A-N---L---P----V-VQ--WCRPS--------V----E--------------------------------------------------------------------------------------------S----PA-R-N-------R--VVVRSLDRPG--------T---P---R-------------------------------------------------------------------------------------------A-----------------------------HD----------------A----W----RQRW---DQMIT----G--------------------------------------------------------------S--------L-P--------D--R---R-P--------------------------HD---T------S-D--------------------------E----P--S------D------A---AP-S-V-----Q-S-
WP_058915197.1 -------------------------PAHR--CE--SR-----ES---------RVMFVLL--A----------D-----------G----L--------------G-----------------D----------D----------Y--------YVL-------Q-------V--WH-QD--G-------Q-------A-------------ADA-P--------------------------------P------V-----R----------------------------------G------S----------D------A-----------------------------------------R-----------------------------V-R-------RQ-----DLGP---LVR-ERLQQ----AM---A---H----------I------------------------GQ------------S--------------------V--PLTIEFWL-PF--TL-A-N---L---P----V-VQ--WCRPG--------A----E--------------------------------------------------------------------------------------------S----PA-R-N-------R--VVVRSLDRLG--------T---P---A-------------------------------------------------------------------------------------------A-----------------------------QL----------------S----W----KRLW---DQMIT----G--------------------------------------------------------------S--------L-A--------D--R---T-P--------------------------HD---T------P-T--------------------------E----P--S------D------V---AT-D-V-----Q-S-
WP_061441115.1 ---------------------------VL--PE--RS-----PA---------RVMFVLL--P----------D-----------G----L--------------Q-----------------K----------D----------T--------YTL-------R-------M--WH-RE--G---------------A-------------RAK-P--------------------------------A------L-----R----------------------------------D------E----------D------T-----------------------------------------Q-------------------A---------V-S-------HT-----ELRP---TVA-QRLRQ----WV---Q---E----------T------S---------E-------AV------------L--------------------D--DMCVEFWL-PL--PL-I-N---E---P----V-WD--WCADA--------T-------------------------------------------------------------------------------------------------Q----PA-R-P-A----RT--VLIRSLDRLQ--------I---P---T-------------------------------------------------------------------------------------------I-----------------------------QS----------------A----W----RARW---DSLMH----A-------S------E-----------------E---------AE--------S--P------D--------R-G--------T--A---V-S--------------------------AP---H------D-A--------------------------E----P--D------R------E---SA-A-S-----R-K-
KQC35434.1 -------------------------VP-----R--RR-----TG---------IVSLQFQ--P----------V-----------G----P--------------R-----------------S----------E----------D--------HLA-------S-------W--WL-HW--A-------D-------A-----------------A--------------------------------T------P-----H----------------------------------Q------G----------G------A-----------------------------------------R-------------------P---------A-R-------PE-----LFEQ---IAA-AVVED----AE---E---I----------L------G---------A---EIPTGE------------S--------------------A--ELVVEIFL-PF--AY-M-D---L---P----V-TS--WRRQI--------H---------------------------------G-----T--------------------------------------------------------PR----LL-V-E-D----HP--VVVRSFERLH--------R---R---G-------------------------------------------------------------------------------------------S-----------------------------RF----------------L----W----LQRW---AALTA----P-------D------P-----------------S---------G---------M--V---------------V-A--------D--A-------------------------------------A------R-V--------------------------G----R----------------H---GL-A-K-----D-E-
WP_044887383.1 -------------------------VP-----R--RR-----TG---------IVSLQFQ--P----------V-----------G----P--------------R-----------------S----------E----------D--------HLA-------S-------W--WL-HW--A-------D-------A-----------------A--------------------------------T------P-----H----------------------------------Q------G----------G------A-----------------------------------------R-------------------P---------A-R-------PE-----LFEQ---IAA-AVVED----AE---E---I----------L------G---------A---EIPTGE------------S--------------------A--ELVVEIFL-PF--AY-M-D---L---P----V-TS--WRRQI--------H---------------------------------G-----T--------------------------------------------------------PR----LL-V-E-D----HP--VVVRSFERLH--------R---R---G-------------------------------------------------------------------------------------------S-----------------------------RF----------------L----W----LQRW---AALTA----P-------D------P-----------------S---------G---------M--V---------------V-A--------D--A-------------------------------------A------R-V--------------------------G----R----------------H---GL-A-K-----D-E-
WP_055409980.1 -------------------------VP-----R--RR-----TG---------IVSLQFQ--P----------V-----------G----P--------------R-----------------S----------E----------D--------HLA-------S-------W--WL-HW--A-------D-------A-----------------A--------------------------------T------P-----H----------------------------------Q------G----------G------A-----------------------------------------R-------------------P---------A-R-------PE-----LFEQ---IAA-AVVED----AE---E---I----------L------G---------A---EIPTGE------------S--------------------A--ELVVEIFL-PF--AY-M-D---L---P----V-TS--WRRQI--------H---------------------------------G-----T--------------------------------------------------------PR----LL-V-E-D----HP--VVVRSFERLH--------R---R---G-------------------------------------------------------------------------------------------S-----------------------------RF----------------L----W----LQRW---AALTA----P-------D------P-----------------S---------G---------M--V---------------V-A--------D--A-------------------------------------A------R-V--------------------------G----R----------------H---GL-A-K-----D-E-
WP_055870159.1 -------------------------VP-----R--RR-----TG---------IVSLQFQ--P----------V-----------G----P--------------R-----------------S----------E----------D--------HLA-------S-------W--WL-HW--A-------D-------A-----------------A--------------------------------T------P-----H----------------------------------Q------G----------G------A-----------------------------------------R-------------------P---------A-R-------PE-----LFEQ---IAX-AVVED----AE---E---I----------L------G---------A---EIPTGE------------S--------------------A--ELVVEIFL-PF--AY-M-D---L---P----V-TS--WRRQI--------H---------------------------------G-----T--------------------------------------------------------PR----LL-V-E-D----HP--VVVRSFERLH--------R---R---G-------------------------------------------------------------------------------------------S-----------------------------RF----------------L----W----LQRW---AALTA----P-------D------P-----------------S---------G---------M--V---------------V-A--------D--A-------------------------------------A------R-V--------------------------G----R----------------H---GL-A-K-----D-E-
KQM03127.1 ------------------------------------------------------VSLQFQ--P----------V-----------G----P--------------R-----------------S----------E----------D--------HLA-------S-------W--WL-HW--A-------D-------A-----------------A--------------------------------T------P-----H----------------------------------Q------G----------G------A-----------------------------------------R-------------------P---------A-R-------PE-----LFEQ---IAX-AVVED----AE---E---I----------L------G---------A---EIPTGE------------S--------------------A--ELVVEIFL-PF--AY-M-D---L---P----V-TS--WRRQI--------H---------------------------------G-----T--------------------------------------------------------PR----LL-V-E-D----HP--VVVRSFERLH--------R---R---G-------------------------------------------------------------------------------------------S-----------------------------RF----------------L----W----LQRW---AALTA----P-------D------P-----------------S---------G---------M--V---------------V-A--------D--A-------------------------------------A------R-V--------------------------G----R----------------H---GL-A-K-----D-E-
WP_011601501.1 -------------------------PG-----H--QR-----TY---------VVSLSFQ--P----------V-----------G----P--------------S-----------------P----------E----------D--------HLA-------S-------A--RL-YG--A-------D-------H-----------------E--------------------------------V------R-----H----------------------------------L------G----------T------P-----------------------------------------R-------------------M---------A-R-------PG-----GFEE---IAA-GVVDE----AE---E---I----------L------K---------E---ETPLSE------------P--------------------V--SLAVEVFL-PL--TR-M-D---L---P----V-TS--WRRES--------D---------------------------------G-----D--------------------------------------------------------PR----LL-I-E-D----HT--VVVRSFERTR--------Q---R---G-------------------------------------------------------------------------------------------P-----------------------------SL----------------R----Q----RRRW---AQLLR----P-------S------P-----------------P---------A---------M--A---------------A-A--------H--A-------------------------------------A------D-L--------------------------K----E----------------F---EL-A-R-----N-D-
WP_055750283.1 -------------------------PG-----H--QR-----TY---------VVSLSFQ--P----------V-----------G----P--------------S-----------------P----------E----------D--------HLA-------S-------A--RL-YG--A-------D-------H-----------------E--------------------------------V------R-----H----------------------------------L------G----------T------P-----------------------------------------R-------------------M---------A-R-------PG-----GFEE---IAA-GVVDE----AE---E---I----------L------K---------E---ETPLSE------------P--------------------V--SLAVEVFL-PL--TR-M-D---L---P----V-TS--WRRES--------D---------------------------------G-----D--------------------------------------------------------PR----LL-I-E-D----HT--VVVRSFERTR--------Q---R---G-------------------------------------------------------------------------------------------P-----------------------------SL----------------R----Q----RRRW---AQLLR----P-------S------P-----------------P---------A---------M--A---------------A-A--------H--A-------------------------------------A------D-L--------------------------K----E----------------F---EL-A-R-----N-D-
ESQ11647.1 -----------------------------------HP-----PP---------TLLCKIE--P----------L-----------L----D--------------R-----------------VE---------E----------V--------YCL-------R-------T--WW-GY--A-------E-------P-------------E---E--------------------------------P------------D----------------------------------A------R----------M------P----------------------PRMEFDQVGNQADQSDAEVP--E----E-----------A---------V-D-------RD-----HLAN---ALA-IRLQRALNLRR---P---D---------------------------W--------R------------H--------------------D--LPRLEIVS-PL--TL-L-D---W---S----P-RQ--VQIR-------------------------------------------------S--------------------------------------------------------SN----CI-T-H-D----YP--VILRSWERHCSSPGTTFSD---L---E-------------------------------------------------------------------------------------------T-----------------------------LG----------------A----W----TLKS---DALRR----R-------V------C-----------------LN-------QQ---------H--V------M--------S-A--------A--E---V-R-------------------------------A------L-A--------------------------D----R--M------K------Q---TL-C-G-------Q-
WP_051552905.1 -------------------------G------Q--LR-----RT---------FLLVKLE--P----------D-----------L----I--------------D-----------------S---------------------G--------HRT-------T-------V--WQ-YI--G-------D-------D-------------G---K--------------------------------Q------------V----------------------------------V------T----------S------P-----------------------------------------E-------------------A---------W-Q-------LR-----DVAD---ALS-DLLVD----FD---P---V---------------------------G--------T------------V--------------------D--PPVVEFMV-PT--EM-M-D---E---T----V-EN--LPVRL--------T----H----------------------------------D--------------------------------------------------------EA----PL-G-A-A----CP--VVVRPLERFE--------N---T---V-------------------------------------------------------------------------------------------W-----------------------------CA----------------A----H----AAVW---PKVAS----Y-------H------A-----------------YD-------EQ---------A--I------H--------W-I--------E--Q---E-P-------------------------------G------N-T--------------------------A----F--D------P------S---NL-H-G-------Q-
AKV66220.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------G---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_072926886.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------G---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_008196908.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKQNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------G---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRT--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-N-QK----H---
WP_061430552.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------G---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------N------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_002762804.1 --------------------------K-I--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------G---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRT--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDEI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_002752614.1 --------------------------K-I--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------D---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------V---------F-M-------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------A--RPEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------D--------------------------------------------------------------RP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-N-QK----H---
WP_002782651.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHV-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IKLWNIYKKE------------------------------------------------------------------------------------------------------Q-------------------D---------F-M-------IE-----KMQDS---FY-EVIPE----MF-----------------------YYL---------P--------N------------Q--------------------A--RLKIEFFL-PF--AL-L-K---H---S----L-ED--IKFRT--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_052275695.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LE-----EMQNS---FY-QVIPE----MF-----------------------YYL---------P--------D------------R--------------------V--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------E--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
EPF21807.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LE-----EMQNS---FY-QVIPE----IF-----------------------YYL---------P--------N------------Q--------------------A--RLKIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------G---------------------------------D--------------------------------------------------------------GP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDKI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-N-QK----H---
WP_002771097.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHI-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IELWNIYEKE------------------------------------------------------------------------------------------------------E-------------------N---------F-R-------LE-----EMQNS---FY-QVIPE----IF-----------------------YYL---------P--------D------------R--------------------A--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRS--------G---------------------------------D--------------------------------------------------------------GP----SI-G-Y-D----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDEI---EGIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_002787889.1 ------------------------------------------G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHI-------N-------T--MF-FV--G-------I-------N-------------N---K-----------------------------------IELWSIYEKE------------------------------------------------------------------------------------------------------E-------------------N---------F-R-------LE-----EMQNS---FY-QVIPE----IF-----------------------YYL---------P--------D------------R--------------------A--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_002775629.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHI-------N-------T--MF-FV--G-------T-------N-------------N---K-----------------------------------IQLWSIYEKE------------------------------------------------------------------------------------------------------E-------------------S---------F-R-------LE-----EMQNS---FY-QVIPE----IF-----------------------YYL---------P--------D------------R--------------------A--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------D---------------------------------D--------------------------------------------------------------RP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDEI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--G---G-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_024970300.1 --------------------------K-N--IE--LE-----G----------RIQIVIS--P----------A-----------IDKHNN--------------TG------------LQ--T----------E----------Y--------FHI-------N-------T--MF-FV--G-------T-------N-------------N---K-----------------------------------IQLWSIYEKE------------------------------------------------------------------------------------------------------E-------------------S---------F-R-------LE-----EMQNS---FY-QVIPE----IF-----------------------YYL---------P--------D------------R--------------------A--RLEIEFFL-PF--AL-L-K---H---S----L-ED--IKFRC--------D---------------------------------D--------------------------------------------------------------RP----SI-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDEI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_004269018.1 -------------------------ER-I--NR--EE-----L----------RLQIEIE--Q----------D-----------LDKDNN--------------TG------------RV--F----------N----------S--------FHL-------R-------M--NL-WI--K-------S-------Q-------------H---R--------------------------------P-LGRFAENEKIE------------------------------------------------------------------------------------------------------L-------------------N---------S-E-------IE-----SCPESQTFLA-NLIRK----AR-----------------------YSL---------P--------N------------K--------------------V--KLNLEIFL-PI--KV-L-K---Y---P----L-EE--FQFKR--------G----T----------------------------M--------------------------------------------------------------WR----SL-G-Y-E----YP--VFINSFDRYF--------D---E---D-------------------------------------------------------------------------------------------F-R---------------------------------------------E----I----RDEI---EEIK----------------------------------------------------------R--A------L--------W-E--------N--N---S-----------------------------------------------------------------------------------------------DL-D-QK----D---
WP_008185555.1 --------------------------E-L--IK--KE-----KP---------RLQVEIE--P----------E-----------VDNSNG--------------TG------------QA--S----------G----------A--------LLV-------S-------M--NL-WL--E-------S-------Q-------------D---L--------------------------------P-LGRFAEKIRLEP----------------------------------R------E----------S------E-----------------------------------------E-------------------S---------F-L-------EQ-----ESESLYTNLE-QILPN----LI---R---K----------A---RYSL---------P--------A------------R--------------------V--NLTIEYFL-PF--DY-F-K---T---Q----L-DN--IRFKR--------G----R----------------------------N--------------------------------------------------------------LT----PL-G-E-E----YP--IFINSFERYF--------D---Q---D-------------------------------------------------------------------------------------------F-L---------------------------------------------E----I----RDEI---EVKK----------------------------------------------------------Q--G------L--------W-N--------D--V---N-N--------------------------P-----------V-T--------------------------EP---S--V------P------G---EF-E-GD----D-I-
WP_071106907.1 --------------------------E-L--IK--KE-----KQ---------RLQVEIE--P----------E-----------FDNDNG--------------TG------------QA--S----------G----------A--------LFL-------S-------I--NL-WL--E-------S-------Q-------------D---L--------------------------------P-LGRFAEKIRLEP----------------------------------R------E----------S------E-----------------------------------------E-------------------S---------F-L-------EQ-----ESESLYTNLE-KILPN----LI---R---K----------A---RYSL---------P--------A------------R--------------------V--NLTIEYFL-PF--DY-F-K---T---Q----L-EN--IRFKR--------G----R----------------------------N--------------------------------------------------------------LT----PL-G-E-E----YP--IFINSFERYF--------D---Q---D-------------------------------------------------------------------------------------------F-L---------------------------------------------E----I----RDEI---EVKK----------------------------------------------------------Q--G------L--------W-N--------D--V---N-N--------------------------S-----------V-T--------------------------QP---S--V------P------G---EF-E-GD----D-I-
WP_075896672.1 --------------------------E-L--IT--TE-----NL---------RLQVEIE--P----------E-----------VDNDNG--------------TG------------QA--S----------G----------A--------LLL-------S-------M--NL-WL--E-------S-------Q-------------D---L--------------------------------P-LGRFAEKIRLEP----------------------------------C------D----------S------G-----------------------------------------K-------------------S---------V-S-------EQ-----ESESLYTNLE-KILPN----LI---R---K----------A---RYSL---------P--------E------------R--------------------V--NLTIEYFL-PF--DY-F-K---T---K----L-EK--IRFKR--------G----R----------------------------N--------------------------------------------------------------LT----PL-G-E-E----YP--IFINSYERYF--------D---P---D-------------------------------------------------------------------------------------------F-L---------------------------------------------E----I----RDEI---EVKK----------------------------------------------------------Q--G------L--------W-N--------D--V---N-N--------------------------S-----------V-T--------------------------EP---S--V------P------G---EF-E-GD----D-I-
EIP98809.1 -------------------------AT-----S--TL-----PP---------LLQIAAS--P----------A-----------CESYDA--------------AR------------PV--N----------L----------R--------YRI-------E-------A--WL-WS--R-------G-------L-------------A---R--------------------------------P-LDTT------------------------------------------R------W----------P------V-----------------------------------------G-------------------P---------H-A-------VA-----DLAR---ILP-TIVVQ----AL---A---I----------L-------------------------P------------D--------------------D--RMRIELIL-PR--EL-L-D---S---G----L-DR--VACG--------------A----------------------------D-----P--------------------------------------------------------AD----TL-G-C-R----WP--VILRPYDRLY--------H---D---G-------------------------------------------------------------------------------------------R-L----------DLAA---A---------HR----------------T----S----LRKW---REANS----G-------A------A-------------------------------------A--S------A--------W-A--------C--D---T-E--------------------------A-----------F-T--------------------------E----D--F------L------R---QL-R-T-----K-H-
WP_043125777.1 -------------------------AT-----S--TL-----PP---------LLQIAAS--P----------A-----------CESYDA--------------AR------------PV--N----------L----------R--------YRI-------E-------A--WL-WS--R-------G-------L-------------A---R--------------------------------P-LDTT------------------------------------------R------W----------P------V-----------------------------------------G-------------------P---------H-A-------VA-----DLAR---ILP-TIVVQ----AL---A---I----------L-------------------------P------------D--------------------D--RMRIELIL-PR--EL-L-D---S---G----L-DR--VACG--------------A----------------------------D-----P--------------------------------------------------------AD----TL-G-C-R----WP--VILRPYDRLY--------H---D---G-------------------------------------------------------------------------------------------R-L----------DLAA---A---------HR----------------T----S----LRKW---REANS----G-------A------A-------------------------------------A--S------A--------W-A--------C--D---T-E--------------------------A-----------F-T--------------------------E----D--F------L------R---QL-R-T-----K-H-
WP_050025083.1 -------------------------TP---------G-----GS---------ILLIKLE--R----------D-----------ALSH----------------------------------A----------P----------K--------YHL-------T-------T--WT-IV--H-------G-------Q-------------H---E--------------------------------K-LEGL------------------------------------------P------L-----------------------------------------------------------H-------------------S---------L-E-------IK-----DFKE---ALS-HCIAR----AR---Q---I----------V----LGR---------S--------Q------------S--------------------S--EIWIEVIL-PF--EL-L-E---Y---A----F-DA--TTSPC--------E----D----------------------------H-----C--------------------------------------------------------AN----IV-G-A-H----WP--VLIRSYDRIY--------N---D---G-------------------------------------------------------------------------------------------D-R-----------FQQ---A---------QV----------------L----W----TQKW---TALFA----S-------Q------D-----------------G---------K---------D--I------S--------Y-A--------T--S---L-E--------------------------D-----------Y-T--------------------------P----T--F------F------N---DL-Q-QG----A-N-
EFO80363.1 -------------------------QP-Q--TT--SE-----KL---------GLLIAID--R----------V-----------P----Q--------------Y-----------------D----------H----------L--------YHI-------L-------A--WS-WP--D-------R-------R-------------K---L--------------------------------W-----PP-----V----------------------------------G------E----------E------M-----------------------------------------G-------------------A---------F-S-------VF-----ELPQ---AIH-HLYQR----VY---T---D----------I------A---------R--------S------------G--------------------E--DLRVELML-HH--SL-L-V---E---P----T-HE--WKVAVWFDED--DP----D---------D------------------M-----V--------------------------------------------------------EQ----PL-Y-M-R----HP--VVVRSVERAL--------S---P---K-------------------------------------------------------------------------------------------L-A-----------MVD---A---------RA----------------R----W----RTRW---GQIRD----A-------C------TCSWHRPHQIGAPQ----Q---------P---------P---------L--------F-C--------P--T---R-A--------------------------E----E------F-D--------------------------G----D--L------F------N---QL-V-G-----D-D-
WP_044200456.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML-HH--SL-L-V---E---P----T-HE--WKVAVWFDED--DP----D---------D------------------M-----V--------------------------------------------------------EQ----PL-Y-M-R----HP--VVVRSVERAL--------S---P---K-------------------------------------------------------------------------------------------L-A-----------MVD---A---------RA----------------R----W----RTRW---GQIRD----A-------C------TCSWHRPHQIGAPQ----Q---------P---------P---------L--------F-C--------P--T---R-A--------------------------E----E------F-D--------------------------G----D--L------F------N---QL-V-G-----D-D-
AKI98915.1 -----------------------------------------------------YLMVKLE--R----------V-----------T----V--------------E-----------------G------------------------------FQV-------E-------A--WL-AD--K-------R-------S-------------R---F--------------------------------P-----RA-----I----------------------------------Y------Q----------E------E-----------------------------------------R-------------------S---------W-K-------LE-----EIPQ---ALR-QIWRR----RELAEP---L----------K------Q---------L--------G------------E--------------------S--KLTVEFLL-PR--EL-L-L---H---A----V-ED--WRVLP---------------------------------------------------------------------------------------------------------GA----PI-G-A-R----YQ--VVVRSLERVY--------A---E---V-------------------------------------------------------------------------------------------R-PPL---EPELEDLPL---A---------ST----------------P----W----NEKW---RLFSS----S-------P------Q-----------PP----S---------R---------P---------V--------W-V--------R--R---E-A--------------------------D----H------Q-G--------------------------A----R--F------F------A---DL-V-L-----P-E-
WP_043403736.1 -------------------------------RR--LR-----GL---------HLFVKCD--S----------G-----------LRPSVG--------------P-----------------E----------D----------P--------VSV-------T-------A--WL-WS--I-------G-------M-------------D---R--------------------------------KPVSEIPE-----L----------------------------------I------L----------E------C-----------------------------------------T-------------------E---------C-P-------LS-----KVPE---RLT-QIRKS----ARVL-A---L----------L------E---------E--------A------------G--------------------Q--QMSVEVCL-RQ--NL-L-S---M---A----V-DS--WRITV--------G---------------------------------R-----T--------------------------------------------------------PI----SL-G-F-K----HP--VVVRSFERLY--------L---R---D-------------------------------------------------------------------------------------------S-E----------DFRD---I---------LG----------------E----W----QSKW---DQLKM----L-------P------GT----------PA----A---------S---------P--L------Q--------W-I--------G--P---E-D--------------------------T-------------G--------------------------E----S--L------V------E---KL-M-Q-----P-H-
WP_047855766.1 --------------------------------R--PH-----TL---------RLFVKCE--S----------K-----------KSDAGL--------------P-----------------E----------D----------E--------LFV-------T-------V--WL-WS--M-------D-------E-------------D---Q--------------------------------KPLSPIPE-----R----------------------------------I------L----------D------R-----------------------------------------T-------------------P---------T-T-------LG-----KLPE---LLV-QVLHE----PKVT-F---A----------L------W---------Q--------A------------Q--------------------D--RMTIEVCL-RH--KL-L-S---Q---N----V-DA--WPLTL--------G----E---------E------------------E-----D--------------------------------------------------------RV----RL-G-F-Q----YP--LVVRPFERLY--------E---A---R-------------------------------------------------------------------------------------------W-R----------GW----------------G----------------L----W----RNKW---EQLKQ----H-------Q------GM----------PE----E---------S---------P--V------E--------W-V--------L--P---R-D--------------------------M-------------G--------------------------E----N--L------A------E---RL-G-H-----T-R-
WP_047861215.1 --------------------------------R--RG-----PL---------RLFVKCELSR----------E-----------GESHVA--------------P-----------------E----------S----------E--------IFV-------T-------A--WC-WE--V-------G-------E-------------D---S--------------------------------RPISEFPE-----P----------------------------------I------Q----------E------P-----------------------------------------T-------------------R---------R-R-------LN-----QFPE---LLG-EIYQK----PALR-K---R----------L------S---------A--------A------------H--------------------D--AMTIEVCL-GV--DL-L-S---K---E----V-DS--WPLQH--------E----L---------T------------------Q-----D--------------------------------------------------------TV----PV-G-R-R----YP--VVVRSFERLY--------R---L---E-------------------------------------------------------------------------------------------N-Q----------------------------G----------------L----W----NKRC---ELLKQ----V-------G-------------------D----A---------G---------R--V------L--------W-V--------H--S---G-L--------------------------T-------------R--------------------------D----R--L------R------E---RI-H-R-----D-E-
AKJ08456.1 --------------------------------------------------------------------------------------ESHVA--------------P-----------------E----------S----------E--------IFV-------T-------A--WC-WE--V-------G-------E-------------D---S--------------------------------RPISEFPE-----P----------------------------------I------Q----------E------P-----------------------------------------T-------------------R---------R-R-------LN-----QFPE---LLG-EIYQK----PALR-K---R----------L------S---------A--------A------------H--------------------D--AMTIEVCL-GV--DL-L-S---K---E----V-DS--WPLQH--------E----L---------T------------------Q-----D--------------------------------------------------------TV----PV-G-R-R----YP--VVVRSFERLY--------R---L---E-------------------------------------------------------------------------------------------N-Q----------------------------G----------------L----W----NKRC---ELLKQ----V-------G-------------------D----A---------G---------R--V------L--------W-V--------H--S---G-L--------------------------T-------------R--------------------------D----R--L------R------E---RI-H-R-----D-E-
WP_019496023.1 -------------------------K------K--KL-----AP---------SLMVLVC--E----------V-----------G----G--------------I-----------------P----------A----------E--------YDV-------S-------I--YQ-WEAAS-------V-------D-------------G---KS--------------------------KW---RQQ---HL-----V----------------------------------N------S----------G------S-----------------------------------------S-------------------L---------P-T-------ID-----DVHK---FVS-AELSK----IV---Q---R----------L------P---------E--------G------------T--------------------P--QPIIEFLL-PY--RL-F-H---L---N----V-DQ--WLIKI--------E----K---------S----------------F-G-----K--------------------------------------------------------NL----II-G-E-V----YP--VVVRCAEYAE--------E---P---R-------------------------------------------------------------------------------------------L-----------------------------RD----------------T----V----RELW---EIYHS----S-------T------D-----------------A---------T------LNDI--I------C--------W-A--------D--E---K-M-------------------------------N-----------------------------------E----T--L------I------Y---NN-I-C-----Y-K-
AMV25226.1 -----------------------------------------------------TLVCVIS--P----------D-----------D----S--------------R-----------------G----------E----------R--------WGL-------R-------S--WL-YG--P-------P-------T-------------G---PE--------------------------QH---HTI---RS-----L----------------------------------G------E----------G------G-----------------------------------------V-------------------L---------G-T-------SG-----AFMR---DLS-DLMRA----TL---D---E----------V------A------E--H--------T------------A--------------------A--AVSIDFFV-PR--GL-R-H---I---A----I-DQ--CLIPA--------P----M---------T------------------G-----Q--------------------------------------------------------TR----LL-G-V-E----YP--VVLRCVDRAT--------A---A---G-------------------------------------------------------------------------------------------A-----------------------------NR----------------A----R----AAQI---RRTVH----L-------L------S-----------------G---------V---------V--H------E--------F-T--------T--A---R-H-------------------------------T-----------------------------------E----D--P------S------R---VL-A-A-----G-H-
AKV67731.1 -------------------------EL-P--KE--GL-----EA---------YLIIKVD--S----------S-----------K----N--------------I-----------------RYKNITTIENIE----------K--------HLI-------R-------A--WF-WR--L-------N-------P-------------N---N--------------------------------I------Q-----N---KDI-----KH------I--------------PL----------------------------------------------------------------------------------------------------------Y-----DHNH---TLT-HIIND----C--------------------------R---------E--------R---------S--E--------------------E--ITSVEFFA-DE--KL-L-S---S---D----F-ES--WEYKS--------E----F----------------------------K-----P--------------------------------------------------------NT----KL-K-E-N----YF--VNSRLSARSC--------I---D-----------------------------------------------------------------------------------------------KTS-----------D-----P---------YK----------------K----W----IKKW---EKLQN----E-------A------I-----------------I---------V---------E--D-----------------I--------Q--D-------------------------------------N------D-C--------------------------K----H---------H------C---R----R-----Q---
WP_052276528.1 ------------------------------------------EA---------YLIIKVD--S----------S-----------K----N--------------I-----------------RYKNITTIENIE----------K--------HLI-------R-------A--WF-WR--L-------N-------P-------------N---N--------------------------------I------Q-----N---KDI-----KH------I--------------PL----------------------------------------------------------------------------------------------------------Y-----DHNH---TLT-HIIND----C--------------------------R---------E--------R---------S--E--------------------E--ITSVEFFA-DE--KL-L-S---S---D----F-ES--WEYKS--------E----F----------------------------K-----P--------------------------------------------------------NT----KL-K-E-N----YF--VNSRLSARSC--------I---D-----------------------------------------------------------------------------------------------KTS-----------D-----P---------YK----------------K----W----IKKW---EKLQN----E-------A------I-----------------I---------V---------E--D-----------------I--------Q--D-------------------------------------N------D-C--------------------------K----H---------H------C---R----R-----Q---
WP_002739618.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNY--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------N---R---Y-------------------------------------------------------------------------------------------RNQ-----------P-----V---------YK----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_012266974.1 ----------------------K--PN-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNY--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------N---R---Y-------------------------------------------------------------------------------------------RNQ-----------P-----V---------YK----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_002743978.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----E---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DIPN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------C---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLTRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
CAO86959.1 -----------------------------------------------------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----E---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DIPN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------C---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLTRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_004268273.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SH----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_061432002.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_016516065.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SH----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_072926262.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--CF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITK---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_002755874.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----G--------------Q------------------ANT------YH----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-DG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_004162809.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SH----------E--------YKF-------A-------A--WF-LQ--L-------N-------I-------------S---Q--------------------------------S------Q-----G---NNY-----IH------L--------------PG-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-NG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------K---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ESLKK----T-------F------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_002757186.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----S--------------Q------------------ANT------SP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----E---NNY-----IH------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-NG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-V----YF--VNVRSLMRLE--------N---R---Y-------------------------------------------------------------------------------------------RNQ-----------P-----V---------YK----------------N----W----KSRW---ERLTT----N-------S------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_002769615.1 ----------------------E--PD-N--RE--NI-----NN---------YLIIKIE--E----------S-----------K----G--------------H-----------------VANT------SP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----E---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------N--------R---------G--G--------------------A--NLNIEFFT-NG--KL-L-Y---T---N----F-ES--WEYNY--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-T----YF--VNVRSLMRLE--------T---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ESLKK----T-------F------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
CCI03551.1 -----------------------------------------------------YLIIKIE--E----------S-----------K----G--------------H-----------------VANT------SP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----E---NNY-----IP------L--------------PV-DSS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------N--------R---------G--G--------------------A--NLNIEFFT-NG--KL-L-Y---T---N----F-ES--WEYNY--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-T----YF--VNVRSLMRLE--------T---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ESLKK----T-------F------I-----------------D---------T---------Q--T-----------------V--------T--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
WP_002786763.1 ----------------------E--LD-N--LE--NI-----NN---------YLIIKIE--E----------S-----------K----G--------------Q------------------ANT------FP----------E--------YKF-------A-------A--WF-LQ--L-------N-------T-------------S---Q--------------------------------S------Q-----G---NNY-----IP------L--------------PV-ESS-V----------S------K-----------------------------------------D-------------------V---------Y-T-------QK-----DITN---ILT-KIIED----C--------------------------H---------E--------R---------G--G--------------------A--NLNIEFFT-NG--KL-L-Y---T---N----F-ES--WEYNC--------F---------------------------------D-----S--------------------------------------------------------LT----QL-K-R-T----YF--VNVRSLTRLE--------T---M---Y-------------------------------------------------------------------------------------------SKM-----------P-----A---------YQ----------------H----W----KSRW---ESLKK----T-------F------I-----------------D---------T---------Q--T-----------------V--------N--N-------------------------------------S-----------------------------------E----S---------Y------L---C----Q-----E---
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WP_061081069.1 R----I----V----------V-LS-VP--S-------------------------------------------------------------------------------------------H--------------------------------------L-------D-E---CHM---SV-WS-ALMIGVPV-VVWRSADN--G-P--------------------G----------------------------------------------------A------------------------------------S-------------------------------------------------------------------------------------------P--W------L---------------------NL-GKVGREVAV-------S-P-----------------------------------------E----------------------------------R------I------------------------R---EL----PKALH-QS-RSGCV-----S--P-----------------D--------------------D------------T---------------------------G--Y---I-------------E--------------E--SFE----VAVFYHD---TLPV-----------LPAPRPM---T---P---------------P------------Q-HPT--------------
WP_017571135.1 R----I----V----------V-LS-VP--S-------------------------------------------------------------------------------------------H--------------------------------------L-------D-D---CHM---PV-WS-AITIGVPV-VVWRSANN--G-P--------------------G----------------------------------------------------I------------------------------------S-------------------------------------------------------------------------------------------P--W------L---------------------NL-GKVGREVAV-------S-P-----------------------------------------D----------------------------------R------I------------------------R---AL----PKALH-QS-RSGCV-----S--P-----------------D--------------------D------------T---------------------------G--Y---I-------------E--------------E--SFE----VAVFYHD---SLPV-----------LPAPRQM---T---L---------------P------------Q-HPT--------------
OLT28762.1 R----V----I----------V-LS-VP--S-------------------------------------------------------------------------------------------R--------------------------------------L-------N-H---WYT---QV-WS-AITLGVPV-VVWRSSEF--G-R--------------------G----------------------------------------------------I------------------------------------G-------------------------------------------------------------------------------------------S--W------L---------------------NP-VRVGREVTV-------T-L-----------------------------------------E----------------------------------E------I------------------------R---AL----PEVLH-SS-RSGRV-----S--P-----------------S--------------------E------------S---------------------------G--Y---I-------------E--------------G--SLE----IAVIYND---PFPV-----------LPEP----------P---------------P------------Q-LST--------------
WP_017607375.1 T----V----I----------G-IS-VP--H-------------------------------------------------------------------------------------------G--------------------------------------L-------G-E---AFL---SV-AL-AVRSGVPV-IIWHCGDG--P-R--------------------P----------------------------------------------------V------------------------------------G-------------------------------------------------------------------------------------------S--W------L---------------------SP-VQMEREVTV-------S-S-----------------------------------------D----------------------------------D------M------------------------T---EL----PAALL-SS-RSGRV-----S--P-----------------T--------------------D------------Y---------------------------G--Y---I-------------E--------------S--SSE----IAVIYHD---TLPV-----------LPPP----------P---------------P------------P-MSH--------------
WP_017614674.1 R----V----I----------G-IS-VP--R-------------------------------------------------------------------------------------------G--------------------------------------L-------G-E---VFL---SV-AL-AVRSGVPV-VIWHFGDS--P-R--------------------A----------------------------------------------------V------------------------------------G-------------------------------------------------------------------------------------------S--W------L---------------------SP-VQMEREVTV-------S-P-----------------------------------------D----------------------------------D------M------------------------S---EL----PAALL-RS-RSGRV-----S--P-----------------S--------------------D------------Y---------------------------G--Y---I-------------E--------------S--SSQ----IAVIYHD---TLPV-----------LPPP----------P---------------P------------P-MSH--------------
WP_017587754.1 R----V----I----------C-LS-VP--G-------------------------------------------------------------------------------------------G--------------------------------------L-------E-Q---PVR---HV-HD-ALDGGVPV-LVWHSGTQ--N-G--------------------S----------------------------------------------------V------------------------------------H-------------------------------------------------------------------------------------------D--W------L---------------------DP-VRLKGEVTL-------T-A-----------------------------------------D----------------------------------Q------V------------------------H---GL----PATLL-RS-RTGKA-----T--D-----------------Q--------------------D------------S---------------------------V--H---I-------------E--------------D--GFA----VALMFHD---DLPV-----------RPPQTLR---I---S---------------P------------D-SIR--------------
WP_073380258.1 G----V----I----------L-FA-TG--H-------------------------------------------------------------------------------------------Q---E----------------------------------R-------E-D---LIR---MM-ST-AVRAGVPV-IAWRTGAH--P-S--------------------A----------------------------------------------------G------------------------------------D-------------------------------------------------------------------------------------------F-------------------------------RS-ALTGREGKV-------S-S-----------------------------------------A----------------------------------V------V------------------------G---SL----PRRLH-RH-RSGRS-----F--E-----------------A--------------------G------------G---------------------------P--V---I-------------V--------------D--GFD----VGLVYHD---RLPH-----------PFGADTP---L---S---------------A-------------------------------
WP_083934384.1 A----I----A----------V-CV-LV--G-------------------------------------------------------------------------------------------G-----D--------------------------------A-------R-E---LRG---AL-AA-ALESGVPA-VLWQAPG--------------------------------------------------------------------------------------------------------------------R--RPR-AAADPAADRES----PSAVPPLAEH------------------------------------------------------------A--A------F---------------------DT-LISREFDWL-------T-R-----------------------------------------E----------------------------------E------I------------------------S---GL----SRRLR-EW-RIDST-----D--T-----------------D--------------------I------------S---------------------------D--E---T-------------H--------------T--RTGDPFDIALLSDL---TG-P-----------AAEER-P---G---V---------------I------------A-APE--------------
WP_083939372.1 A----V----A----------V-CL-LV--E-------------------------------------------------------------------------------------------G-----A--------------------------------A-------P-G---LRE---AL-AA-ALESGVPV-VAWRASAA-------------------------------------------------------------------------------------------------------------------R--RPG-PTRRPGEEHEN----TAAFPPLDNE------------------------------------------------------------Y--A------F---------------------DT-LISRERHQL-------T-R-----------------------------------------E----------------------------------E------I------------------------G---DL----PKRLL-EW-RIAAT-----D--T-----------------D--------------------I------------S---------------------------D--A---T-------------T--------------T--NTGDPFDIALLSDL---TG-P-----------AAEERGP---G---S---------------I------------A-APE--------------
WP_081620403.1 R----I----A----------V-CT-VD--T-------------------------------------------------------------------------------------------G---A-D--------------------------------G-------A-G---AAL---AL-IA-ALEAGVPT-LVWRIARP--G-A--------------------G----------------------------------------------------P------------------------------------H--RPG-AARDGYRERRGGGGGKEPLLPWNGP------------------------------------------------------------P--I------F---------------------DK-LFYRGDLSL-------S-A-----------------------------------------A----------------------------------E------I------------------------A---DL----PRRLH-EW-RMEST-----D--T-----------------D--------------------I------------S---------------------------D--P---M-------------H--------------T--GHGDPFDIALLTDH---AAPP-----------AAAARRP---A---P---------------A------------G-SD---------------
WP_082127080.1 G----I----V----------L-CV-LG--D-------------------------------------------------------------------------------------------A---P-D--------------------------------P-------G-A---RTR---QL-GA-ALQAGLPA-IAWLRNGD--E-Q--------------------E----------------------------------------------------T------------------------------------R--R------F------------------H--------------------------------------------------------------D--R------M---------------------ST-IPREDGDTI-------S-P-----------------------------------------E----------------------------------D------I------------------------A---SL----PRLLR-EW-RTQSG-----E--P-----------------D-------------------------------------------------------------E--E---G-------------Y--------------D--PYD----VIVILDN---MPQI-----------RDLHHVG---I---L---------------T------------S-PKK--------------
WP_084469201.1 A----I----V----------A-VV-LG--S-------------------------------------------------------------------------------------------D---P-A--------------------------------H-------D-D---GRR---QL-YR-ALEAGLPA-IIWLHAAD--S-E--------------------A----------------------------------------------------T------------------------------------R--R------F------------------H--------------------------------------------------------------D--S------L---------------------GS-KITREGGII-------S-R-----------------------------------------E----------------------------------D------V------------------------D---AL----PAYLH-QW-RVRSI-----D--P-----------------D--------------------Y------------A---------------------------D--E---G-------------Y--------------D--PYD----IAIIHDD---IRRI-----------KKLLPTG---I---L---------------T------------S-PEK--------------
WP_078759919.1 E----L----V----------A-CV-LG--A-------------------------------------------------------------------------------------------D---P-R--------------------------------T-------S-E---GYE---QL-GI-ALTTGIPI-IVWLRGDA--E-G--------------------T----------------------------------------------------E------------------------------------L--F---------------------------H------------------------------------------------------------R--H------V---------------------RP-FLGGDRERL-------S-L-----------------------------------------A----------------------------------K------I------------------------E---AL----PHALK-KF-RTGSE-----I--G-----------------S--------------------R------------Q---------------------------E--G--SG-------------Y--------------D--PLE----VSMVYEI---SSQM-----------PDPPDLA---D---F---------------H------------P-HH---------------
AEV84218.1 S----V----A----------V-MI-FS--AV----------------------------------------------------------------------------------------HHP---P-R--------------------------------T-------L-P---TRH---VL-LD-AFREGVPV-FLWFRGDQ--D-P--------------------S----------------------------------------------------Q------------------------------------L------------------------------H------------------------------------------------------------D--L------V---------------------KS-M-------L-------S-G-----------------------------------------A----------------------------------E------L------------------------N---GI----PAAVR-AR-RHPSE--------P-----------------D--------------------D------------S---------------------------D--G---A-------------A--------------A--GQP----ISVIYDD---FGTR-----------PRRGGSL---Q---P---------------A------------R------------------
OQY51154.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QIFF-NF-RRKKL--------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019608800.1 N----V----T----------V-CV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------S-D---VEH---VY-DS-ALYWGIPT-IIRGPRKA--V-T--------------------A----------------------------------------------------F------------------------------------L------------------------------E------------------------------------------------------------E--L------L---------------------DR-E-------P-------DSR-----------------------------------------V----------------------------------R------I------------------------S---GL----ARHLR-DS-A---R-------------------------------------------------------------------------------------------R---S-------------S--------------Q--ARE----IAIIHDI---FGDA-----------LLQEAPG---E---P---------------A-------------------------------
WP_071623018.1 N----V----T----------V-CV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------S-D---VEH---VY-DS-ALYWGIPT-IIRGPRKA--V-T--------------------A----------------------------------------------------F------------------------------------L------------------------------E------------------------------------------------------------E--L------L---------------------DR-E-------P-------DSR-----------------------------------------V----------------------------------R------I------------------------S---GL----ARHLR-DS-A---R-------------------------------------------------------------------------------------------R---S-------------S--------------Q--ARE----IAIIHDI---FGDA-----------LLQEAPG---E---P---------------A-------------------------------
WP_013155598.1 N----V----T----------V-CV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------S-D---VEH---VY-DS-ALYWGIPT-IIRGPRKA--V-T--------------------A----------------------------------------------------F------------------------------------L------------------------------E------------------------------------------------------------E--L------L---------------------DR-E-------P-------DSR-----------------------------------------V----------------------------------R------I------------------------S---GL----ARHLR-DS-A---R-------------------------------------------------------------------------------------------R---S-------------S--------------Q--ARE----IAIIHDI---FGDA-----------LLQETPG---E---P---------------A-------------------------------
WP_017562501.1 N----V----T----------V-CV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------G-D---VQH---VY-DS-ALYWGIPT-IIRGPRKA--V-S--------------------A----------------------------------------------------F------------------------------------L------------------------------E------------------------------------------------------------E--L------L---------------------DR-E-------P-------DSR-----------------------------------------V----------------------------------R------I------------------------S---GL----ARHLR-DS-A---R-------------------------------------------------------------------------------------------R---S-------------S--------------Q--ARE----IAIIHDT---FGDA-----------LLQEAPR---D---P---------------A-------------------------------
WP_073700916.1 E----Y----T----------I-CV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------G-D---VRH---VY-DA-ALHQGIPT-IIRGPKDA--V-I--------------------G----------------------------------------------------L------------------------------------V------------------------------N------------------------------------------------------------E--L------L---------------------DR-D-------P-------DSR-----------------------------------------V----------------------------------R------I------------------------A---EL----PRYLR-DR-A---R-------------------------------------------------------------------------------------------D---N-------------S--------------D--SRN----IALIQDD---FGDP-----------LL-EAPG---D---P---------------G-------------------------------
WP_077692792.1 D----V----T----------L-VV-TD--------------------------------------------------------------------------------------------------S-D--------------------------------N-------K-D---VHH---VY-DT-ALHHGIPT-IIRGPRKA--V-I--------------------S----------------------------------------------------L------------------------------------A------------------------------D------------------------------------------------------------E--L------L---------------------NR-E-------P-------GSR-----------------------------------------V----------------------------------R------I------------------------S---GL----PRYLR-DR-A---R-------------------------------------------------------------------------------------------D---N-------------S--------------D--SRE----IALIHDL---FEDP-----------LFREVLR---G---P---------------E------------G------------------
WP_061083273.1 D----L----T----------V-LV-VD--------------------------------------------------------------------------------------------------D-E--------------------------------S-------P-D---LRH---VY-DA-ALYQGVPT-IIRGPKSA--I-L--------------------P----------------------------------------------------L------------------------------------L------------------------------Q------------------------------------------------------------E--L------L---------------------DR-E-------P-------DAR-----------------------------------------V----------------------------------R------I------------------------S---GL----PRYLR-DR-A---R-------------------------------------------------------------------------------------------E---N-------------S--------------D--SRK----IAIIHDS---FEDT-----------LLRNALG---G---P---------------G-------------------------------
WP_017571052.1 N----I----T----------V-CV-VD--------------------------------------------------------------------------------------------------S-G--------------------------------H-------K-D---AEH---VY-DA-VLYQGVPT-VVRGPREA--V-L--------------------H----------------------------------------------------L------------------------------------V------------------------------E------------------------------------------------------------E--L------L---------------------SR-E-------P-------GSR-----------------------------------------M----------------------------------R------I------------------------S---GL----PRYLR-DR-A---R-------------------------------------------------------------------------------------------E---N-------------S--------------D--SRK----IAIIHDT---FGDA-----------LTRETWG---D---P---------------R-------------------------------
WP_017577294.1 E----V----T----------V-CV-VE--------------------------------------------------------------------------------------------------S-D--------------------------------R-------T-D---THS---VY-DA-VLESGIPT-VLRGPRPA--L-L--------------------T----------------------------------------------------L------------------------------------I------------------------------G------------------------------------------------------------E--L------L---------------------TA-R-------S-------EEQ-----------------------------------------R----------------------------------H------V------------------------W---AL----PSLLR-ER-A---E-------------------------------------------------------------------------------------------R---K-------------Q--------------G--GEG----IMVVHDE---YGDA-----------LFRGV---------------------------------------------------------
WP_017607479.1 E----V----T----------V-CV-VE--------------------------------------------------------------------------------------------------T-D--------------------------------R-------L-D---THN---VY-DA-VLESGVPT-VLRGPRPA--L-L--------------------T----------------------------------------------------L------------------------------------I------------------------------G------------------------------------------------------------E--L------L---------------------TA-R-------S-------EEQ-----------------------------------------R----------------------------------H------V------------------------W---AL----PSLLR-ER-A---E-------------------------------------------------------------------------------------------R---K-------------Q--------------G--GEG----IVLVHDE---YGDV-----------LFREV---------------------------------------------------------
WP_026118644.1 G----V----T----------V-CA-VE--------------------------------------------------------------------------------------------------T-D--------------------------------R-------A-D---IHS---VY-DA-VLEAGVPT-VLRGPRRE--L-T--------------------L----------------------------------------------------L------------------------------------L------------------------------G------------------------------------------------------------E--L------L---------------------PT-R-------P-------DDR-----------------------------------------Q----------------------------------H------V------------------------L---SL----PALLR-ER-A---K-------------------------------------------------------------------------------------------L---K-------------E--------------H--G------IVVVHDE---HGDV-----------LFRNA---------------------------------------------------------
ALC32265.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----ALQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------S----------------------------------------------------D------------------------------------E--G------L--------------------A------------------------------------------------------------G--L------V---------------------RQ-H-------W-------Q-S-----------------------------------------L-----------------------------------------P------------------------H---GL----PAAYR-NRWSEQHE----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EPWL-----------EFCRPFE-------------------------------------------------------
WP_053562291.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----ALQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------S----------------------------------------------------D------------------------------------E--G------L--------------------A------------------------------------------------------------G--L------V---------------------RQ-H-------W-------Q-S-----------------------------------------L-----------------------------------------P------------------------H---GL----PAAYR-NRWSEQHE----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EPWL-----------EFCRPFE-------------------------------------------------------
SCD89023.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----ALQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------S----------------------------------------------------D------------------------------------Q--G------L--------------------A------------------------------------------------------------G--L------V---------------------RQ-H-------W-------Q-S-----------------------------------------L-----------------------------------------P------------------------H---GL----PAAYR-NRWSEQHE----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EPWL-----------EFCRPFE-------------------------------------------------------
WP_070202823.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----ALQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------S----------------------------------------------------D------------------------------------D--G------L--------------------A------------------------------------------------------------G--L------V---------------------RQ-H-------W-------Q-S-----------------------------------------L-----------------------------------------P------------------------H---GL----PAAYR-NRWSEQHE----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EPWL-----------EFCRPFE-------------------------------------------------------
OEV17917.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----ALQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------S----------------------------------------------------D------------------------------------D--G------L--------------------A------------------------------------------------------------G--L------V---------------------RQ-H-------W-------Q-S-----------------------------------------L-----------------------------------------P------------------------H---GL----PAAYR-NRWSEQHE----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EPWL-------------------------------------------------------------------------
SCF93405.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------G-----TLQ---DV-LE-QLLPYAPI-ILWPRQDA--R-P--------------------D----------------------------------------------------D------------------------------------G--G------L--------------------A------------------------------------------------------------G--L------V---------------------RK-H-------W-------H-S-----------------------------------------L-----------------------------------------P------------------------Y---GL----PAAYR-RRWTREHD----------------------------------------------------------------------------------------G--C---V-------------A--------------C--LGD----VRAIWHD---EAWL-----------EFCRPFE-------------------------------------------------------
WP_041133042.1 Y----D----T----------V-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------D-----DLQ---DT-LE-QLLPYAPI-ILWPGHND--T-P--------------------D----------------------------------------------------R------------------------------------N--W------L--------------------R------------------------------------------------------------L--L------V---------------------RR-H-------W-------R-G-----------------------------------------L-----------------------------------------P------------------------R---DL----APAYR-ERWAKEHA----------------------------------------------------------------------------------------G--C---V-------------M--------------C--LGD----VRAVWHD---EAWL-----------EFCRPFE-------------------------------------------------------
WP_018956873.1 Y----D----A----------A-VG-ID--H-------------------------------------------------------------------------------------------V---A------------------------------------------P-----NLG---DV-LE-LLLPFAPI-VLWPRGDA--R-L--------------------A----------------------------------------------------E------------------------------------G--R------L--------------------P------------------------------------------------------------E--L------I---------------------QE-R-------W-------H-Q-----------------------------------------L-----------------------------------------P------------------------Y---GL----TAAYR-NRWA-AHQ----------------------------------------------------------------------------------------H--C---T-------------L--------------C--LGD----IRAVWHD---EAWL-----------EFCRPFE-------------------------------------------------------
WP_079195176.1 Y----A----A----------A-VG-LD--H-------------------------------------------------------------------------------------------H---P------------------------------------------Q-----DLP---EI-LG-LLLPYAPI-ILWPRADA--R-P--------------------A----------------------------------------------------N------------------------------------G--Q------V--------------------Q------------------------------------------------------------T--V------V---------------------QK-N-------W-------H-H-----------------------------------------L-----------------------------------------P------------------------D---GF----ADAYR-SRWKGSHA----------------------------------------------------------------------------------------D--C---L-------------V--------------C--LGD----IRAVWHD---EAWL-----------DFCRPFE-------------------------------------------------------
OLZ55182.1 F----G----G----------A-IG-VN--H-------------------------------------------------------------------------------------------V---P------------------------------------------D-----DLP---DV-LD-LLLPHSPV-LLWPRQDS--R-G--------------------A----------------------------------------------------P----------------------------------------------L--------------------S------------------------------------------------------------A--T------A---------------------DQ-H-------W-------H-T-----------------------------------------W-----------------------------------------P------------------------D---GL----LLAYR-HRLSDGTT----------------------------------------------------------------------------------------D--P---E-------------S--------------C--L-------RTVWHD---EQWL-----------EFCHWFE-------------------------------------------------------
SES32205.1 F----T----R----------A-IA-ID--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----DLA---AV-LD-LLLPYCPI-LLWPREE--------------------------S----------------------------------------------------E------------------------------------G--W------L--------------------P------------------------------------------------------------A--L------Y----------------------E-R-------W-------G-S-----------------------------------------L-----------------------------------------P------------------------E---GL----ASAYR-DGSP-----------------------------------------------------------------------------------------------------------------------------------LRC----LRSVWHD---EDWL-----------VFGRRLA-------------------------------------------------------
WP_026423708.1 F----G----R----------A-IA-ID--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----DLP---GV-LD-LLLPYCPV-LLWPRGD--------------------------D----------------------------------------------------P------------------------------------D--G------L--------------------T------------------------------------------------------------A--V------R----------------------D-L-------W-------W-Q-----------------------------------------L-----------------------------------------P------------------------E---GL----ATAYR-DRSR-----------------------------------------------------------------------------------------------------------------------------------LRG----LRSVWHD---EDWL-----------VFGRRLA-------------------------------------------------------
CQR62797.1 L----G----P----------A-IG-FG--E-----------------------------------------------------------------------------------------------A------------------------------------------S-----PLD---RA-LT-TLLPYAPI-VVWPRPGA--P-A--------------------L----------------------------------------------------D------------------------------------D--A------F--------------------R------------------------------------------------------------A--R------V---------------------RT-Y-------W-------H-R-----------------------------------------Q-----------------------------------------P------------------------R---DF----ADAYR-KHESSHT--------------------------------------------------------------------------------------------P---D-------------T--------------C--LCD----LHAVSHD---ETWL-----------NFCWTIT-------------------------------------------------------
WP_044382454.1 L----G----P----------A-IG-FG--E-----------------------------------------------------------------------------------------------A------------------------------------------S-----PLD---RA-LT-TLLPYAPI-VVWPRPGA--P-A--------------------L----------------------------------------------------D------------------------------------G--A------F--------------------R------------------------------------------------------------A--R------V---------------------RT-Y-------W-------H-R-----------------------------------------Q-----------------------------------------P------------------------R---DF----ADAYR-KHESSHT--------------------------------------------------------------------------------------------P---D-------------T--------------C--LCD----LHAVSHD---ETWL-----------NFCWTIT-------------------------------------------------------
CAF33300.1 R----T----R----------A-VA-LE--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----HLR---DM-LE-TLLASSPI-VLWPDD-----------------------EAHRV----------------------------------------------------P------------------------------------D--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DGWGGP---------AD--RS-------------A--------------------G------------R---------------------------P--G---R-------------G--------------H--LAR----LRTVWDD---AEWL-----------EFCRWFE-------------------------------------------------------
AOT62243.1 R----T----R----------A-VA-LE--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----HLR---DM-LE-TLLASSPI-VLWPDD-----------------------EAHRV----------------------------------------------------P------------------------------------D--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DGWGGP---------AD--RS-------------A--------------------G------------R---------------------------P--G---R-------------G--------------H--LAR----LRTVWDD---AEWL-------------------------------------------------------------------------
CAH05114.1 R----T----R----------A-VA-LE--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----HLR---DM-LE-TLLASSPI-VLWPDD-----------------------EAHRV----------------------------------------------------P------------------------------------D--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DGWGGP---------AD--RS-------------A--------------------G------------R---------------------------P--G---R-------------G--------------H--LAR----LRTVWDD---AEWL-------------------------------------------------------------------------
WP_010470742.1 R----A----R----------A-VA-LE--H-------------------------------------------------------------------------------------------R---P------------------------------------------P-----NLG---DM-LE-TLLASSPI-VLWPEE-----------------------EADRV----------------------------------------------------P------------------------------------A--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-Y-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DRWGGC---------GA--PA-------------A--------------------G------------R---------------------------A--G---R-------------G--------------H--LAR----LRTVWDD---AEWL-----------DFCRWFE-------------------------------------------------------
WP_023590988.1 R----T----R----------G-VA-LE--H-------------------------------------------------------------------------------------------R---P------------------------------------------T-----HLS---DM-LE-TLLASSPI-VLWPDD-----------------------ETHRV----------------------------------------------------P------------------------------------V--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DRWSGC---------GH--SG-------------A--------------------D------------R---------------------------P--G---R-------------G--------------H--LAP----LRAVWDD---AEWL-----------EFCRWFE-------------------------------------------------------
KUH39611.1 R----T----R----------A-VA-LE--Y-------------------------------------------------------------------------------------------R---P------------------------------------------R-----HLE---AL-LD-LLLQSSPI-VLWPDD-----------------------ETHRV----------------------------------------------------P------------------------------------V--E------A--------------------R------------------------------------------------------------R--Y------L---------------------DA-S-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------G---EF----CRAYR-DRWS-----------CH--GR-------------A--------------------P------------A---------------------------A--G---R-------------G--------------H--LAP----LRTVWDD---PEWL-------------------------------------------------------------------------
KUN49125.1 R----T----R----------A-VA-LT--H-------------------------------------------------------------------------------------------R---P------------------------------------------S-----RLK---DM-ME-RLLAASPI-VLWPDD-----------------------EAS-V----------------------------------------------------P------------------------------------D--D------V--------------------R------------------------------------------------------------A--Y------L---------------------DT-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------A---EF----CRAYR-DKWSTCGD-----PAGA--TS-------------A--------------------A------------A---------------------------S--D---R-------------R--------------R--LAG----LRTVWDG---PEWL-----------EFCTWFE-------------------------------------------------------
WP_010983776.1 R----T----R----------A-VA-LT--H-------------------------------------------------------------------------------------------R---P------------------------------------------S-----RLK---DM-ME-RLLAASPI-VLWPDD-----------------------EAS-V----------------------------------------------------P------------------------------------D--D------V--------------------R------------------------------------------------------------A--Y------L---------------------DT-H-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------A---EF----CRAYR-DKWSTCGD-----PAGA--TS-------------A--------------------A------------A---------------------------S--D---R-------------R--------------R--LAG----LRTVWDG---PEWL-----------EFCTWFE-------------------------------------------------------
BAU87438.1 R----T----R----------A-AA-LA--H-------------------------------------------------------------------------------------------R---P------------------------------------------A-----QLA---EF-VA-TLLSSSPI-VLWPDDRP--D-SPADPATDPAAGPVNGAGSGSV----------------------------------------------------P------------------------------------D--H------V--------------------R------------------------------------------------------------R--C------V---------------------DT-H-------W-------H-Q-----------------------------------------L-----------------------------------------P------------------------G---AF----IHAYR-SRWSQA--------ADP--AA-------------A--------------------G------------T---------------------------N--G---S-------------H--------------H--LAR----LRTVWDG---PEWL-----------DFCTWFD-------------------------------------------------------
SFF65852.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014043990.1 Y----G----G----------A-LA-LR--H-------------------------------------------------------------------------------------------R---P------------------------------------------E-----RLQ---EL-LE-PLLAYAPM-MLWPDG------------------------TGDL----------------------------------------------------P------------------------------------Q--A------S--------------------Q------------------------------------------------------------D--S------V---------------------ER-N-------W-------A-R-----------------------------------------L-----------------------------------------P------------------------G---EF----SAAYR-TSWKQG---------DP--AH-------------E--------------------H------------T---------------------------D--------------------------------------LAR----VRSVWLD---EQWL-----------DFCDAFA-------------------------------------------------------
WP_067443112.1 Y----E----R----------A-LA-LS--H-------------------------------------------------------------------------------------------R---P------------------------------------------D-----RLE---EV-LE-PLLAFAPI-VLWPHA------------------------PGSL----------------------------------------------------P------------------------------------P--A------S--------------------R------------------------------------------------------------A--G------V---------------------ER-H-------W-------D-R-----------------------------------------L-----------------------------------------P------------------------G---EF----SAAYR-TAWRHG---------AE--RD-------------G--------------------A------------A---------------------------D--G---H-------------C--------------D--LAL----LRSVWLD---EEWL-----------DFCDWFD-------------------------------------------------------
ANS69561.1 Y----E----R----------A-LA-LS--H-------------------------------------------------------------------------------------------R---P------------------------------------------D-----RLE---EV-LE-PLLAFAPI-VLWPHA------------------------PGSL----------------------------------------------------P------------------------------------P--A------S--------------------R------------------------------------------------------------A--G------V---------------------ER-H-------W-------D-R-----------------------------------------L-----------------------------------------P------------------------G---EF----SAAYR-TAWRHG---------AE--RD-------------G--------------------A------------A---------------------------D------------------------------------------------------------------------------------------------------------------------------------
WP_079663894.1 Y----E----R----------A-LA-LA--H-------------------------------------------------------------------------------------------R---P------------------------------------------D-----RLA---DF-LP-PLLAYAPI-VLWPQG------------------------PGEL----------------------------------------------------P------------------------------------A--A------S--------------------R------------------------------------------------------------D--S------V---------------------ER-L-------W-------D-R-----------------------------------------L-----------------------------------------P------------------------A---EL----SAAYR-SAWKEA---------AG--GQ-------------D--------------------P------------A---------------------------G--G---H-------------A--------------D--LAR----VRSAWLD---TQWL-----------DFCDWFD-------------------------------------------------------
SHI52283.1 Y----E----R----------A-LA-LA--H-------------------------------------------------------------------------------------------R---P------------------------------------------D-----RLA---DF-LP-PLLAYAPI-VLWPQG------------------------PGEL----------------------------------------------------P------------------------------------A--A------S--------------------R------------------------------------------------------------D--S------V---------------------ER-L-------W-------D-R-----------------------------------------L-----------------------------------------P------------------------A---EL----SAAYR-SAWKEA---------AG--GQ-------------D--------------------P------------A---------------------------G--G---H-------------A--------------D--LA--------------------------------------------------------------------------------------------
WP_030078860.1 Y----Q----R----------A-VA-LG--H-------------------------------------------------------------------------------------------R---P------------------------------------------P-----RFE---QV-ME-VLLAHAPI-VLWPGG------------------------DRGV----------------------------------------------------P------------------------------------D--R------Y--------------------R------------------------------------------------------------N--S------L---------------------DR-F-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------T---EF----SEAYR-RSWGPK---------P----P-------------A--------------------Q------------A---------------------------D--G---R-------------E--------------H--LAE----LRSVWHD---PEWL-----------DFCDWFE-------------------------------------------------------
WP_030992325.1 Y----Q----R----------A-VA-LG--H-------------------------------------------------------------------------------------------R---P------------------------------------------P-----RFE---QV-ME-VLLAHAPI-VLWPGG------------------------DRGV----------------------------------------------------P------------------------------------D--R------Y--------------------R------------------------------------------------------------N--S------L---------------------DR-F-------W-------H-L-----------------------------------------L-----------------------------------------P------------------------T---EF----SEAYR-RSWGPK---------P----P-------------A--------------------Q------------A---------------------------D--G---R-------------E--------------H--LAE----LRSVWHD---PEWL-----------DFCDWFE-------------------------------------------------------
WP_030154383.1 Y----G----R----------A-VA-LG--H-------------------------------------------------------------------------------------------R---P------------------------------------------E-----HLD---QV-MP-SLLAYAPI-VLWPEG------------------------AEDL----------------------------------------------------P------------------------------------P--D------S--------------------R------------------------------------------------------------T--S------V---------------------DR-Y-------W-------N-R-----------------------------------------L-----------------------------------------P------------------------G---EF----SAAYR-DSWKVR---------PG--QS-------------G--------------------A------------A---------------------------D--G---R-------------A--------------H--LAR----LRSVWHD---TEWL-----------DFCDWFE-------------------------------------------------------
SFF65865.1 Y----G----G----------A-LA-LR--H-------------------------------------------------------------------------------------------R---P------------------------------------------E-----RLQ---EL-LE-PLLAYAPM-VLWPDG------------------------TGEL----------------------------------------------------P------------------------------------Q--A------S--------------------Q------------------------------------------------------------D--S------V---------------------ER-N-------W-------A-R-----------------------------------------L-----------------------------------------P------------------------G---EF----SAAYR-TSWKQE----------------------------D--------------------P------------A---------------------------H--E---H-------------T--------------V--LAR----VRSVWLD---EQWL-----------DFCDAFA---N---D---------------S------------V-DGE-----NPR------
KOU33654.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_053629373.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_053633443.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_030899224.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_053679429.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_053713047.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_078958326.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_030821758.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LRWSADLNG---QYAAA--PN-------------P--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_037695275.1 C----P----P----------A-VG-IG--H-------------------------------------------------------------------------------------------R---S------------------------------------------G-----VFS---DL-LQ-TLLPYAPV-LLWPDGES--G-T--------------------V----------------------------------------------------V------------------------------------E--P------P---------------------------------------------------------------------------------A--G------L---------------------AR-L-------W-------E-R-----------------------------------------L-----------------------------------------P------------------------A---DF----IRAQR-LQWSADLNG---QYATA--PN-------------Q--------------------E------------S---------------------------A--E---L-------------M--------------E--LAA----LRAAWHD---LPWL-----------DFCDSFR-------------------------------------------------------
WP_035869401.1 Y----R----P----------A-VL-LT--G-------------------------------------------------------------------------------------------R---P-A--------------------------------P-------T-----ALR---AL-VE-AFLPYAPI-VLWPRADT--P-P--------------------E----------------------------------------------------P------------------------------------A--D------W--------------------D---------------------------------------------------------------C------L---------------------AH-L-------W-------D-G-----------------------------------------L-----------------------------------------P------------------------A---GF----GAAYR--RVLTGRE----PLPPV--DP-------------V--------------------T------------D---------------------------A--H---L-------------I--------------R--LAD----LRTAWHD---ADWL-----------DFCAGYH-------------------------------------------------------
WP_043465553.1 Y----Q----R----------A-VG-LT--E-------------------------------------------------------------------------------------------P---V-P--------------------------------V-------P-----RLL---EL-VT-AFLPYTPI-VLWPHRDT--E-P--------------------T----------------------------------------------------G------------------------------------E--G------W--------------------G---------------------------------------------------------------C------L---------------------DH-L-------W-------D-G-----------------------------------------L-----------------------------------------P------------------------D---GF----GAAYR-YKMQAGGD----PAP-------------------V--------------------T------------D---------------------------A--H---L-------------L--------------R--LAA----LRTAWHD---LDWL-----------DFCGRYD-------------------------------------------------------
WP_051778602.1 Y----R----R----------A-VG-LT--D-------------------------------------------------------------------------------------------R---A-T--------------------------------P-------A-----LLR---EL-VE-TLLPFSPV-LLWPRTDQ--P-P--------------------C----------------------------------------------------E------------------------------------D--R------W--------------------N------------------------------------------------------------R--C------L---------------------TH-L-------W-------A-G-----------------------------------------L-----------------------------------------P------------------------A---HF----GDAYR-WVTAGDTR----LGDRP--DA-------------D--------------------T------------G---------------------------T--H---L-------------D--------------G--LAT----LRAVWHD---LPWL-----------DFCADYA---G---R---------------H-------------------------------
WP_051572813.1 Y----R----R----------A-IG-LD--H-------------------------------------------------------------------------------------------R--------------------------------------P-------S-----HLG---EV-LE-AVLPYSPI-VLWPRGEQ--G-I--------------------A----------------------------------------------------D------------------------------------D--E------R--------------------R---------------------------------------------------------------C------L---------------------DE-H-------W-------D-R-----------------------------------------L-----------------------------------------P------------------------D---RF----TEAYA-HHWQQEY---------A--DA-------------V--------------------A------------D---------------------------P--L---L-------------D--------------R--LAR----LSAAWHD---PGWL-----------DFCQRTS-------------------------------------------------------
EDY64238.1 Y----A----R----------G-IG-LT--Q-------------------------------------------------------------------------------------------H---P------------------------------------------G-----TDA---RL-ME-TLLAYTPV-LLWP--HTAGG-F-------------------------------------------------------------------------P------------------------------------K--E------R--------------------H------------------------------------------------------------G--C------L---------------------EA-S-------W-------W-A-----------------------------------------M-----------------------------------------P------------------------G---VL----TRAYR-NRWRGEEA-----------------------------------------------------------------------------------------------G----------------------------D--LAD----LRAVWDD---QDWL-----------RFCRHFR-------------------------------------------------------
WP_070202376.1 Y----A----R----------G-IG-LL--H-------------------------------------------------------------------------------------------H---P------------------------------------------G-----TDA---HL-LD-TLLAYTPV-LLWPQPHAPAG-F-------------------------------------------------------------------------P------------------------------------A--E------R--------------------H------------------------------------------------------------A--F------L---------------------DD-S-------W-------W-A-----------------------------------------M-----------------------------------------P------------------------G---AL----VDAYR-KRWQGGAG-----------------------------------------------------------------------------------------------A----------------------------D--LAD----LRAVWDD---EEWL-----------RFCRLFR-------------------------------------------------------
SBU89718.1 Y----R----L----------G-IG-LA--C-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QHGEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-----------RFCRHVR-------------------------------------------------------
WP_030705579.1 Y----R----L----------G-IG-LA--C-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGGEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-----------RFCRHVR-------------------------------------------------------
BAG18881.1 Y----R----L----------G-IG-LA--C-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGGEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-------------------------------------------------------------------------
EGE41649.1 Y----R----L----------G-IG-LA--C-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGGEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-------------------------------------------------------------------------
SED37094.1 Y----R----L----------G-IG-LA--C-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGGEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-------------------------------------------------------------------------
WP_047178919.1 Y----R----L----------G-IG-LA--Y-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGVEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-----------RFCRHVR-------------------------------------------------------
OLO30726.1 Y----R----L----------G-IG-LA--Y-------------------------------------------------------------------------------------------H---T------------------------------------------G-----LDD---QL-ME-ILLTYTPV-LLWP--QGVEG-F-------------------------------------------------------------------------P------------------------------------A--D------R--------------------R------------------------------------------------------------G--C------L---------------------ES-Q-------W-------P-T-----------------------------------------M-----------------------------------------P------------------------E---GL----GHAYR-QQWRGEHT-----------------------------------------------------------------------------------------------G----------------------------H--FAD----LRAVWDD---REWL-------------------------------------------------------------------------
SCF77022.1 Y----Q----R----------G-IG-LT--Q-------------------------------------------------------------------------------------------H---A------------------------------------------G-----LDD---EL-MD-MLLSCTPV-LLWP--HVAEG-F-------------------------------------------------------------------------P------------------------------------A--G------R--------------------H------------------------------------------------------------R--C------L---------------------ES-H-------W-------M-T-----------------------------------------L-----------------------------------------P------------------------E---GL----GHAYR-RRWRGEDA-----------------------------------------------------------------------------------------------V----------------------------D--VAD----LRAVWDD---REWL-----------RFCRLVR-------------------------------------------------------
EYU68529.1 F----G----K----------G-IA-LT--H-------------------------------------------------------------------------------------------H---P------------------------------------------G-----ANE---QL-MD-LLLTYTPV-LLWP--HGPDG-G--------------------------------------------------------------------------------------------------------------R--V------R--------------------A------------------------------------------------------------D--W------L---------------------DR-H-------W-------P-R-----------------------------------------M-----------------------------------------P------------------------E---VL----MLAYR-CRWQDEPD-----------------------------------------------------------------------------------------------D----------------------------G--IGG----WRAVWDD---PEWL-------------------------------------------------------------------------
WP_042196288.1 Y----P----R----------A-IA-LC--N-------------------------------------------------------------------------------------------H---P------------------------------------------G-----DSE---GL-LA-LLLAHIPI-VFWP--QTGQE-F-------------------------------------------------------------------------P------------------------------------R--S------H--------------------R------------------------------------------------------------G--C------L---------------------DT-C-------W-------H-L-----------------------------------------M-----------------------------------------P------------------------G---EL----IEAYR-RAWSDDTD-----------------------------------------------------------------------------------------------E----------------------------P--MAG----LRVVWDD---HEWL-----------DFCKTYQ-------------------------------------------------------
SDY89993.1 Y----E----R----------A-IA-LK----------------------------------------------------------------------------------------------R---P------------------------------------------D-----PDP---RL-LW-TLLTHIPV-VLWP--ES-VA-A-------------------------------------------------------------------------D------------------------------------R--R------L--------------------R------------------------------------------------------------R--A------L---------------------DE-G-------W-------D-S-----------------------------------------V-----------------------------------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DG----LRAVWDD---EEWL-----------DFCQRYQ---R---G---------------T------------R-S----------------
WP_061264355.1 F----R----K----------A-IG-VT--D-------------------------------------------------------------------------------------------N---A------------------------------------------V-----NMA---EL-LH-LLLQYSPI-VVWPIHGG--K-A-------------------------------------------------------------------------E------------------------------------E--S------H--------------------R------------------------------------------------------------N--L------V---------------------KD-Y-------W-------Q-Y-----------------------------------------M-----------------------------------------P------------------------G---AF----MLAYR-EHWRHNKA-----------------------------------------------------------------------------------------------H----------------------------G--ISE----LRGVWDD---VEWL-----------DFCRLTH-------------------------------------------------------
WP_064912401.1 F----R----K----------A-IG-VT--D-------------------------------------------------------------------------------------------N---A------------------------------------------V-----NMA---EL-LH-LLLQYSPI-VVWPIDGG--K-A-------------------------------------------------------------------------E------------------------------------E--L------H--------------------R------------------------------------------------------------N--L------V---------------------KD-Y-------W-------Q-Y-----------------------------------------M-----------------------------------------P------------------------G---AF----MLAYR-EHWRHNKA-----------------------------------------------------------------------------------------------H----------------------------G--ISE----LRGVWDD---VEWL-----------DFCRFTH-------------------------------------------------------
SCF42094.1 F----G----T----------A-VA-VG--C-------------------------------------------------------------------------------------------Q---L------------------------------------------R-----EPE---EV-LT-LLLTFTPI-VIWLGDPT--P-T-------------------------------------------------------------------------G------------------------------------D---------P--------------------R------------------------------------------------------------A--D------L---------------------IA-A-------W-------R-E-----------------------------------------L-----------------------------------------P------------------------R---GF----LTAYR-KRWRNEPT-----------------------------------------------------------------------------------------------Q-------------D--------------V--LAD----LRAVWDD---ERWL-----------DFCHRMQ---W---------------------------------------------------
WP_015620663.1 F----N----R----------A-VG-LG--R-------------------------------------------------------------------------------------------R---P------------------------------------------R-----GSA---DI-LA-VVLNFAPI-VLWPHTLR--E-L-------------------------------------------------------------------------A------------------------------------P--D------R--------------------R------------------------------------------------------------T--C------L---------------------AQ-V-------W-------D-K-----------------------------------------L-----------------------------------------P------------------------D---AF----PELYR-RLRRGDST-----------------------------------------------------------------------------------------------D----------------------------D--TAH----LRAVWDD---DRWL-----------QFCRQFQ-------------------------------------------------------
SFR29855.1 H----Q----G----------A-MG-LR--F-------------------------------------------------------------------------------------------L---P------------------------------------------D-----QCD---DL-LA-TLLSFSPV-LLWPGKDQ--C-A-------------------------------------------------------------------------W------------------------------------D--D------I--------------------D------------------------------------------------------------Q--E------L---------------------RL-H-------W-------K-S-----------------------------------------L-----------------------------------------P------------------------S---AL----ANAYR-ASWTQD-E-----------------------------------------------------------------------------------------------P-------------P--------------A--LAV----VRAVWDD---QDWM-----------AFCRSYL-------------------------------------------------------
WP_065917438.1 F----Q----G----------A-IG-LR--F-------------------------------------------------------------------------------------------P---P------------------------------------------E-----QRE---EL-LE-MLLLFSPV-LLWPDADA--C-P-------------------------------------------------------------------------W------------------------------------D--G------I--------------------D------------------------------------------------------------Q--E------L---------------------RD-S-------W-------E-S-----------------------------------------L-----------------------------------------P------------------------S---AL----ADAYR-TSWRRHGE-----------------------------------------------------------------------------------------------T-------------P--------------T--LAV----VRAVWDD---QDWL-----------TFCRNYL-------------------------------------------------------
WP_053736429.1 H----M----G----------G-MG-LR--F-------------------------------------------------------------------------------------------T---P------------------------------------------D-----SHA---HL-LE-LLLKYSPV-LLWPNADL--C-A-------------------------------------------------------------------------W------------------------------------Q--G------V--------------------E------------------------------------------------------------P--E------L---------------------ER-Y-------W-------V-S-----------------------------------------L-----------------------------------------P------------------------T---AL----AEAYR-KRWQGI-------------------------------------------------------------------------------------------------D-------------A--------------P--LAT----MRAVWDD---PEWL-----------TFCHKAQ-------------------------------------------------------
EFC84335.1 Y----PE---Q----------A-LG-VL--A-------------------------------------------------------------------------------------------T---P----------------------------------S-------T-----DLA---AL-LE-VLLDFSPI-VLWSDSAP--T-T--------------------V----------------------------------------------------W------------------------------------P--D------I--------------------K------------------------------------------------------------H--A------V---------------------GT-R-------W------GE-Q-----------------------------------------L-----------------------------------------P------------------------H---DL----IRAYL-QRRQSTPG------------------------------------------------------------T---------------------------T--E---A-------------P--------------P--LSF----LRAVWED---KGWL-----------KFCQSQI---R---------------------------------------------------
GAQ67489.1 M----G----D----------CVWG-VS--T-------------------------------------------------------------------------------------------V---P------------------------------------------E-K---NFD---LM-LE-ELLIHTPA-LIWPRCEG--V-S--------------------D----------------------------------------------------T------------------------------------Q--A------L--------------------Q------------------------------------------------------------D--A------V---------------------AE-H-------W-------K-S-----------------------------------------L-----------------------------------------P------------------------E---TL----VRAFK-QRLGNS-L-----------------------------------------------G------------E---------------------------G--V---P-------------G--------------Q--LAD----IRTTWHD---AHWQ-----------DFCQRRA-------------------------------------------------------
WP_059084490.1 M----G----D----------CVWG-VS--T-------------------------------------------------------------------------------------------V---P------------------------------------------E-K---NFD---LM-LE-ELLIHTPA-LIWPRCEG--V-S--------------------D----------------------------------------------------T------------------------------------Q--A------L--------------------Q------------------------------------------------------------D--A------V---------------------AE-H-------W-------K-S-----------------------------------------L-----------------------------------------P------------------------E---TL----VRAFK-QRLGNS-L-----------------------------------------------G------------E---------------------------G--V---P-------------G--------------Q--LAD----IRTTWHD---AHWQ-----------DFCQRRA-------------------------------------------------------
OIJ95015.1 M----G----D----------CVWG-MS--T-------------------------------------------------------------------------------------------L---P------------------------------------------E-K---DFD---LM-LE-ELLIHTPA-LIWPRRGS--V-P--------------------D----------------------------------------------------T------------------------------------Q--A------L--------------------Q------------------------------------------------------------D--A------V---------------------AE-H-------W-------E-S-----------------------------------------L-----------------------------------------P------------------------D---KL----VRAFQ-ERPENS-P-----------------------------------------------G------------E---------------------------G--V---P-------------G--------------H--LAD----IRTTWHD---VHWQ-------------------------------------------------------------------------
SDE26942.1 M----G----G----------CVWG-VS--A-------------------------------------------------------------------------------------------L---P------------------------------------------E-K---DFA---LM-LE-ELLIHTPA-LIWPRRGS--V-P--------------------D----------------------------------------------------T------------------------------------R--A------L--------------------H------------------------------------------------------------D--A------V---------------------AE-H-------W-------E-S-----------------------------------------L-----------------------------------------P------------------------E---KL----VRAFQ-QRLESS-L-----------------------------------------------G------------E---------------------------D--V---P-------------G--------------H--LAD----IRTTWHD---AHWQ-----------DFCQRRA-------------------------------------------------------
WP_055571909.1 M----G----G----------CVWG-VS--A-------------------------------------------------------------------------------------------L---P------------------------------------------E-K---DFA---LM-LE-ELLIHTPA-LIWPRRGS--V-P--------------------D----------------------------------------------------T------------------------------------R--A------L--------------------H------------------------------------------------------------D--A------V---------------------AE-H-------W-------E-S-----------------------------------------L-----------------------------------------P------------------------E---KL----VRAFQ-QRLESS-L-----------------------------------------------G------------E---------------------------D--V---P-------------G--------------H--LAD----IRTTWHD---AHWQ-----------DFCQRRA-------------------------------------------------------
WP_053669241.1 A----G----D----------CVWG-VG--A-------------------------------------------------------------------------------------------L---P------------------------------------------E-K---DFD---LM-LE-ELLIHTPA-LIWPRRGS--V-C--------------------D----------------------------------------------------A------------------------------------R--A------L--------------------Q------------------------------------------------------------D--E------V---------------------AE-H-------W-------D-S-----------------------------------------L-----------------------------------------P------------------------E---KL----LRAFQ-EQL-----------------------------------------------------------------E---------------------------G--V---P-------------G--------------H--LAD----IRTTWHD---AHWQ-----------DFCQRRA-------------------------------------------------------
WP_073791954.1 F----G----Q----------HVWA-LS--S-------------------------------------------------------------------------------------------L---P------------------------------------------E-S---DWD---YV-AQ-ELLEHTPA-LVWPRQKD--V-S--------------------D----------------------------------------------------E------------------------------------L--V------I--------------------Q------------------------------------------------------------A--S------V---------------------GK-H-------W-------Q-A-----------------------------------------L-----------------------------------------P------------------------Q---QI----SHAYR-KHLRGAGP-----------------------------------------------S------------D---------------------------D--D---L-------------E--------------P--LAT----VRAAWHD---RDWH-----------AFCLRRA---D---M---------------V------------V-AAP-----DEMASKERA
KPH99461.1 A----G----K----------AAWG-IS--E-------------------------------------------------------------------------------------------R---P------------------------------------------A-S---RWE---EM-AE-ALLVHSPA-LVWPRGIE--D-H--------------------D----------------------------------------------------P------------------------------------Q--A------F--------------------R------------------------------------------------------------S--A------V---------------------KE-H-------W-------T-N-----------------------------------------L-----------------------------------------P------------------------A---RL----AEAYQ-HGPTRG--------------------------------------------------------------C---------------------------G--P---L-------------D--------------R--RAH----TGVAWHD---KSWQ-----------EFCTDQA-------------------------------------------------------
WP_054236612.1 A----G----K----------AAWG-IS--E-------------------------------------------------------------------------------------------R---P------------------------------------------A-S---RWE---EM-AE-ALLVHSPA-LVWPRGIE--D-H--------------------D----------------------------------------------------P------------------------------------Q--A------F--------------------R------------------------------------------------------------S--A------V---------------------KE-H-------W-------T-N-----------------------------------------L-----------------------------------------P------------------------A---RL----AEAYQ-HGPTRG--------------------------------------------------------------C---------------------------G--P---L-------------D--------------R--RAH----TGVAWHD---KSWQ-----------EFCTDQA-------------------------------------------------------
WP_003969338.1 P----R----P------------LA-LE--Q-------------------------------------------------------------------------------------------R---P------------------------------------------A-----GCD---EK-LS-ALAAYAPI-LIWPQGTD--D----------------------T----------------------------------------------------P------------------------------------G--E------F--------------------R------------------------------------------------------------A--T------V---------------------DG-L-------W-------N-K-----------------------------------------I-----------------------------------------Q------------------------N---EQ----EWHAG-RVIKRVE-----------------------------------------------------------------------------------------G--V---P-------------A--------------G--LSE----VRRVWHD---RQWL-----------AFCRLFE-------------------------------------------------------
WP_012381062.1 P----R----P------------LA-LE--Q-------------------------------------------------------------------------------------------R---P------------------------------------------A-----GCD---EK-LS-ALAAYAPI-LIWPQGTD--D----------------------T----------------------------------------------------P------------------------------------G--E------F--------------------R------------------------------------------------------------A--I------V---------------------DG-L-------W-------N-K-----------------------------------------I-----------------------------------------Q------------------------N---EQ----EWHAG-RVIKRVE-----------------------------------------------------------------------------------------G--V---P-------------A--------------G--LSE----VRRVWHD---RQWL-----------AFCRLFE-------------------------------------------------------
SBV07780.1 P----R----P------------LA-LE--Q-------------------------------------------------------------------------------------------R---P------------------------------------------A-----GCD---EK-LS-ALAAYAPI-LIWPQGTD--G----------------------T----------------------------------------------------P------------------------------------G--E------F--------------------R------------------------------------------------------------A--T------V---------------------DG-L-------W-------N-K-----------------------------------------I-----------------------------------------Q------------------------N---EQ----EWHAG-RVIKRVE-----------------------------------------------------------------------------------------G--E---P-------------A--------------G--LSE----VRRVWHD---RQWL-----------AFCRLFE-------------------------------------------------------
SCE55996.1 P----R----P------------LA-LE--E-------------------------------------------------------------------------------------------C---P------------------------------------------A-----GCD---EK-LS-ALAAYAPI-LIWPQGTD--G----------------------T----------------------------------------------------P------------------------------------G--E------F--------------------R------------------------------------------------------------A--T------V---------------------DG-L-------W-------N-K-----------------------------------------I-----------------------------------------Q------------------------N---EQ----EWHAG-RVIKRVE-----------------------------------------------------------------------------------------G--E---P-------------A--------------G--LSE----VRRVWHD---RQWL-----------AFCRLFE---T---R---------------L------------S-SPE-----EETA-----
WP_020513974.1 E----V----V----------V-FE-SV--P----------------------------------------------------------------------------------------------------------------------------------D-------Q-S---STE---AL-ID-SVY-GSPI-VLWPASRL--D-A-------------------------------------------------------------------------S------------------------------------P--A------L--------------------K------------------------------------------------------------E--L------V---------------------DR-H-------W-------P-A-----------------------------------------L-----------------------------------------K------------------------G---HV----AEA----RWSASGT----------------------------------------------------------------------------------------P--D---D-------------E--------------Q--LRR----LRMVWED---MEWL-----------ELARTWE-------------------------------------------------------
WP_054289255.1 K----A----A----------V-FG-AV--P-------------------------------------------------------------------------------------------G---P-A--------------------------------D-------S-R---PPD---HL-LD-AVY-ASPI-VVWPAAEF--D-A-------------------------------------------------------------------------E------------------------------------T--E------V--------------------G------------------------------------------------------------A--L------V---------------------KD-H-------W-------P-H-----------------------------------------I-----------------------------------------P------------------------S---AV----ARA----RWRPPGS-------------------------------------------------------------------------------------------------------------E--------------Q--LSL----LRHVWED---DEWL-----------TLAKVID-------------------------------------------------------
WP_067901337.1 A----R----R----------GPFL-IA--G-------------------------------------------------------------------------------------------R---T------------------------------------------R-S---SCD---PL-LR-MLDEGHGF-ILWYDSNH--E-R--------------------A----------------------------------------------------A------------------------------------A--S------V--------------------Q------------------------------------------------------------H--V------W---------------------DG-L-------VGGERYRRA-N-----------------------------------------L-----------------------------------------P------------------------D---RV----FDLLP-A---------------------------------------------------------------------------------------------------------------------------------------PY----PVMIWND---LSGR-----------GDSRLVA---G---R---------------L------------Q-APH--------------
WP_075895315.1 V----V----Q----------RPVV-IA--G-------------------------------------------------------------------------------------------S---G------------------------------------------E-G---SRD---LL-QG-LLSEGCGH-IVWFAAGD--Q-Q--------------------A----------------------------------------------------A-E----------------------------------P--A------T--------------------L------------------------------------------------------------Q--A------W---------------------KE-F-------DSS--NRKT-F-----------------------------------------F-----------------------------------------P------------------------D---EL----MGASV-D---------------------------------------------------------------------------------------------------------------------------------------S-----ASIIWND---PDGR-----------SRFRLPE---H---R---------------TPKAPRRLRGTSKR-KMG--------------
ANL87879.1 T----A----V----------W-VG-LG--H-------------------------------------------------------------------------------------------L---E-M--------------------------------N------IN-R---AAA---EI-VG-CLKAGVPC-FFWLSQSP--T-P--------------------A----------------------------------------------------V------------------------------------E--A-----DI--------------------R------------------------------------------------------------G--H------L---------------------YD-M-------F-------K-A-----------------------------------------L----------------------------------K------A------------------------S---DA----PLRIG-KL-RKAAK-------------------------------------------------------------------------------------------N---D-------------D--------------L--VSS----IHIVWDM---PDHL-----------PAAQMLE---S---P---------------I-------------------------------
WP_064832779.1 T----A----V----------W-VG-LG--H-------------------------------------------------------------------------------------------L---E-M--------------------------------N------IN-R---AAA---EI-VG-CLKAGVPC-FFWLSQSP--T-P--------------------A----------------------------------------------------V------------------------------------E--A-----DI--------------------R------------------------------------------------------------G--H------L---------------------YD-M-------F-------K-A-----------------------------------------L----------------------------------K------A------------------------S---DA----PLRIG-KL-RKAAK-------------------------------------------------------------------------------------------N---D-------------D--------------L--VSS----IHIVWDM---PDHL-----------PAAQMLE---S---P---------------I-------------------------------
SDA57587.1 R----L----T----------C-IG-ID--G-------------------------------------------------------------------------------------------Q---P-A--------------------------------N------AR-P---LDE---LV-SG-CLRQGIPC-LLLIRQAT--S-N--------------------T----------------------------------------------------V------------------------------------D--D-----VTKR----------------AER------------------------------------------------------------D--E------L---------------------GL-S-------L-------G-A-----------------------------------------S----------------------------------P------A------------------------A---DT----PLVLR-NL-WAAST-------------------------------------------------------------------------------------------T---D-------------S--------------I--LSG----ARLVWDL---PSHL-----------PSPVQLQ---P---P---------------F------------S------------------
SFM91625.1 V----E----V----------C-IG-VP--H-------------------------------------------------------------------------------------------P---G-S--------------------------------G-----LPE-H---LQQ---ML-RA-CLERGIPY-FSWISAAP--A-D--------------------P----------------------------------------------------S------------------------------------A--L---------------------------E------------------------------------------------------------R--A------T---------------------SK-F-------F-------A-R-----------------------------------------H----------------------------------E------P------------------------S---HA----PLAVA-KHIQRSAM-------------------------------------------------------------------------------------------N---N-------------E--------------P--GKN----LRIVWDD---DRML-----------PAQGSFS---L---P---------------K-------------------------------
WP_093391206.1 V----E----V----------C-IG-VP--H-------------------------------------------------------------------------------------------P---G-S--------------------------------G-----LPE-H---LQQ---ML-RA-CLERGIPY-FSWISAAP--A-D--------------------P----------------------------------------------------S------------------------------------A--L---------------------------E------------------------------------------------------------R--A------T---------------------SK-F-------F-------A-R-----------------------------------------H----------------------------------E------P------------------------S---HA----PLAVA-KHIQRSAM-------------------------------------------------------------------------------------------N---N-------------E--------------P--GKN----LRIVWDD---DRML-----------PAQG----------------------------------------------------------
WP_048244481.1 G----P----V----------C-LA-LE--H-------------------------------------------------------------------------------------------V---S-S--------------------------------D-----SED-T---RIH---SL-AA-SLRAGIPC-LLWLPQPD--D-P--------------------G----------------------------------------------------Q------------------------------------S--E-----IR--------------------R------------------------------------------------------------A--K------V---------------------QR-S-------F-------D-R-----------------------------------------H----------------------------------E------L------------------------A---RA----PLRVP-HE-QANDY-------------------------------------------------------------------------------------------E---M-------------P--------------T--IEG----LGIVWDL---PEYL-----------PKAARHQ---H---R---------------F------------H-DPS--------------
WP_017530617.1 ---------------------W-LW-HG--T-------------------------------------------------------------------------------------------A---H-L----------------------------------------D-T---QRA---DL-ER-LLKQGAAC-ATWCEPAH--M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--Q------V---------------------TA-I-------V-------E-S----------------------------------------------------------------------------G------L------------------------F---AY----LHQTR-TELATLN------------------------------------------------------------------------------------------------A-------------Q--------------G--QHG----ITCIFDN---PDQI-----------PDGAGGF---S---S---------------RF-----------K-QPS--------------
WP_039615160.1 ---------------------W-SW-HG--T-------------------------------------------------------------------------------------------T---S-L----------------------------------------E-T---DRH---VI-ER-SLRQGVAC-AAWCGPEH--M------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--R------V---------------------TN-I-------V-------Q-G----------------------------------------------------------------------------E------P------------------------Y---VR----LRNTQ-VDLAALK------------------------------------------------------------------------------------------------T-------------Q--------------E--CNG----VTCIVDT---PDRI-----------PPGAGGV---S---S---------------GL-----------Y-QPS--------------
WP_058930819.1 N----I----C----------C-TA-LN--Y-------------------------------------------------------------------------------------------R---P-L----------------------------------------M-H---GDG---QF-EE-LLRTGAPF-ILWSDDDP--S-D--------------------A----------------------------------------------------V------------------------------------A--A---------------------------R------------------------------------------------------------D--R------I---------------------TE-L-------I-------N-A----------------------------------------------------------------------------G------L------------------------E---DF----PERRR-NDLRDIA------------------------------------------------------------------------------------------------V-------------D--------------T--GFS----LRIIWDH---AARL-----------PPNPNAR---S---N---------------E-------------------------------
EHR73672.1 D----VP---A----------W-IG-LR--P-------------------------------------------------------------------------------------------P---A-D----------------------------------------P-Q---SGP---QW-QI-CLDGLAPA-LFWLRPDV--A-G--------------------A----------------------------------------------------G------------------------------------R--A-----AV--------------------E------------------------------------------------------------A--E------L---------------------SP-L-------L-------R-Q----------------------------------------------------------------------------A------A------------------------G---DL----PQQLL-AW-RHQQI-----G--C-------------------------------------------------------------------------------------------------------------------D--SEH----VALLIDD---PRRP-----------PRWTDQL---G---R---------------S------------L-PTL-----P--------
WP_083839896.1 D----VP---A----------W-IG-LR--P-------------------------------------------------------------------------------------------P---A-D----------------------------------------P-Q---SGP---QW-QI-CLDGLAPA-LFWLRPDV--A-G--------------------A----------------------------------------------------G------------------------------------R--A-----AV--------------------E------------------------------------------------------------A--E------L---------------------SP-L-------L-------R-Q----------------------------------------------------------------------------A------A------------------------G---DL----PQQLL-AW-RHQQI-----G--C-------------------------------------------------------------------------------------------------------------------D--SEH----VALLIDD---PRRP-----------PRWTDQL---G---R---------------S------------L-PTL-----P--------
WP_061790676.1 I----VG---LPFP-------G-PS-LV--E-------------------------------------------------------------------------------------------P----------------------------------------------N-R---NRS---SF-FG-ALLKGDPW-MCWPRIEP--S-E--------------------P----------------------------------------------------S------------------------------------K---------F--------------------K------------------------------------------------------------Q--K------V---------------------RE-F-------I-------Q-H-----------------------------------------H----------------------------------G------V------------------------S---QATR--PYILAEAL-RQER------------------------------------------------S------------N---------------------------D--Q---D-------------P--------------V--LCS----LWLFIDD---PSRN-----------PYGWNFT---E---T---------------T-------------------------------
WP_083924928.1 C----LF---VWFAPVGQDPAA-AG-QA--H-------------------------------------------------------------------------------------------P----------------------------------------------A-A---PHP---DL-SR-ALDQGVSL-LLWSDESI--A-H--------------------L----------------------------------------------------F------------------------------------P------------------------------D------------------------------------------------------------G--R------P---------------------DP-A-------A-------A-D-----------------------------------------R----------------------------------P------L------------------------D---AW----IDRVW-QL-RQEAW-----A--R--SD-------------T--------------------A------------N---------------------------P--G---R-------------A--------------H--TGR----LHLLWDD---PGRR-----------PPPLESV---T---D---------------A------------P-LA---------------
WP_036031943.1 ----------F----------RCHGDWL--K-------------------------------------------------------------------------------------------S---D------------------------------------------E-A---AVK---NW-QE-LVNSGIPL-ALWMCGGN--P-T--------------------P----------------------------------------------------P----------------------------------------------D--------------------A------------------------------------------------------------E--A------V---------------------FE-Q-------L-------V-D-----------------------------------------C----------------------------------T------R------------------------F---EF----PKRLP-LK-RDRQ--------------------------------------------------------------------------------------------R---K-------------T--------------C--DYY----VGVLYED---PNYV-----------PPVPLPP---S---------------------------------------------------
OAB56565.1 ----------V----------QCWGGWL--R-------------------------------------------------------------------------------------------S---H------------------------------------------Q-A---AVE---RW-YK-LIESGIPL-ALWLDDDC--L-Q--------------------P----------------------------------------------------Q----------------------------------------------A--------------------I------------------------------------------------------------A--Q------T---------------------FA-R-------L-------T-D-----------------------------------------C----------------------------------C------H------------------------E---EF----LDRVR-SE-RRGS--------------------------------------------------------------------------------------------------------------------------------DS--------------------------------------------------------------------------------------------
WP_083865451.1 S----P----A----------A----IA--V-------------------------------------------------------------------------------------------T---E------------------------------------------V-P---SVQ---VL-TA-AHSNALPV-TLWRNDRC--A-A--------------------H----------------------------------------------------Y-APP------TR--DTPSGPAADT--------ACRGT--I------F--------------------R------------------------------------------------------------E--V------V---------------------SQ-T-------L-------A-R-----------------------------------------V----------------------------------P------P------------------------A---EW----YTSIW-NN-QRGAG------------S-------------S--------------------A------------H---------------------------D--R---G----------------------------L--WRA----VIFLLDV---PGQS-----------KRRPHPL---A---G---------------P------------R------------------
WP_083874786.1 S----P----A----------A----IA--V-------------------------------------------------------------------------------------------T---E------------------------------------------V-P---TAQ---ML-TA-AHSNSVPV-TIWRNDRC--A-V--------------------H----------------------------------------------------Y-DAPASTAAATRSGDTPPAPAVGASTDDTEKVPCAGA--V------F--------------------R------------------------------------------------------------R--R------V---------------------EE-S-------L-------A-G-----------------------------------------L----------------------------------P------P------------------------V---DW----YTTVW-NN-QRDAR------------P-------------S--------------------T------------D---------------------------E--R---D-------------R--------------L--WRT----TVFILDI---PGQS-----------KRRPHPL---A---G---------------P------------R------------------
WP_084519107.1 A----G----D----------GPHDALG--V-------------------------------------------------------------------------------------------T---E------------------------------------------P-P---TTH---VL-TA-SATNALPV-TLWRNERC--A-A--------------------H------------------------------------------------------------------------PACGV--------ECAGS--D------F--------------------R------------------------------------------------------------A--R------L---------------------TR-R-------L-------G-G-----------------------------------------R----------------------------------S------P------------------------V---DW----HDQIW-RA-QR-AR------------E-------------E--------------------S------------E---------------------------E--R---D-------------R--------------F--WRK----VVYIVDI---PGQS-----------RRRPPPL---A---G---------------P------------A------------------
WP_077116337.1 A----P----D----------G----IG--I-------------------------------------------------------------------------------------------S---E------------------------------------------P-P---TAE---VL-TA-AASNALPL-TVWRTTSC--R-T--------------------H------------------------------------------------------------------------PGAG----------CDGT--S------F--------------------R------------------------------------------------------------T--E------L---------------------TA-Q-------L-------A-G-----------------------------------------A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AOR30906.1 ----------D----------A-AG-LI--F-----------------------------------------------------------------------------------------------P-RS----G------------------------------------------D---PV-AA-ALLQGSPV-LLWTPDPL--A-P--------------------E---------------------------------------------------------------------------------------------------T--------------------E------------------------------------------------------------A--A------L---------------------SD-M-------A-------S-R-----------------------------------------V----------------------------------P------L------------------------E---EI----PEAVR-SW-RRQQA-----S--R-----------------H--------------------V-----------------------------------------------D-------------E--------------P--AAR----ICLIYAD---PERL-----------RVAFPR--------------------------------------------------------
WP_079161187.1 ----------D----------A-AG-LI--F-----------------------------------------------------------------------------------------------P-RS----G------------------------------------------D---PV-AA-ALLQGSPV-LLWTPDPL--A-P--------------------E---------------------------------------------------------------------------------------------------T--------------------E------------------------------------------------------------A--A------L---------------------SD-M-------A-------S-R-----------------------------------------V----------------------------------P------L------------------------E---EI----PEAVR-SW-RRQQA-----S--R-----------------H--------------------V-----------------------------------------------D-------------E--------------P--AAR----ICLIYAD---PERL-----------RVAFPR--------------------------------------------------------
OOQ46878.1 ----------D----------A-TE-LT--F-----------------------------------------------------------------------------------------------P-PA----A--------------------------D-------E-V---ATD---QV-AF-ALLQGVPV-FIWTPDP---R-P--------------------A---------------------------------------------------------------------------------------------------T--------------------Q------------------------------------------------------------A--A------L---------------------ME-L-------A-------R-T-----------------------------------------V----------------------------------P------L------------------------E---QI----PDAVR-SW-RARQA-----V--E-----------------Y--------------------S-----------------------------------------------A-------------G--------------G--PAR----VTLVYAD---PERP--------------LP---------------------------------------------------------
WP_046729108.1 ----------D----------A-AG-LA--F-----------------------------------------------------------------------------------------------P-PR----G------------------------------------------D---VV-AA-CLLQGVPV-LIRSRDA---S-P--------------------A---------------------------------------------------------------------------------------------------A--------------------E------------------------------------------------------------E--A------L---------------------TA-L-------A-------R-T-----------------------------------------V----------------------------------S------L------------------------E---EI----PDAVR-SW-RIRQ---------------------------H--------------------T-----------------------------------------------T-------------G--------------T--GDR----VSLLYAD---PDRP--------------LPK--------------------------------------------------------
KUN89325.1 ----------D----------A-EE-TT--F-----------------------------------------------------------------------------------------------R-SS----G------------------------------------------D---PV-AA-CLLQGIPV-VIWSKGA---S-P--------------------E---------------------------------------------------------------------------------------------------T--------------------E------------------------------------------------------------E--E------L---------------------TD-L-------A-------R-T-----------------------------------------V----------------------------------P------L------------------------E---GI----PEAVR-SL-RSRQ---------------------------R--------------------T-----------------------------------------------T-------------G--------------A--RER----VGLLFAD---PEHS--------------LPD--------------------------------------------------------
WP_055715311.1 ----------D----------P--------------------------------------------------------------------------------------------------------R-GE----M--------------------------E-------P-S---APR---PL-DA-ALAAGVTV-AIWSRTGD----A--------------------E---------------------------------------------------------------------------------------------------I--------------------E------------------------------------------------------------A--R------I---------------------EE-L-------V-------A-H-----------------------------------------T----------------------------------D------L------------------------A---AL----PEAVL-AL-RRENV-----E--A-----------------W----------------------------------------------------------------------------------------------------ADS----IVLLYDD---PRSA-----------APEPPLL---D---P---------------F------------P-A----------------
WP_055420296.1 A----L----A----------L-AV-VV--E-------------------------------------------------------------------------------------------P---P-SRHDRAP--------------------------A-------G-A---VAR---AV-GM-ALDAGVPV-VLWGRDEG--D-T--------------------D--------------------------------------------------------------------------------------------GYVESGAL--------------------H------------------------------------------------------------S--T------T---------------------RR-L-------I-------S-G-----------------------------------------G----------------------------------S------P------------------------A---RL----PERIT-SL-RRRAL-----D--S-----------------G--------------------T-----------------------------------------------P-------------S--------------P--AEQ----LALVWDD---PGGR-----------PDVGGGA---L---R---------------C------------P------------------
WP_067031492.1 Q----P----A----------L-CV-LF--A-------------------------------------------------------------------------------------------G---T-ATWDE-R--------------------------G-------N-R---LQE---HL-EV-ALESGVPI-MLWDRRGG--I-E--------------------S--------------------------------------------------------------------------------------------TH----FF--------------------R------------------------------------------------------------ES-L------A---------------------PE-L-------A-------D-E-----------------------------------------R----------------------------------G------R------------------------A---RL----PHTIL-DL-RRRTA-----E--L-----------------D--------------------D-----------------------------------------------T-------------Y--------------R--FAG----LALLWDD---PERS-----------PVQAGGF---Q---A---------------P------------M------------------
CCH34760.1 A----P----V----------A-VL-MA--A-------------------------------------------------------------------------------------------P---P-ET----G--------------------------A-------G-L---GRD---EL-TA-VLYAGVPV-VAWCRDPA--L-S--------------------A--------------------------------------------------------------------------------------------T------F--------------------R------------------------------------------------------------R--D------L---------------------G--E-------L-------LES-----------------------------------------G----------------------------------G------L------------------------D---RL----PGHVL-RL-RRQAG-----G--N-----------------T--------------------G----------------------------------------A--E---L-------------L--------------L--GEH----ITLLWDD---ADRI-----------PELFAQP---SRLRA---------------P------------R------------------
WP_041315365.1 A----P----V----------A-VL-MA--A-------------------------------------------------------------------------------------------P---P-ET----G--------------------------A-------G-L---GRD---EL-TA-VLYAGVPV-VAWCRDPA--L-S--------------------A--------------------------------------------------------------------------------------------T------F--------------------R------------------------------------------------------------R--D------L---------------------G--E-------L-------LES-----------------------------------------G----------------------------------G------L------------------------D---RL----PGHVL-RL-RRQAG-----G--N-----------------T--------------------G----------------------------------------A--E---L-------------L--------------L--GEH----ITLLWDD---ADRI-----------PELFAQP---SRLRA---------------P------------R------------------
WP_033435811.1 A----P----V----------A-VV-LV--E-------------------------------------------------------------------------------------------P---P-TE----R--------------------------E-------G-L---GWD---EL-TA-ALYAGVPV-VAWCREPT--L-S--------------------E--------------------------------------------------------------------------------------------W------F--------------------E------------------------------------------------------------E--E------I---------------------RR-V-------L-------AEG-----------------------------------------G----------------------------------G------L------------------------R---RL----PAHVL-HL-RRKAS-----G--R-----------------Y--------------------D----------------------------------------S--R---V-------------R--------------L--GNH----ITLLWDD---ADRI-----------PEPFMRA---GRLRA---------------P------------R-LEG-----NHG------
WP_012851962.1 S----S----V----------G-VA-MP--F-------------------------------------------------------------------------------------------P---P-LA----E--------------------------H-------G-Q---MPD---EL-WV-GLHAGIPI-AVWCRQER--E-P--------------------N--------------------------------------------------------------------------------------------L------F--------------------F------------------------------------------------------------T--E------V---------------------QQ-L-------W-------D-------------------------------------------Q----------------------------------G------V------------------------L---SL----PESVL-QL-RRKAL-----R--A-----------------LE-----------------EAP----------------------------------------T--N---D-------------H--------------L--GFQ----LTLMFDD---ADRL-----------PEPYVRL---S---A---------------P------------A------------------
ACY97178.1 S----S----V----------G-VA-MP--F-------------------------------------------------------------------------------------------P---P-LA----E--------------------------H-------G-Q---MPD---EL-WV-GLHAGIPI-AVWCRQER--E-P--------------------N--------------------------------------------------------------------------------------------L------F--------------------F------------------------------------------------------------T--E------V---------------------QQ-L-------W-------D-------------------------------------------Q----------------------------------G------V------------------------L---SL----PESVL-QL-RRKAL-----R--A-----------------LE-----------------EAP----------------------------------------T--N---D-------------H--------------L--GFQ----LTLMFDD---ADRL-----------PEPYVRL---S---A---------------P------------A------------------
SEG16258.1 S----S----V----------C-LA-LA--F-------------------------------------------------------------------------------------------I---P-RN----E--------------------------Y-------E-S---PPD---EL-EV-GLHAGVPI-AVWCRWER--E-P--------------------G--------------------------------------------------------------------------------------------R------F--------------------F------------------------------------------------------------A--E------V---------------------QE-L-------W-------G-------------------------------------------Q----------------------------------G------A------------------------L---EL----PESVL-AL-RRKAL-----R--A-----------------LD-----------------ETA----------------------------------------A--E---N-------------H--------------L--GFQ----LTLMFDD---ADRL-----------PEPYVRL---S---A---------------P------------A------------------
WP_026401296.1 S----F----V----------C-LA-LA--F-------------------------------------------------------------------------------------------P---P-RT----D--------------------------G-------A-G---APD---EL-RI-GLQAGAPV-IAWCRDGL--A-P--------------------D--------------------------------------------------------------------------------------------M------F--------------------A------------------------------------------------------------E--G------F---------------------HE-L-------V-------S-------------------------------------------R----------------------------------G------V------------------------P---AL----PDSVL-AL-RREAV-----A--V-----------------RD-----------------RDP----------------------------------------G--A---D-------------H--------------L--GFQ----LTLLFDD---ADRF-----------PEPRGRL---R---A---------------P------------A------------------
OLT37376.1 S----S----V----------C-LA-LA--F-------------------------------------------------------------------------------------------P---P-SV----D--------------------------G-------T-G---GPD---EL-RV-ALQAGTPI-IAWCRRGR--S-P--------------------E--------------------------------------------------------------------------------------------R------F--------------------A------------------------------------------------------------A--E------F---------------------RE-L-------V-------A-------------------------------------------D----------------------------------G------A------------------------L---AL----PDSVL-EL-RRKAV-----M--A-----------------MH-----------------RDP----------------------------------------D--A---D-------------P--------------L--GLE----LTLLFDD---ADRF-----------P-------------------------------------------------------------
WP_067896619.1 P----S----V----------C-LA-MA--F-------------------------------------------------------------------------------------------P---P-GP----D--------------------------G-------G-D---ASA---EL-RA-ALQAGVPI-VAWCRRGR--D-P--------------------E--------------------------------------------------------------------------------------------R------F--------------------A------------------------------------------------------------H--E------F---------------------QE-L-------L-------D-------------------------------------------T----------------------------------G------A------------------------L---TL----PESVL-SL-RREAL-----R--A-----------------LD-----------------GAP----------------------------------------D--G---D-------------H--------------L--GLD----LTLLFDD---ADRL-----------PEPYVRL---N---A---------------P------------A------------------
SFN86665.1 S----T----A----------V-LA-LA--F-------------------------------------------------------------------------------------------P---P-WA----G--------------------------A-------S-D---VPD---EH-WV-GLVAGIPV-VAWCRDGR--D-P--------------------A--------------------------------------------------------------------------------------------R------F--------------------A------------------------------------------------------------R--E------V---------------------KE-L-------L-------A-------------------------------------------A----------------------------------D------L------------------------M---KL----PRRTR-EL-RRQAL-----S--A-----------------GA-----------------EGA----------------------------------------G--G---G-------------H--------------L--GLH----LTLVFDD---ADRV-----------PEPYVQL---R---P---------------P------------A------------------
WP_075020769.1 S----T----A----------V-LA-LA--F-------------------------------------------------------------------------------------------P---P-WA----G--------------------------A-------S-D---VPD---EH-WV-GLVAGIPV-VAWCRDGR--D-P--------------------A--------------------------------------------------------------------------------------------R------F--------------------A------------------------------------------------------------R--E------V---------------------KE-L-------L-------A-------------------------------------------A----------------------------------D------L------------------------M---KL----PRRTR-EL-RRQAL-----S--A-----------------GA-----------------EGA----------------------------------------G--G---G-------------H--------------L--GLH----LTLVFDD---ADRV-----------PEPYVQL---R---P---------------P------------A------------------
WP_021593017.1 S----T----A----------V-LA-LA--F-------------------------------------------------------------------------------------------P---P-WG----D--------------------------A-------S-D---EPD---EH-WV-GLLAGVPV-VAWCRDGR--D-P--------------------A--------------------------------------------------------------------------------------------R------F--------------------A------------------------------------------------------------R--E------V---------------------KE-L-------L-------A-------------------------------------------A----------------------------------D------L------------------------M---KL----PRRTR-EL-RRQAL-----A--G-----------------GP-----------------DGA----------------------------------------G--A---G-------------H--------------L--GLH----LTLLFDD---AERV-----------PEPYVQL---R---P---------------P------------A------------------
WP_067637712.1 S----T----A----------V-LA-LA--F-------------------------------------------------------------------------------------------P---P-RG----G--------------------------A-------G-D---EPD---EH-WV-GLVAGIPV-VAWCRDGR--D-P--------------------A--------------------------------------------------------------------------------------------L------F--------------------A------------------------------------------------------------R--E------V---------------------KG-L-------L-------A-------------------------------------------A----------------------------------D------V------------------------M---KL----PRRTM-EL-RRKAL-----S--G-----------------GV-----------------EGA----------------------------------------G--S---G-------------H--------------L--GLH----LTLVFDD---ADRI-----------PEPYVRL---R---P---------------P------------A------------------
WP_025356471.1 Q----P----V----------C-LA-WD--R-------------------------------------------------------------------------------------------T---P-TP----E--------------------------H-------Q-S---ADS---VL-GA-AIFAGTPV-ALWCREDH--G-A--------------------G--------------------------------------------------------------------------------------------G------H--------------------E---------------------------------------------------------------Q------A---------------------VE-L-------L-------T-G-----------------------------------------G----------------------------------S------L------------------------L---RL----PDHAL-RA-RQEAG-----L--G-----------------G----------------------------------------------------------------A---D-------------H--------------C--GHH----LSLLWDD---PSRL-----------PEPDLGL---S---A---------------P------------T-ASG--------------
AHH96334.1 Q----P----V----------C-LA-WD--R-------------------------------------------------------------------------------------------T---P-TP----E--------------------------H-------Q-S---ADS---VL-GA-AIFAGTPV-ALWCREDH--G-A--------------------G--------------------------------------------------------------------------------------------G------H--------------------E---------------------------------------------------------------Q------A---------------------VE-L-------L-------T-G-----------------------------------------G----------------------------------S------L------------------------L---RL----PDHAL-RA-RQEAG-----L--G-----------------G----------------------------------------------------------------A---D-------------H--------------C--GHH----LSLLWDD---PSRL-----------PEPDLGL---S---A---------------P------------T-AS---------------
EWM11540.1 Q----P----V----------A-VA-WH--G-------------------------------------------------------------------------------------------P---P-PP----E--------------------------H-------Q-A---VDS---VL-GA-AVWAGTPV-ALWCREHH--G-E--------------------G--------------------------------------------------------------------------------------------G------H--------------------L---------------------------------------------------------------Q------L---------------------TD-M-------L-------T-K-----------------------------------------G----------------------------------Q------L------------------------P---GL----PDNAL-RA-RKESD-----A--P-----------------C--------------------A----------------------------------------L--E---D-------------H--------------C--GNH----LSLLWDD---PSRL-----------PEPRFGA-------------------------------------------------------
KIH98247.1 S----G----T----------C-LV-VG--H-------------------------------------------------------------------------------------------D---P-VE----H--------------------------T-------D-P---NQD---IV-RI-AWESGVPI-MLWCRDER--D-P--------------------E--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------R--A------V---------------------DG-L-------L-------D-T-----------------------------------------G----------------------------------G------V------------------------L---GL----RKHVK-DL-RSEAM-----A--T-----------------G--------------------D-------------------------------------------P---A-------------H--------------L--GRH----LTLLWDD---PERA-----------LPPDPAF---D---P---------------P------------R------------------
WP_083980820.1 R----T----V----------P-VL-LP--V-------------------------------------------------------------------------------------------Y-----------L--------------------------A-------D-D---GPD---GV-LD-ALRGGVSV-AVWHRRDP--G-P--------------------A--------------------------------------------------------------------------------------------A------A--------------------A---------------------------------------------------------------E------L---------------------RS-R-------L-------A-R-----------------------------------------T----------------------------------P------A------------------------G---DL----PRLVR-DL-RREAA-----T--A-----------------P--------------------A----------------------------------------D--A---D-------------H--------------P--GKG----LQVIFDD---PHRV-----------PDRPGGL---H---V---------------P------------E-R----------------
WP_055491863.1 G----P----V----------A-LV-LG--F-------------------------------------------------------------------------------------------P---P-KV----P--------------------------R------KR-A---PDA---EF-DA-PLDAGIPT-LVWAHDER--D-A--------------------Q--------------------------------------------------------------------------------------------R------V--------------------V------------------------------------------------------------T--E------L---------------------LP-R-------M-------R-E-----------------------------------------S----------------------------------S------P------------------------H---AV----PQAVL-RA-RRGER-----A--R-----------------GPG----------------VGR----------------------------------------P--P---T-------------E--------------A--GLR----VGFLWDP---FDRL-----------PPHTP-L---A---P---------------P------------A-P----------------
WP_076973924.1 G----P----L----------A-LI-LG--F-------------------------------------------------------------------------------------------P---P-RV----P--------------------------R------RR-A---PDA---EF-DA-ALDAGVPA-LVWAHDEQ--D-G--------------------P--------------------------------------------------------------------------------------------S------V--------------------A------------------------------------------------------------A--D------L---------------------PD-R-------L-------R-A-----------------------------------------A----------------------------------G------A------------------------R---AL----PGEVL-RA-RRGEW-----S--S-----------------RPG----------------AAR----------------------------------------P--R---V-------------G--------------G--GLR----LGFLWDP---FDRL-----------PPHTP-L---T---P---------------P------------A-P----------------
AIS01608.1 H----P----V----------C-VA-VA--A-------------------------------------------------------------------------------------------D--------------------------------------D-------A------EP---VW-RA-ALHVGMPV-VVWQRASS--R-R--------------------D----------------------------------------------------P---------------------------------------K------L--------------------P------------------------------------------------------------R---------L---------------------KT-L-------L-------P-V-----------------------------------------A----------------------------------D------V------------------------A---EL----PREVK-RL-RRNRN-----V--P-----------------A----------------------------------------------------------------------------------S--------------A--RSS----VVLLWDD---PDQA-----------LETAPLT-------------------------------------------------------
KUN19776.1 H----P----A----------C-VA-IA--A-------------------------------------------------------------------------------------------R--------------------------------------D-------A------ER---VW-RA-ALHFGMPV-VLWRRVGH--A-A--------------------P----------------------------------------------------A---------------------------------------G------A--------------------P------------------------------------------------------------G---------L---------------------EN-L-------R-------R-V-----------------------------------------K----------------------------------N------V------------------------S---EL----PRAVK-TL-RKG------------------------------------------------------------------------------------------------------------------------------V--DPG----VVLLYDD---PHHP-----------VEAALLT-------------------------------------------------------
WP_015792500.1 H----P----V----------C-VA-VD--A-------------------------------------------------------------------------------------------V--------------------------------------S-------P-G---HAD---GW-GA-ALDAGMPV-IVWRRPDR--A-D--------------------D----------------------------------------------------D---------------------------------------R------A--------------------P------------------------------------------------------------A--S------L---------------------RE-L-------L-------P-I-----------------------------------------D----------------------------------D------V------------------------S---QL----PATVK-QL-RTDST-----V--D-----------------P----------------------------------------------------------------------------------R--------------L--RST----VVLLWDD---PGHA-----------LDRELLS-------------------------------------------------------
ANS70746.1 P----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------T--------------------------------------E-------P-M---IMD---TL-DA-ILDGGVPI-AIWRRPAD--F-Q--------------------------------------------------------------------------------------------------------------G--E------A--------------------A------------------------------------------------------------E--P------I---------------------RT-A-------L-------A-AG---T-AQ---------------------------------L----------------------------------D------V------------------------Q---TL----PARLR-QA-RIAQR---------------------------------------------------------------------------------------------------------------------------------P----LALMWDD---PGRI-----------PGGRTLT-------------------------------------------------------
WP_067444526.1 P----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------T--------------------------------------E-------P-M---IMD---TL-DA-ILDGGVPI-AIWRRPAD--F-Q--------------------------------------------------------------------------------------------------------------G--E------A--------------------A------------------------------------------------------------E--P------I---------------------RT-A-------L-------A-AG---T-AQ---------------------------------L----------------------------------D------V------------------------Q---TL----PARLR-QA-RIAQR---------------------------------------------------------------------------------------------------------------------------------P----LALMWDD---PGRI-----------PGGRTLT-------------------------------------------------------
SBT93725.1 P----P----V----------C-VL-AD--V-------------------------------------------------------------------------------------------T--------------------------------------E-------P-L---VPN---AL-DA-VIDSGIPI-AVWRRPS--------------------------------------------------------------------------------------------------------------------A--T------E--------------------K------------------------------------------------------------E--P------L---------------------RT-A-------L-------E-MD---S------------------------------------L----------------------------------D------V------------------------A---QL----PTKLK-HL-RVRRQ---------------------------------------------------------------------------------------------------------------------------------P----LALLWDD---PGRI-----------PVRRSLS-------------------------------------------------------
WP_093723158.1 P----P----V----------C-VL-AD--V-------------------------------------------------------------------------------------------T--------------------------------------E-------P-L---VPN---AL-DA-VIDSGIPI-AVWRRPS--------------------------------------------------------------------------------------------------------------------A--T------E--------------------K------------------------------------------------------------E--P------L---------------------RT-A-------L-------E-MD---S------------------------------------L----------------------------------D------V------------------------A---QL----PTKLK-HL-RVRRQ---------------------------------------------------------------------------------------------------------------------------------P----LALLWDD---PGRI-----------PVRRSLS---S---------------------------------------------------
WP_015655646.1 S----P----V----------C-VL-AD--V-------------------------------------------------------------------------------------------T--------------------------------------G-------P-L---VMD---AL-GA-VLDGGIPI-AVWPRSS--------------------------------------------------------------------------------------------------------------------A--P------D---------------------------------------------------------------------------------E--S------L---------------------RK-A-------L-------G-AE---PPDV---------------------------------L----------------------------------D------V------------------------A---AL----PDALK-RL-RVKRR---------------------------------------------------------------------------------------------------------------------------------P----LALLWDN---PGRV-----------PARRSLS-------------------------------------------------------
SDG68750.1 S----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------T--------------------------------------E-------D-L---VMD---VL-EA-VVDGGIPI-AVWRRPS--------------------------------------------------------------------------------------------------------------------P--A------P--------------------G------------------------------------------------------------A--A------I---------------------RT-A-------L-------D-AD---PPHA---------------------------------L----------------------------------D------V------------------------A---SL----PTGLR-RA-RVDQH---------------------------------------------------------------------------------------------------------------------------------P----LALLYDN---PDRV-----------PLRRSLS-------------------------------------------------------
WP_079190728.1 S----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------T--------------------------------------E-------D-L---VMD---VL-EA-VVDGGIPI-AVWRRPS--------------------------------------------------------------------------------------------------------------------P--A------A--------------------G------------------------------------------------------------A--A------I---------------------RT-A-------L-------D-AD---PPHA---------------------------------L----------------------------------D------V------------------------A---SL----PTGLR-RA-RVDQH---------------------------------------------------------------------------------------------------------------------------------P----LALLYDN---PDRV-----------PLRRSLS-------------------------------------------------------
SCF56451.1 P----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------S--------------------------------------E-------Q-R---LMD---TL-DA-VLDAGVPI-AVWPRRGH--A-A--------------------------------------------------------------------------------------------------------------Q--A------Q--------------------G------------------------------------------------------------G--L------V---------------------AA-L-------T-------G-AD---R------------------------------------M----------------------------------D------V------------------------G---RL----PALLR-ML-RIPLP-----G--A-----------------S--------------------A----------------------------------------E--G---IR------------R--------------S--SLP----LALMWDD---PERV-----------PERRPLS-------------------------------------------------------
WP_069626230.1 P----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------S--------------------------------------Q-------Q-R---LLD---TL-DA-VLDAGVPI-AVWPRRGH--A-V--------------------------------------------------------------------------------------------------------------L--D------R--------------------G------------------------------------------------------------G--L------V---------------------AT-L-------A-------G-AN---G------------------------------------M----------------------------------D------V------------------------G---RL----PALLR-TL-RIPLP-----G--A-----------------P--------------------A----------------------------------------D--G---VQ------------R--------------S--SFP----LALMWDD---PERV-----------PERRPLS-------------------------------------------------------
PBC92567.1 S----P----V----------C-VL-AD--V-------------------------------------------------------------------------------------------S--------------------------------------G-------P-R---LTE---TI-EA-VLDAGVPI-AVWHRDGG--E-P--------------------------------------------------------------------------------------------------------------G--R------I--------------------A------------------------------------------------------------A--I------L---------------------AE-Q-------W-------D-PE---E------------------------------------L----------------------------------N------V------------------------R---RL----PFLVW-QS-RIPNA-----A--S-----------------T--------------------A----------------------------------------R--T---GR------------T--------------S--AAR----LALMWDD---PERV-----------PERRALS-------------------------------------------------------
SOF02549.1 S----P----V----------C-VL-AD--V-------------------------------------------------------------------------------------------S--------------------------------------G-------P-R---LTE---TI-EA-VLDAGVPI-AVWHRDGG--E-P--------------------------------------------------------------------------------------------------------------G--R------I--------------------A------------------------------------------------------------A--I------L---------------------AE-Q-------W-------D-PE---E------------------------------------L----------------------------------N------V------------------------R---RL----PFLVW-QS-RIPNA-----A--S-----------------T--------------------A----------------------------------------R--T---GR------------T--------------S--AAR----LALMWDD---PERV-----------PERRALS-------------------------------------------------------
WP_051795810.1 P----P----V----------C-VL-AE--V-------------------------------------------------------------------------------------------S--------------------------------------D-------P-R---LMD---AL-DG-VLDAGVPI-AVWRRGGP--P-A--------------------P----------------------------------------------------G------------------------------------G--A------D--------------------G------------------------------------------------------------G--L------T---------------------QA-L-------T-------E-EC---E------------------------------------V----------------------------------D------V------------------------G---RL----PETLK-RM-RSTAP-----P--I-----------------E--------------------E----------------------------------------Q--P---SW------------R------------------HP----LALLWDD---PDCR-----------PGSQSLS-------------------------------------------------------
WP_053681305.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---TG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGCPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGQRPS--------------G--ADQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_053685939.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---TG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGCPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGQRPS--------------G--ADQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_053706124.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---TG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGCPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGQRPS--------------G--ADQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_030826223.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---TG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGCPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGQRPS--------------G--ADQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
KJY21447.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---TG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGCPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGQRPS--------------G--ADQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_030656877.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---TL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAATG---DGQRPA--------------G--EDQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_053612268.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---TL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAATG---DGQRPA--------------G--EDQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_053625155.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---TL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAATG---DGQRPA--------------G--EDQ----LVLLWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
WP_045323372.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------E---S----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGT--A-T--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAAPG---GGRLPA--------------G--EDQ----LVLLWDD---PD---DI--------PDSR-SL---A---------------------------------------------------
WP_076044736.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAV-------QQPS--------------G--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_078095388.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAV-------QQPS--------------G--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_030853856.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAV-------QQPS--------------G--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_031152029.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---QRAA-------QQPA--------------G--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_030964895.1 A----P----A----------C-VL-SH--T-------------------------------------------------------------------------------------------T---A----------------------------------G-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------Q----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------D--A---ARTT-------QQPA--------------R--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_052758014.1 A----P----A----------C-VL-SH--T-------------------------------------------------------------------------------------------A---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--T-P--------------------Q----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---TL----PARMR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARTT-------QQPS--------------G--EDQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_051807044.1 A----P----A----------C-VV-AH--T-------------------------------------------------------------------------------------------T---S----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------R---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------A--A---ARAGPD---AAQRPP--------------R--EDQ----LVILWDD---PD---DI--------PGSR-SL---A---------------------------------------------------
EYU71426.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------V---A----------------------------------A-------P-H---AG----LL-EA-VLEGGVPV-AVWRRGGG--A-P--------------------A----------------------------------------------------P---------------------------------------P------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------H-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---SL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------S--D---RSAA-------QRDS--------------G--ADQ----LVLLWDD---PD---DI--------PGFR-SL---A---------------------------------------------------
WP_053704397.1 E----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------D------L--------------------L------------------------------------------------------------G--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---AR-------AHQPPS--------------G--GDR----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_081522100.1 E----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------D------L--------------------L------------------------------------------------------------G--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------E--A---AR-------AHQPPS--------------G--GDR----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_030389767.1 E----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------D------L--------------------L------------------------------------------------------------G--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---PR-------AHQPPS--------------G--GDR----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_079406521.1 E----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------D------L--------------------L------------------------------------------------------------G--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---AR-------AHQPPA--------------G--GDR----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_052871934.1 E----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--A-P--------------------A----------------------------------------------------A---------------------------------------D------L--------------------L------------------------------------------------------------G--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------G----------------------------------------G--A---AH-------AHQPPA--------------G--GDR----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_030715046.1 P----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--L-P--------------------A----------------------------------------------------P---------------------------------------A------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--V-----------------A--------------------A----------------------------------------G--A---ARATSGAAHAHQPLA--------------G--GDQ----LVLLWDD---PD---DM--------PGLR-SL---A---------------------------------------------------
WP_051763049.1 P----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---AG----LL-EA-VLEGGLPV-AVWRRGGG--L-P--------------------A----------------------------------------------------P---------------------------------------A------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----V--G-----------------A--------------------A----------------------------------------G--A---ARAAAGAAHAHQPPT--------------G--GDQ----LVLLWDD---PD---DM--------PGLR-SL---A---------------------------------------------------
WP_030766476.1 P----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------T---A----------------------------------A-------P-H---DG----LL-EA-VLEGGLPV-AVWRRGGG--P-P--------------------A----------------------------------------------------P---------------------------------------A------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----G--A-----------------A--------------------A----------------------------------------G--A---ARAVGGAARADQPPT--------------R--GDQ----LVLLWDD---PD---DM--------PGLR-SL---A---------------------------------------------------
WP_030715506.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------S---A----------------------------------A-------S-H---AV----LL-ES-VLEGGVPV-AVWRRGGG--V-P--------------------A----------------------------------------------------P---------------------------------------A------L--------------------L------------------------------------------------------------D--L------L---------------------AP---------A-------G-PDGRPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-EV-RRAAA-----L--A-----------------A--------------------A----------------------------------------R--P---PGAACDAASARQPPP--------------G--GDQ----LVLLWDD---PD---DV--------PGLR-SL---A---------------------------------------------------
WP_031149061.1 A----P----A----------C-VL-AH--T-------------------------------------------------------------------------------------------S---A----------------------------------G-------T-R---TGE---LL-DA-VLEGGVPV-MVWRRGGG--A-P--------------------P----------------------------------------------------G---------------------------------------G------L--------------------L------------------------------------------------------------G--L------L---------------------AP-P-------D-------G-PDGVPDPGA---------------------------------L----------------------------------D------V------------------------L---AL----PARVR-AL-RRAAA-----G--A-----------------G--------------------R----------------------------------------A--A---GPAH-------QQPE--------------G--GDR----LVLLWDD---PD---DT--------LTLR-SL---S---------------------------------------------------
WP_005308097.1 D----P----A----------C-VV-AH--T-------------------------------------------------------------------------------------------T---G----------------------------------T-------G-T---QD----VV-DA-LLEGGVPV-AVWRRDG-----P--------------------A----------------------------------------------------R---------------------------------------D------S--------------------A------------------------------------------------------------Q--E------V---------------------AA-L-------L-------S-PD-RALLAD---------------------------------L----------------------------------D------V------------------------L---AL----PGTIR-DL-RRGAA-----A--G-----------------R--------------------S------------------------------------------------------------AD--------------G--ADQ----LVLLWDD---PD---CT--------MDHR-SL---A---------------------------------------------------
WP_078918670.1 T----P----A----------C-VV-AD--T-------------------------------------------------------------------------------------------T---D----------------------------------P-------R-T---TD----AL-DA-TLDGGVPV-TVWWRDGT--Q-A--------------------A----------------------------------------------------G---------------------------------------A------D--------------------G------------------------------------------------------------D--E------L---------------------TA-L-------L-------E-PNEDGTP-T---------------------------------T----------------------------------N------V------------------------L---TL----PGKVH-AL-RRARA-----A--A-----------------S--------------------E----------------------------------------A--A---GR---------------------------V--DSR----LALLWDD---PDCAMDT--------PSLHGSP---A---T-----------------------------------------------
CCK25369.1 F----P----V----------C-VL-AP--V-------------------------------------------------------------------------------------------D--------------------------------------P-------A-R---LSD---VL-KA-VHTSGVPV-AVWRRGGP--P-E--------------------S--------------------------------------------------------------------------------------------A------A--------------------G------------------------------------------------------------D--L------A---------------------TA-L-------A-------A-SGD-----Q---------------------------------I----------------------------------D------L------------------------R---NL----PNTVR-KL-RIAAG-----G--T-----------------Q--------------------P----------------------------------------S--D---R-------------S--------------W--GHP----LALLWDD---PNRR-----------PEPRQLK---S---T---------------P-------------------------------
WP_078598752.1 F----P----V----------C-VL-AP--V-------------------------------------------------------------------------------------------D--------------------------------------P-------A-R---LSD---VL-KA-VHTSGVPV-AVWRRGGP--P-E--------------------S--------------------------------------------------------------------------------------------A------A--------------------G------------------------------------------------------------D--L------A---------------------TA-L-------A-------A-SGD-----Q---------------------------------I----------------------------------D------L------------------------R---NL----PNTVR-KL-RIAAG-----G--T-----------------Q--------------------P----------------------------------------S--D---R-------------S--------------W--GHP----LALLWDD---PNRR-----------PEPRQLK---S---T---------------P-------------------------------
SBT93464.1 L----P----V----------C-VL-AA--G-------------------------------------------------------------------------------------------E--------------------------------------R-------D-R---LGD---VL-KA-VFSSGVPV-AVWRRGEP--S-D--------------------G--------------------------------------------------------------------------------------------A------P--------------------G------------------------------------------------------------D--L------T---------------------TA-L-------A-------P-SGE-----P---------------------------------I----------------------------------D------P------------------------R---KL----PGTVR-AL-RIAAQ--------------------------------------------------------------------------------------------------------------------------------HP----VVLLWDD---PNRR-----------PESGRLM---S---------------------------------------------------
WP_030328550.1 DY---P----V----------C-LV-LF--V-------------------------------------------------------------------------------------------S---G-------A--------------------------E-------R-H---IQA---AI-GA-AVTAGLPV-VLWCRDRA--A-A-------------------------------------------------------------------------S---------------------------------------R------F--------------------D------------------------------------------------------------S--Y------I---------------------PE-V-------L-------M-A-----------------------------------------R----------------------------------S------V------------------------A---NL----RELVW-EL-RRDAG-----S--E-----------------G--------------------G----------------------------------------S--P---E-------------H--------------L--GLH----LTLLWDE---IDRV-----------PPADALS---A---P---------------V-------------------------------
WP_053653626.1 DY---P----V----------C-LV-LF--V-------------------------------------------------------------------------------------------S---G-------A--------------------------E-------R-H---IQA---AI-GA-AVTAGLPV-VLWCRDRA--A-A-------------------------------------------------------------------------S---------------------------------------R------F--------------------D------------------------------------------------------------S--Y------I---------------------PE-V-------L-------M-A-----------------------------------------R----------------------------------S------V------------------------A---NL----RELVW-EL-RRDAG-----S--E-----------------G--------------------G----------------------------------------S--S---E-------------H--------------L--GLH----LTLLWDE---IDRV-----------PPADALS---A---P---------------V-------------------------------
WP_043527660.1 D----G----V----------L-VV-PV--G-------------------------------------------------------------------------------------------P---P-EK----V--------------------------E-------E-K---LCE---LL-HQ-SVHGGLPI-ALCVRRDP--D-R--------------------A----------------------------------------------------A---------------------------------------E------V--------------------L------------------------------------------------------------A--W------L---------------------RR-Q-------L-------D-G-----------------------------------------R----------------------------------P------V------------------------A---DL----PEQVR-AW-RRDAA-----R--T----------------------------------------------------------------------------------P---G-------------H--------------F--GAD----LILLWDD---YDRW-----------PDARFSN---P---A---------------V------------V-PE---------------
WP_043533934.1 A----W----A----------W-IA-VT--C-------------------------------------------------------------------------------------------P---L----------------------------------M-------H-R---EPA---AV-DA-VLATGTPV-AAWLRGDK--A-E--------------------A--------------------------------------------------------------------------------------------A------C--------------------R------------------------------------------------------------A--V------L---------------------EG-L-------S-------R-G-----------------------------------------R----------------------------------L------V------------------------T---QF----PDSVR-AF-RHAGW-----Q--D-----------------G----------------------------------------------------------------------------------S--------------D--HRD----VVLLWDD---PTRP-----------PPPSYPV---S---A---------------P------------Q-PR---------------
AQA16250.1 D----A----P----------G-VV-LT--S----------------------------------------------------------------------------------------------PV------------------------------------------R-A---RKE---VF-NA-CLFGGVPV-LIWHGEAE--G-D--------------------A--------------------------------------------------------------------------------------------A---------------------------Q------------------------------------------------------------A--E------L---------------------KT-L-------L-------R--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-RL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHSP-----------LPDQLDL---S---A---------------P-------------------------------
WP_079257567.1 D----A----P----------G-VV-LT--S----------------------------------------------------------------------------------------------PV------------------------------------------R-A---RKE---VF-NA-CLFGGVPV-LIWHGEAE--G-D--------------------A--------------------------------------------------------------------------------------------A---------------------------Q------------------------------------------------------------A--E------L---------------------KT-L-------L-------R--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-RL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHSP-----------LPDQLDL---S---A---------------P-------------------------------
WP_079153087.1 D----A----P----------G-VV-LT--S----------------------------------------------------------------------------------------------PV------------------------------------------R-A---RKE---VF-NA-CLFGGVPV-LIWHGEAE--G-D--------------------A--------------------------------------------------------------------------------------------A---------------------------Q------------------------------------------------------------A--E------L---------------------KT-L-------L-------R--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-RL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHSP-----------LPDQLDL---S---A---------------P-------------------------------
WP_052701594.1 D----A----P----------G-VV-LT--S----------------------------------------------------------------------------------------------PV------------------------------------------R-A---RSE---VF-NA-CLFGGVPV-LIWHGEAE--G-A--------------------A--------------------------------------------------------------------------------------------A---------------------------Q------------------------------------------------------------A--E------L---------------------ET-L-------L-------R--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-KL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GSH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
SEB86976.1 D----A----P----------G-VV-LT--T----------------------------------------------------------------------------------------------PL------------------------------------------R-A---RSD---VF-NA-CLFDGVPV-LIWHGEAE--A-A--------------------A--------------------------------------------------------------------------------------------A---------------------------R------------------------------------------------------------A--E------L---------------------TA-L-------L-------G--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-KL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_078641311.1 D----A----P----------G-VV-LT--T----------------------------------------------------------------------------------------------PL------------------------------------------R-A---RSD---VF-NA-CLFDGVPV-LIWHGEAE--A-A--------------------A--------------------------------------------------------------------------------------------A---------------------------R------------------------------------------------------------A--E------L---------------------TA-L-------L-------G--T----------------------------------------E----------------------------------R------L------------------------R---SL----PQHLR-KL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_079150812.1 D----I----P----------G-VV-MT--T----------------------------------------------------------------------------------------------PA------------------------------------------R-A---RAE---VF-TA-CLYGGVPV-MVWHKARE--L-A--------------------E--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------A--E------L---------------------EP-L-------L-------G-GA----------------------------------------E----------------------------------Q------L------------------------K---SL----PQYLR-RL-RSASE-----A--D-----------------E--------------------------------------------------------------------S-------------H--------------P--GRH----VALLWDD---PHRP-----------LPERLHL---S---A---------------P-------------------------------
EXU70108.1 D----T----P----------G-AL-TT--T----------------------------------------------------------------------------------------------PS------------------------------------------R-A---RAD---LF-NA-CLFGGVPV-LIWHGEAE--P-S--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------I---------------------RE-L-------L-------G-TE----------------------------------------R----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDSD-----P--Y-----------------K--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_051572569.1 D----T----P----------G-AL-TT--T----------------------------------------------------------------------------------------------PS------------------------------------------R-A---RAD---LF-NA-CLFGGVPV-LIWHGEAE--P-S--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------I---------------------RE-L-------L-------G-TE----------------------------------------R----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDSD-----P--Y-----------------K--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_046086749.1 D----T----P----------G-AV-TT--T----------------------------------------------------------------------------------------------PV------------------------------------------R-A---RAD---LF-NA-CLFGGVPV-LIWHGEAE--P-A--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------I---------------------RE-L-------L-------G-AE----------------------------------------R----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDGD-----P--Y-----------------K--------------------------------------------------------------------S-------------H--------------H--GSH----MALLWDD---PHRP-----------LPDPLDL---S---A---------------P-------------------------------
WP_079038362.1 D----T----P----------G-AM-TA--T----------------------------------------------------------------------------------------------PL------------------------------------------R-S---RPD---VF-NA-CLFGGVPV-LIWHGEAE--P-S--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------V---------------------RK-L-------L-------G-EE----------------------------------------R----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDSD-----S--Y-----------------K--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDPLDL---S---A---------------P-------------------------------
WP_079152285.1 D----T----P----------G-AM-TA--T----------------------------------------------------------------------------------------------PL------------------------------------------R-A---RPD---VF-NA-CLFGGVPV-LIWHGEAE--P-S--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------V---------------------RK-L-------L-------G-EE----------------------------------------S----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDSD-----S--Y-----------------R--------------------------------------------------------------------S-------------H--------------H--ARH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_059146324.1 D----T----P----------G-AM-TT--T----------------------------------------------------------------------------------------------SR------------------------------------------R-A---RQD---VF-NA-CLFGGVPV-LIWHGEAE--P-S--------------------I--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------D--E------V---------------------RK-L-------L-------G-EE----------------------------------------R----------------------------------P------L------------------------R---SL----PQRLR-EL-RSDSD-----P--Y-----------------K--------------------------------------------------------------------S-------------H--------------H--GRH----MALLWDD---PHRP-----------LPDQLDL---S---A---------------P-------------------------------
WP_030826369.1 T----A----P----------G-AM-TA--S----------------------------------------------------------------------------------------------PA------------------------------------------R-T---RSE---IF-TA-CLFDGVPV-LVWDTGAE--P-S--------------------L--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--Q------L---------------------RT-L-------L-------G--S----------------------------------------E----------------------------------P------L------------------------E---HL----PQRLR-KL-RLEGD-----A--D-----------------D--------------------------------------------------------------------G-------------H--------------P--GRR----LALLWDD---PHRP-----------LPEPLDL---S---A---------------P-------------------------------
WP_067079482.1 T----A----P----------G-AM-TA--S----------------------------------------------------------------------------------------------PA------------------------------------------R-T---RSE---IF-TA-CLFDGVPV-LVWDTGAE--P-S--------------------L--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--Q------L---------------------RT-L-------L-------G--S----------------------------------------E----------------------------------P------L------------------------E---HL----PQRLR-KL-RLEGD-----A--D-----------------D--------------------------------------------------------------------G-------------H--------------P--GRR----LALLWDD---PHRP-----------LPEPLDL---S---A---------------P-------------------------------
WP_062009596.1 T----A----P----------G-AM-TA--G----------------------------------------------------------------------------------------------PA------------------------------------------R-T---RSE---IF-TA-CLFDGVPV-LVWDTGAE--P-S--------------------L--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--Q------L---------------------RT-L-------L-------G--S----------------------------------------E----------------------------------P------L------------------------E---HL----PQRLR-KL-RLEGD-----A--D-----------------D--------------------------------------------------------------------G-------------H--------------P--GRR----LALLWDD---PHRP-----------LPEPLDL---S---A---------------P-------------------------------
WP_066027128.1 T----A----P----------G-AM-TA--G----------------------------------------------------------------------------------------------PA------------------------------------------R-T---RSE---IF-TA-CLFDGVPV-LVWDTGAE--P-S--------------------L--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--Q------L---------------------RT-L-------L-------G--S----------------------------------------E----------------------------------P------L------------------------E---HL----PQRLR-KL-RLEGD-----A--D-----------------D--------------------------------------------------------------------G-------------H--------------P--GRR----LALLWDD---PHRP-----------LPEPLDL---S---A---------------P-------------------------------
WP_060950688.1 T----A----P----------G-AM-TA--G----------------------------------------------------------------------------------------------PA------------------------------------------R-T---RSE---IF-TA-CLFDGVPV-LVWDTGAE--P-S--------------------L--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--Q------L---------------------RT-L-------L-------G--S----------------------------------------E----------------------------------P------L------------------------E---HL----PQRLR-KL-RLEGD-----A--D-----------------D--------------------------------------------------------------------G-------------H--------------P--GRR----LALLWDD---PHRP-----------LPEPLDL---S---A---------------P-------------------------------
WP_014627639.1 D----A----P----------G-CV-VT--A----------------------------------------------------------------------------------------------PA------------------------------------------R-H---RTG---IF-LA-CVVSGVPV-LVWHRAEE--R-R--------------------A--------------------------------------------------------------------------------------------A---------------------------R------------------------------------------------------------D--R------L---------------------EP-L-------L-------G--A----------------------------------------V----------------------------------P------L------------------------A---RL----PHHLR-EL-RAAGD-----L--D-----------------D--------------------------------------------------------------------D-------------H--------------H--GKH----LALLWDD---PGHP-----------LPRRLDL---S---A---------------P------------V------------------
CUM41330.1 N----A----P----------G-VV-FS--G---------------------------------------------------------------------------------------------TPA------------------------------------------A-D---RAG---VL-TV-CVFGGVPV-VIWHGGAE--Q-D--------------------D--------------------------------------------------------------------------------------------V---------------------------R------------------------------------------------------------E--Q------L---------------------EW-L-------L-------A--D----------------------------------------R----------------------------------R------L------------------------A---DV----PAVLR-RL-RAECD-----T--E-----------------D--------------------------------------------------------------------D-------------H--------------P--GRH----LALLWDN---PERP-----------LPRPLVL---A---A---------------P------------A-TTL-----QVPP-----
WP_079037610.1 N----A----P----------G-VV-FS--G---------------------------------------------------------------------------------------------TPA------------------------------------------A-D---RAG---VL-TV-CVFGGVPV-VIWHGGAE--Q-D--------------------D--------------------------------------------------------------------------------------------V---------------------------R------------------------------------------------------------E--Q------L---------------------EW-L-------L-------A--D----------------------------------------R----------------------------------R------L------------------------A---DV----PAVLR-RL-RAECD-----T--E-----------------D--------------------------------------------------------------------D-------------H--------------P--GRH----LALLWDN---PERP-----------LPRPLVL---A---A---------------P------------A-TTL-----QVPP-----
OSC70553.1 D----A----P----------G-TV-VA--A----------------------------------------------------------------------------------------------AE------------------------------------------A-H---RDA---VF-TA-CLFSGVPL-MVWHGGSE--P-G--------------------E--------------------------------------------------------------------------------------------S---------------------------E------------------------------------------------------------A--E------L---------------------RS-F-------L-------D--G----------------------------------------G----------------------------------A------L------------------------R---AL----PTRLR-RL-RAECD-----V--D-----------------E--------------------------------------------------------------------Q-------------R--------------S--GGR----LALLWDD---PEHP-----------LPRRLDL---S---A---------------P-------------------------------
WP_051308691.1 Y----A----P----------G-TV-IP--A----------------------------------------------------------------------------------------------AQ------------------------------------------T-H---RNA---VF-TA-CLFGGVPV-MVWRGGNE--P-G--------------------S--------------------------------------------------------------------------------------------S---------------------------E------------------------------------------------------------E--E------L---------------------RS-L-------L-------D--D----------------------------------------G----------------------------------S------L------------------------S---EL----PGRLR-RL-RAECD-----V--D-----------------E--------------------------------------------------------------------R-------------H--------------P--GGR----LALLWDD---PGRP-----------LPRRLDL---S---A---------------P-------------------------------
WP_078535938.1 D----A----P----------G-TV-LT--A----------------------------------------------------------------------------------------------AG------------------------------------------A-H---RSA---AV-TA-CLFGGVPV-MVWRGGAE--H-G--------------------D--------------------------------------------------------------------------------------------L---------------------------E------------------------------------------------------------T--E------L---------------------RS-F-------L-------D--G----------------------------------------G----------------------------------P------L------------------------G---AL----PARLR-RL-RAACD-----A--D-----------------E--------------------------------------------------------------------Q-------------H--------------S--GGR----LALLWDD---PECP-----------LPRGLDL---S---A---------------P-------------------------------
WP_024491663.1 D----A----P----------G-VV-VP--G----------------------------------------------------------------------------------------------AA------------------------------------------H-R---REA---VF-TA-CLFGGVPV-MLWRGGSE--I-E--------------------G--------------------------------------------------------------------------------------------E---------------------------E------------------------------------------------------------E--E------L---------------------KS-V-------L-------T--N----------------------------------------C----------------------------------S------L------------------------R---EL----PGKLR-RI-RAECD-----V--D-----------------E--------------------------------------------------------------------Q-------------L--------------P--GGR----LALLWDD---PGRP-----------LPRRLDL---S---A---------------P-------------------------------
WP_073735945.1 D----A----P----------G-VV-VP--G----------------------------------------------------------------------------------------------AA------------------------------------------H-H---REA---VF-TA-CLFGGVPV-MLWRGGSE--I-E--------------------G--------------------------------------------------------------------------------------------G---------------------------E------------------------------------------------------------E--E------L---------------------KS-V-------L-------T--G----------------------------------------C----------------------------------S------L------------------------H---EL----PGKLR-RI-RAECD-----V--D-----------------E--------------------------------------------------------------------Q-------------L--------------P--GSR----LALLWDD---PGRP-----------LPRRLDL---S---A---------------P-------------------------------
WP_073863469.1 N----A----P----------G-VV-VA--A-------------------------------------------------------------------------------------------VSPSA------------------------------------------A-P---RTD---VF-TA-CVFGGVPV-MVWCGHGE--P-E--------------------R--------------------------------------------------------------------------------------------A---------------------------A------------------------------------------------------------E--E------L---------------------KE-F-------L-------A--D----------------------------------------C----------------------------------P------L------------------------P---EL----PARLR-RL-RAECD-----G--D-----------------D--------------------------------------------------------------------T-------------H--------------P--RGG----LALLWDD---PERQ-----------LPPRLDL---S---A---------------P-------------------------------
WP_050361398.1 D----A----P----------G-VV-VR--A----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-SVFNGVPV-MIWRGGPE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------T--E------L---------------------AS-F-------L-------E--G----------------------------------------D----------------------------------A------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------A--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
WP_057662568.1 D----A----P----------G-VV-VR--A----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-SVFNGVPV-MIWRGGPE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------T--E------L---------------------AS-F-------L-------E--G----------------------------------------D----------------------------------A------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------A--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
WP_073958767.1 D----A----P----------G-VV-VR--A----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-SVFNGVPV-MIWRGGPE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------T--E------L---------------------AS-F-------L-------E--G----------------------------------------D----------------------------------A------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------A--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
WP_047176499.1 D----A----P----------G-VV-VR--S----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-SVFNGVPV-MIWRGGPE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------T--E------L---------------------AS-F-------L-------E--G----------------------------------------D----------------------------------A------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------S--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
WP_073741609.1 D----A----P----------G-VV-VQ--A----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-SVFNGVPV-MIWRGGTE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------T--E------L---------------------AS-F-------L-------E--G----------------------------------------D----------------------------------A------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------A--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
WP_073801497.1 D----A----P----------G-VV-VR--G----------------------------------------------------------------------------------------------VG------------------------------------------E-D---RAA---AF-GA-GVFNGVPV-MIWRGGPE--T-D--------------------G--------------------------------------------------------------------------------------------I---------------------------E------------------------------------------------------------A--E------L---------------------TS-F-------L-------E--G----------------------------------------D----------------------------------V------L------------------------S---SL----PGKLR-RI-RAGSA-----A--D-----------------G--------------------------------------------------------------------Q-------------R--------------A--GGR----LALLWDD---PQHP-----------LPPRLDL---A---A---------------P-------------------------------
EPH45103.1 A----V----A----------R-VI-ID--C-------------------------------------------------------------------------------------------P---P------------------------------------------Q-H---RAA---LR-AA-CLVLGVPV-VVWDRQAV--P-----------------------------------------------------------------------------------------------------------------------------------------------G------------------------------------------------------------D--Q------L---------------------TA-L-------L-------L-N-----------------------------------------G----------------------------------A------V------------------------R---SL----PHRVR-QH-RARAL-----A--E-----------------G--------------------------------------------------------------------DR------------A--------------G--VLA----PALVWDD---ASRP-----------PPRAL-W---I---D---------------P------------T------------------
WP_037658239.1 A----V----A----------R-VI-ID--C-------------------------------------------------------------------------------------------P---P------------------------------------------Q-H---RAA---LR-AA-CLVLGVPV-VVWDRQAV--P-----------------------------------------------------------------------------------------------------------------------------------------------G------------------------------------------------------------D--Q------L---------------------TA-L-------L-------L-N-----------------------------------------G----------------------------------A------V------------------------R---SL----PHRVR-QH-RARAL-----A--E-----------------G--------------------------------------------------------------------DR------------A--------------G--VLA----PALVWDD---ASRP-----------PPRAL-W---I---D---------------P------------T------------------
WP_078862636.1 N----A----S----------R-VI-LA--C-------------------------------------------------------------------------------------------A---P------------------------------------------R-H---RAA---LR-AA-CMKYGIPV-VLWDRGAI--A-A--------------------G--------------------------------------------------------------------------------------------R---------------------------G------------------------------------------------------------D--P------L---------------------VA-L-------M-------L-G-----------------------------------------G----------------------------------S------A------------------------R---GL----PHRVR-TH-RARAL-----A--Q--------------------------------------------------------------------------------------PR------------R--------------D--APQ----PALVWDD---ATAL-----------PPTSR-W---S---D---------------P------------I------------------
WP_056701956.1 Q----T----G----------R-LA-IG--C-------------------------------------------------------------------------------------------S---P------------------------------------------E-H---RPR---LQ-VV-CLAQGIPV-ALWDRNDS--P-R-----------------------------------------------------------------------------------------------------------------R---------------------------I------------------------------------------------------------D--Q------L---------------------TA-L-------M-------L-N-----------------------------------------G----------------------------------H------P------------------------R---SL----PERVR-AH-RARTL-----G--S--------------------------------------------------------------------------------------AG------------E--------------E--TVA----PVLVWDD---ASRT-----------PPEPY-W---S---D---------------P------------S------------------
WP_057664691.1 Q----T----G----------R-LA-IG--C-------------------------------------------------------------------------------------------S---P------------------------------------------E-H---RPR---LQ-VV-CLAQGIPV-ALWDRNDS--P-R-----------------------------------------------------------------------------------------------------------------R---------------------------I------------------------------------------------------------D--Q------L---------------------TA-L-------M-------L-N-----------------------------------------G----------------------------------H------P------------------------R---SL----PERVR-AH-RARTL-----G--S--------------------------------------------------------------------------------------AG------------E--------------E--TVA----PVLVWDD---ASRT-----------PPEPY-W---S---D---------------P------------S------------------
WP_050358423.1 Q----T----G----------R-LA-IG--C-------------------------------------------------------------------------------------------S---P------------------------------------------E-H---RPR---LQ-VV-CLAQGIPV-ALWDRNDS--P-R-----------------------------------------------------------------------------------------------------------------R---------------------------I------------------------------------------------------------D--Q------L---------------------TA-L-------M-------L-N-----------------------------------------G----------------------------------H------P------------------------R---SL----PERVR-AH-RARTL-----G--S--------------------------------------------------------------------------------------AG------------E--------------E--TVA----PVLVWDD---ASRT-----------PPEPY-W---S---D---------------P------------S------------------
WP_069737635.1 Q----T----G----------R-LA-IG--C-------------------------------------------------------------------------------------------S---P------------------------------------------E-H---RPR---LQ-VV-CLAQGIPV-ALWDRNDS--P-R-----------------------------------------------------------------------------------------------------------------R---------------------------I------------------------------------------------------------D--Q------L---------------------TA-L-------M-------L-N-----------------------------------------G----------------------------------H------P------------------------R---SL----PERVR-AH-RARTP-----G--S--------------------------------------------------------------------------------------AG------------E--------------E--AVA----PVLVWDD---ASRT-----------PPEPY-W---S---D---------------P------------S------------------
WP_073223275.1 Q----T----G----------R-LA-IG--C-------------------------------------------------------------------------------------------S---P------------------------------------------E-H---RPR---LQ-VV-CLAHGMPV-VLWDRNDS--P-R-----------------------------------------------------------------------------------------------------------------R---------------------------I------------------------------------------------------------D--Q------L---------------------TA-L-------M-------L-N-----------------------------------------G----------------------------------H------A------------------------R---SL----PERVR-AH-RARNL-----G--S--------------------------------------------------------------------------------------AE------------E--------------D--AVA----PVLVWDD---ASRT-----------PPEPY-W---S---D---------------P------------S------------------
KUN99045.1 D----T----V----------R-VS-ID--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGRG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TP----S--H------V---------------------TK-H-------M-------A-D-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--S-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q------------------
WP_079056192.1 D----T----V----------R-VS-ID--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGRG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TP----S--H------V---------------------TK-H-------M-------A-D-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--S-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q------------------
WP_062640494.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGDG--T-E--------------------A--------------------------------------------------------------------------------------------S---------------------------SRTSAPS--------------------------------SPPVSSSAAPTASTSSTS----S--H------V---------------------VR-H-------M-------E-A-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAK-----G--K-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_081551505.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGDG--T-E--------------------A--------------------------------------------------------------------------------------------S---------------------------SRTSAPS--------------------------------SPPVSSSAAPTASTSSTS----S--H------V---------------------VR-H-------M-------E-A-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAK-----G--K-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_020131099.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGDG--T-E--------------------A--------------------------------------------------------------------------------------------S---------------------------SRISAPS--------------------------------SPPVSSSAAPTASTSSTS----S--H------V---------------------VR-H-------M-------E-G-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAK-----G--K-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_054242431.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGSG--A-E--------------------A--------------------------------------------------------------------------------------------S---------------------------S--------------------------------------SSSVSSSAASTASPSSTP----S--H------V---------------------VR-H-------M-------E-A-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAK-----G--K-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_079660312.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGNG--T-E--------------------A--------------------------------------------------------------------------------------------S---------------------------SSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSVSSSAASAASPSSTPSSAPS--H------V---------------------VR-H-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--T-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
SHI04185.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRGNG--T-E--------------------A--------------------------------------------------------------------------------------------S---------------------------SSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSVSSSAASAASPSSTPSSAPS--H------V---------------------VR-H-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--T-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q-ESA--------------
WP_067017916.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDA---IV-QI-CLAVGIPV-VVWDRG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RDTP----S--H------A---------------------AK-H-------M-------A-E-----------------------------------------L----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--T-----------------R--------------------------------------------------------------------AP------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_031477595.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDR---IV-QI-CLAVGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TP----S--H------A---------------------VK-H-------M-------A-E-----------------------------------------L----------------------------------A------T------------------------R---EL----PDGVR-VY-RANAR-----G--S-----------------R--------------------------------------------------------------------AP------------D--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---D---------------P------------Q------------------
WP_057602962.1 D----T----V----------R-VS-VA--A------------------------------------------------------------------------------------------DP---A------------------------------------------L-----RDR---VV-QI-CLAVGVPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AD----G--H------V---------------------VE-R-------L-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-SY-RANT------L--A-----------------R--------------------------------------------------------------------PL------------E--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_079103482.1 D----A----V----------R-VS-VD--V------------------------------------------------------------------------------------------PA---G------------------------------------------L-----RDA---VV-QV-CLAVGVPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TD----S--H------V---------------------VK-Q-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-SY-RANT------M--L-----------------H--------------------------------------------------------------------PL------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
OSZ59306.1 D----T----V----------R-VS-VD--A------------------------------------------------------------------------------------------PG---D------------------------------------------L-----RDR---IV-QI-CLAVGIPV-VVWDRARD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------KD----S--H------A---------------------VE-R-------L-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-SY-RANT------M--L-----------------R--------------------------------------------------------------------PG------------E--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_030145507.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------A---------------------VR-Y-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EM----PDGVR-DY-RAHAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_031018152.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------A---------------------VR-Y-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EM----PDGVR-DY-RAHAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_077796727.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------A---------------------VR-Y-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EM----PDGVR-DY-RAHAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_031034830.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-H-------M-------A-R-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLR-L---T---E---------------P------------Q------------------
WP_053662832.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-H-------M-------A-Q-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLR-L---T---E---------------P------------Q------------------
WP_055467468.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-H-------M-------A-Q-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLR-L---T---E---------------P------------Q------------------
WP_061442997.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-Y-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLR-L---T---E---------------P------------Q------------------
WP_031041428.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------T-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-H-------L-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EM----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_037760759.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------T-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----A--H------T---------------------VR-H-------L-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EM----PDGVR-DY-RAGAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
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WP_037929653.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------T---------------------VR-Y-------V-------A-D-----------------------------------------L----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
KES08162.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------T---------------------VR-Y-------V-------A-D-----------------------------------------L----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--S-----------------P--------------------------------------------------------------------P-------------D--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q-ESA--------------
WP_018547391.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLALGVPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GT----S--H------T---------------------VR-Y-------T-------A-E-----------------------------------------I----------------------------------A------T------------------------P---EL----PDGVR-DY-RAHAK-----A--N-----------------P--------------------------------------------------------------------P-------------D--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
SEG93339.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-----RDG---IV-QT-CLAVGIPV-VVWDRGGD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------I---------------------AE-R-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--S-----------------P--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_018838046.1 D----T----V----------R-VC-VD--L------------------------------------------------------------------------------------------PP---G------------------------------------------Q-----RDG---IV-QT-CLVLGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------V---------------------TK-H-------M-------S-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--R-----------------P--------------------------------------------------------------------P-------------E--------------Y--PGR----PVLAWAD---ADHT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_018854311.1 D----T----V----------R-VC-VD--L------------------------------------------------------------------------------------------PP---G------------------------------------------Q-----RDG---IV-QT-CLVLGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------V---------------------TK-H-------M-------S-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--R-----------------P--------------------------------------------------------------------P-------------E--------------Y--PGR----PVLAWAD---ADHT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_027766717.1 D----T----V----------R-VC-VD--L------------------------------------------------------------------------------------------PP---G------------------------------------------Q-----RDG---IV-QT-CLVLGIPV-VVWDRGRD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----S--H------V---------------------TK-H-------M-------S-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVR-DY-RANAK-----A--R-----------------P--------------------------------------------------------------------P-------------E--------------Y--PGR----PVLAWAD---ADHT-----------VPRLH-L---T---E---------------P------------Q------------------
WP_067128394.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------TP---G------------------------------------------P-P---RDR---IV-QT-CLALGIPV-VMWDRGED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GP----S--H------S---------------------VR-H-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVH-SY-RANAQ-----A--N-----------------P--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q------------------
KUN02937.1 D----T----V----------R-VC-VD--V------------------------------------------------------------------------------------------TP---G------------------------------------------P-P---RDR---IV-QT-CLALGIPV-VMWDRGED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GP----S--H------S---------------------VR-H-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVH-SY-RANAQ-----A--N-----------------P--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q-E----------------
WP_067043285.1 D----T----V----------R-VF-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-P---RDR---IV-QT-CLALGIPV-VLWDRGED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GP----S--H------S---------------------VR-Q-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVH-SY-RASAQ-----A--N-----------------P--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q------------------
WP_053659577.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-P---RDG---IV-QT-CLALGIPV-VMWDRGED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GP----A--H------S---------------------VR-H-------M-------S-R-----------------------------------------V----------------------------------A------T------------------------R---EL----PDGVH-SY-RAGAW-----A--N-----------------P--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLH-L---S---E---------------P------------Q------------------
WP_059042130.1 D----T----V----------C-VF-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-S---RRR---IV-QT-CLVLGIPV-VVWDRGSN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GR----S--H------V---------------------VK-W-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDEVR-GY-RANVL-----A--G-----------------R--------------------------------------------------------------------P-------------G--------------F--PGR----PVLAWAD---ADRA-----------VPRLQ-L---S---E---------------P------------Q------------------
WP_078481377.1 D----T----V----------C-VF-VD--V------------------------------------------------------------------------------------------PP---G------------------------------------------P-S---RRR---IV-QT-CLVLGIPV-VVWDRGSN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GR----S--H------V---------------------VK-W-------M-------A-E-----------------------------------------V----------------------------------A------T------------------------R---EL----PDEVR-GY-RANVL-----A--G-----------------R--------------------------------------------------------------------P-------------G--------------F--PGR----PVLAWAD---ADRA-----------VPRLQ-L---S---E---------------P------------Q------------------
WP_019066825.1 D----T----V----------R-VS-VD--V------------------------------------------------------------------------------------------SP---G------------------------------------------P-A---RDR---IV-QT-CLVLGIPV-VVWDRSAD---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GR----S--H------A---------------------VQ-H-------M-------A-E-----------------------------------------L----------------------------------A------T------------------------R---EL----PDGVR-SY-RADAF-----A--N-----------------R--------------------------------------------------------------------P-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLQ-L---T---E---------------P------------Q------------------
WP_018492551.1 D----A----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---R------------------------------------------P-----RDE---IV-QV-CLAMGVPV-VVWDRSGS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GG----S--A------A---------------------VE-H-------I-------S-L-----------------------------------------V----------------------------------A------T------------------------R---LL----PEGVR-SY-RAKSV-----R--G-----------------P--------------------------------------------------------------------E-------------Q--------------F--PGR----PVLAWAD---ADRT-----------VPQLQ-L---S---E---------------P------------Q------------------
WP_073881344.1 D----A----V----------R-VS-VD--V------------------------------------------------------------------------------------------PP---R------------------------------------------P-----RDE---IV-QV-CLAMGVPV-VVWDRSGS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GG----S--A------A---------------------VE-H-------I-------S-R-----------------------------------------V----------------------------------A------T------------------------R---RL----PEGVR-SY-RAKTV-----H--G-----------------P--------------------------------------------------------------------E-------------Q--------------F--PGR----PVLAWAD---ADRT-----------VPQLQ-L---S---E---------------P------------Q------------------
WP_056794878.1 D----A----V----------R-VA-VT--V------------------------------------------------------------------------------------------PA---G------------------------------------------L-----REE---IV-QV-CLAVGVPV-VVWDRAGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SQ----S--E------A---------------------VE-Q-------M-------G-V-----------------------------------------V----------------------------------S------T------------------------R---EL----PEGVR-SY-RAKTV-----H--R-----------------P--------------------------------------------------------------------R-------------D--------------Y--PGR----PVLAWAD---ADRT-----------VPQLY-L---A---E---------------P------------Q------------------
WP_030888734.1 D----A----V----------R-VT-VD--V------------------------------------------------------------------------------------------PD---R------------------------------------------A-----RDE---IV-KV-CLSMGIPV-VVWDRSTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RQ----S--H------A---------------------VR-H-------M-------T-E-----------------------------------------V----------------------------------T------T------------------------R---AL----PEGVR-SY-RAKTL-----L--R-----------------P--------------------------------------------------------------------G-------------E--------------F--PGR----PVLAWAD---ADRT-----------VPRLM-L---S---E---------------P-------------------------------
WP_077060245.1 D----A----V----------R-VT-VD--V------------------------------------------------------------------------------------------PA---R------------------------------------------V-----RSE---VV-QV-CIAVGVPV-VVWDRGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QE----S--H------A---------------------VR-H-------A-------S-A-----------------------------------------I----------------------------------A------P------------------------R---EL----PEGVR-SY-RAKTV-----H--R-----------------P--------------------------------------------------------------------D-------------E--------------Y--PGR----PVLAWAD---ADRP-----------VPVLH-L---S---D---------------P------------M------------------
AOR34176.1 D----A----V----------R-VA-VD--V------------------------------------------------------------------------------------------PP---R------------------------------------------S-----RDE---IV-QT-CLMMGVPV-VMWDRSPA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GR----S--H------A---------------------LA-R-------L-------S-P-----------------------------------------V----------------------------------P------V------------------------H---IL----PEGTR-AY-RAMSL-----G--S-----------------P--------------------------------------------------------------------G-------------Q--------------Y--PGR----PVLAWSD---ADRS-----------MPRLQ-L---A---E---------------P------------Q-ENA--------------
WP_042152736.1 D----A----A----------R-VS-VE--V------------------------------------------------------------------------------------------SA---R------------------------------------------A-----RME---II-QV-CLAMGVPV-VLWDRGPA--H------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EV----S--H------A---------------------VQ-Q-------V-------S-D-----------------------------------------A----------------------------------P------A------------------------R---AL----PEQVR-SY-RAKTL-----H--R-----------------P--------------------------------------------------------------------A-------------D--------------H--PGR----PVLAWAD---PDRA-----------LPELQ-L---S---E---------------P------------T------------------
WP_085923527.1 D----A----A----------R-VS-VE--V------------------------------------------------------------------------------------------SA---R------------------------------------------A-----RME---II-QV-CLAMGVPV-VLWDRGPA--H------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EV----S--H------A---------------------VQ-Q-------V-------S-D-----------------------------------------A----------------------------------P------A------------------------R---AL----PEQVR-SY-RAKTL-----H--R-----------------P--------------------------------------------------------------------A-------------D--------------H--PGR----PVLAWAD---PDRA-----------LPELQ-L---S---E---------------P------------T------------------
SCK15816.1 D----A----A----------R-VS-VE--V------------------------------------------------------------------------------------------SA---R------------------------------------------A-----RME---II-QV-CLAMGVPV-VLWDRGPA--H------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EV----S--H------A---------------------VQ-Q-------V-------S-E-----------------------------------------S----------------------------------P------A------------------------R---AL----PEQVR-SY-RAKTL-----H--R-----------------P--------------------------------------------------------------------A-------------D--------------H--PGR----PVLAWAD---PDRA-----------LPELQ-L---S---E---------------P------------T------------------
WP_044569059.1 D----A----A----------Q-AT-VD--G------------------------------------------------------------------------------------------VP---A------------------------------------------D-V---RVE---IV-QV-CLAMGVPV-VLWDRGQD--Q-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DGESG--S--H------A---------------------VR-A-------I-------A-G-----------------------------------------T----------------------------------P------P------------------------R---RL----PETVR-AY-RAKTL-----G--Y-----------------P--------------------------------------------------------------------Q-------------T--------------F--PGR----PVLAWAD---ADHE-----------LPRLE-L---A---D---------------P------------T------------------
WP_014055713.1 L----T----A----------R-VT-ID--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RTG---VV-QM-CLAAGIPV-VLWDRSGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG----S--P------A---------------------VR-H-------A-------A-G-----------------------------------------V----------------------------------S------T------------------------R---EL----PEAVR-TY-RTKTL-----Q--R-----------------P--------------------------------------------------------------------E-------------E--------------Y--SGR----PVLAWAD---AGRA-----------LPRLD-L---A---D---------------P------------T------------------
WP_078640350.1 L----T----A----------R-VT-ID--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RTG---VV-QM-CLAAGIPV-VLWDRSGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG----S--P------A---------------------VR-H-------A-------A-E-----------------------------------------V----------------------------------S------T------------------------R---EL----PEAVR-TY-RTKTL-----Q--R-----------------P--------------------------------------------------------------------G-------------E--------------Y--SGR----PVLAWAD---AGRA-----------LPRLD-L---A---D---------------P------------T------------------
SEC79501.1 L----T----A----------R-VT-ID--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RTG---VV-QM-CLAAGIPV-VLWDRSGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EG----S--P------A---------------------VR-H-------A-------A-G-----------------------------------------V----------------------------------S------A------------------------R---EL----PEAVR-TY-RTKTL-----Q--R-----------------P--------------------------------------------------------------------E-------------E--------------Y--SGR----PVLAWAD---AGRE-----------LPRLD-L---A---D---------------P------------T------------------
KUL67106.1 L----T----A----------R-VT-ID--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RTG---VV-QM-CLAAGIPV-VLWDRSGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EG----S--P------A---------------------VR-H-------A-------A-G-----------------------------------------V----------------------------------S------A------------------------R---EL----PEAVR-TY-RTRTL-----Q--R-----------------P--------------------------------------------------------------------E-------------E--------------Y--SGR----PVLAWAD---AGRA-----------LPRLD-L---A---D---------------P------------T-E----------------
WP_046089188.1 L----T----A----------R-VT-VD--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RTG---VV-QM-CLAAGVPV-VLWDRSGE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QG----S--P------A---------------------VR-H-------A-------A-G-----------------------------------------A----------------------------------G------T------------------------R---QL----PEAVR-TY-RTKTL-----Q--R-----------------P--------------------------------------------------------------------G-------------D--------------Y--PGR----PVLAWAD---AGRA-----------LPRLD-L---V---D---------------P------------T------------------
WP_063730741.1 L----T----A----------H-VT-VD--V------------------------------------------------------------------------------------------AA---H------------------------------------------R-----RAG---VV-QM-CLAAGVPV-ILWDRSGQ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PG----S--P------A---------------------VR-H-------T-------T-E-----------------------------------------V----------------------------------R------A------------------------R---EL----PEAIR-MY-RTKTL-----Q--R-----------------P--------------------------------------------------------------------A-------------E--------------Y--PGR----PVLAWAD---AGRA-----------LPRLD-L---V---D---------------P------------T------------------
WP_065965733.1 F----A----G----------R-AD-IV--A------------------------------------------------------------------------------------------SR---Q------------------------------------------R-----RSA---AV-QT-CLAAGVPV-VLWDRGDK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PG----S--P------A---------------------LG-H-------F-------T-D-----------------------------------------R----------------------------------H------G----------------------------HL----PEQVR-IY-RAMAL-----R--R-----------------P--------------------------------------------------------------------L-------------T--------------C--PGR----PVLAWAD---P-DL-----------LPPEG-A---G---R---------------P------------V-PEE-----GPERPV---
ADI05972.1 F----A----G----------R-AH-IV--A------------------------------------------------------------------------------------------SR---Q------------------------------------------R-----RSA---AV-QT-CLAAGVPV-VLWDRGDK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PG----S--P------A---------------------LG-H-------L-------T-D-----------------------------------------P----------------------------------R------G----------------------------HL----PEQVR-IY-RAMAL-----Q--R-----------------P--------------------------------------------------------------------L-------------T--------------C--PGR----PVLAWAD---P-DL-----------LPPE----------------------------------------------------------
WP_030252667.1 D----A----S----------V-VV-IG--T-------------------------------------------------------------------------------------------P---H------------------------------------------G-T---RAR---TA-TW-CLACGVPV-LLWDRGEH--A-A--------------------D--------------------------------------------------------------------------------------------S---------------------------G-----------------------------------------------------------R----------L---------------------FA-L-------D-------P-P-----------------------------------------S----------------------------------R------V------------------------H---QL----PEAVR-EY-RAKAR-----R--S-----------------P--------------------------------------------------------------------D-------------E--------------H--RAR----PVLVWDD---PGRP-----------LPLTAQL---T---D---------------P------------S------------------
WP_031060821.1 D----A----S----------V-VV-VG--T-------------------------------------------------------------------------------------------P---H------------------------------------------G-T---RAR---TA-TW-CLACGVPV-LLWDRGEH--A-A--------------------D--------------------------------------------------------------------------------------------G---------------------------G-----------------------------------------------------------R----------L---------------------FA-L-------D-------P-P-----------------------------------------S----------------------------------R------V------------------------H---QL----PDAVR-EY-RAKAR-----R--S-----------------P--------------------------------------------------------------------D-------------E--------------H--RAR----PVLVWDD---PSRP-----------LPLTAHL---T---D---------------P------------S------------------
WP_052868497.1 D----A----S----------V-VV-VG--T-------------------------------------------------------------------------------------------P---H------------------------------------------G-T---RAR---TA-TW-CLACGVPV-LLWDRAEH--A-P--------------------D--------------------------------------------------------------------------------------------G---------------------------V-----------------------------------------------------------G----------T---------------------FR-L-------E-------P-P-----------------------------------------S----------------------------------R------V------------------------H---RL----PEAVR-EY-RAKAR-----S--S-----------------P--------------------------------------------------------------------D-------------E--------------H--RAR----PVLVWDD---PGRP-----------LPLTAHL---T---D---------------P------------S------------------
WP_035858501.1 R----T----A----------R-VV-VR--T-------------------------------------------------------------------------------------------P---D----------------------------------T-------A-V---RHR---YA-AI-CLVVGVPV-VLWDRETA--G-L--------------------L--------------------------------------------------------------------------------------------P---------------------------S------------------------------------------------------------D--H------F---------------------DP-V-------G-------P-D-----------------------------------------G----------------------------------T------H------------------------D---GF----AERVR-RY-RALVH-----G--D-----------------S--------------------------------------------------------------------S-------------K--------------H--PVR----PALAQEH---PDRP-----------APAVLDL---F---D---------------P------------E------------------
KDN87855.1 R----T----A----------R-VV-VR--T-------------------------------------------------------------------------------------------P---D----------------------------------T-------A-V---RHR---YA-AI-CLVVGVPV-VLWDRETA--G-L--------------------L--------------------------------------------------------------------------------------------P---------------------------S------------------------------------------------------------D--H------F---------------------DP-V-------G-------P-D-----------------------------------------G----------------------------------T------H------------------------D---GF----AERVR-RY-RALVH-----G--D-----------------S--------------------------------------------------------------------S-------------K--------------H--PVR----PALAQEH---PDRP-----------AP------------------------------------------------------------
PJN27978.1 R----T----A----------R-VV-VR--S-------------------------------------------------------------------------------------------P---D----------------------------------T-------A-V---RHR---YA-AI-CLVVGVPV-VLWDRETA--G-P--------------------L--------------------------------------------------------------------------------------------P---------------------------V------------------------------------------------------------D--H------F---------------------EP-V-------G-------P-D-----------------------------------------G----------------------------------T------H------------------------G---GL----AERVR-RY-RALVH-----G--D-----------------G--------------------------------------------------------------------A-------------K--------------H--PVR----PALAQEH---PDRP-----------AP------------------------------------------------------------
WP_045304980.1 Q----A----A----------R-VV-LR--T-------------------------------------------------------------------------------------------P---D----------------------------------R-------A-R---RAG---FA-AD-CLRLGVPV-VLWDRQVQ--G-P--------------------V--------------------------------------------------------------------------------------------R---------------------------T------------------------------------------------------------E--E------F---------------------DP-L-------A-------P-E-----------------------------------------G----------------------------------P------A------------------------L---GL----PERVR-RY-RAEVF-----G--D-----------------R--------------------------------------------------------------------S----------------------------R--PLR----PVLAWED---PGRP-----------PPPVLEL---T---D---------------P------------D------------------
WP_033256773.1 D----A----A----------W-AV-IH--G-------------------------------------------------------------------------------------------G---T----------------------------------A-------E-R---RAE---LA-AA-CLGFGVPI-VLWDRSGT--G-A--------------------P--------------------------------------------------------------------------------------------P---------------------------G------------------------------------------------------------E--L------F---------------------DR-L-------R-------S-LG------H---------------------------------P----------------------------------C------P------------------------A---EA----LEALR-TY-RVQAH-----R--S-----------------R--------------------------------------------------------------------E-------------H--------------H--PLR----PVLARED---PDLV-----------GPPSLTL---T---P---------------F------------D------------------
WP_037706804.1 F----A----A----------R-VV-IC--T-------------------------------------------------------------------------------------------G---C------------------------------------------G-N---SDQ---LI-KT-ALQLGYPL-IMWDSEAQ--A-P--------------------V--------------------------------------------------------------------------------------------D---------------------------P------------------------------------------------------------D--H------F---------------------EP-L-------R-------P-E-----------------------------------------D----------------------------------E------I------------------------R---AQ----PERVR-EY-WSQFH-----E--N-----------------P--------------------------------------------------------------------D-------------G--------------C--ELR----PAFLLED---HERP-----------LPPAHPL---T---R---------------S------------A------------------
WP_051789446.1 D----A----A----------R-AV-VR--S-------------------------------------------------------------------------------------------G---R------------------------------------------R-A---GEL---LV-RA-ALAVGYPV-VLWDSEDS--R-A--------------------L--------------------------------------------------------------------------------------------D---------------------------R------------------------------------------------------------T--H------F---------------------AP-L-------E-------P-E-----------------------------------------G----------------------------------D------L------------------------S---GL----PERVR-YY-WAETH-----R--D-----------------P--------------------------------------------------------------------P-------------R--------------H--PIR----PALLLED---HDRD-----------LPPVPSL---T---R---------------S------------P------------------
WP_055631400.1 R----A----A----------R-AV-VR--A-------------------------------------------------------------------------------------------G---P------------------------------------------D-G---RDR---LV-QA-ALRLGYPV-VLWDRQAP--S-Q--------------------V--------------------------------------------------------------------------------------------P---------------------------D------------------------------------------------------------A--H------F---------------------DA-L-------S-------P-E-----------------------------------------R----------------------------------A------V------------------------D---GL----PWRIR-DY-RAQAC-----M--N-----------------P--------------------------------------------------------------------A-------------A--------------H--PVC----PAALLES---ADRP-----------LPPVLSL---T---G---------------L------------A------------------
WP_067244438.1 R----A----A----------R-AV-VR--A-------------------------------------------------------------------------------------------G---P------------------------------------------D-G---RDR---LV-QA-ALRLGYPV-VLWDRQAP--A-Q--------------------V--------------------------------------------------------------------------------------------P---------------------------V------------------------------------------------------------T--H------F---------------------DP-L-------R-------P-E-----------------------------------------R----------------------------------A------A------------------------D---GL----PWRIR-DY-RAQAC-----M--N-----------------P--------------------------------------------------------------------A-------------A--------------H--PVC----PAVLLES---AERP-----------LPPVLSL---T---G---------------L------------S------------------
WP_051905927.1 G----A----A----------R-AV-VR--A-------------------------------------------------------------------------------------------G---P------------------------------------------D-G---RGR---LV-QA-ALRLGYPV-VLWDRRAP--G-Q--------------------V--------------------------------------------------------------------------------------------Q---------------------------H------------------------------------------------------------T--H------F---------------------DP-L-------Q-------P-E-----------------------------------------R----------------------------------A------V------------------------D---GL----PWRIR-DY-RAQAC-----V--Q-----------------P--------------------------------------------------------------------A-------------A--------------R--PVC----PVVLLEA---ADRP-----------LPPVLSL---T---G---------------L------------S------------------
WP_078633430.1 D----A----A----------R-AV-VR--A-------------------------------------------------------------------------------------------G---P------------------------------------------G-G---RDR---LV-QT-ALKLGYPV-VLWDRKSP--G-P--------------------V--------------------------------------------------------------------------------------------P---------------------------D------------------------------------------------------------T--H------F---------------------DP-V-------R-------P-A-----------------------------------------A----------------------------------A------V------------------------D---GL----PARVQ-SY-RARAC-----E--N-----------------P--------------------------------------------------------------------A-------------A--------------H--TMC----PAVLFEA---ADRP-----------LPEVLPL---T---G---------------P------------T------------------
WP_085207285.1 D----T----A----------R-AV-VR--A-------------------------------------------------------------------------------------------G---P------------------------------------------G-G---RDR---LV-QT-ALKLGYPV-VLWDRKSP--G-P--------------------V--------------------------------------------------------------------------------------------P---------------------------D------------------------------------------------------------T--H------F---------------------DP-V-------R-------P-A-----------------------------------------A----------------------------------A------A------------------------D---GL----PARVQ-SY-RARAC-----E--N-----------------P--------------------------------------------------------------------A-------------A--------------H--AMC----PAVLFEA---ADRP-----------LPEVLPL---T---G---------------P------------A------------------
WP_053651317.1 D----A----S----------R-VI-VL--A-------------------------------------------------------------------------------------------G---P------------------------------------------N-G---RVL---AV-QL-AIRLGYPI-IIWDAEAA--V-E--------------------V--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--H------F---------------------DP-L-------D-------P-G-----------------------------------------G----------------------------------D------P------------------------E---GL----PERVR-HR-RKSAG-----P--P-----------------G--------------------------------------------------------------------P--------------------------------RR----PVLVWQH---PDRP-----------LGETLQT---A---R-----------------------------------------------
KOV10491.1 D----A----S----------R-VI-VL--A-------------------------------------------------------------------------------------------G---P------------------------------------------N-G---RVL---AV-QL-AIRLGYPI-IIWDAEAA--V-E--------------------V--------------------------------------------------------------------------------------------D---------------------------E------------------------------------------------------------R--H------F---------------------DP-L-------D-------P-G-----------------------------------------G----------------------------------D------P------------------------E---GL----PERVR-HR-RKSAG-----P--P-----------------G--------------------------------------------------------------------P--------------------------------RR----PVLVWQH---PDRP-----------L-------------------------------------------------------------
KDS87353.1 D----C----S----------R-VV-LH--C-------------------------------------------------------------------------------------------G---R------------------------------------------E-Q---RPR---LL-DI-CLAMGVPV-LLWDRAAT--G-G--------------------D--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------H--H------L---------------------QK-V-------Q-------P-T-----------------------------------------A----------------------------------S------L------------------------A---EL----PERVR-CF-RVDTC-----A--D-----------------P--------------------------------------------------------------------D-------------A--------------S--PAR----PALVWED---ADLD-----------LPPELRL---A---E---------------P------------W------------------
WP_043465104.1 D----C----S----------R-VV-LH--C-------------------------------------------------------------------------------------------G---R------------------------------------------E-Q---RPR---LL-DI-CLAMGVPV-LLWDRAAT--G-G--------------------D--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------H--H------L---------------------QK-V-------Q-------P-T-----------------------------------------A----------------------------------S------L------------------------A---EL----PERVR-CF-RVDTC-----A--D-----------------P--------------------------------------------------------------------D-------------A--------------S--PAR----PALVWED---ADLD-----------LPPELRL---A---E---------------P------------W------------------
WP_018384443.1 D----R----G----------R-VV-LH--G-------------------------------------------------------------------------------------------P---R------------------------------------------E-Q---RSR---LL-EV-CLALGVPV-VLWDREAA--D-E--------------------E--------------------------------------------------------------------------------------------H---------------------------S------------------------------------------------------------C--R------L---------------------DA-V-------A-------P-T-----------------------------------------G----------------------------------S------L------------------------E---GL----PERVR-CF-RVKAF-----T--D-----------------P--------------------------------------------------------------------A-------------Q--------------H--PAR----PALVWED---ADRP-----------LPHELRL---A---D---------------P------------G------------------
WP_014145555.1 A----T----G----------R-VV-VH--G-------------------------------------------------------------------------------------------P---A------------------------------------------A-G---RAL---ML-QV-CLFLGVPV-VLWDRTAD--G-F--------------------Q--------------------------------------------------------------------------------------------H---------------------------A------------------------------------------------------------P--R------L---------------------DQ-V-------D-------P-A-----------------------------------------G----------------------------------P------L------------------------E---SL----PERVR-DF-RVDVY-----A--D-----------------P--------------------------------------------------------------------G-------------R-----------------PAR----PALVWEN---PDRP-----------LPDELRL---A---D---------------P------------V------------------
WP_030375682.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAQ---LL-NV-CLFMGVPI-VLWDREAE--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERVR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------A-------------Q-----------------TAR----PALVWED---AGLP-----------LPDELRL---A---D---------------P------------G------------------
WP_050503920.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAQ---LL-NV-CLFMGVPI-VLWDREAE--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERVR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------A-------------Q-----------------AAR----PALVWED---AGLP-----------LPDELRL---A---D---------------P------------G------------------
WP_050514441.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAQ---LL-NV-CLFMGVPI-VLWDREAE--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERVR-HF-RVHAH-----M--D-----------------P--------------------------------------------------------------------S-------------Q-----------------AAR----PALVWED---AGLP-----------LPDELRL---A---D---------------P------------G------------------
WP_030629959.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAQ---LL-NV-CLFMGVPI-VLWDREAE--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERIR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------A-------------Q-----------------TAR----PALVWED---AGLP-----------LPDELQL---A---D---------------P------------G------------------
WP_050507879.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAQ---LL-NV-CLFMGVPI-VLWDREAE--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERIR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------A-------------Q-----------------TAR----PALVWED---AGLP-----------LPDELQL---A---D---------------P------------G------------------
WP_073763609.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAL---LL-NV-CLFMGVPI-VLWDREAV--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERVR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------P-------------Q-----------------AAR----PALVWED---AELP-----------LPDELLL---A---D---------------P------------G------------------
OKI00869.1 D----Q----G----------S-VV-VH--G-------------------------------------------------------------------------------------------P---P------------------------------------------K-H---RAL---LL-NV-CLFMGVPI-VLWDREAV--D-H--------------------R--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------A--R------L---------------------EP-S-------R-------P-S-----------------------------------------G----------------------------------P------L------------------------E---EL----PERVR-HF-RVRAH-----M--D-----------------P--------------------------------------------------------------------P-------------Q-----------------AAR----PALVWED---A----------------------------------------------------------------------------
WP_054230304.1 D----T----A----------R-VL-VH--G-------------------------------------------------------------------------------------------S---T------------------------------------------E-H---RGE---LL-PV-CLVMGVPV-VLWDRAAP--G-P--------------------D--------------------------------------------------------------------------------------------D---------------------------C------------------------------------------------------------A--P------L---------------------DA-L-------A-------P-H-----------------------------------------G----------------------------------P------V------------------------D---GL----PERVR-HF-RVRAY-----A--D-----------------R--------------------------------------------------------------------V-------------V-----------------PAR----PALVWED---IELP-----------LPDELQL---A---D---------------P------------S------------------
WP_079174216.1 D----T----A----------R-VL-VH--G-------------------------------------------------------------------------------------------S---T------------------------------------------E-H---RGE---LL-PV-CLVMGVPV-VLWDRAAP--G-P--------------------D--------------------------------------------------------------------------------------------D---------------------------C------------------------------------------------------------A--P------L---------------------DA-L-------A-------P-H-----------------------------------------G----------------------------------P------V------------------------D---GL----PERVR-HF-RVRAY-----A--D-----------------R--------------------------------------------------------------------V-------------V-----------------PAR----PALVWED---IELP-----------LPDELQL---A---D---------------P------------S------------------
WP_079064789.1 D----T----A----------R-VL-VH--G-------------------------------------------------------------------------------------------S---T------------------------------------------E-H---RGE---LL-PV-CLVMGVPV-VLWDRAVP--G-P--------------------D--------------------------------------------------------------------------------------------D---------------------------C------------------------------------------------------------A--P------L---------------------DA-L-------A-------P-H-----------------------------------------G----------------------------------P------V------------------------D---GL----PERVR-HF-RVRAY-----A--D-----------------R--------------------------------------------------------------------A-------------V-----------------PAR----PALVWED---IELP-----------LPDELQL---A---D---------------P------------S------------------
WP_051854855.1 D----T----A----------R-VL-VQ--G-------------------------------------------------------------------------------------------T---A------------------------------------------A-Q---RGE---LL-PV-CLVMGVPI-VLWDRGPQ--A-P--------------------D--------------------------------------------------------------------------------------------A---------------------------D------------------------------------------------------------P--D------P---------------------DP-L-------T-------P-D-----------------------------------------G----------------------------------P------V------------------------D---QL----PERVR-HF-RVRAY-----A--D-----------------P--------------------------------------------------------------------R-------------S-----------------GIR----PALVWED---IELP-----------LPDELQL---A---D---------------P------------A------------------
WP_067166192.1 D----A----A----------R-VI-VH--G-------------------------------------------------------------------------------------------H---P------------------------------------------G-S---RTR---LL-HF-CLAMGVPI-VLWDRAAV--E-G--------------------A--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------A--R------L---------------------DG-A-------G-------P-Y-----------------------------------------G----------------------------------P------V------------------------D---EL----PERVR-HF-RVRAY-----M--D-----------------P--------------------------------------------------------------------E-------------V-----------------PAR----PALVWED---AELP-----------LPDELQL---A---D---------------P------------S------------------
WP_054214452.1 N----T----A----------R-VL-LH--G-------------------------------------------------------------------------------------------D---A------------------------------------------G-H---RGE---LL-LV-CLVMGVPV-VLWDR-----G-P--------------------G--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------P--R------F---------------------DA-M-------R-------P-D-----------------------------------------G----------------------------------P------V------------------------D---EL----PERLR-HF-RVDAY-----A--D-----------------P--------------------------------------------------------------------T-------------S-----------------TAR----PALVWDD---VDLP-----------LPGELRL---A---D---------------P------------S------------------
KPI17051.1 N----T----A----------R-VL-LH--G-------------------------------------------------------------------------------------------D---A------------------------------------------G-H---RGE---LL-LV-CLVMGVPV-VLWDR-----G-P--------------------G--------------------------------------------------------------------------------------------A---------------------------E------------------------------------------------------------P--R------F---------------------DA-M-------R-------P-D-----------------------------------------G----------------------------------P------V------------------------D---EL----PERLR-HF-RVDAY-----A--D-----------------P--------------------------------------------------------------------T-------------S-----------------TAR----PALVWDD---VDLP-----------LPGELRL---A---D---------------P------------S-AHA--------------
KOG25204.1 D----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------D-Q---RQA---WL-ET-CLAYGVPV-VLWDRDAT--G-Y--------------------D--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------D--R------L---------------------GE-L-------A-------P-S-----------------------------------------D----------------------------------E------L------------------------D---GL----AERVR-VF-RSRTA-----A--H-----------------P--------------------------------------------------------------------E-------------E--------------RRAR------PSLVWEP---EGS----------YPRTEQLHL---R---D---------------P------------W------------------
WP_128642998.1 D----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------D-Q---RQA---WL-EA-CLAYGVPV-VLWDRDAT--G-Y--------------------D--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------D--R------L---------------------GE-L-------A-------P-S-----------------------------------------D----------------------------------E------L------------------------D---GL----AERVR-VF-RSRTA-----A--H-----------------P--------------------------------------------------------------------E-------------E--------------RRAR------PSLVWEP---EGS----------YPRTEQLH--------------------------------------------------------
WP_010356080.1 D----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------D-Q---QKP---WL-LA-TLALGAPV-VLWDRDAG--G-H--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------V--R------L---------------------VG-L-------A-------P-A-----------------------------------------G----------------------------------D------L------------------------D---GL----PERVR-HF-RSDTA-----A--R-----------------W--------------------------------------------------------------------G-------------E--------------RRAR------PSLVWEP---EER----------HPRSESLLL---A---D---------------P------------A------------------
WP_050371748.1 N----A----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------D-Q---RKP---WL-LA-TLALGAPV-VLWDRDAS--G-H--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------V--R------L---------------------VG-L-------A-------P-A-----------------------------------------G----------------------------------D------L------------------------D---GL----PERVR-HF-RSDTA-----A--R-----------------W--------------------------------------------------------------------G-------------E--------------RRAR------PSLVWEP---EES----------HPRSESLLL---A---D---------------P------------A------------------
WP_052680466.1 D----S----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------D-E---RR-----L-LT-CLVLGVPV-VLWDRDAV--G-Y--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------G--R------L---------------------ES-L-------R-------P-A-----------------------------------------G----------------------------------D------L------------------------E---GL----PDRVR-TF-RSGAA-----A--G-----------------R--------------------------------------------------------------------A-------------E--------------GRAR------PSLVWEP---EDR----------PPRTESLQL---R---D---------------P------------L------------------
WP_079176520.1 D----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------N-E---RRS---WL-LT-CLVLGVPV-VLWDREAT--G-Y--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------G--R------L---------------------EG-L-------A-------P-A-----------------------------------------G----------------------------------D------L------------------------E---GL----PERVR-VF-RSDSA-----A--C-----------------P--------------------------------------------------------------------A-------------E--------------RRAR------PSLVWEP---EGC----------LPRTESLQL---R---D---------------P------------W------------------
WP_023537898.1 D----A----A----------Q-VV-IN--G-------------------------------------------------------------------------------------------P---R------------------------------------------E-Q---RMR---LL-EL-CLARGVPV-VLWDREAD--G-Y--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--K------L---------------------SP-L-------D-------P-L-----------------------------------------G----------------------------------L------L------------------------A---EL----PKRVY-EF-RAEAL-----E--P-----------------T--------------------------------------------------------------------A-------------T--------------TTAR------PALVWEE---ESG----------HPKPESLRL---A---D---------------P------------R------------------
EST31051.1 D----A----A----------Q-VV-IN--G-------------------------------------------------------------------------------------------P---R------------------------------------------E-Q---RMR---LL-EL-CLARGVPV-VLWDREAD--G-Y--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--K------L---------------------SP-L-------D-------P-L-----------------------------------------G----------------------------------L------L------------------------A---EL----PKRVY-EF-RAEAL-----E--P-----------------T--------------------------------------------------------------------A-------------T--------------TTAR------PALVWE---------------------------------------------------------------------------------
WP_069628670.1 D----A----A----------Q-VV-IN--G-------------------------------------------------------------------------------------------P---R------------------------------------------E-Q---RMR---LL-EL-CLARGVPV-VLWDREAD--G-Y--------------------A--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--K------L---------------------SP-L-------D-------P-L-----------------------------------------G----------------------------------L------L------------------------A---EL----PKRVY-EF-RAEAL-----E--P-----------------T--------------------------------------------------------------------A-------------T--------------TTAR------PALVWEE---DSG----------HPKPESLRL---A---D---------------P------------R------------------
WP_050505661.1 D----T----A----------Q-VV-LN--G-------------------------------------------------------------------------------------------P---A------------------------------------------Q-E---RER---WL-HI-CLAMGVPV-VLWDRAAA--S-Y--------------------E--------------------------------------------------------------------------------------------D---------------------------R------------------------------------------------------------E--R------L---------------------HE-L-------R-------P-A-----------------------------------------G----------------------------------P------P------------------------D---EL----PERVR-AL-RSHSF-----A--Y-----------------P--------------------------------------------------------------------G-------------E--------------RTAR------PSLIWEQ---DGQ----------HPTPESLHL---R---D---------------P------------R------------------
SBU92096.1 D----T----V----------R-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------Q-Q---RSR---LL-PV-CLAMGVPV-VLWDRAAT--S-H--------------------D--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--R------L---------------------DH-L-------D-------P-T-----------------------------------------G----------------------------------P------L------------------------D---KL----PQRLQ-NL-RSAIY-----G--A-----------------E--------------------------------------------------------------------A-------------G--------------LSTA-R----PALVWHD---TE-----------LSLPEPLQF---A---D---------------P------------A------------------
WP_012377979.1 D----T----V----------R-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------Q-Q---RSR---LL-PV-CLAMGVPV-VLWDRAAT--S-H--------------------D--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--R------L---------------------DH-L-------D-------P-T-----------------------------------------G----------------------------------P------L------------------------D---KL----PQRLQ-NL-RSAIY-----G--A-----------------E--------------------------------------------------------------------A-------------G--------------LSTA-R----PALVWHD---TE-----------LSLPEPLQF---A---D---------------P------------A------------------
WP_018955740.1 D----T----V----------R-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------Q-Q---RSR---LL-PV-CLAMGVPV-VLWDRAAA--S-H--------------------D--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--R------L---------------------DP-L-------D-------P-T-----------------------------------------G----------------------------------P------L------------------------D---KL----PQRLQ-NL-RSAVY-----G--A-----------------E--------------------------------------------------------------------A-------------G--------------LSAA-R----PALVWHD---TE-----------LSLPEPLHF---A---D---------------P------------A------------------
WP_030153888.1 D----T----T----------R-VV-LH--G-------------------------------------------------------------------------------------------S---P------------------------------------------E-Q---RSR---LL-PI-CLAMGVPV-VLWDRAAE--S-H--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------A--R------L---------------------ND-F-------D-------P-T-----------------------------------------G----------------------------------S------L------------------------H---KL----PQRLQ-DF-RSILY-----G--S-----------------Q--------------------------------------------------------------------A-------------P--------------SSAA-R----PALVWED---GD-----------LALPGPLQL---A---D---------------P------------S------------------
WP_055538856.1 N----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------Q-Q---RDP---LL-SV-CLAMGVPV-VLWDRAAA--S-H--------------------E--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------G--R------L---------------------DD-L-------D-------P-T-----------------------------------------G----------------------------------S------L------------------------H---KL----PQRLQ-EF-RAAAF-----G--------------------A--------------------------------------------------------------------A-------------Q--------------SSAA-R----PALVWDD---DE-----------LPLPGPLAL---A---D---------------P------------S------------------
WP_030325121.1 D----T----A----------R-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------E-R---RPQ---LL-TV-CLAMGVPV-VLWDRDAE--S-H--------------------K--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------P--R------M---------------------DP-L-------D-------P-S-----------------------------------------G----------------------------------P------L------------------------D---KL----PRRLQ-EF-RMSQY-----A--A-----------------S--------------------------------------------------------------------A-------------S--------------DGVA-R----PALIWEE---GE-----------LALPGPLRL---A---D---------------P------------S------------------
SDN24861.1 D----T----A----------Q-VV-VH--G-------------------------------------------------------------------------------------------P---R------------------------------------------G-D---RER---LV-QL-CLAVGVPV-VLWDRRAE--G-H--------------------E--------------------------------------------------------------------------------------------H---------------------------A------------------------------------------------------------H--R------L---------------------DA-V-------A-------P-A-----------------------------------------G----------------------------------P------L------------------------H---QL----PERVR-HF-RAERY-----G--------------------T--------------------------------------------------------------------P-------------D--------------PGGA-R----PSLVWED---TE-----------LPLPGGLEL---L---D---------------P------------A------------------
WP_031080595.1 D----V----A----------G-VV-LH--G-------------------------------------------------------------------------------------------P---R------------------------------------------E-E---RDR---LL-DL-CLALGVPV-VLWDREAD--G-H--------------------G--------------------------------------------------------------------------------------------H---------------------------A------------------------------------------------------------A--R------L---------------------DA-L-------A-------P-A-----------------------------------------G----------------------------------P------L------------------------H---GL----PERVR-EF-RAGVY-----G--------------------A--------------------------------------------------------------------T-------------V--------------LSEA-R----PALVWED---AE-----------LPVPGSLEL---L---D---------------P------------S------------------
WP_031173753.1 R----T----G----------Q-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------A-A---RKI---LL-EI-CLACGVPV-IIWDRAAQ--S-H--------------------A--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------R--D------L---------------------DE-I-------A-------P-H-----------------------------------------G----------------------------------P------L------------------------L---EL----PERVR-TF-RGRIW-----A--------------------D--------------------------------------------------------------------P-------------E--------------HHRA-R----PSLVWEP---EEP----------LPLPSRHRL---M---D---------------P------------A------------------
WP_097965260.1 R----A----S----------Q-VV-LH--G-------------------------------------------------------------------------------------------P---A------------------------------------------S-I---RKT---LL-EI-CLACGVPS-VLWDRAAR--S-Y--------------------T--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------H--H------L---------------------DE-V-------A-------P-H-----------------------------------------G----------------------------------P------L------------------------F---RL----PERVR-TF-RGKIW-----S--------------------D--------------------------------------------------------------------P-------------E--------------LHRA-R----PSLVWEP---EEP----------LLLPSQHRL---T---D---------------P------------A-E----------------
WP_078619195.1 D----A----N----------Q-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------A-L---RGQ---LL-EV-CLALGVPV-VLWDRDAH--G-D--------------------G--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------D--R------L---------------------DP-L-------A-------P-T-----------------------------------------G----------------------------------L------L------------------------H---RL----PDRVR-EF-RGQAL-----A--A-----------------A--------------------------------------------------------------------P-------------A--------------TGPSGR----PSLVWEE---PSAWQDPATWEPTAWEAPRTTL---T---D---------------P------------D------------------
WP_087886433.1 D----A----N----------Q-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------A-L---RGQ---LL-EV-CLALGVPV-VLWDRDAH--G-D--------------------G--------------------------------------------------------------------------------------------D---------------------------A------------------------------------------------------------D--R------L---------------------DP-L-------A-------P-T-----------------------------------------G----------------------------------L------L------------------------H---RL----PDRVR-EF-RGQAL-----A--D-----------------A--------------------------------------------------------------------P-------------A--------------TGPSGR----PSLVWEE---P----------------------------------------------------------------------------
WP_079143949.1 D----A----N----------H-VV-LH--G-------------------------------------------------------------------------------------------P---P------------------------------------------S-L---RAQ---LL-DL-CLALGVPV-VLWDREAE--D-H--------------------D--------------------------------------------------------------------------------------------H---------------------------A------------------------------------------------------------H--R------L---------------------DP-L-------V-------P-T-----------------------------------------G----------------------------------R------L------------------------Q---EL----PFRVH-RF-RATAL-----P--D-----------------P-------------------------------------------------------------------------------------------------AGFPVR----PSLVWED---LT-------WQDRTGADHEPRL---T---D---------------P------------D------------------
WP_079048785.1 D----V----S----------W-TV-LH--G-------------------------------------------------------------------------------------------G---P------------------------------------------L-H---REK---LL-AI-CLAHGVPV-VLWDREAA--H-A--------------------E--------------------------------------------------------------------------------------------Q---------------------------A------------------------------------------------------------Q--R------L---------------------DE-I-------V-------G-S-----------------------------------------V----------------------------------A------L------------------------P---DL----PEAVR-RF-REEVY-----Y--G-----------------V--------------------------------------------------------------------R-------------T--------------A--AAR----PAMVWDD---PGMA-----------LPMPPDY---G---D---------------P------------P------------------
KOT34749.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
KOT99580.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_003982850.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_053800191.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_033034316.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
KOT61147.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030630377.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_031190116.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030647826.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030373064.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
KOT93880.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------V---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_053697578.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------N--------------------------------------------------------------------------------------------V---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030592897.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------S--------------------------------------------------------------------------------------------V---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_060730270.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGT---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------S--------------------------------------------------------------------------------------------V---------------------------A------------------------------------------------------------A--G------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--A--------------A--------------------------------------------------------------------ST------------H--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030018281.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGA---LL-RQ-CVQAGVHT-VLWHREEH--G-E--------------------S--------------------------------------------------------------------------------------------V---------------------------A------------------------------------------------------------A--D------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--V--------------T--------------------------------------------------------------------ST------------G--------------H-RGRQ----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_073757574.1 E----V----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------R-H---HGA---LL-RQ-CVQAGVHT-ILWHRAEH--G-E--------------------N--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--D------L---------------------LE-L-------V-------E-G-----------------------------------------G----------------------------------H------H------------------------T---QL----PETVR-LE-RAKAV-----A--E--V--------------A--------------------------------------------------------------------ST------------N--------------H-RGRE----LSLMYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
SCK52968.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------D-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-A--------------------H--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SV------------V--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_018087272.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------D-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-A--------------------H--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SV------------V--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_042149042.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-E--------------------H--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEAVR-LE-RARAM-----A--E--P--------------E--------------------------------------------------------------------RD------------T--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
GAO06530.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------E---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-E--------------------H--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEAVR-LE-RARAM-----A--E--P--------------E--------------------------------------------------------------------RD------------T--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A-----------------------------------------------
WP_046925888.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-E--------------------H--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEAVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------G--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_053922109.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-E--------------------R--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------A---EV----PEAVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------G--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030412392.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------P---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------H--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------A----------------------------------D------H------------------------T---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SS------------T--------------H-PGRK----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_030799599.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------P---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------H--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------A----------------------------------D------H------------------------T---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SS------------T--------------H-PGRK----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_083107522.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------H--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------T---EV----PEAVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------G--------------H-PGRK----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
ARF57531.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------H--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------T---EV----PEAVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------G--------------H-PGRK----LSLLYDA---PDHR-----------PPQLA-P---D---A-----------------------------------------------
WP_044368315.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------H--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------T----------------------------------D------H------------------------T---EV----PEAVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------G--------------H-PGRK----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_066926884.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------A---P------------------------------------------D-H---HGA---LL-RQ-CVQAGVHT-VLWHRADH--G-E--------------------R--------------------------------------------------------------------------------------------I---------------------------V------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-V-----------------------------------------A----------------------------------D------H------------------------T---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------ST------------A--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
SEE56233.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------P---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-A--------------------Q--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------A----------------------------------D------H------------------------T---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------SA------------T--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
WP_006602971.1 D----A----G----------T-VI-VC--C-------------------------------------------------------------------------------------------P---P------------------------------------------H-H---HGT---LL-RQ-CVQAGVHT-VLWHRAEH--G-A--------------------Q--------------------------------------------------------------------------------------------L---------------------------A------------------------------------------------------------Q--D------L---------------------LA-L-------V-------D-G-----------------------------------------A----------------------------------E------H------------------------T---EV----PEVVR-LE-RAKAM-----A--E--P--------------E--------------------------------------------------------------------ST------------T--------------H-HGRR----LSLLYDA---PDHR-----------PPQLA-P---D---A---------------W------------V-LTQ-----P--------
SBV04722.1 D----A----G----------I-VV-MC--C-------------------------------------------------------------------------------------------E---Q------------------------------------------K-H---QSR---VL-LQ-CLQAGVHT-VLWHRQDH--D-P--------------------E--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------K--R------L---------------------LD-L-------L-------Q-G-----------------------------------------I----------------------------------S------H------------------------A---DI----PETVR-LE-RARAL-----A--D--P--------------D--------------------------------------------------------------------CL------------T--------------H-HGRW----LSLLYDG---PDHR-----------PPPFA-P---D---P---------------W------------A-LTQ-----P--------
SCF98822.1 D----A----G----------I-VI-MC--C-------------------------------------------------------------------------------------------E---Q------------------------------------------Q-H---QNR---VL-RQ-CLQAGVHT-VLWHRQNH--D-T--------------------E--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------K--R------L---------------------LD-L-------L-------Q-G-----------------------------------------I----------------------------------G------H------------------------A---DI----PETVR-LE-RARAL-----V--D--P--------------E--------------------------------------------------------------------CL------------T--------------H-HGRR----LSLLYDG---PDHR-----------PPPLA-P---D---A---------------W------------A-LTQ-----P--------
WP_015038305.1 E----A----G----------I-VV-VS--C-------------------------------------------------------------------------------------------D---R------------------------------------------R-Q---QGR---VL-RQ-CIEAGVHT-VLWHREDH--G-G--------------------H--------------------------------------------------------------------------------------------I---------------------------S------------------------------------------------------------T--D------L---------------------LA-L-------V-------E-G-----------------------------------------I----------------------------------D------H------------------------T---QI----PEVVR-LE-RAKAM-----A--D--P--------------D--------------------------------------------------------------------CP------------A--------------H-HGRR----LSLLHDG---PDHR-----------PPPLA-P---D---P---------------W------------A-LTQ-----PSQRAPQP-
WP_073721466.1 E----A----G----------I-VV-VC--C-------------------------------------------------------------------------------------------D---R------------------------------------------Q-Y---QGL---VL-RQ-CIQAGVHT-VLWHREEH--G-G--------------------Q--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--D------L---------------------LA-L-------V-------E-G-----------------------------------------V----------------------------------D------H------------------------A---RI----PEAVR-LE-RAKAM-----A--D--P--------------D--------------------------------------------------------------------CT------------T--------------H-HGRE----LSLLHDG---PDHR-----------PPPLA-P---A---P---------------W------------T-LTQ-----P--------
WP_073755837.1 Q----A----G----------I-VV-VC--C-------------------------------------------------------------------------------------------D---R------------------------------------------Q-Q---QGR---VL-RQ-CIQAGVHT-VLWHREDH--S-G--------------------E--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------S--D------L---------------------LA-L-------V-------E-G-----------------------------------------V----------------------------------D------H------------------------A---HI----PEAVR-LE-RAKAL-----A--D--P--------------D--------------------------------------------------------------------CA------------T--------------H-HGRR----LSLLHDG---PDHR-----------PPPLA-P---D---A---------------W------------A-LTQ-----P--------
WP_084896377.1 Q----A----G----------I-VV-VC--C-------------------------------------------------------------------------------------------D---R------------------------------------------Q-Q---QGR---VL-RQ-CIQAGVHT-VLWHREDH--S-G--------------------E--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------S--D------L---------------------LA-L-------V-------E-G-----------------------------------------V----------------------------------D------H------------------------A---HI----PEAVR-LE-RAKAL-----A--D--P--------------D--------------------------------------------------------------------CA------------T--------------H-RGRR----LSLLHDG---PDHR-----------PPPLA-P---D---A---------------W------------A-LTQ-----P--------
WP_003963213.1 E----A----G----------I-VV-VG--C-------------------------------------------------------------------------------------------H---Q------------------------------------------R-H---QGH---VL-RQ-CIEAGVHT-VLWHRESH--D-G--------------------R--------------------------------------------------------------------------------------------A---------------------------S------------------------------------------------------------T--D------L---------------------LA-L-------V-------E-S-----------------------------------------A----------------------------------D------P------------------------T---QI----PEVVR-LE-RAKAI-----A--E--P--------------D--------------------------------------------------------------------RT------------D--------------H-HGHR----LSLLHDG---PDHR-----------PPPLA-P---D---P---------------W------------V-LGR-----P--------
WP_037963745.1 D----A----G----------V-VI-VC--C-------------------------------------------------------------------------------------------D---R------------------------------------------Q-R---QSS---LL-QQ-CIQAGVHT-VLWHRHGD--G-E--------------------D--------------------------------------------------------------------------------------------I---------------------------A------------------------------------------------------------A--E------L---------------------VN-L-------V-------E-G-----------------------------------------V----------------------------------D------H------------------------H---GL----PEAVR-ME-RAKAL-----A--C--P--------------E--------------------------------------------------------------------TP------------V--------------H-HGRQ----LSLLHDG---PDHR-----------PPPLA-P---D---A---------------W------------T-LTH-----PDRNHP---
WP_020123112.1 -----I----C----------A-VA-LA--C-------------------------------------------------------------------------------------------P---P------------------------------------------S-E---LVR---LR-VI-ALAVGVPG-VVWLRSTA--D-G--------------------L--------------------------------------------------------------------------------------------K---------------------------G------------------------------------------------------------D--E------L---------------------AE-L-------T-------Q-G-----------------------------------------L----------------------------------A------P------------------------H---EL----PRRVY-EA-RLRTG-----V--G-----------------A--------------------------------------------------------------------GS------------G--------------E-VGTR----LALVWDR---PDGV-----------PQTLQ-L---S---D---------------P------------P------------------
WP_030269783.1 -----V----C----------G-VA-LC--C-------------------------------------------------------------------------------------------A---P------------------------------------------P-G---TRP---LR-AI-ALAVGVPG-VVWPRPGA--D-P--------------------R--------------------------------------------------------------------------------------------A---------------------------G------------------------------------------------------------T--L------L---------------------RE-L-------A-------A-G-----------------------------------------L----------------------------------T------A------------------------S---QL----PRAVY-EA-RIAAA-----G--G-----------------E--------------------------------------------------------------------G------------------------------IGRH----LACVWDG---PTGI-----------PASLP-L---S---D---------------P------------P------------------
EPJ42710.1 E----I----A----------C-VI-AC--C-------------------------------------------------------------------------------------------P---P------------------------------------------G-Q---HDS---TL-AL-CRWLGVPV-VLWQRGAH--G-L--------------------D--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------E--A------L---------------------RD-V-------V-------P-E-----------------------------------------D----------------------------------W------P------------------------R---TL----RESVR-GR-RVQAM-----F--D-----------------T--------------------------------------------------------------------A-------------H--------------M--GAH----LALMWED---PGWT-----------PPRQR-L---A---N---------------P------------T-KR---------------
WP_086560184.1 D----I----A----------C-VI-AC--C-------------------------------------------------------------------------------------------P---P------------------------------------------G-Q---HDG---AL-AL-CRWLGVPV-VLWHRGAH--G-P--------------------D--------------------------------------------------------------------------------------------R---------------------------A------------------------------------------------------------E--E------L---------------------RK-V-------V-------P-Q-----------------------------------------D----------------------------------W------P------------------------R---GL----REEVT-QR-RAEAA-----D--D-----------------N--------------------------------------------------------------------T-------------H--------------L--GAG----LALLWED---PSWA-----------PPQRR-L---V---N---------------P------------T-RRK--------------
SFO06679.1 E----I----A----------L-VI-AC--C-------------------------------------------------------------------------------------------P---P------------------------------------------D-E---RDL---AL-AL-CRYLGVPV-VLWHRGAH--G-T--------------------D--------------------------------------------------------------------------------------------T---------------------------A------------------------------------------------------------D--E------L---------------------RT-V-------V-------P-E-----------------------------------------D----------------------------------W------R------------------------R---HL----REEVR-LR-RAEAP-----D--D-----------------S--------------------------------------------------------------------T-------------H--------------M--GAH----LALLWED---PSWS-----------PPRQR-M---A---H---------------P------------T-R----------------
WP_020126660.1 E----I----A----------C-VV-AC--C-------------------------------------------------------------------------------------------P---P------------------------------------------D-R---YDD---TL-SL-CRYLGVPV-VLWQRSAH--G-P--------------------D--------------------------------------------------------------------------------------------T---------------------------V------------------------------------------------------------D--A------L---------------------RA-V-------V-------P-Q-----------------------------------------N----------------------------------W------P------------------------E---SL----REQVR-RR-RVDAM-----H--D-----------------T--------------------------------------------------------------------A-------------H--------------M--GAH----LSLLWED---PNWT-----------PPEPR-L---A---H---------------P------------T-TG---------------
SEB60327.1 H----V----S----------C-VE-LT--G-------------------------------------------------------------------------------------------S---W------------------------------------------P-E---FTP---AL-TY-CTEAGVPV-MTWHRRID--G-S--------------------R--------------------------------------------------------------------------------------------C---------------------------T------------------------------------------------------------N--D------L---------------------TD-L-------R-------T-V-----------------------------------------V----------------------------------H------P------------------------C---RL----PEEVR-QL-RSEAD-----E--A-----------------A--------------------------------------------------------------------A-------------R--------------G--RND----LVLLWDD---PGRV-----------PPRIR-P---R---V---------------P------------G-RIS-----R--------
WP_062720226.1 H----I----G----------C-VE-LT--G-------------------------------------------------------------------------------------------T---W------------------------------------------Q-E---FTP---AL-AY-CAEAGVPV-MTWHRRID--G-R--------------------R--------------------------------------------------------------------------------------------C---------------------------D------------------------------------------------------------D--D------L---------------------AD-L-------R-------T-I-----------------------------------------V----------------------------------H------P------------------------G---HL----PEEVR-QL-RSDAD-----D--V-----------------C--------------------------------------------------------------------A-------------R--------------G--RND----LVLLWDD---PGRL-----------PPRIR-P---R---V---------------P------------G-RIP-----R--------
WP_010353493.1 D----V----G----------C-VE-LS--G-------------------------------------------------------------------------------------------D---C------------------------------------------R-E---FTP---AL-AY-CAEAGVPV-MTWHRRVD--G-V--------------------R--------------------------------------------------------------------------------------------Q---------------------------G------------------------------------------------------------G--D------L---------------------AD-L-------R-------T-G-----------------------------------------V----------------------------------P------P------------------------R---LL----PEEVR-DL-RGDRD-----G--P-----------------A--------------------------------------------------------------------P-------------G------------------------LVLLWDD---PGRL-----------PPRPR-P---R---V---------------P------------G-RTP-----R--------
WP_059147164.1 D----V----G----------C-VE-LI--G-------------------------------------------------------------------------------------------D---H------------------------------------------L-E---FTP---AL-VC-CVQSGVPV-LTWHRRLD--N-R--------------------R--------------------------------------------------------------------------------------------P---------------------------R------------------------------------------------------------G--D------L---------------------SH-L-------R-------R-S-----------------------------------------V----------------------------------P------P------------------------S---RL----PEEVR-QL-RADTS-----T--W-----------------S--------------------------------------------------------------------E-------------A------------------HH----LVLLWDD---PQRL-----------PPRLR-L---R---T---------------P------------G-RIA-----S--------
WP_086706668.1 D----V----G----------C-VE-LI--G-------------------------------------------------------------------------------------------D---H------------------------------------------L-E---FTP---AL-VC-CVQSGVPV-LTWHRRLD--N-R--------------------R--------------------------------------------------------------------------------------------P---------------------------R------------------------------------------------------------G--D------L---------------------SH-L-------R-------R-S-----------------------------------------V----------------------------------P------P------------------------S---RL----PEEVR-QL-RADTS-----T--W-----------------S--------------------------------------------------------------------E-------------A------------------HH----LVLLWDD---PQRL-----------PPRLR-L---R---T---------------P------------G-RIA--------------
WP_046114165.1 Q----G----C----------C-VG-LSLAV-------------------------------------------------------------------------------------------P---G------------------------------------------R-TLD--EA---SK-YT-LYDDGLPF-ACWSDAAW--S-E--------------------A--------------------------------------------------------------------------------------------D------T--------------------A------------------------------------------------------------C--L------E---------------------AD-L-------G-------ACS-----------------------------------------G----------------------------------P------Q------------------------A---L------LKLF-AL-RQADA--------------------------A--------------------------------------------------------------------QR------------K--------------H-PGSR----LRLLWDD---PARN-----------PYAPQL--------------------------------------------------------
WP_063732779.1 D----I----S----------C-LF-LT--Y-------------------------------------------------------------------------------------------P---Y------------------------------------------R-CLPAVPD---AL-QC-AIQEGVPA-AVWWRPGP--N-G--------------------A--------------------------------------------------------------------------------------------AAP--PGR--------------------A------------------------------------------------------------R--R------V---------------------AD-L-------V-------ALD-----------------------------------------G----------------------------------G------L------------------------A---GL----PGTVL-AL-RQQAA-----Q--R-----------------P--------------------------------------------------------------------KE------------A--------------H-DGTG----IAVLWDN---PGWH-----------PERLRRL---G---G---------------P------------R-AH---------------
SDT07795.1 S----L----A----------C-LG-LT--V-------------------------------------------------------------------------------------------P---Y-EQ----L--------------------------D-------P-E---VQY---AVDNA-MYYGGIPV-LIWRRVSG--D-P--------------------D--------------------------------------------------------------------------------------------P------L--------------------V------------------------------------------------------------A--A------L---------------------SE-H---------------K-S-----------------------------------------T----------------------------------R------L------------------------A---EL----PDVVH-QY-RQEVG-----G--P-----------------D----------------------------------------------------------------P---D-------------P--------------E--H-T----VTLLWDD---PDCV-----------DPDQDYS-------------------------------------------------------
WP_045943218.1 N----L----A----------C-LG-LT--V-------------------------------------------------------------------------------------------P---Y-EQ----L--------------------------D-------P-E---VQY---AVDDA-MYFEGIPV-LIWRRVAG--D-P--------------------D--------------------------------------------------------------------------------------------P------L--------------------V------------------------------------------------------------A--A------L---------------------RQ-H---------------R-P-----------------------------------------T----------------------------------R------L------------------------A---EL----PDAVH-RY-RRQVG-----G--P-----------------N----------------------------------------------------------------P---D-------------P--------------D--R-T----VTLLWDD---PDCV-----------DPDQDYA-------------------------------------------------------
WP_030310563.1 E----L----A----------C-LG-LD--I-------------------------------------------------------------------------------------------P---Y-EQ----L--------------------------D-------P-E---VQY---AVDNA-MYIDGVPV-LLWRRVAG--G-A--------------------G--------------------------------------------------------------------------------------------T------L--------------------V------------------------------------------------------------E--S------L---------------------RE-H---------------R-P-----------------------------------------T----------------------------------R------L------------------------A---EL----PDTVH-RY-RRQVR-----G--R-----------------A----------------------------------------------------------------P---E-------------P--------------G--R-T----VTLLWDD---PDCV-----------DPDQDHL-------------------------------------------------------
WP_030393993.1 E----L----S----------C-MG-LD--V-------------------------------------------------------------------------------------------P---Y-EQ----L--------------------------D-------P-A---MQR---AVDDA-MYLDGVPV-LLWRRVAG--G-K--------------------E--------------------------------------------------------------------------------------------T------L--------------------L------------------------------------------------------------K--D------L---------------------RK-H---------------E-P-----------------------------------------T----------------------------------R------L------------------------A---EL----PYTVL-KH-RKRVR-----D--P-----------------T----------------------------------------------------------------P---P-------------P--------------D--R-T----LTLVWDD---PDCV-----------DPDQDYP-------------------------------------------------------
WP_043464418.1 E----L----S----------C-MG-LD--V-------------------------------------------------------------------------------------------P---Y-EQ----L--------------------------D-------P-A---MQR---AVDDA-MYLDGVPV-LLWRRVAG--G-K--------------------E--------------------------------------------------------------------------------------------T------L--------------------L------------------------------------------------------------K--D------L---------------------RK-H---------------E-P-----------------------------------------T----------------------------------R------L------------------------A---EL----PYTVL-KH-RKRVR-----D--P-----------------T----------------------------------------------------------------P---P-------------P--------------D--R-T----LTLVWDD---PDCV-----------DPDQDYP-------------------------------------------------------
WP_035845011.1 T----L----A----------C-LG-LS--I-------------------------------------------------------------------------------------------P---Y-DG----L--------------------------E-------P-E---LRG---AVDEV-LFEEGMPV-LLWRRDQG--D-P--------------------S--------------------------------------------------------------------------------------------A------L--------------------L------------------------------------------------------------A--A------L---------------------RE-H---------------E-P-----------------------------------------A----------------------------------C------L------------------------T---EL----PETVH-RC-RRKGR-----L--V-----------------G----------------------------------------------------------------A---D-------------D--------------V--RNN----ITLFWDD---PDCV-----------DPAADRR-------------------------------------------------------
WP_057232847.1 T----L----A----------C-MG-LD--T-------------------------------------------------------------------------------------------P---Y-EE----L--------------------------D-------P-R---VRR---AVDEA-IFIDGVPV-MLWRRVAG--D-P--------------------A--------------------------------------------------------------------------------------------D------L--------------------V------------------------------------------------------------T--A------L---------------------RA-R---------------R-P-----------------------------------------R----------------------------------S------L------------------------A---QL----PEAVH-QY-R---K-----L--T-----------------R----------------------------------------------------------------A---A-------------V--------------S--QEG----ITLLWDD---PDCV-----------DPDQDAP-------------------------------------------------------
WP_019066647.1 D----L----S----------C-LG-LA--V-------------------------------------------------------------------------------------------P---Y-DH----D--------------------------D-------G-L---MRD---AVRAA-LLEDGIPV-MVWRRDDG--E-P--------------------G--------------------------------------------------------------------------------------------P------L--------------------L------------------------------------------------------------D--V------L---------------------RG-C-------Q-------P-P-----------------------------------------R----------------------------------L------L------------------------A---EL----PHSVH-EA-RKLGR-----K--------------------D----------------------------------------------------------------P---D-------------A--------------L--HNQ----ITLLWDD---PTCV-----------FSGQDQP-------------------------------------------------------
WP_067024560.1 D----L----A----------C-LG-LG--T-------------------------------------------------------------------------------------------P---Y-DH----D--------------------------L-------D-L---LRD---AVRDA-LLLDGIPV-MVWRRDEG--D-P--------------------G--------------------------------------------------------------------------------------------P------L--------------------V------------------------------------------------------------D--V------L---------------------RD-C-------H-------K-P-----------------------------------------D----------------------------------R------L------------------------A---DL----PHTVH-EA-RRQGR-----R--------------------D----------------------------------------------------------------P---R-------------S--------------V--HNQ----ISLLWDD---PTCV-----------FTSQDQQ-------------------------------------------------------
SFV19389.1 G----FCY--A----------G-II-CG--P------------------------------------------------------------------------------------------DP---H-A--------------------------------E-------T-G---RRD---IL-RR-VVLRGVGY-AYWLQKEP--A-C--------------------G----------------------------------------------------GDW-------------------------------T--I--A------L--------------------K------------------------------------------------------------K--Y------L---------------------LD-A-------L-------AGV-----------------------------------------G----------------------------------Q------L------------------------K---DL----PSWIR-NG-RQEC------------------------------------------------------------------------------------------------N-------------E--------------L--AVH----GALLWDD---PDFK-----------PFLKLSS---P---S---------------R-------------------------------
WP_027562300.1 G----FCY--A----------G-FI-CG--P------------------------------------------------------------------------------------------DP---H-A--------------------------------E-------T-G---RRD---IL-RR-VVLRGVGY-AYWLQKEP--A-C--------------------G----------------------------------------------------GDW-------------------------------T--I--A------L--------------------K------------------------------------------------------------K--Y------L---------------------LD-A-------L-------AGV-----------------------------------------G----------------------------------Q------L------------------------K---DL----PSWIR-NG-RQEC------------------------------------------------------------------------------------------------N-------------D--------------L--AVH----GALLWDD---PDFK-----------PFLKLSS---P---S---------------R-------------------------------
SDX38232.1 G----FCY--T----------R-FT-VS--P-------------------------------------------------------------------------------------------P---P-S--------------------------------G-------A-K---EKQ---IL-MR-LLNSGVAF-ASWSHQPP--P-G--------------------D------------------------------------------------------D-------------------------------W--E--E------V--------------------A------------------------------------------------------------A--C------L---------------------TH-C-------M-------CAS-----------------------------------------E----------------------------------T------L------------------------D---RF----PYQLT-RR-RMEG------------------------------------------------------------------------------------------------N-------------A--------------A--ASQ----ATLLWDD---PDFI-----------PFINPKG-------------------------------------------------------
WP_045051688.1 G----MCY--A----------G-FA-LP--H-------------------------------------------------------------------------------------------P---S-AN----SA------------------------SC-------V-P---QKR---IL-NR-LLKLGTPV-LYVPHDTP--P-G--------------------E----------------------------------------------------G---------------------------------W--D--T------V--------------------G------------------------------------------------------------D--W------L---------------------GK-Q-------T-------ADL-----------------------------------------A----------------------------------Q------V------------------------D---GF----AEVFY-DR-RVGG------------------------------------------------------------------------------------------------S-------------D--------------L--AVS----ASLLWDD---PHCN-----------PFPPSYG-------------------------------------------------------
WP_076913892.1 G----LCF--A----------G-FS-LP--H-------------------------------------------------------------------------------------------P---V-EG----VP-------------------------P-------A-R---GKE---VL-RR-VLNLGVPF-LYIRHQPP--S-A--------------------P----------------------------------------------------G-E-------------------------------W--G--D------V--------------------A------------------------------------------------------------H--A------L---------------------QT-L-------S-------GGL-----------------------------------------G----------------------------------N------L------------------------E---DF----VEKFH-DA-RLHG------------------------------------------------------------------------------------------------A-------------E--------------D--ALE----ASLLWDD---PSFN-----------PFTNAHG-------------------------------------------------------
WP_100179618.1 I----LCL--A----------T-AA-IK--S-------------------------------------------------------------------------------------------G---P-A--------------------------------G-------S-P---GKK---AL-NS-LIQLGAPY-LYWPHDDN--E-P--------------------D---------------------------------------------------------------------------------------------------A--------------------E------------------------------------------------------------Q--P------L---------------------TE-L-------V-------RGL-----------------------------------------A----------------------------------T------L------------------------A---EV----PQALS-QK-RIAD------------------------------------------------------------------------------------------------A-------------G--------------V--VQS----GSLLWDQ---PTFQ-----------P-------------------------------------------------------------
WP_045581630.1 G----L----R----------I-LP-FP--P-------------------------------------------------------------------------------------------P---P-E--------------------------------G-------R-K---ARD---VL-VK-LLRLGIPY-LCLPDPTR--I-N--------------------R------------------------------------------------------------------------------------------------------------------------P------------------------------------------------------------F--D------L---------------------PG-A-------L--------AV-----------------------------------------D----------------------------------S------L------------------------D---DI----PAAFH-RA-RLCG------------------------------------------------------------------------------------------------H-------------P--------------L--AAH----SGLLWDN---PHLL-----------PYTPA---------------------------------------------------------
WP_030831125.1 E----Q----L----------G-WL-FL--E-------------------------------------------------------------------------------------------P---P-PY----T--------------------------G-------G-L---EGD---AV-NV-LLEMGMPV-IVAVREVG--G-H--------------------P--------------------------------------------------------------------------------------------E------A--------------------E------------------------------------------------------------R--K------T---------------------RK-V-------L-------A-------------------------------------------G----------------------------------R------L------------------------M---EL----PERVR-ML-RGEVG-----P--D-----------------AEA------------------F----------------------------------------S--V---L-------------D--------------L--HRH----ISLVWDG---RDGL-----------EGADSAL---G---H---------------P------------S-TG---------------
WP_073936869.1 E----Q----L----------G-WL-FL--E-------------------------------------------------------------------------------------------P---P-PY----T--------------------------G-------G-L---EGD---AV-NV-LLEMGMPV-IVAVREVG--G-H--------------------P--------------------------------------------------------------------------------------------E------A--------------------E------------------------------------------------------------R--K------T---------------------RK-V-------L-------A-------------------------------------------G----------------------------------R------L------------------------M---EL----PERVR-ML-RGEVG-----P--D-----------------AEV------------------F----------------------------------------S--V---L-------------D--------------L--HRH----ISLVWDG---RDGL-----------EGADSAL---G---H---------------P------------S-TG---------------
WP_024758048.1 D----Q----M----------G-WL-FL--E-------------------------------------------------------------------------------------------P---P-PY----T--------------------------G-------G-L---EGD---AV-NV-LLEMGIPV-IVAVREVG--G-H--------------------P--------------------------------------------------------------------------------------------E------A--------------------E------------------------------------------------------------R--K------T---------------------RK-I-------L-------A-------------------------------------------G----------------------------------R------L------------------------M---EL----PERVR-MV-RGEVG-----P--D-----------------AEA------------------F----------------------------------------S--V---L-------------D--------------L--HRH----ISLVWDG---RDGL-----------EGSDAAL---G---H---------------P------------S-TG---------------
WP_037859185.1 T----P----F----------C-FV-LL--D-------------------------------------------------------------------------------------------P---P-AY----D--------------------------G-------D-L---AAD---PV-YV-LLEVGIPA-IVALRRQG--H-H--------------------A--------------------------------------------------------------------------------------------E------A--------------------R------------------------------------------------------------P--Q------L---------------------WN-L-------L-------A-------------------------------------------G----------------------------------R------L------------------------D---AL----PDRVR-HL-RGVGP-----G--G-----------------GGS------------------A----------------------------------------V--T---L-------------D--------------L--HRH----VTLVWDS---QDGL-----------EGAEAAL---G---H---------------P------------R-TG---------------
WP_043437219.1 T----P----F----------C-FV-LL--E-------------------------------------------------------------------------------------------P---P-QW----D--------------------------G-------D-L---AAD---PV-YV-LLEVGIPA-IVALRRRG--H-H--------------------A--------------------------------------------------------------------------------------------E------A--------------------G------------------------------------------------------------P--Q------L---------------------WK-V-------L-------A-------------------------------------------G----------------------------------R------L------------------------D---AL----PDRVR-HL-RGVGP-----S--G-----------------YGS------------------A----------------------------------------V--T---L-------------D--------------L--HRH----VTLVWDS---QDGL-----------EGAEAAL---G---H---------------P------------R-TG---------------
WP_055491165.1 T----P----F----------C-FV-LL--D-------------------------------------------------------------------------------------------P---P-PY----D--------------------------G-------D-L---AAD---PV-YV-LLEVGIPA-IVALRRRG--H-H--------------------A--------------------------------------------------------------------------------------------D------A--------------------R------------------------------------------------------------P--Q------L---------------------WN-L-------L-------A-------------------------------------------G----------------------------------R------L------------------------D---AL----PERVR-HL-RGVGS-----C--S-----------------GGP------------------A----------------------------------------V--T---L-------------D--------------L--HRH----VTLVWDS---QDGL-----------EGAEAAL---G---H---------------P------------P-TG---------------
WP_063736666.1 T----P----V----------C-FV-LF--E-------------------------------------------------------------------------------------------P---P-RH----T--------------------------G-------D-E---ATD---YL-SV-LLEAGIPA-LVGVRSGG--E-T--------------------V--------------------------------------------------------------------------------------------A------G--------------------R------------------------------------------------------------Q--E------I---------------------RN-F-------L-------R-------------------------------------------T----------------------------------A------L------------------------T---DL----PERVR-LL-RGGLR-----P--G-----------------GSGEM-------------LSAD----------------------------------------L--D---V-------------D--------------L--DVD----LSLVWDS---PDGL-----------EDLRSVL---L---H---------------P------------P-IR---------------
CUW31049.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--G----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AA-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPIR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---P-DRS----------PYGTESM---R---P---------------P------------P-LA---------------
WP_079081146.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--G----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AA-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPIR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---P-DRS----------PYGTESM---R---P---------------P------------P-LA---------------
AKN68645.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--G----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AA-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPIR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---P-DRS----------PYGTESM---R---P---------------P------------P-LA---------------
ALO96111.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHAV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---PPDRT----------PYGTESM---R---P---------------P------------P-LA---------------
WP_079088263.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHAV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---PPDRT----------PYGTESM---R---P---------------P------------P-LA---------------
WP_078611984.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHAV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---PPDRT----------PYGTESM---R---P---------------P------------P-LA---------------
WP_079082390.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHAV-VLWRR-----D-Q-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---PPDRT----------PYGTESM---R---P---------------P------------P-LA---------------
KMS83270.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-L-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---Q-------------G--------------L--RGK----IAVLFDP---PPDRP----------PYGTESM---R---P---------------P------------P-LA---------------
KOG73840.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-L-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---Q-------------G--------------L--RGK----IAVLFDP---PPDRP----------PYGTESM---R---P---------------P------------P-LA---------------
KOV97771.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GYA---AM-RD-ALRSGHSV-VLWRR-----D-L-------------------------------------------------------------------------H-D----------------H--D----------EC--G--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AG-L-------L-------G-LA----------------------------------------G----------------------------------H------A------------------------DG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---Q-------------G--------------L--RGK----IAVLFDP---PPDRP----------PYGTESM---R---P---------------P------------P-LA---------------
WP_078992767.1 D----A----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GQA---AM-KD-ALMAGHSV-VLWRR-----D-R-------------------------------------------------------------------------H-D----------------H--E----------EC--G--V------F--------------------H------------------------------------------------------------G--Q------A---------------------AE-L-------L-------A-AA----------------------------------------G----------------------------------Q------A------------------------GA---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLFDP---P-DRP----------PYGAEAM---R---P---------------P------------P-SA---------------
WP_079133810.1 D----A----C----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------G-------G-E---GQA---AM-RD-ALMAGHSV-VLWRR-----D-G-------------------------------------------------------------------------H-D----------------H--A----------EC--G--A------F--------------------H------------------------------------------------------------R--Q------A---------------------AE-L-------L-------A-AA----------------------------------------R----------------------------------Q------A------------------------SG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---H-------------G--------------L--HGK----IAVLFDP---P-DRP----------PYGAEAM---R---P---------------P------------P-LA---------------
WP_079071502.1 E----A----C----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GLA---AM-ND-ALRAGHSV-VLWRR-----D-G-------------------------------------------------------------------------H-E----------------H--E----------EC--G--A------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------A-AA----------------------------------------G----------------------------------H------A------------------------WG---L----HGPVR-DL-RIRLA-----D-----------------------P---------------DTA----------------------------------------R--A---Q-------------G--------------L--RGK----IAVLFDP---P-DRP----------PLGAEAM---R---P---------------P------------P-A----------------
WP_078858854.1 D----A----R----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------R-------G-E---GYA---AM-RD-ALRSGHPV-VLWRR-----D-R-------------------------------------------------------------------------H-D----------------H--E----------EC--R--D------F--------------------H------------------------------------------------------------R--Q------A---------------------AD-L-------L-------E-LA----------------------------------------R----------------------------------H------A------------------------DG---L----HGRVR-EL-RIRLA-----D-----------------------P---------------ATA----------------------------------------R--A---H-------------G--------------L--RGK----IAVLIDP---P-DRP----------PYGAETM---R---P---------------P------------P-A----------------
AGS71774.1 D----T----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-E---GQA---AM-KD-ALMAGHSV-VLWRR-----D-R-------------------------------------------------------------------------H-D----------------H--D----------EC--R--D------F--------------------H------------------------------------------------------------R--Q------V---------------------AR-V-------L-------G-TA----------------------------------------R----------------------------------T------A------------------------EG---L----HEQVR-DL-RISLY-----D-----------------------P---------------DSA----------------------------------------R--E---R-------------G--------------L--RGK----LGVLVDP---P-DRP----------PYAAETM---R---P-----------------------------------------------
WP_078606608.1 D----G----C----------V-PV-FC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-A---GRE---AM-DV-ALAAGHPL-VLWRR-----D-G-------------------------------------------------------------------------H-D----------------H--D----------GC--R--A------F--------------------H------------------------------------------------------------R--S------A---------------------AR-L-------L-------S-LA----------------------------------------G----------------------------------R------A------------------------EG---L----HAHVR-DL-RIGAL-----D-----------------------P---------------EIA----------------------------------------L--S---E-------------G--------------L--MGR----IAVLYDP---P-DRP----------PYASEIM---R---P---------------P------------P-PA---------------
WP_079252651.1 D----G----C----------V-PV-FC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-A---GRE---AM-DV-ALAAGHPL-VLWRR-----D-G-------------------------------------------------------------------------H-D----------------H--D----------EC--R--T------F--------------------H------------------------------------------------------------R--S------A---------------------AR-L-------L-------S-LA----------------------------------------G----------------------------------R------A------------------------EG---L----HPHVR-DL-RIGAF-----D-----------------------P---------------EIA----------------------------------------R--S---E-------------G--------------L--TGR----IAVLYDP---P-DRP----------PYGAETM---R---P---------------P------------P-LA---------------
WP_051847759.1 D----G----C----------V-PV-FC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GFE---AM-AA-ALAAGHPL-VLWRR-----D-G-------------------------------------------------------------------------H-D----------------H--E----------EC--R--A------F--------------------H------------------------------------------------------------R--Q------A---------------------AR-L-------L-------G-PA----------------------------------------A----------------------------------R------A------------------------RG---L----HGPVR-EL-RIRVS-----D-----------------------P---------------DTA----------------------------------------L--D---E-------------E--------------L--TGR----IAVLFDP---P-GRP----------PHPTETM---T---P---------------P------------P-VA---------------
SEC51112.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--A------F--------------------H------------------------------------------------------------V--E------A---------------------DW-M-------L-------A-DA----------------------------------------R----------------------------------T------A------------------------QG---L----GEPVR-SL-RALAP-----E--R-------------------------------------------------------------------------------A--D---L-------------A--------------W--AET----IAVLYDP---P-DRP----------PPAGR-L---E---A---------------P------------P-LL---------------
WP_030688798.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--A------F--------------------H------------------------------------------------------------V--E------A---------------------DW-M-------L-------A-DA----------------------------------------R----------------------------------T------A------------------------QG---L----GEPVR-SL-RALAP-----E--R-------------------------------------------------------------------------------A--D---L-------------A--------------W--AET----IAVLYDP---P-DRP----------PTAGR-L---E---A---------------P------------P-LL---------------
WP_033209910.1 G----G----A----------V-PV-HC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------DR-L-------L-------A-DA----------------------------------------A----------------------------------T------A------------------------WG---V----RGPVR-SL-RTRAP-----D--R-----------------AAGP---------------EAR----------------------------------------A--A---Y-------------A--------------W--AET----IAVLLDP---P-DRP----------PHGGR-L---E---A---------------P------------P-LL---------------
WP_053640525.1 G----G----T----------V-PV-HC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------GR-L-------L-------A-DA----------------------------------------A----------------------------------T------A------------------------WG---V----RGPVR-SL-RTRAP-----D--R-----------------AAGP---------------EAR----------------------------------------A--A---Y-------------A--------------W--AET----IAVLLDP---P-DRP----------PHGGR-L---E---A---------------P------------P-LL---------------
WP_015036145.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------H---V-G--------------------------------A-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------DR-L-------L-------A-AA----------------------------------------L----------------------------------T------A------------------------WD---V----RGPVR-SL-RTRAQ-----D--R-----------------AAGP---------------ESR----------------------------------------A--A---H-------------A--------------W--AES----IAVLLDP---P-DRP----------PHGGR-L---E---A---------------P------------P-LL---------------
WP_041131212.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPM-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------ER-L-------L-------A-GA----------------------------------------V----------------------------------T------A------------------------WD---I----RGPVR-SL-RTRAQ-----D--R-----------------AAGP---------------EAR----------------------------------------A--A---Y-------------A--------------W--AES----IAVLLDP---P-DRP----------PHAGR-L---E---A---------------P------------P-LL---------------
WP_024761806.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALTAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--E--E------F--------------------H------------------------------------------------------------E--R------A---------------------HR-L-------L-------A-KA----------------------------------------V----------------------------------T------A------------------------QG---L----RGPVR-SL-RTRAP-----D-----------------------------------------R----------------------------------------A--A---L-------------A--------------W--AET----IAVLYDP---P-DRP----------PHGGR-L---E---A---------------P------------S-LL---------------
WP_056643996.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALTAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--E--E------F--------------------H------------------------------------------------------------E--R------A---------------------HR-L-------L-------A-KA----------------------------------------V----------------------------------T------A------------------------QG---L----RGPVR-SL-RTRAP-----D-----------------------------------------R----------------------------------------A--A---L-------------A--------------W--AET----IAVLYDP---P-DRP----------PHGGR-L---E---A---------------P------------P-LL---------------
WP_056567327.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLM---AM-NA-ALRAGHPI-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------DR-L-------L-------A-DA----------------------------------------V----------------------------------G------A------------------------WG---V----RGRVR-SL-RTRAT-----D--P-----------------AAGP---------------EAR----------------------------------------A--A---Y-------------A--------------W--AES----IAILLDP---P-DRP----------PYSGP-L---E---V---------------P------------P-LL---------------
WP_030553425.1 G----A----A----------V-PV-YC--G-------------------------------------------------------------------------------------------H---V-G--------------------------------S-------G-D---GLM---AM-NA-ALAAGHPL-ALWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--Q------A---------------------DL-L-------L-------A-TG----------------------------------------S----------------------------------A------A------------------------WG---V----PGPVR-SL-RTRAA-----D--P-----------------AAGP---------------EAR----------------------------------------A--R---Y-------------A--------------W--ARS----IAVLFDP---P-DRP----------PYGGP-L---E---P---------------P------------P-LL---------------
WP_030320929.1 G----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------R---V-G--------------------------------S-------G-D---GLM---AM-HA-ALAAGHPL-ALWRP-----G-A-------------------------------------------------------------------------H-D----------------H--A----------DC--A--E------F--------------------H------------------------------------------------------------D--R------A---------------------DR-L-------I-------S-AA----------------------------------------P----------------------------------T------A------------------------WD---V----RGPVR-SL-RTRAT-----D--R-----------------AAGP---------------EAS----------------------------------------A--E---Y-------------A--------------W--AES----IALLLDP---P-DRP----------PHGGR-L---E---P---------------P------------P-LL---------------
WP_073912303.1 G----G----A----------V-PV-HC--G-------------------------------------------------------------------------------------------H---V-G--------------------------------G-------G-D---GFM---AM-NA-ALEAGHPL-AVWRT-----G-A-------------------------------------------------------------------------H-D----------------H--T----------DC--A--E------F--------------------H------------------------------------------------------------E--R------A---------------------GR-L-------L-------S-AV----------------------------------------R----------------------------------D------A------------------------WD---V----RGPVR-SL-RTRA------D--R-----------------AAGP---------------EAP-----------------------------------------------Y-------------A--------------W--AES----IALLLDP---P-DRP----------PYGGS-L---E---P---------------P------------P-LL---------------
WP_037648176.1 D----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GLD---AM-AA-ALAAGHPL-ALWRR-----C-G-------------------------------------------------------------------------Q-E----------------H--S----------DC--R--E------F--------------------H------------------------------------------------------------V--R------A---------------------QE-L-------L-------G-RA----------------------------------------D----------------------------------G------A------------------------DG---L----HRHIR-AL-RIISM-----D--P-----------------EATP---------------DTV----------------------------------------T--E---A-------------A--------------W--AGS----VAVLFDP---P-DRP----------PYDGVPL---Q---V---------------P------------P-RID--------------
WP_069926980.1 D----G----T----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------S-------G-D---GFD---AM-AA-ALAAGHPL-ALWRR-----C-G-------------------------------------------------------------------------R-E----------------H--G----------DC--R--E------F--------------------H------------------------------------------------------------A--R------A---------------------DE-L-------L-------V-RA----------------------------------------D----------------------------------G------V------------------------DG---L----HRHIR-SL-RIISM-----D--P-----------------DATP---------------DTV----------------------------------------A--E---A-------------A--------------W--ADS----VAVLFDP---P-DRP----------PYDGVPL---Q---V---------------P------------P-PLS--------------
BAU85994.1 G----G----S----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-A--------------------------------A-------G-D---GQR---AM-EA-ALAAGHPI-ALWRR-----S-A-------------------------------------------------------------------------G-D----------------H--A----------DC--A--E------F--------------------H------------------------------------------------------------K--Q------A---------------------DA-F-------L-------R-EA----------------------------------------G----------------------------------R------A------------------------ED---L----HRPVR-TL-RLLTG-----D--T-----------------EADP---------------QDR----------------------------------------S--E---H-------------A--------------W--AEE----LAVLYDP---P-DRP----------PFDAP-L---L---G---------------P------------L-VL---------------
EMF02655.1 P----G----A----------V-PV-FC--G-------------------------------------------------------------------------------------------P---V-S--------------------------------H-------G-P---GAM---AL-DA-ALAAGHAV-VIWRG-----C-A-------------------------------------------------------------------------G-E----------------H--L----------DC--A--E------F--------------------H------------------------------------------------------------D--E------V---------------------SR-L-------V-------C-EA----------------------------------------A----------------------------------T------A------------------------EG---L----HRRLR-NL-RIRCA-----D--P-----------------EQ------------------PD----------------------------------------E--E---A-------------R--------------W--ARS----IALLLDR---P-EHP----------A-----P---P---G---------------P------------P-LS---------------
WP_078871291.1 P----S----A----------V-PV-YC--G-------------------------------------------------------------------------------------------P---V-A--------------------------------H-------G-P---GAT---AL-EA-ALAAGHAV-VIWRC-----C-T-------------------------------------------------------------------------G-E----------------H--D----------DC--E--E------F--------------------H------------------------------------------------------------E--Q------A---------------------AR-L-------V-------C-EA----------------------------------------T----------------------------------T------A------------------------EG---L----HRRLR-SL-RIRCA-----D--P-----------------DA------------------PD----------------------------------------E--D---A-------------R--------------W--ARS----IALLMDA---P-EDP----------A-----L---S---P---------------P------------P-LA---------------
WP_016469756.1 P----G----A----------V-PV-YC--A-------------------------------------------------------------------------------------------R---A-G--------------------------------S-------G-P---GAR---AM-AA-ALGAGHAV-ALWRHSFD--G-G-------------------------------------------------------------------------H-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------E--Q------A---------------------AA-L-------L-------S-EV----------------------------------------R----------------------------------S------A------------------------R---QL----PSHIR-AL-RNRNA-----D--L-----------------TDDTGDTEGADGATGPDSTAID----------------------------------------P--S---A-------------A--------------W--ARH----IVLLYDP---P-HRS----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
WP_030407836.1 P----G----A----------V-PV-YC--A-------------------------------------------------------------------------------------------R---A-G--------------------------------S-------G-P---GAR---AM-AA-ALGAGHAV-ALWRHSFD--G-G-------------------------------------------------------------------------H-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------E--Q------A---------------------AA-L-------L-------S-EV----------------------------------------R----------------------------------S------A------------------------R---QL----PSHIR-AL-RNRNA-----D--L-----------------TDDTGDTEGADGATGPDSTAID----------------------------------------P--S---A-------------A--------------W--ARH----IVLLYDP---P-HRS----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
KPC90541.1 P----G----A----------V-PV-YC--A-------------------------------------------------------------------------------------------R---A-G--------------------------------S-------G-P---GAR---AM-AA-ALGAGHAV-ALWRHSFD--G-G-------------------------------------------------------------------------H-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------E--Q------A---------------------AA-L-------L-------S-EV----------------------------------------R----------------------------------S------A------------------------R---QL----PSHIR-AL-RNRNA-----D--L-----------------TDDTGDTEGADGTTGPDSTAID----------------------------------------P--S---A-------------A--------------W--ARH----IVLLYDP---P-HRS----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
WP_069992838.1 P----G----A----------V-PV-HC--A-------------------------------------------------------------------------------------------R---V-G--------------------------------G-------G-P---GAR---AM-AA-ALGAGHAM-ALWRHGCG--D-G-------------------------------------------------------------------------Q-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------AE-L-------L-------A-EA----------------------------------------H----------------------------------S------A------------------------R---QV----PLHIR-TL-RNRNA-----E--A-----------------ADDP------EESTGVNSTPID----------------------------------------P--S---S-------------A--------------W--ARH----IVLLYDP---P-HRT----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
OEV28766.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027759023.1 P----G----A----------V-PV-HC--A-------------------------------------------------------------------------------------------R---V-G--------------------------------G-------G-P---GAR---AM-AA-ALGAGHAM-ALWRHGCG--D-G-------------------------------------------------------------------------Q-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------AE-L-------L-------A-EA----------------------------------------H----------------------------------S------A------------------------R---QV----PLHIR-TL-RNRNA-----E--A-----------------ADDP------EESTGVNSAPID----------------------------------------P--S---S-------------A--------------W--ARH----IVLLYDP---P-HRT----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
WP_019354552.1 P----G----A----------V-PV-HC--A-------------------------------------------------------------------------------------------R---V-G--------------------------------G-------G-P---GAR---AM-AA-ALGAGHAM-ALWRHGCG--D-G-------------------------------------------------------------------------Q-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------AE-L-------L-------A-EA----------------------------------------H----------------------------------S------A------------------------R---QV----PLHIR-TL-RNRNA-----E--A-----------------ADDP------EESTGVNSAPID----------------------------------------P--S---S-------------A--------------W--ARH----IVLLYDP---P-HRT----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
WP_075001999.1 P----G----A----------V-PV-YC--A-------------------------------------------------------------------------------------------G---V-G--------------------------------S-------G-P---GAR---AM-AA-ALGAGHAM-ALWRHGCG--D-G-------------------------------------------------------------------------Q-D----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------AE-L-------L-------A-EA----------------------------------------P----------------------------------S------A------------------------R---QI----PLRIR-TL-RNRNA-----E--P-----------------ADDP------EVSTGADSTPID----------------------------------------P--S---S-------------A--------------W--ARH----IVLLYDP---P-HRT----------SG-DGPL---R---E---------------P------------P-LMP-----R--------
WP_037731735.1 A----G----A----------V-PV-SC--A-------------------------------------------------------------------------------------------R---G-G--------------------------------A-------D-P---GAP---AL-AA-ALSAGHAV-ALWRR--Y--D-V-------------------------------------------------------------------------E-G----------------H--T----------DC--A--D------F--------------------H------------------------------------------------------------K--R------V---------------------AD-L-------L-------E-EA----------------------------------------G----------------------------------T------A------------------------D---NL----PGHVR-VL-RSRNA-----D---------------------------------HGTN----D----------------------------------------Q--E---A-------------V--------------W--ARH----MVLLYDP---P-HRP----------PLPGGPL---Q---V---------------P------------P-SAP-----PT--PT---
SCK31312.1 P--------HA----------V-AV-HC--A-------------------------------------------------------------------------------------------R---A-G--------------------------------S-------G-H---GAV---AL-GV-ALGAGYPV-VMWRR--C--D-E-------------------------------------------------------------------------E------------------H--T----------DC--G--E------F--------------------Q------------------------------------------------------------E--H------A---------------------AG-L-------L-------R-SA----------------------------------------C----------------------------------A------A------------------------GAPKSL----RELVR-DL-RNRNA-----E--P-----------------DDSR----------------------------------------------------------I--A---T-------------S--------------R--TGE----LVLLYDP---P-QGP----------QLADEPL---R---A---------------P------------P-LR---------------
WP_055486085.1 P--------HA----------V-AV-HC--A-------------------------------------------------------------------------------------------R---A-G--------------------------------S-------G-H---GAV---AL-GV-ALGAGYPV-VMWRR--C--D-E-------------------------------------------------------------------------E------------------H--T----------DC--G--E------F--------------------Q------------------------------------------------------------E--H------A---------------------AG-L-------L-------R-SA----------------------------------------C----------------------------------A------A------------------------GAPKSL----RELVR-DL-RNRNA-----E--P-----------------DDSR----------------------------------------------------------I--A---T-------------S--------------R--TGE----LVLLYDP---P-QGP----------QLADEPL---R---A---------------P------------P-LR---------------
OEV11572.1 P--------HA----------V-AV-HC--A-------------------------------------------------------------------------------------------R---T-G--------------------------------S-------G-G---AAV---AM-SV-AMGAGYPV-ALWRR--C--D-E-------------------------------------------------------------------------Q------------------H--G----------DC--A--Q------F--------------------H------------------------------------------------------------E--G------A---------------------AE-L-------L-------R-AA----------------------------------------R----------------------------------P------V------------------------AGPDGL----RAKVR-EL-RNRNA-----G--A-----------------QAAG----------------------------------------------------------S--A---T-------------A--------------W--AGQ----LVLLYDP---P-Q--------------------------------------------------------------------------
WP_037758130.1 P--------QA----------V-PV-HC--A-------------------------------------------------------------------------------------------R---G-G--------------------------------S-------G-R---GAL---VL-GV-ALAAGHPI-ALWRR--C--D-E-------------------------------------------------------------------------R------------------H--T----------DC--A--E------F--------------------Y------------------------------------------------------------A--G------A---------------------AR-L-------L-------A-SV----------------------------------------R----------------------------------H------D------------------------QGQPRL----PELVR-SL-RNRSA-----A--R------------------TAH----------------------------------------------------------P--D---V-------------A--------------W--ARE----LVLLYDP---P-HGA----------RSDESPL---R---A---------------P------------P-LR---------------
WP_031229563.1 A----GIAGAS----------L-PV-YC--A-------------------------------------------------------------------------------------------S---T-A--------------------------------T-------G-R---GSR---VL-TR-AFHAGHVA-VLCRR--T--G-E-------------------------------------------------------------------------D-G----------------H--D----------DC--A--E------F--------------------Y------------------------------------------------------------R--R------A---------------------AQ-L-------V-------R-EA----------------------------------------P----------------------------------T------G---------------------------SEL----RERVR-VL-RNLSA-----A--P-----------------DQDGR---------------TD----------------------------------------H--E---A-------------A--------------W--ARH----LVLIYDP---P-HRP----------ALPDEPL---H---A---------------P------------P-L----------------
WP_078075119.1 A----GAAGVP----------L-PV-YC--A-------------------------------------------------------------------------------------------S---T-A--------------------------------T-------G-R---GSR---VL-TR-AFHAGHVA-VLCRR--T--G-E-------------------------------------------------------------------------D-G----------------H--D----------DC--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------AQ-L-------V-------R-DA----------------------------------------P----------------------------------T------G---------------------------SEL----RERVR-LL-RIVNA-----D--P-----------------DRD------------------D----------------------------------------R--D---T-------------A--------------W--ARH----IVLIYDP---P-HR-----------QAPDEPL---H---F---------------P------------P-L----------------
WP_019545072.1 P----T----A----------V-PL-HH--A-------------------------------------------------------------------------------------------G---V-S--------------------------------Q-------G-A---AAR---AV-DA-AMDAGYAV-ALWLREDP--S-G-------------------------------------------------------------------------A-P----------------P--T----------G---G--A------Q--------------------L------------------------------------------------------------E--L------V---------------------SS-L-------L-------D-ES----------------------------------------V----------------------------------Q------A------------------------A---GL----PARVR-EL-RRRGE-----E--G-----------------N--------------------G----------------------------------------T--E---A-------------A--------------C--ARR----LSLLYDP---PQRQ-----------RRGAGPL---G---E---------------P------------R-RRG-----S--------
WP_033196096.1 P----T----A----------V-PL-HH--A-------------------------------------------------------------------------------------------G---V-S--------------------------------Q-------G-A---AAR---AV-DA-AMDAGYAV-ALWLREDP--S-G-------------------------------------------------------------------------A-P----------------S--T----------G---G--A------Q--------------------L------------------------------------------------------------E--L------V---------------------SS-L-------L-------D-ES----------------------------------------V----------------------------------Q------A------------------------A---GL----PARVR-EL-RRRGE-----E--G-----------------N--------------------G----------------------------------------T--E---A-------------A--------------C--ARR----LSLLYDP---PQRQ-----------RRGAGPL---G---E---------------P------------R-RRG-----G--------
WP_051846592.1 D----N----T----------V-PV-HC--G-------------------------------------------------------------------------------------------P---V-SH---RS--------------------------D-------P-Q---AAQ---AV-AA-ALRAGYGL-LLWRRDEG--E-H-------------------------------------------------------------------------E-G-------------------------------C--E--E------F--------------------Q------------------------------------------------------------Q--R------A---------------------FE-C-------V-------R-CA----------------------------------------G----------------------------------D------A------------------------E---GL----LDLVH-AL-RRAQQ-----R--E-----------------D--------------------G----------------------------------------P--A---T-------------R--------------W--VRD----LAVLYDP---PDAP-----------ADDSWPL---P---A---------------P------------R-LRR-----RG-------
WP_078872798.1 D----N----T----------V-PV-HC--G-------------------------------------------------------------------------------------------P---V-SH---RS--------------------------D-------P-Q---AAQ---AV-AA-ALRAGYGL-LLWRRDEG--E-H-------------------------------------------------------------------------E-G-------------------------------C--E--E------F--------------------Q------------------------------------------------------------Q--R------A---------------------FE-C-------V-------R-RA----------------------------------------G----------------------------------D------A------------------------E---GL----LDLVH-AL-RRAQQ-----R--E-----------------D--------------------G----------------------------------------P--A---T-------------R--------------W--VRD----LAVLYDR---PDAP-----------ADDSWPL---P---A---------------P------------R-LRR-----RG-------
WP_042456084.1 D----R----T----------V-PL-WR--G-------------------------------------------------------------------------------------------S---V-R--------------------------------S-------G-A---GAT---VL-DE-AWTAGHRV-LLWTRGTG--P-E-------------------------------------------------------------------------E---------------------------------------E------F--------------------G------------------------------------------------------------S--A------L---------------------SA-R---------------L-KA----------------------------------------V----------------------------------T------L------------------------D---QI----PQLAR-DL-RADAS-----G----------------------------------------------------------------------------------G--E---S-------------V--------------W--ARA----LVVLYDR---PEET-----------ADEQAPL---L---P---------------A------------L-A----------------
WP_071330511.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_071336899.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_049977088.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_018470760.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_030765394.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
ALM38631.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_067415629.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RP----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_010642341.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_018893566.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
SCE24174.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_037842883.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
AMM08321.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_015507113.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_031177220.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGMG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_033238118.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
AGI87918.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSD--------------------------------------------------------
EKC91745.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RG---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGTG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RTALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_033951027.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
ESQ05822.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSD--------------------------------------------------------
WP_023417117.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_023421725.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
ESP99764.1 H----A----S----------V-PV-LC--HY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSD--------------------------------------------------------
WP_030695574.1 H----A----S----------V-PV-LC--QY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_047467285.1 H----A----S----------V-PV-LC--QY-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVDGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
WP_047141006.1 H----A----S----------V-PV-LC--HF-----------------------------------------------------------------------------------------RE---Y-G--------------------------------H-------A-G---SAE---AL-AR-LVEGGFGV-ALWRRGAG--G----------------------P-------------------------------------------------E--R-M-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--R------A---------------------EA-E-------L-------A-RA----------------------------------------R----------------------------------T------A------------------------Q---RL----PGLVH-AL-RAALA-----E--G-----------------R-------------------------------------------------------------T--D---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGSDD---L---F---------------A------------P-L----------------
EOY50269.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LLRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------G------------A-P----------------
AIJ13396.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LLRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
WP_003973700.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LLRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------G------------A-P----------------
NP_629415.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LVRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
SDT74613.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LVRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
WP_030873006.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DA---H-G--------------------------------V-------Q-G---DAE---GL-AR-LVRGGFGV-ALWRRGYG--L----------------------P-------------------------------------------------E--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVR-DL-RHRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
KOU06762.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
KOX52872.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
WP_030400619.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
WP_055467346.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
WP_053637518.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
KOX39397.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAG--------------------------------------------------------
WP_031082664.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTD---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
WP_031044448.1 H----G----T----------V-PV-LC--RV-----------------------------------------------------------------------------------------DG---H-G--------------------------------H-------E-G---GTE---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------A----------------------------------G------A------------------------H---RL----PEAVH-DL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
WP_061442586.1 H----G----T----------V-PV-LC--RL-----------------------------------------------------------------------------------------DP---N-G--------------------------------R-------E-G---DTE---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------V----------------------------------G------A------------------------H---RL----PEAVR-DL-RFKLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
AIV34261.1 H----G----T----------V-PV-LC--RL-----------------------------------------------------------------------------------------DP---N-G--------------------------------R-------E-G---DTE---GL-AR-LVRGGFGV-ALWRRRHG--L----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-Q-------I-------A-GP----------------------------------------V----------------------------------G------A------------------------H---RL----PEAVR-DL-RFKLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--AHG----IALLYDD---PHQ------------PLPGTG--------------------------------------------------------
WP_037760130.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DS---H-R--------------------------------R-------G-D---DAA---AF-AS-LVRGGFGV-ALWRRRRG--L----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-E-------I-------G-GP----------------------------------------A----------------------------------N------A------------------------Y---RL----PEAVR-DL-RARLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--ADG----IALMYDN---PHQ------------PLPGTGD---P---V---------------E------------A-P----------------
WP_070389120.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DS---H-R--------------------------------R-------G-D---DAA---AF-AS-LVRGGFGV-ALWRRRRG--L----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-E-------I-------G-GP----------------------------------------A----------------------------------N------A------------------------H---RL----PEAVR-DL-RARLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--ADG----IALMYDN---PHQ------------PLPGTGD---P---V---------------E------------A-P----------------
WP_031039686.1 H----G----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------DS---H-R--------------------------------R-------G-D---DAA---AF-AS-LVRGGFGV-ALWRRRRG--L----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------LD-E-------I-------G-GP----------------------------------------A----------------------------------N------A------------------------H---RL----PEAVR-DL-RARLR-----S--G-----------------R-------------------------------------------------------------P--E---T-------------F--------------W--ADG----IALMYDN---PHQ------------PLPGTGD---P---V---------------E------------A-P----------------
KMS80687.1 H----G----T----------V-PV-LC--RW-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVRGGFGV-ALWRRPRG--R----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------FD-E-------I-------A-GP----------------------------------------A----------------------------------S------A------------------------Y---RL----PDVVH-AL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--D---A-------------F--------------W--ADG----IALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_029383239.1 H----G----T----------V-PV-LC--RW-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVRGGFGV-ALWRRPRG--R----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------FD-E-------I-------A-GP----------------------------------------A----------------------------------S------A------------------------Y---RL----PDVVH-AL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--D---A-------------F--------------W--ADG----IALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
CQR61926.1 H----G----T----------V-PV-LC--RW-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVRGGFGV-ALWRRPRG--R----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------FD-E-------I-------A-GP----------------------------------------A----------------------------------S------A------------------------Y---RL----PDVVH-AL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--D---A-------------F--------------W--ADG----IALLYDD---PHQ------------PLPGTG--------------------------------------------------------
WP_052808652.1 H----G----T----------V-PV-LC--RW-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVRGGFGV-ALWRRPRG--R----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------FD-E-------I-------A-GP----------------------------------------A----------------------------------S------A------------------------Y---RL----PDVVH-AL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--D---A-------------F--------------W--ADG----IALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
AJP03760.1 H----G----T----------V-PV-LC--RW-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVRGGFGV-ALWRRPRG--R----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------FD-E-------I-------A-GP----------------------------------------A----------------------------------S------A------------------------Y---RL----PDVVH-AL-RSRLR-----S--G-----------------R-------------------------------------------------------------P--D---A-------------F--------------W--ADG----IALLYDD---PHQ------------PLPGTG--------------------------------------------------------
KPI25950.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------P----------------------------------T------A------------------------Q---HL----PEAVH-EL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_082412899.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------P----------------------------------T------A------------------------Q---HL----PEAVH-EL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_028806990.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-AVWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------P----------------------------------T------A------------------------Q---HL----PEAVH-EL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGAGD---L---L---------------E------------A-P----------------
WP_079073899.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------P----------------------------------T------A------------------------Q---HL----PEAVH-DL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_078890035.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------V-------A-EP----------------------------------------P----------------------------------S------A------------------------Q---QL----PEAVH-EL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_081552888.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------P----------------------------------S------A------------------------Q---QL----PEAVH-EL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----LALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
SHH97099.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------VD-E-------I-------A-EP----------------------------------------P----------------------------------S------V------------------------Q---HL----PEVVH-DL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_079664781.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------VD-E-------I-------A-EP----------------------------------------P----------------------------------S------V------------------------Q---HL----PEVVH-DL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
SES36685.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------P-------------------------------------------------D--V-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-E-------I-------A-EP----------------------------------------A----------------------------------S------A------------------------H---HL----PEAVH-DL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
WP_079141855.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRHG--R----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-G-------I-------A-EP----------------------------------------A----------------------------------S------A------------------------Q---YL----PEAVH-DL-RMRLR-----A--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGDGD---L---L---------------E------------A-P----------------
WP_079041606.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------E-D---DAE---AL-AR-IVLGGYGV-ALWRRRRG--R----------------------S-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------T---------------------ID-E-------I-------A-EP----------------------------------------P----------------------------------T------A------------------------Q---HL----PEAVH-DL-RVRLR-----E--G-----------------R-------------------------------------------------------------T--E---S-------------F--------------W--ADG----VALLYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
KND32415.1 Y----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHGGYGV-ALWRRGRA--R----------------------P-------------------------------------------------D--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------VD-E-------I-------A-RP----------------------------------------P----------------------------------S------A------------------------A---RL----PEAVH-DL-RVRLG-----E--G-----------------R-------------------------------------------------------------G--E---T-------------F--------------W--AAG----VALLYDD---PTQ------------PLPGTGE---L---L---------------E------------A-P----------------
WP_050372359.1 Y----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHGGYGV-ALWRRGRA--R----------------------P-------------------------------------------------D--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------VD-E-------I-------A-RP----------------------------------------P----------------------------------S------A------------------------A---RL----PEAVH-DL-RVRLG-----E--G-----------------R-------------------------------------------------------------G--E---T-------------F--------------W--AAG----VALLYDD---PTQ------------PLPGTGE---L---L---------------E------------A-P----------------
WP_010353579.1 Y----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHGGYGV-ALWRRGRA--R----------------------P-------------------------------------------------D--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------S---------------------VD-E-------I-------A-RP----------------------------------------P----------------------------------S------A------------------------A---RL----PEAVH-DL-RVRLG-----E--G-----------------R-------------------------------------------------------------G--E---T-------------F--------------W--AAG----VALLYDD---PTQ------------PLPGTGE---L---L---------------E------------A-P----------------
WP_016437959.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHAGFGV-ALWRRRPG--R----------------------P-------------------------------------------------D--D-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------RK-A-------V-------D-DG----------------------------------------G----------------------------------S------T------------------------V---LL----PDLVH-DV-RARLR-----A--G-----------------L-------------------------------------------------------------T--D---A-------------F--------------W--AEG----IALYYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
EPD55275.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHAGFGV-ALWRRRPG--R----------------------P-------------------------------------------------D--D-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------RK-A-------V-------D-DG----------------------------------------G----------------------------------S------T------------------------V---LL----PDLVH-DV-RARLR-----A--G-----------------L-------------------------------------------------------------T--D---A-------------F--------------W--AEG----IALYYDD---PHQ------------PLPGTG--------------------------------------------------------
WP_058923268.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHAGFGV-ALWRRRPG--R----------------------P-------------------------------------------------D--D-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------RK-A-------V-------D-DG----------------------------------------G----------------------------------S------T------------------------V---LL----PDVVH-DV-RARLR-----A--G-----------------L-------------------------------------------------------------T--D---A-------------F--------------W--AEG----IALYYDD---PHQ------------PLPGTGD---L---L---------------E------------A-P----------------
ALV33605.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHAGFGV-ALWRRRPG--R----------------------P-------------------------------------------------D--D-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------RK-A-------V-------D-DG----------------------------------------G----------------------------------S------T------------------------V---LL----PDVVH-DV-RARLR-----A--G-----------------L-------------------------------------------------------------T--D---A-------------F--------------W--AEG----IALYYDD---PHQ------------PLPGTG--------------------------------------------------------
WP_079084199.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GE---H-R--------------------------------Y-------E-D---DAA---AL-AR-IVHAGFGV-ALWRRRSG--R----------------------S-------------------------------------------------D--T-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------RQ-A-------V-------D-DG----------------------------------------V----------------------------------S------A------------------------E---LL----PEVVH-RM-RVKLR-----A--G-----------------R-------------------------------------------------------------T--E---A-------------Y--------------W--ADG----IALYYDD---PHR------------PLPGAGD---L---L---------------E------------A-P----------------
WP_037620920.1 H----K----T----------I-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------F-------E-D---DPV---AI-VR-IVHGGYGV-ALWRRWRG--Q----------------------S-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--R------A---------------------GD-T-------V-------A-GA----------------------------------------G----------------------------------G------A------------------------D---RL----PDLVH-AL-RAGLS-----E--G-----------------R-------------------------------------------------------------P--E---T-------------Y--------------W--AHG----IALFYDD---PRR------------PLPGTGD---L---L---------------E------------A-P----------------
WP_081219383.1 H----R----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------F-------E-D---DRV---AL-VR-IVHGGYGV-ALWRRWRG--Q----------------------A-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--R------A---------------------GD-T-------V-------A-GA----------------------------------------G----------------------------------G------A------------------------D---RL----PELVH-AL-RAGLR-----A--G-----------------K-------------------------------------------------------------P--E---T-------------Y--------------W--ADG----IALFYDD---PRR------------PLPGTGD---L---L---------------E------------A-P----------------
WP_028802105.1 H----R----T----------I-PV-LC--RY-----------------------------------------------------------------------------------------GD---H-R--------------------------------F-------D-G---DPG---AL-VR-IVHGGYGV-ALWRRWRG--Q----------------------P-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--R------A---------------------GD-V-------V-------A-GA----------------------------------------G----------------------------------S------A------------------------D---RL----PELVH-AL-RAGLR-----A--G-----------------K-------------------------------------------------------------P--E---T-------------F--------------W--ADG----IALFYDD---PRR------------PLPGTGD---L---L---------------E------------A-P----------------
WP_059128851.1 H----G----A----------V-PI-LC--RY-----------------------------------------------------------------------------------------GD---Q-R--------------------------------F-------E-D---DGV---AL-AR-IVHGGFGV-ALWRRWRG--Q----------------------R-------------------------------------------------D--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------GD-T-------V-------A-GA----------------------------------------G----------------------------------S------A------------------------E---RL----PELVH-EL-RAGLR-----A--G-----------------R-------------------------------------------------------------A--E---T-------------Y--------------W--ADG----IALLYDD---PHR------------PLPGSDD---L---L---------------E------------A-P----------------
WP_030816757.1 P----Q----T----------V-PV-LC--RP-----------------------------------------------------------------------------------------GD---P-R--------------------------------S-------A-D---GPA---AL-GR-VLRAGFGV-VLWRRR---------------------------P-------------------------------------------------D--G-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------V---------------------KT-A-------V-------D-DG----------------------------------------E----------------------------------G------A------------------------L---AL----PGVLH-RL-REQVY-----D--G-----------------L-------------------------------------------------------------T--E---A-------------Y--------------W--AHG----TSLLYDD---PHR------------PLPGTGD---L---L---------------E------------A-P----------------
WP_031181173.1 P----Q----S----------V-PV-LC--RP-----------------------------------------------------------------------------------------GD---P-R--------------------------------S-------A-D---GPA---AL-GR-VLRAGFGV-VLWRRR---------------------------P-------------------------------------------------D--G-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------V---------------------KT-A-------V-------D-DG----------------------------------------E----------------------------------G------A------------------------L---TL----PGVLH-RL-REQVY-----A--G-----------------L-------------------------------------------------------------T--E---A-------------Y--------------W--AHG----TTLLYDD---PHR------------PLPGTGD---L---L---------------E------------A-P----------------
WP_071376489.1 P----H----D----------V-PV-LC--RL-----------------------------------------------------------------------------------------GD---Q-R--------------------------------Y-------A-S---DPA---SL-GR-ILDAGFGV-AVWRRRRW--Q----------------------P-------------------------------------------------E--S-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------KT-V-------V-------D-DG----------------------------------------V----------------------------------G------V------------------------A---LL----PGVVH-GL-RRQVH-----A--G-----------------L-------------------------------------------------------------T--E---A-------------Y--------------W--AHG----IALLYDD---PHS------------PLPGTGD---L---L---------------E------------A-P----------------
WP_071384233.1 P----H----D----------V-PV-LC--RL-----------------------------------------------------------------------------------------GD---Q-R--------------------------------Y-------A-S---DPA---SL-GR-ILNAGFGV-AVWRRRRW--R----------------------P-------------------------------------------------E--S-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------KT-V-------V-------D-DG----------------------------------------V----------------------------------G------V------------------------A---LL----PGVVH-GL-RRQVH-----A--G-----------------L-------------------------------------------------------------T--E---A-------------Y--------------W--AHG----IALLYDD---PHS------------PLPGTGD---L---L---------------E------------A-P----------------
WP_051926614.1 P----H----D----------V-PV-LC--RL-----------------------------------------------------------------------------------------GD---L-R--------------------------------Y-------D-S---DPA---SL-GR-LLRAGFGV-AVWRRWRR--E----------------------P-------------------------------------------------E--A-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------A---------------------KT-V-------V-------D-DG----------------------------------------N----------------------------------G------V------------------------A---LL----PEVVH-GL-RRQVH-----E--G-----------------L-------------------------------------------------------------T--E---A-------------Y--------------W--AHG----IALLYDD---PYR------------PLPGTGD---L---L---------------E------------A-L----------------
WP_061927314.1 P----N----T----------V-PV-LC--RL-----------------------------------------------------------------------------------------GD---V-R--------------------------------Y-------D-D---DPA---SL-GR-ILRSGHGV-ALWRHATP--P-G--------------------P-------------------------------------------------D--S-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--G------V---------------------KT-V-------V-------D-DG----------------------------------------D----------------------------------G------V------------------------A---FL----PDLVH-GL-RLDVR-----A--G-----------------R-------------------------------------------------------------T--E---A-------------F--------------W--ADG----IALLYDD---PHR------------PLPGTGD---L---L---------------E------------A-P----------------
KIF76661.1 Y----D----T----------V-PV-LC--RH-----------------------------------------------------------------------------------------AV---R-P--------------------------------D-------A-E---GAA---AL-AR-VVRGGFRI-ALLRRRGP--Q-P--------------------P-------------------------------------------------D--V-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--R------V---------------------FD-T-------V-------G-EA----------------------------------------G----------------------------------T------A------------------------D---QL----PRRIH-EL-RQGVR-----A--E-----------------R-------------------------------------------------------------P--E---T-------------Y--------------W--SDG----LALLYDD---PRH------------PLPGTGQ---L---L---------------E------------A-P----------------
WP_052489732.1 Y----D----T----------V-PV-LC--RH-----------------------------------------------------------------------------------------AV---R-P--------------------------------D-------A-E---GAA---AL-AR-VVRGGFRI-ALLRRRGP--Q-P--------------------P-------------------------------------------------D--V-V-------------------------------C--G--E------F--------------------H------------------------------------------------------------R--R------V---------------------FD-T-------V-------G-EA----------------------------------------G----------------------------------T------A------------------------D---QL----PRRIH-EL-RQGVR-----A--E-----------------R-------------------------------------------------------------P--E---T-------------Y--------------W--SDG----LALLYDD---PRH------------PLPGTGQ---L---L---------------E------------A-P----------------
WP_030355653.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------D-------G-E---TAA---GL-AR-VVGGGFHV-ALLRR-GM--D-R--------------------P-------------------------------------------------D--V-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--G------A---------------------VA-T-------V-------A-EA----------------------------------------G----------------------------------T------A------------------------D---RL----PWKIQ-EL-RQGVR-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SDG----VALFYDD---PHH------------PLPGSGQ---L---L---------------E------------A-P----------------
WP_066948163.1 Y----E----T----------V-PV-LC--RF-----------------------------------------------------------------------------------------GD---R-P--------------------------------D-------G-E---TAA---GL-SR-VVRGGFHI-ALLRR-GE--D-R--------------------P-------------------------------------------------G--M-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--R------A---------------------LD-T-------V-------A-EA----------------------------------------G----------------------------------T------A------------------------D---QL----PRTIQ-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SDG----VALYYDD---PHH------------PLPGSGQ---L---L---------------E------------A-P----------------
WP_051765829.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-T--------------------------------D-------G-E---TSA---GL-AR-VVRGGFHI-ALLRR-GK--D-R--------------------P-------------------------------------------------E--A-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--R------A---------------------AD-T-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------D---QL----PRKIH-EL-RQGVR-----S--G-----------------R-------------------------------------------------------------A--E---M-------------Y--------------W--SEG----LALFYDD---PHH------------PLPGSGQ---L---L---------------E------------A-P----------------
SCY50800.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------G-------P-E---TAA---GL-VR-VLEGGFGV-ALWRRTG-----E--------------------A-------------------------------------------------D--A-V-------------------------------C--T--E------F--------------------H------------------------------------------------------------R--R------A---------------------AD-T-------V-------A-EV----------------------------------------R----------------------------------T------S------------------------D---RL----PQKIH-EL-RQGVR-----A--G-----------------R-------------------------------------------------------------T--E---T-------------Y--------------W--SDG----IALFYDD---PHY------------SLPGSGQ---L---L---------------E------------A-P----------------
SFS61784.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------G-------P-E---TAA---GL-VR-VLEGGFGV-ALWRRTG-----E--------------------A-------------------------------------------------D--A-V-------------------------------C--T--E------F--------------------H------------------------------------------------------------R--R------A---------------------AD-T-------V-------A-EV----------------------------------------R----------------------------------T------S------------------------D---RL----PQKIH-EL-RQGVR-----A--G-----------------R-------------------------------------------------------------T--E---T-------------Y--------------W--SDG----IALFYDD---PHY------------SLPGSG--------------------------------------------------------
WP_030915763.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------G-------P-E---TAA---GL-VR-VLEGGFGV-ALWRRTG-----E--------------------A-------------------------------------------------D--A-V-------------------------------C--T--E------F--------------------H------------------------------------------------------------R--R------A---------------------AD-T-------V-------A-EV----------------------------------------R----------------------------------T------S------------------------D---RL----PQKIH-EL-RQGVR-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SDG----IALFYDD---PHY------------SLPGSGQ---L---L---------------E------------A-P----------------
WP_030969873.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------D-------P-E---TTA---GL-VR-VLDGGFGV-ALWRRTG-----E--------------------P-------------------------------------------------D--G-V-------------------------------C--L--E------F--------------------H------------------------------------------------------------R--R------A---------------------LN-T-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------D---RL----PQRIH-KL-RRDVK-----A--E-----------------R-------------------------------------------------------------A--D---A-------------F--------------W--SYG----IVLFYDD---PHH------------VPPGSGQ---L---L---------------E------------A-P----------------
WP_037689147.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GG---R-P--------------------------------D-------P-E---TTA---GL-VR-ILDGGFGV-ALWRRTG-----E--------------------P-------------------------------------------------D--G-V-------------------------------C--S--E------F--------------------H------------------------------------------------------------R--R------A---------------------LN-T-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------D---RL----PQRIH-EL-RRDVR-----A--E-----------------R-------------------------------------------------------------A--D---A-------------F--------------W--SYG----VVLFYDD---PHH------------TLPGSGQ---L---L---------------E------------A-P----------------
SDL96649.1 H----E----T----------V-PV-LC--RS-----------------------------------------------------------------------------------------GA---G-P--------------------------------G-------P-D---GAT---GL-LR-VLDGGFGL-ALWRRPDG--R-R--------------------A-------------------------------------------------D--T-V-------------------------------C--T--E------F--------------------H------------------------------------------------------------R--R------A---------------------AG-T-------V-------A-GA----------------------------------------G----------------------------------T------A------------------------D---RL----PHTIH-EL-RRGVH-----A--G-----------------R-------------------------------------------------------------T--E---T-------------Y--------------W--SDG----VALFWDD---PHH------------PLPGSGQ---L---L---------------E------------A-P----------------
WP_073781910.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------G-------P-E---TTT---GL-GR-LLDAGYGL-ALWRRRRA--D-E--------------------R-------------------------------------------------T--A-V-------------------------------C--T--D------F--------------------H------------------------------------------------------------R--R------A---------------------AD-A-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------D---RL----PKRMH-EL-RRGVH-----A--G-----------------R-------------------------------------------------------------T--E---A-------------Y--------------W--SDG----VALLYDD---PRH------------QLPGDEL---Y---F---------------E------------A-P----------------
OKJ43863.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GD---R-P--------------------------------G-------P-E---TTT---GL-GR-LLDAGYGL-ALWRRRRA--D-E--------------------R-------------------------------------------------T--A-V-------------------------------C--T--D------F--------------------H------------------------------------------------------------R--R------A---------------------AD-A-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------D---RL----PKRMH-EL-RRGVH-----A--G-----------------R-------------------------------------------------------------T--E---A-------------Y--------------W--SDG----VALLYDD---PRH------------QLPGDEL-------------------------------------------------------
WP_026171469.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GN-----P--------------------------------D-------P-D---VTA---GV-VR-LLDSGFGV-ALLQRRT---A-E--------------------G-------------------------------------------------D--T-V-------------------------------C--K--E------F--------------------H------------------------------------------------------------R--R------V---------------------AE-A-------V-------S-DT----------------------------------------R----------------------------------T------H------------------------D---RL----PWKIH-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SAG----AALYYDD---PHR------------PLPGSD----F---L---------------E------------A-P----------------
WP_073862965.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GN-----P--------------------------------D-------P-D---VTA---GV-VR-LLDSGFGV-ALLQRRT---A-E--------------------G-------------------------------------------------D--T-V-------------------------------C--K--E------F--------------------H------------------------------------------------------------R--R------V---------------------AE-A-------V-------S-DT----------------------------------------R----------------------------------T------H------------------------D---RL----PWKIH-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SAG----AALYYDD---PHR------------PLPGSD----F---L---------------E------------A-P----------------
WP_073963983.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GS---L-P--------------------------------D-------P-E---VTA---GV-VR-LLDSGFGV-ALLQRRT---A-E--------------------G-------------------------------------------------D--T-V-------------------------------C--K--E------F--------------------H------------------------------------------------------------R--R------V---------------------AE-A-------V-------S-DT----------------------------------------R----------------------------------T------H------------------------D---RL----PWKIH-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---T-------------Y--------------W--SAG----AALYYDD---PHR------------PLPGSD----F---L---------------E------------A-P----------------
WP_026249296.1 H----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GS---R-P--------------------------------D-------S-D---VTA---GV-VR-LLDSGFGV-ALLQRRT---T-E--------------------G-------------------------------------------------D--T-V-------------------------------C--R--E------F--------------------H------------------------------------------------------------R--R------V---------------------AE-A-------V-------S-DT----------------------------------------R----------------------------------T------H------------------------D---RL----PWKIH-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SAG----AALYYDD---PHR------------PLPGSD----F---L---------------E------------A-P----------------
SEC56389.1 H----G----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GS---R-P--------------------------------D-------P-D---VTA---GV-VR-LLDSGFGV-ALLQRRA---T-E--------------------A-------------------------------------------------D--T-V-------------------------------C--K--E------F--------------------H------------------------------------------------------------R--R------V---------------------AE-A-------V-------S-DT----------------------------------------R----------------------------------T------H------------------------D---RL----PWRIH-EL-RRGVS-----A--G-----------------R-------------------------------------------------------------T--E---M-------------Y--------------W--SAG----TALYYDD---PHR------------PLPGSD----F---L---------------E------------A-P----------------
WP_073737070.1 H----E----S----------V-PV-LC--RY-----------------------------------------------------------------------------------------GS---R-P--------------------------------D-------P-D---ITA---GV-VR-VLETGFGV-ALLQRRP---T-E--------------------T-------------------------------------------------D--T-V-------------------------------C--R--E------F--------------------H------------------------------------------------------------R--R------V---------------------TE-A-------V-------S-DA----------------------------------------R----------------------------------S------R------------------------D---VL----PLKML-EL-RKGVR-----A--E-----------------R-------------------------------------------------------------P--E---T-------------Y--------------W--SDG----IALFYDD---PHH------------PLPGSDE---F---L---------------E------------A-P----------------
WP_030899558.1 P----D----T----------V-PV-VC--HY-----------------------------------------------------------------------------------------AQ---R-P--------------------------------D-------A-E---TAE---GF-GR-LARSGYRV-VLLRRAPE--S-G--------------------P-------------------------------------------------E--T-L-------------------------------C--A--D------V--------------------H------------------------------------------------------------R--R------A---------------------AL-A-------V-------A-EA----------------------------------------R----------------------------------T------A------------------------S---HL----PGRIH-EL-RKGVW-----D--K-----------------R-------------------------------------------------------------T--E---T-------------Y--------------W--SDR----VALYYDD---PRH------------PLPGPGL---L---L---------------N------------A-P----------------
SFX27461.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GG---R-S--------------------------------D-------A-Q---SVA---GF-GR-VLEAGYGV-VLWRRPR---A-E--------------------R-------------------------------------------------A--A-A-------------------------------C--T--E------F--------------------H------------------------------------------------------------L--R------A---------------------VD-T-------V-------D-GT----------------------------------------G----------------------------------V------A------------------------D---RL----PQKIQ-EL-RKGVR-----E--G-----------------R-------------------------------------------------------------P--D---M-------------F--------------W--SDG----IALVYGK---PQS------------EPP--DP---F---L---------------Q------------A-P----------------
WP_072484174.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GG---R-S--------------------------------D-------A-Q---SVA---GF-GR-VLEAGYGV-VLWRRPR---A-E--------------------R-------------------------------------------------A--A-A-------------------------------C--T--E------F--------------------H------------------------------------------------------------L--R------A---------------------VD-T-------V-------D-GT----------------------------------------G----------------------------------V------A------------------------D---RL----PQKIQ-EL-RKGVR-----E--G-----------------R-------------------------------------------------------------P--D---M-------------F--------------W--SDG----IALVYGK---PQS------------EPP--DP---F---L---------------Q------------A-P----------------
SCE56245.1 Y----E----T----------V-PV-LC--RY-----------------------------------------------------------------------------------------GG---R-T--------------------------------D-------A-Q---SAA---GF-GR-VFDGGFGV-VLWRRPR---V-E--------------------R-------------------------------------------------T--A-A-------------------------------C--T--E------F--------------------H------------------------------------------------------------L--R------V---------------------VD-T-------V-------D-GA----------------------------------------G----------------------------------V------A------------------------D---RL----PQRIH-EL-RKGVC-----E--G-----------------R-------------------------------------------------------------N--D---M-------------F--------------W--SDG----IAVMYAD---PQP------------PPP--GP---L---L---------------Q------------A-P----------------
ARQ68583.1 P----A----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---P-V--------------------------------S-------G-G---EPA---AL-HR-VMASGYNV-ILWRRDA---R-D--------------------R-------------------------------------------------G--R-G-------------------------------C--G--D------F--------------------H------------------------------------------------------------S--G------V---------------------DR-T-------V-------S-GA----------------------------------------G----------------------------------H------A------------------------G---LL----PDALW-QL-RAAVG-----G--G-----------------L-------------------------------------------------------------A--D---A-------------G--------------W--ARG----LALLYAD---PAG------------PLPGTDD---P---L---------------E------------A-P----------------
WP_079251840.1 P----A----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---P-A--------------------------------T-------G-G---EPA---AL-HR-VMASGYNV-ILWRREM---S-D--------------------R-------------------------------------------------D--P-D-------------------------------C--G--D------F--------------------H------------------------------------------------------------R--G------V---------------------DR-T-------V-------T-GA----------------------------------------G----------------------------------H------A------------------------G---KL----PGALW-QL-RAALG-----G--G-----------------M-------------------------------------------------------------A--D---A-------------R--------------W--ARG----LALLYAD---PLG------------PLPGTDD---P---L---------------E------------A-L----------------
WP_059012196.1 P----A----A----------V-PV-MC--H-------------------------------------------------------------------------------------------T---P-A--------------------------------T-------G-G---EPA---AL-HR-VMASGYNV-ILWRRDT---T-D--------------------R-------------------------------------------------E--R-N-------------------------------C--E--D------F--------------------H------------------------------------------------------------R--G------V---------------------TR-T-------V-------D-TA----------------------------------------G----------------------------------E------A------------------------G---FL----PAALW-RL-RAAHG-----L--G-----------------V-------------------------------------------------------------P--D---V-------------S--------------W--SRG----LSLLYDD---PAR------------PLPGADD---P---L---------------E------------T-P----------------
WP_062206699.1 Q----A----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---P-A--------------------------------S-------G-G---EPA---AL-HR-VMASGYNV-ILWRREI---A-E--------------------R-------------------------------------------------D--P-E-------------------------------C--E--D------F--------------------H------------------------------------------------------------Q--G------V---------------------AG-A-------V-------G-GA----------------------------------------G----------------------------------Q------A------------------------G---RL----PAALW-RL-REAAA-----G--G-----------------S-------------------------------------------------------------D--E---A-------------G--------------W--SAQ----LALLYAD---PRV------------PPLGEDD---F---L---------------E------------A-P----------------
WP_052848249.1 V----G----T----------L-PV-LC--R-------------------------------------------------------------------------------------------T---P-T--------------------------------T-------G-G---EPG---AL-HR-VMAGGYNV-ILWRRDF---P-D--------------------R-------------------------------------------------D--Q-D-------------------------------C--D--G------F--------------------H------------------------------------------------------------G--G------V---------------------VR-A-------V-------S-GA----------------------------------------G----------------------------------H------A------------------------G---AL----PGELR-SL-RAASA-----A--G-----------------G-------------------------------------------------------------P--E---A-------------D--------------W--SRG----LALLYAD---PDQ------------NLPGVGD---P---L---------------E------------T-P----------------
SFS99726.1 P----E----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---S-T--------------------------------P-------G-G---DPE---AL-RH-VLAAGYDV-VLWRREI---S-A--------------------R-------------------------------------------------E--L-T-------------------------------C--T--D------F--------------------H------------------------------------------------------------G--Q------V---------------------TR-T-------V-------T-GV----------------------------------------R----------------------------------R------A------------------------G---AL----PTAVW-RL-RAQAA-----A--E-----------------A-------------------------------------------------------------P--E---A-------------E--------------W--SRG----LALLYAD---PGH------------ATGYDD----P---L---------------E------------I-P----------------
WP_019433356.1 P----E----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---S-T--------------------------------P-------G-G---DPE---AL-RH-VLAAGYDV-VLWRREI---S-A--------------------R-------------------------------------------------E--L-T-------------------------------C--T--D------F--------------------H------------------------------------------------------------G--Q------V---------------------TR-T-------V-------T-GV----------------------------------------R----------------------------------R------A------------------------G---AL----PTAVW-RL-RAQAA-----A--E-----------------A-------------------------------------------------------------P--E---A-------------E--------------W--SRG----LALLYAD---PGH------------ATGYDDD---P---L---------------E------------I-P----------------
WP_052385304.1 P----E----T----------V-PV-LC--R-------------------------------------------------------------------------------------------T---G-A--------------------------------P-------D-G---DPR---DL-HQ-VLAAGYDV-VLWRREI---S-A--------------------R-------------------------------------------------E--L-T-------------------------------C--T--D------F--------------------H------------------------------------------------------------G--G------V---------------------TR-T-------V-------T-GV----------------------------------------R----------------------------------R------A------------------------A---AL----PTALW-RL-RAQAA-----A--E-----------------A-------------------------------------------------------------P--E---A-------------E--------------W--SRG----LALLYSD---PGH------------A-GYDE----P---L---------------E------------I-P----------------
SEF86717.1 R----E----M----------L-PV-LC--R-------------------------------------------------------------------------------------------S---G-A--------------------------------A-------------APE---AL-HR-LLRCGYSV-ALWRREP---I-E--------------------P-------------------------------------------------E--R-V-------------------------------C--S--D------L--------------------H------------------------------------------------------------R--G------V---------------------PR-L-------V-------H-GA----------------------------------------R----------------------------------T------A------------------------A---GL----PAGLA-AL-RAAVA-----D--G-----------------V-------------------------------------------------------------P--E---A-------------F--------------W--SGG----LALLYDD---PTR------------PLPGTDE---L---L---------------E------------T-P----------------
SFF36503.1 R----D----T----------L-PV-LC--R-------------------------------------------------------------------------------------------S---A-A--------------------------------T-------------APE---EL-HR-LVGCGYPV-AVWRREP---V-E--------------------P-------------------------------------------------E--T-A-------------------------------C--G--D------F--------------------H------------------------------------------------------------R--G------V---------------------IR-T-------V-------H-AA----------------------------------------R----------------------------------S------A------------------------A---RL----PRALA-AL-RAAVA-----A--G-----------------V-------------------------------------------------------------P--E---A-------------Y--------------W--SRG----VTLFYDD---PTRR-----------PLPGTDE---L---L---------------E------------T-P----------------
SHK77097.1 R----D----T----------L-PA-LC--R-------------------------------------------------------------------------------------------S---A-A--------------------------------T-------------APE---AL-DR-IVRGGYSV-ALWRRRP---V-A--------------------Q-------------------------------------------------E--S-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--G------M---------------------GR-A-------V-------R-DA----------------------------------------R----------------------------------S------A------------------------G---RL----PRLLV-EL-RAEVD-----D--G-----------------V-------------------------------------------------------------P--E---K-------------F--------------W--ASG----LMLFYDD---PTR------------PLPGTDE---P---L---------------E------------T-P----------------
WP_079189416.1 R----D----T----------L-PA-LC--R-------------------------------------------------------------------------------------------S---A-A--------------------------------T-------------APE---AL-DR-IVRGGYSV-ALWRRRP---V-A--------------------Q-------------------------------------------------E--S-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--G------M---------------------GR-A-------V-------R-DA----------------------------------------R----------------------------------S------A------------------------G---RL----PRLLV-EL-RAEVD-----D--G-----------------V-------------------------------------------------------------P--E---K-------------F--------------W--ASG----LMLFYDD---PTR------------PLPGTDE---P---L---------------E------------T-P----------------
WP_051674160.1 R----D----T----------L-PA-LC--R-------------------------------------------------------------------------------------------S---A-A--------------------------------T-------------APE---AL-DR-IVRSGYSI-ALWRRRP---V-P--------------------Q-------------------------------------------------E--S-V-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--G------I---------------------GR-A-------V-------R-TA----------------------------------------R----------------------------------S------A------------------------G---RL----PRMLA-DL-RAEVD-----D--G-----------------V-------------------------------------------------------------P--E---K-------------F--------------W--SAG----LMLFYHD---PTR------------PLPGTDE---P---L---------------E------------T-P----------------
WP_043182587.1 N----D----T----------L-PV-LC--R-------------------------------------------------------------------------------------------S---A-D--------------------------------T-------------AHD---AL-NR-VFLSGYGV-ALWRHEP---V-G--------------------E-------------------------------------------------D--M-L-------------------------------C--A--D------F--------------------H------------------------------------------------------------R--G------V---------------------AH-T-------V-------R-VA----------------------------------------R----------------------------------T------A------------------------G---RL----PAALA-DL-RAKVA-----R--K-----------------V-------------------------------------------------------------P--E---S-------------Y--------------W--ATG----LTMLCTD---PTR------------PLPGADD---L---L---------------E------------A-P----------------
WP_051831368.1 P----R----S----------F-PV-LC--R-------------------------------------------------------------------------------------------V---P-G--------------------------------G-------D-G---GAA---TI-RR-IVGSGHPV-ALWRRE------R--------------------M-------------------------------------------------D--P-V-------------------------------C--G--E------Y--------------------H------------------------------------------------------------R--G------I---------------------LR-T-------V-------K-SG----------------------------------------T----------------------------------T------A------------------------H---RL----PLAVR-EL-RAGIG-----A--A-----------------E-------------------------------------------------------------P--E---A-------------Y--------------W--SRG----ITLLYDD---PGR------------PLPGADD---V---L---------------E------------T-P----------------
WP_078648617.1 P----R----S----------F-PV-LC--R-------------------------------------------------------------------------------------------V---P-G--------------------------------G-------D-G---GAT---AI-RR-IVGSGHPV-ALWRRE------R--------------------M-------------------------------------------------D--P-V-------------------------------C--G--E------Y--------------------H------------------------------------------------------------R--G------I---------------------LR-T-------V-------K-SG----------------------------------------T----------------------------------T------A------------------------H---RL----PLAVR-EL-RAGIG-----A--A-----------------E-------------------------------------------------------------P--E---S-------------Y--------------W--SRG----ITLLYDD---PGR------------PLPGADD---V---L---------------E------------T-P----------------
WP_051872173.1 P----R----T----------F-PV-LC--R-------------------------------------------------------------------------------------------V---P-G--------------------------------G-------D-G---GRE---TV-RR-IVGSGHPV-ALWRRE------R--------------------M-------------------------------------------------D--P-V-------------------------------C--G--E------Y--------------------H------------------------------------------------------------R--G------V---------------------LR-T-------V-------K-SG----------------------------------------T----------------------------------T------A------------------------H---RL----PAAVR-EL-RAGIG-----A--G-----------------E-------------------------------------------------------------P--E---A-------------Y--------------W--SRG----ITLLYDD---PGR------------PLPGDDD---V---L---------------E------------T-P----------------
WP_052867815.1 P----R----T----------F-PV-LC--R-------------------------------------------------------------------------------------------V---P-G--------------------------------G-------D-G---GRE---AI-RR-IVGSGHPV-ALWRRE------R--------------------T-------------------------------------------------D--P-V-------------------------------C--G--E------Y--------------------H------------------------------------------------------------R--G------I---------------------LR-T-------V-------K-SG----------------------------------------T----------------------------------T------A------------------------H---RL----PAAVR-EL-RAGIG-----A--A-----------------E-------------------------------------------------------------P--E---A-------------Y--------------W--SRG----ITLLYDD---PGR------------PLPGDDD---V---L---------------E------------T-P----------------
WP_067277673.1 P----T----I----------V-PL-LC--GAGTAGGTGWQPRAMAPDGWGAWSRSPGAGPYPADAGTAAPPRGTGRHSGAADDAAYGPRDLYGAHDRVPYDPDPWGAGWGSAWDGTPPPGNA---A-D--------------------------------D-------G-R---RDD---DV-AR-LLRGGFRV-ILWRRTGP--V-R-------------------------------------------------------------------------G-A-------------------------------C--D--D------F--------------------H------------------------------------------------------------Q--Y------A---------------------AD-T-------V-------V-GS----------------------------------------G----------------------------------T------A------------------------A---RL----PELVR-RL-RARVH-----E--G-----------------R-------------------------------------------------------------T--D---T-------------F--------------W--STD----LALLYDD---PGRP-----------LPGHDHR---M---L---------------R------------S-P----------------
EFL17573.1 D----H----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---P-D--------------------------------A-------E-P---TLG---AL-HS-VREAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------A---VL----PQRLQ-AL-RQRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----LALVWDD---PARA-----------LPEDEPL---R---G---------------D------------L------------------
WP_078950110.1 D----N----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------E-P---TLG---AL-HV-LRDAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------Y--------------------H------------------------------------------------------------R--G------V---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------A---VL----PLRVQ-AL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----LALVWED---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_079429735.1 D----T----T----------V-PV-LC--R-------------------------------------------------------------------------------------------D---P-A--------------------------------A-------E-P---TLG---AL-HS-VRDAGYGV-AVCRRPPA--D-P----------------------------------------------------------------------S--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------F-------T-EA----------------------------------------A----------------------------------R------G------------------------A---VL----PQRLQ-AL-RQRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----LALVWED---PDRA-----------LPEDEPL---Q---G---------------D------------L------------------
OKI29454.1 E----H----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------R-------E-P---TLG---AL-HG-VREAGYGV-AVCRRPPG--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------E---VL----PLRLR-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AVG----VGLVWDD---PGRP-----------LPEDEPL---R---G---------------D------------L------------------
WP_073798235.1 E----H----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------R-------E-P---TLG---AL-HG-VREAGYGV-AVCRRPPG--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------E---VL----PLRLR-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AVG----VGLVWDD---PGRP-----------LPEDEPL---R---G---------------D------------L------------------
WP_053065797.1 E----H----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------R-------E-P---TLG---AL-HG-VREAGYGV-AVCRRPPG--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------E---VL----PLRLR-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AVG----VGLVWDD---PGRP-----------LPEDEPL---R---G---------------D------------L------------------
WP_073773105.1 E----H----T----------V-PV-LC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------R-------E-P---TLG---AL-HG-VREAGYGV-AVCRRPPG--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------G------------------------E---VL----PLRLR-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AVG----VGLVWDD---PGRP-----------LPEDEPL---R---G---------------D------------L------------------
WP_053676459.1 D----N----T----------V-PV-LC--R-------------------------------------------------------------------------------------------D---A-A--------------------------------A-------E-P---TLG---AL-HA-VRDAGYGV-LVCRRPPA--D-P----------------------------------------------------------------------G--Q-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-GA----------------------------------------G----------------------------------R------A------------------------A---VL----PLRLK-AL-RGRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----MTLVWED---PGRA-----------LPQDEPL---Q---G---------------D------------L------------------
KOU66057.1 D----N----T----------V-PV-LC--R-------------------------------------------------------------------------------------------D---A-A--------------------------------A-------E-P---TLG---AL-HA-VRDAGYGV-LVCRRPPA--D-P----------------------------------------------------------------------G--Q-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-GA----------------------------------------G----------------------------------R------A------------------------A---VL----PLRLK-AL-RGRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----MTLVWED---PGRA-----------LPQDE---------------------------------------------------------
KOG57664.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_078937663.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_079406083.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--P-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
KOU20526.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_078972202.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_078626266.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_081522476.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_052873788.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--E-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ATG----AGLVWED---PARP-----------LPEEDPL---Q---G---------------D------------L------------------
WP_078851701.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--D-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PERLQ-NL-RGRAY-----A--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----TGLVWED---PARP-----------LPDEEPL---Q---G---------------D------------L------------------
WP_078909186.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--D-P----------------------------------------------------------------------G--T-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PERLR-NL-RGRAY-----A--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----TGLVWED---PARP-----------LPDEEPL---Q---G---------------D------------L------------------
WP_078913151.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--D-P----------------------------------------------------------------------G--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PERLQ-NL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--SAG----TGLVWED---PARP-----------LPDEEPL---Q---G---------------D------------L------------------
WP_078892834.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------S-------E-P---TLG---SL-HA-VRDAGYGV-VVTRRPPP--D-P----------------------------------------------------------------------R--E-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----TGLVWED---PARP-----------LPDDEPL---Q---G---------------D------------L------------------
OKK20629.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---P-A--------------------------------L-------E-P---TLG---SL-HA-VRDAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-AL-RGRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AALVWDD---PART-----------LPEDEPL---Q---G---------------D------------L------------------
WP_079191424.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---P-A--------------------------------L-------E-P---TLG---SL-HA-VRDAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-AL-RGRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AALVWDD---PART-----------LPEDEPL---Q---G---------------D------------L------------------
WP_078904260.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-A--------------------------------L-------E-P---TLG---SL-HA-VRQAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------A------------------------Q---AL----PLRLQ-AL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----TALVWDD---PARP-----------LPEDEPL---R---G---------------D------------L------------------
WP_078904953.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-A--------------------------------L-------E-P---TLG---SL-HA-VRQAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-EA----------------------------------------G----------------------------------R------A------------------------Q---AL----PLRLQ-AL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----TALVWDD---PARP-----------LPEDEPL---R---G---------------D------------L------------------
WP_069921914.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-A--------------------------------V-------E-P---TLG---SL-HA-VGDAGYGV-VVCRRPPA--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-AL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--SAG----AALVWND---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_030829424.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
KJY16209.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_030896515.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
KOU34801.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOU66708.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOU75483.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOU88203.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOV19757.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOV37613.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_053630094.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_053686251.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
KOU97663.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
KOU20719.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_053613991.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_075971005.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-TL-RGRAY-----A--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
APU42148.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-TL-RGRAY-----A--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_045323472.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRLQ-TL-RGRAY-----A--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_076042907.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
OLZ74075.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_030849843.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_060176761.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
AQT74387.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVE---------------------------------------------------------
WP_031151661.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_046776122.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------G--V-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_037919755.1 D----T----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--E-P----------------------------------------------------------------------G--V-P-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PLRFQ-TL-RGRAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--AAG----AGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_030771345.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------Q-------E-P---TLG---SL-HA-VRDAGYGV-AVTRRPPP--D-P----------------------------------------------------------------------R--A-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------A-DA----------------------------------------G----------------------------------R------A------------------------E---VL----PVRLQ-TL-RGRAY-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--SAG----TGLVWED---PARP-----------LPDVEPL---H---G---------------D------------L------------------
WP_030859274.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------A-------E-P---TRG---SL-YG-VRDAGYGV-AVTRRPPE--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------A----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWED---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_053691783.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------A-------E-P---TRG---SL-YG-VRDAGYGV-AVTRRPPD--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------A----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWED---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_030153629.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------A-------E-P---TRG---SL-YG-VRDAGYGV-AVTRRPPE--D-P----------------------------------------------------------------------E--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------A----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWED---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_048475439.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------E-------E-P---TRS---SL-YG-IRDAGYGV-AVTRRPPQ--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------A----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PARA-----------LPEDEPL---Q---G---------------D------------L------------------
KMO98775.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-E--------------------------------E-------E-P---TRS---SL-YG-IRDAGYGV-AVTRRPPQ--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------A----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PARA-----------LPEDE---------------------------------------------------------
WP_053784646.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------A-------E-P---TRG---SL-HA-VHDAGYGV-AVTRRPPA--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------G----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PTRA-----------LPEDEPL---Q---G---------------D------------L------------------
KJY41389.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------A-------E-P---TRG---SL-HA-VHDAGYGV-AVTRRPPA--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------G----------------------------------R------G------------------------A---PL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PTRA-----------LPEDE---------------------------------------------------------
WP_030291350.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------A-------E-P---TRG---SL-HA-VHDAGYGV-AVTRRPPA--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------M---------------------RE-E-------L-------T-EA----------------------------------------G----------------------------------R------G------------------------A---SL----PVRLQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PTRA-----------LPEDEPL---Q---G---------------D------------L------------------
WP_054220966.1 D----N----T----------V-PV-HC--R-------------------------------------------------------------------------------------------A---A-D--------------------------------A-------E-P---TRG---SL-YA-VRDAGYGV-AVTRRPPA--D-P----------------------------------------------------------------------A--A-D-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------L---------------------RE-E-------L-------T-EA----------------------------------------G----------------------------------R------G------------------------A---PL----PVRFQ-AL-RARAH-----G--A-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ADG----MALVWDD---PARA-----------LPDDEPL---Q---G---------------D------------L------------------
WP_030209818.1 E----N----T----------V-PA-HC--R-------------------------------------------------------------------------------------------------------------------------------------------------MG---GL-HA-VQRAGFGV-VLCRRPPA--G------------------------------------------------------------------------G--G-S-------------------------------C--A--P------F--------------------H------------------------------------------------------------R--G------V---------------------KE-E-------L-------A-EA----------------------------------------V----------------------------------R------G------------------------D---AL----PVRLQ-AL-RGRAY-----G--R-----------------D-------------------------------------------------------------P--D---A-------------Y--------------W--ATG----LGLVWDD---PRRP-----------LPTVDPL---Q---G---------------D------------L------------------
SCD99784.1 P----A----E----------I-PV-LC--QY-----------------------------------------------------------------------------------------RG---A-A--------------------------------H-------P-V---TGD---AL-PR-LVRAGYGV-ALWRRRGE--F-S--------------------RTYGMVPG---------------------------------------YAYD--G-N-------------------------------C--S--G------F--------------------H------------------------------------------------------------T--R------V---------------------GQ-E-------V-------R-AA----------------------------------------H----------------------------------S------A------------------------A---QL----PYALH-DW-RRAAE-----H--G-----------------Q----------------------------------------------------------------------------------G--------------W--SEG----VVLMYDP---PRAA-----------PALLAPP-------------------------------------------------------
SCF49054.1 P----A----E----------I-PV-LC--QY-----------------------------------------------------------------------------------------RG---A-A--------------------------------H-------P-V---TGD---AL-PR-LVRAGYGV-ALWRRRGE--F-S--------------------RTYGMVPG---------------------------------------YAYD--G-N-------------------------------C--S--G------F--------------------H------------------------------------------------------------T--R------V---------------------GQ-E-------V-------R-AA----------------------------------------H----------------------------------S------A------------------------A---QL----PYALH-DW-RRAAE-----H--G-----------------Q----------------------------------------------------------------------------------G--------------W--SEG----VVLMYDP---PRAA-----------PALLAPP-------------------------------------------------------
WP_007822170.1 P----A----E----------I-PV-LC--QY-----------------------------------------------------------------------------------------RG---A-A--------------------------------H-------P-V---TGD---AL-PR-LVRAGYGV-ALWRRRGE--F-S--------------------RTYGMVPG---------------------------------------YAYD--G-N-------------------------------C--S--G------F--------------------H------------------------------------------------------------T--R------V---------------------GQ-E-------V-------R-AA----------------------------------------H----------------------------------S------A------------------------A---QL----PYALH-DW-RRAAE-----H--G-----------------Q----------------------------------------------------------------------------------G--------------W--SEG----VVLMYDP---PRAA-----------PALLAPP-------------------------------------------------------
WP_051703369.1 P----A----E----------I-PV-LC--QY-----------------------------------------------------------------------------------------RG---A-A--------------------------------H-------P-V---TGD---AL-PR-LVRAGYGV-ALWRRRGE--F-S--------------------RTYGMVPG---------------------------------------YAYD--G-N-------------------------------C--S--G------F--------------------H------------------------------------------------------------T--R------V---------------------GQ-E-------V-------R-AA----------------------------------------H----------------------------------S------A------------------------A---YL----PYALH-DW-RRAAE-----H--G-----------------Q----------------------------------------------------------------------------------G--------------W--SEG----VVLMYDP---PRAA-----------PALLAPP-------------------------------------------------------
WP_030878796.1 P----K----A----------V-PA-LF--C-------------------------------------------------------------------------------------------P---A-E--------------------------------G-------P-V---PEE---VL-LR-VVSAGHGI-AVWNRDAA--W-R-------------------------------------------------------------------------Y-G-------------------------------W--R--E------F--------------------E------------------------------------------------------------R--G------L---------------------RG-A-------L-------A-SV----------------------------------------P----------------------------------R------P------------------------D---AL----PAALH-RL-RAGAN-----A--R-----------------D-------------------------------------------------------------P--R---A-------------S--------------W--CED----LAVLYDP---APAA-----------EAPPEEE---Y---L---------------C------------E-PL---------------
WP_003992908.1 P----D----V----------V-LF-HC--G-------------------------------------------------------------------------------------------P---V-H--------------------------------G-------G-P---AGT---AL-SH-ALDAGFTT-LVWYRAHA--T-P-------------------------------------------------------------------------Q-E-------------------------------R--E--Q------V--------------------T------------------------------------------------------------E--E------V---------------------RR-M-------I-------D-RL----------------------------------------R----------------------------------T------P------------------------A---EV----AAAVM-AL-RADHA-----A--G-----------------S-------------------------------------------------------------T--P---H-------------D--------------W--ARH----LAVLHHE---PGRR-----------PATADLL---D---T---------------P-------------------------------
EFL34808.1 P----D----V----------V-LF-HC--G-------------------------------------------------------------------------------------------P---V-H--------------------------------G-------G-P---AGT---AL-SH-ALDAGFTT-LVWYRAHA--T-P-------------------------------------------------------------------------Q-E-------------------------------R--E--Q------V--------------------T------------------------------------------------------------E--E------V---------------------RR-M-------I-------D-RL----------------------------------------R----------------------------------T------P------------------------A---EV----AAAVM-AL-RADHA-----A--G-----------------S-------------------------------------------------------------T--P---H-------------D--------------W--ARH----LAVLHHE---PGRR-----------PATADL--------------------------------------------------------
KUF20467.1 P----G----V----------V-PV-VC--R-------------------------------------------------------------------------------------------P---V-G--------------------------------R-------G-E---GQR---AL-RE-ALDAGHAV-AVWGTGEH--T-P--------------------PA----------------------------------------------TRA--E-A-------------------------------A--N--V------F--------------------A------------------------------------------------------------R--G------V---------------------AE-L-------L-------G-EI----------------------------------------R----------------------------------T------I------------------------R---EL----PDEVR-RL-RHHGG-----E--G-----------------G-------------------------------------------------------------E--A---E-------------H--------------W--ARH----TALLWDD---PHRP-----------LAPEDTV-------L---------------E------------A-P----------------
WP_079085891.1 P----G----V----------V-PV-VC--R-------------------------------------------------------------------------------------------P---V-G--------------------------------R-------G-E---GQR---AL-RE-ALDAGHAV-AVWGTGEH--T-P--------------------PA----------------------------------------------TRA--E-A-------------------------------A--N--V------F--------------------A------------------------------------------------------------R--G------V---------------------AE-L-------L-------G-EI----------------------------------------R----------------------------------T------I------------------------R---EL----PDEVR-RL-RHHGG-----E--G-----------------G-------------------------------------------------------------E--A---E-------------H--------------W--ARH----TALLWDD---PHRP-----------LAPEDTV-------L---------------E------------A-P----------------
WP_007447799.1 P----S----G----------I-PV-LC--H-------------------------------------------------------------------------------------------R---A-G--------------------------------L-------G-T---GRL---AM-QS-LLAAGHGI-ALWRIDGH--E-S--------------------G-----------------------------------------------SCG--A-D-------------------------------C--E--D------L--------------------H------------------------------------------------------------K--G------V---------------------AE-L-------L-------A-GT----------------------------------------G----------------------------------S------A------------------------P---EL----PDRLR-RI-REEIH-----E--G-----------------R-------------------------------------------------------------T--V---G-------------H--------------W--AEA----VAVLYDD---PRRP-----------IPERPVW---P---V---------------D------------S-P----------------
WP_073866273.1 P----S----G----------I-PV-LC--H-------------------------------------------------------------------------------------------R---A-G--------------------------------L-------G-T---GRL---AM-QS-LLAAGHGI-ALWRIDGH--E-S--------------------G-----------------------------------------------SCG--A-D-------------------------------C--E--D------L--------------------H------------------------------------------------------------K--G------V---------------------AE-L-------L-------A-GT----------------------------------------G----------------------------------S------A------------------------P---EL----PDRLR-RI-REEIH-----E--G-----------------R-------------------------------------------------------------T--V---G-------------H--------------W--AEA----VAVLYDD---PRRP-----------IPERPMW---P---V---------------D------------S-P----------------
WP_050360441.1 P----S----G----------I-PV-LC--H-------------------------------------------------------------------------------------------R---A-G--------------------------------L-------G-T---GRL---AM-QS-LLAAGHGI-ALWRIDGH--E-S--------------------G-----------------------------------------------SCG--A-D-------------------------------C--E--D------L--------------------H------------------------------------------------------------K--G------V---------------------AE-L-------L-------A-GT----------------------------------------G----------------------------------S------A------------------------P---EL----PDRLR-RI-REEIH-----E--G-----------------R-------------------------------------------------------------T--V---G-------------H--------------W--AEA----VAVLYDD---PRRP-----------IPERPVW---P---V---------------D------------S-P----------------
WP_073717859.1 P----S----G----------I-PV-LC--Q-------------------------------------------------------------------------------------------P---V-S--------------------------------R-------G-I---GRK---AI-EF-AFDAGHGI-ALWRIDGH--D-R--------------------G-----------------------------------------------PCG--S-D-------------------------------C--E--D------L--------------------H------------------------------------------------------------K--G------V---------------------AE-L-------L-------A-HT----------------------------------------G----------------------------------S------L------------------------P---EL----PDRLR-RI-REEIH-----E--T-----------------R-------------------------------------------------------------T--T---G-------------H--------------W--AEA----VAVMYDD---PRRP-----------VPERPVG---P---V---------------D------------S-P----------------
WP_003961786.1 A----S----A----------V-PV-LC--R-------------------------------------------------------------------------------------------P---A-S--------------------------------S-------G-A---GRR---AI-GM-ALAAGHGI-ALWHTDGH--P-D--------------------L-----------------------------------------------GCG--D-F-------------------------------C--D--R------L--------------------H------------------------------------------------------------E--G------A---------------------AL-L-------L-------E-QS----------------------------------------T----------------------------------A------P------------------------V---EL----PDRLR-RI-RDDIS-----G--T-----------------R-------------------------------------------------------------D--T---G-------------H--------------W--AES----VALLYDD---PGRP-----------LPLDDSG---P---V---------------D------------S-P----------------
WP_020277092.1 A----H----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------R-------D-P---GRT---AM-RL-ALENGHGV-ALWHIDGH--T-S--------------------R-----------------------------------------------ACP--E-T-------------------------------C--D--T------L--------------------Y------------------------------------------------------------A--K------A---------------------EE-L-------L-------G-TV----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-HV-RQEIS-----E--H-----------------R-------------------------------------------------------------V--E---R-------------P--------------W--AEP----LALMYDD---PRRP-----------LPPEDAE---P---L---------------D------------A-PL---------------
WP_030851738.1 G----H----R----------I-PV-LC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------R-------D-P---GRS---AM-RL-ALENGHGV-ALWHIDGH--A-S--------------------R-----------------------------------------------ACP--E-A-------------------------------C--D--T------L--------------------Y------------------------------------------------------------A--K------A---------------------EE-L-------L-------S-TV----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-HL-RQQIS-----D--H-----------------P-------------------------------------------------------------D--E---H-------------A--------------W--AEP----LALMYDD---PRRP-----------LPPEETE---P---L---------------D------------A-PL---------------
WP_023546826.1 R----D----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------Q-------G-P---GRV---AM-KH-ALNSGHAV-ALWHIGPH--P-E--------------------RG----------------------------------------------ACL--P-E-------------------------------C--D--S------L--------------------H------------------------------------------------------------A--R------V---------------------EK-F-------L-------E-TL----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-LV-RQDIS-----E--Q-----------------R-------------------------------------------------------------P--D---S-------------A--------------W--AEP----LALLYDD---PRRP-----------LPGEETE---P---V---------------D------------A-P----------------
WP_076096471.1 R----D----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------Q-------G-P---GRV---AM-RH-ALNSGHAV-ALWHIGPH--P-E--------------------RG----------------------------------------------ACL--P-D-------------------------------C--D--T------L--------------------H------------------------------------------------------------A--R------V---------------------EK-F-------L-------E-TL----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-LV-RQDIS-----E--Q-----------------R-------------------------------------------------------------T--D---S-------------A--------------W--AEP----LALLYDD---PRRP-----------LPGEETE---P---V---------------D------------A-P----------------
WP_048586082.1 R----H----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------H-------G-T---GNV---AM-KH-ALNSGHAV-ALWHIGPH--P-E--------------------RG----------------------------------------------ACL--P-E-------------------------------C--D--T------L--------------------H------------------------------------------------------------A--R------V---------------------EK-F-------L-------E-TL----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-HV-RQDIS-----E--Q-----------------R-------------------------------------------------------------P--G---S-------------T--------------W--AEP----LALLYDD---PRRP-----------LPAEETE---T---V---------------D------------A-PL---------------
WP_062717921.1 R----H----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------Q-------G-T---GNV---AM-KH-ALRGGHPV-ALWHTGPH--P-E--------------------RG----------------------------------------------ACP--P-E-------------------------------C--D--T------L--------------------H------------------------------------------------------------A--R------V---------------------EK-F-------L-------E-TL----------------------------------------G----------------------------------S------L------------------------A---EL----PDRLR-HV-RQDIS-----E--Q-----------------R-------------------------------------------------------------P--D---S-------------A--------------W--AEP----LALLYDD---PRRP-----------LPAEETE---T---V---------------D------------A-PL---------------
WP_062706171.1 W----D----R----------I-PV-MC--R-------------------------------------------------------------------------------------------P---A-G--------------------------------Q-------G-T---GRV---AM-KH-ALDSGHGV-ALWPIGSH--P-E--------------------R-----------------------------------------------ACL--P-E-------------------------------C--E--T------L--------------------H------------------------------------------------------------A--R------I---------------------EK-F-------L-------G-AV----------------------------------------G----------------------------------S------L------------------------S---EL----PDRLR-HV-RQDIS-----E--Q-----------------R-------------------------------------------------------------A--D---S-------------A--------------W--AEP----LALLYDD---PRRP-----------LPDEETD---P---V---------------D------------A-P----------------
OSZ60891.1 P----G----A----------V-PV-LC--R-------------------------------------------------------------------------------------------P---P-A--------------------------------E-------------STE---PL-TR-AIGAGYGV-MLWNLRGE--H-T--------------------HG-----------------------------------------------CG--P-D-------------------------------C--E--R------L--------------------H------------------------------------------------------------D--K------A---------------------AE-L-------L-------G-ST----------------------------------------S----------------------------------R------A------------------------T---AL----PERLR-AL-RERVS-----R-------C------------E-------------------------------------------------------------E--D---A-------------Y--------------W--AED----LALLYDD---PRRP-----------IPLCDDL-------L---------------E------------S-P----------------
WP_043504070.1 P----G----A----------V-PV-LC--R-------------------------------------------------------------------------------------------P---P-A--------------------------------E-------------STE---PL-TR-AIGAGYGI-MLWNLRGE--H-A--------------------HG-----------------------------------------------CG--P-D-------------------------------C--E--R------L--------------------H------------------------------------------------------------D--K------A---------------------AE-L-------L-------G-ST----------------------------------------S----------------------------------R------A------------------------S---AL----PERLR-AL-RERVS-----R-------C------------D-------------------------------------------------------------E--D---A-------------Y--------------W--AED----LALLYDD---PRRP-----------IPLCDDL-------L---------------E------------S-P----------------
WP_046248369.1 P----N----A----------V-PV-LC--R-------------------------------------------------------------------------------------------P---P-A--------------------------------E-------------STA---AL-TR-AISEGFGV-ILWSLRAD--H-S--------------------LG-----------------------------------------------CG--A-E-------------------------------C--G--S------L--------------------L------------------------------------------------------------G--S------T---------------------TE-L-------L-------G-TL----------------------------------------D----------------------------------H------A------------------------T---AL----PDRLR-SL-RERIS-----Q-------A------------D-------------------------------------------------------------T--D---A-------------E--------------W--AEH----LALCYDD---PRRP-----------IPLCDDL-------L---------------E------------S-P----------------
WP_030928877.1 P----G----A----------V-PV-LC--R-------------------------------------------------------------------------------------------P---P-Q--------------------------------Q-------------SAA---SL-AD-AIGAGYGV-ALWNLRGE--H-A--------------------RA-----------------------------------------------CG--T-D-------------------------------C--G--E------L--------------------Y------------------------------------------------------------G--R------A---------------------AL-L-------L-------G-AA----------------------------------------D----------------------------------G------A------------------------A---AL----PERLR-AL-RERAD-----E--E--GGD------------G-------------------------------------------------------------A--D---T-------------A--------------W--AAQ----LALLYDD---PRRP-----------IPVCDDL-------L---------------E------------S-P----------------
WP_046591906.1 A----G----Q----------I-PV-LC--H-------------------------------------------------------------------------------------------P---A-G--------------------------------H-------P-E---GRL---ML-QD-VLTSGHGI-ALWRIGEH--Q-D--------------------RA-----------------------------------------------CG--E-E-------------------------------C--V--R------F--------------------R------------------------------------------------------------G--A------A---------------------AR-L-------M-------E-R-----------------------------------------T----------------------------------P------A------------------------G---RL----PARLL-RW-RAEAY-----W--R-----------------G-------------------------------------------------------------D------P-------------E--------------A--MAL----LALLHDD---PTRP-----------LPAHQEG---P---V---------------E------------S-PGV-----D--------
WP_014144831.1 T----S----A----------V-PV-LC--G-------------------------------------------------------------------------------------------P---V-G--------------------------------H-------G-E---ALD---TM-ID-ALDAGHGI-ALWRTTPH--P-A--------------------DA-----------------------------------------------CG--P-D-------------------------------C--A--V------F--------------------Q------------------------------------------------------------R--E------A---------------------DA-L-------L-------A-RV----------------------------------------G----------------------------------G------A------------------------A---KL----PEAVR-AL-RAQSH-----D--G--HSADGRPD-----PHG-------------------------------------------------------------P--A---A-------------P--------------W--PEA----LVLLYDD---ATAP-----------LPGLGQG-------------------------------------------------------
SCK31262.1 D----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-T--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAHGH--G-G--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------V-SPR--------------
WP_026169257.1 D----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-T--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAHGH--G-G--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------V-SPR--------------
WP_042148629.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------A---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAHGH--G-E--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------M-SPR--------------
GAO06357.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------A---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAHGH--G-E--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q-------------------------------
WP_030981802.1 E----G----V----------L-PA-LC--H-------------------------------------------------------------------------------------------A---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAAGH--G-E--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---A-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------L-SPR--------------
WP_053210095.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPAAGH--G-E--------------------ER----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---A-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------L-SPR--------------
SDR23186.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GA-VLDTGFPA-GLWPAGGH--G-E--------------------ER----------------------------------------------GCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------L------------------------A---RL----PELVR-QL-RAKAA-----G--A--A--------------E-------------------------------------------------------------E--G---M-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------L-SPQ--------------
SEE32630.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GA-VLDTGFPA-GLWPAGGH--G-E--------------------ER----------------------------------------------GCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------L------------------------A---RL----PELVR-QL-RAKAA-----G--A--A--------------E-------------------------------------------------------------E--G---M-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q-------------------------------
SEB55957.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GA-VLDTGFPA-GLWPAGGH--G-E--------------------ER----------------------------------------------GCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------L------------------------A---RL----PELVR-QL-RAKAA-----G--A--A--------------E-------------------------------------------------------------E--G---M-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFTD---R---P---------------Q------------L-SPQ--------------
SEE51022.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPARGH--G-E--------------------EQ----------------------------------------------ACD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFPD---R---P---------------Q------------L-SPR--------------
WP_006603152.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPARGH--G-E--------------------EQ----------------------------------------------DCD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPPLFPD---R---P---------------Q------------L-SPR--------------
WP_030415957.1 D----G----A----------L-PA-LC--R-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPARGH--G-E--------------------ER----------------------------------------------ECD--A-A-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------L------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---S-------------H--------------W--ARD----LILLYDD---PEDP-----------LPPLFPD---R---P---------------Q------------V-SPG--------------
WP_030811344.1 D----G----A----------L-PA-LC--R-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GV-ALDTGFPA-GLWPARGH--G-E--------------------ER----------------------------------------------ECD--A-A-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------L------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---S-------------H--------------W--ARD----LILLYDD---PEDP-----------LPPLFPD---R---P---------------Q------------V-SPG--------------
WP_033266671.1 Q----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---AV-GA-ALDTGFPA-ALWPARGH--G-E--------------------ER----------------------------------------------ACD--A-S-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------I---------------------RE-L-------L-------Q-GP----------------------------------------G-------------------------------G---------V------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------G-------------------------------------------------------------E--A---A-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPQLFPD---R---P---------------Q------------V-SPG--------------
WP_069572000.1 Q----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-FG--R-D---TV-GA-ALDTGFPA-ALWPARGH--G-E--------------------ER----------------------------------------------ACD--A-S-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------I---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------G---------V------------------------V---RL----PELVR-QL-RAKAA-----E--A--A--------------G-------------------------------------------------------------E--G---A-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPQLFPD---R---P---------------Q------------V-SPG--------------
WP_043266077.1 D----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-AG--R-D---AV-GV-ALDTGFPA-GLWSAGGH--G----------------------ER----------------------------------------------ECD--A-G-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GP----------------------------------------G-------------------------------G---------L------------------------A---RL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------E--D---T-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPQLFAD---R---P---------------Q------------A-APE--------------
WP_052856490.1 D----G----A----------V-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-TG--R-D---AA-GA-ALDTGFPA-GLWSAAGH--G----------------------ER----------------------------------------------SCD--A-S-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------V---------------------RE-L-------L-------Q-GS----------------------------------------G-------------------------------S---------L------------------------A---RL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------E--G---A-------------H--------------W--ARD----LVLLYDD---PEDP-----------IPQLFTA---R---P---------------Q------------V-SPR--------------
WP_066926659.1 E----G----A----------L-PA-LC--H-------------------------------------------------------------------------------------------T---V-A--------------------------------D-------G-LG--R-D---AV-GA-ALDTGFPA-ALWQADGH--G-G--------------------GR----------------------------------------------GCD--A-S-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------I---------------------RE-L-------L-------A-AA----------------------------------------G-------------------------------G---------V------------------------A---QL----PELVR-EL-RAKAA-----E--A--A--------------E-------------------------------------------------------------E--G---A-------------R--------------W--ARD----LVLLYDD---PEDP-----------IPQLCTD---R---P---------------Q------------V-SP---------------
WP_053922003.1 D----G----T----------L-PT-LC--H-------------------------------------------------------------------------------------------S---V-S--------------------------------D-------G-IG--R-E---AV-AI-ALDSGFPA-GLWAAAGH--G----------------------ER----------------------------------------------ACD--A-A-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--G------I---------------------RK-L-------L-------Q-GP----------------------------------------G-------------------------------G---------V------------------------A---RL----PDLVR-EL-RAEAA-----G--P--A--------------A-------------------------------------------------------------V--G---T-------------H--------------W--ARD----LVLLYDD---PLDP-----------LPQLFGD---R---P---------------Q------------V-SPS--------------
KPC66938.1 D----G----T----------L-PT-LC--H-------------------------------------------------------------------------------------------S---V-S--------------------------------D-------G-IG--R-E---AV-AI-ALDSGFPA-GLWAAAGH--G----------------------ER----------------------------------------------ACD--A-A-------------------------------C--A--E------F--------------------H------------------------------------------------------------R--G------I---------------------RK-L-------L-------Q-GP----------------------------------------G-------------------------------G---------V------------------------A---RL----PDLVR-EL-RAEAA-----G--P--A--------------A-------------------------------------------------------------V--G---T-------------H--------------W--ARD----LVLLYDD---PLDP-----------LPQLFGD---R---P---------------Q-------------------------------
WP_046926024.1 D----G----T----------L-PT-LC--H-------------------------------------------------------------------------------------------S---V-S--------------------------------D-------G-IG--R-E---AV-AI-ALDSGFPA-GLWAAAGH--G----------------------ER----------------------------------------------ACD--A-A-------------------------------C--E--E------F--------------------H------------------------------------------------------------R--G------I---------------------RK-L-------L-------Q-GP----------------------------------------G-------------------------------G---------V------------------------A---RL----PELVR-EL-RAEAA-----G--P--A--------------A-------------------------------------------------------------V--G---T-------------H--------------W--ARD----LVLLYDD---PLDP-----------LPQLFGD---R---P---------------Q------------V-SPS--------------
WP_003986913.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
WP_033033526.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
ELQ77547.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQ-----------------------------------------------------------
KOT44377.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQ-----------------------------------------------------------
WP_030375330.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
WP_031191837.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
KOT47667.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQ-----------------------------------------------------------
WP_053800882.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
KOT96756.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQ-----------------------------------------------------------
WP_050506471.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IP------------------------------------------------------------
WP_053697005.1 D----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---T---------------Q------------L-SPQ--------------
KOT99993.1 D----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQ-----------------------------------------------------------
WP_030654964.1 D----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFPQ---G---T---------------Q------------L-SPQ--------------
WP_060733246.1 D----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-ALDAGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PTNP-----------IPQLFSQ---G---A---------------Q------------L-SPQ--------------
WP_030672366.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-AG--L-E---AV-GW-ALDTGHPV-ALWPAGGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------Y--------------------H------------------------------------------------------------R--E------V---------------------QQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---A-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---G---A---------------Q------------L-SPQ--------------
WP_050501966.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------D-------G-TG--L-E---AV-GW-TLDTGHPV-ALWLAEGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------AQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EI----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---V-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSS---T---T---------------R------------L-SPP--------------
WP_073758218.1 E----G----A----------V-PA-LC--R-------------------------------------------------------------------------------------------S---V-A--------------------------------G-------G-TG--L-E---AV-GW-ALDTGHPV-ALWLAEGH--D----------------------ER----------------------------------------------DCD--R-V-------------------------------C--D--E------F--------------------H------------------------------------------------------------R--E------V---------------------RQ-L-------L-------G-AP----------------------------------------K-------------------------------S---------V------------------------A---EL----PELVR-EL-RAK----------A--A--------------E-------------------------------------------------------------G--G---V-------------S--------------W--ARD----LVLLYDD---PGNP-----------IPQLFSQ---A---A---------------Q------------L-SPQ--------------
WP_018835110.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------G-SG--RTS---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECG--E-E-------------------------------C--A--E------F--------------------H------------------------------------------------------------E--K------L---------------------AV-L-------L-------L-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---H-------------G--------------C--AAD----LILFYDD---ADDA-----------IGAGGA--------------------------------------------------------
WP_018842334.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------G-SG--RTS---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECG--E-E-------------------------------C--A--E------F--------------------H------------------------------------------------------------E--K------L---------------------AV-L-------L-------L-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---H-------------G--------------C--AAD----LILFYDD---ADDA-----------IGAGGA--------------------------------------------------------
WP_018853256.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------G-SG--RTA---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECG--E-E-------------------------------C--A--E------F--------------------H------------------------------------------------------------E--K------L---------------------AV-L-------L-------L-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---H-------------G--------------C--AAD----LILFYDD---ADDA-----------IGAGGA--------------------------------------------------------
WP_027742289.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------G-SG--RTA---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECG--E-E-------------------------------C--A--E------F--------------------H------------------------------------------------------------E--K------L---------------------AV-L-------L-------L-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---H-------------G--------------C--AAD----LILFYDD---ADDA-----------IGAGGA--------------------------------------------------------
WP_037751398.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------G-SG--RTA---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECG--D-E-------------------------------C--A--E------F--------------------H------------------------------------------------------------E--K------L---------------------AV-L-------L-------M-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---H-------------G--------------C--AAD----LILFYDD---ADDA-----------IGAGGA--------------------------------------------------------
WP_027772935.1 D----G----A----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------G-------A-GV--RAA---VV-GQ-LLDEGTAV-ALWRAGGH--E----------------------GE----------------------------------------------ECD--E-A-------------------------------C--E--A------Y--------------------H------------------------------------------------------------E--E------L---------------------AA-L-------L-------A-DG----------------------------------------T-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------S--G---R-------------G--------------C--AAD----VILFYDD---ADDA-----------IGAGG---------------------------------------------------------
WP_047017999.1 D----G----G----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------D-------G-SG--RAA---VV-GQ-LLDEGTAV-ALWRAGGH--R----------------------DE----------------------------------------------ECG--E-E-------------------------------C--A--A------Y--------------------H------------------------------------------------------------E--E------L---------------------AA-L-------L-------A-DG----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------A--G---R-------------G--------------C--AAD----VILFYDD---ADDT-----------IGAGG---------------------------------------------------------
WP_027753924.1 D----G----A----------V-PV-FC--H-------------------------------------------------------------------------------------------A---L-G--------------------------------D-------G-SG--RSA---VV-GQ-LLDEGTAV-ALWRADGH--R----------------------DD----------------------------------------------ECG--E-G-------------------------------C--T--A------Y--------------------H------------------------------------------------------------E--E------L---------------------AA-L-------L-------A-DA----------------------------------------A-------------------------------G-TV------V------------------------R---DL----PERLH-EV-RRE----------A--L--------------E-------------------------------------------------------------T--G---R-------------G--------------C--AAD----VILFYDD---ADDA-----------IGAGG---------------------------------------------------------
WP_019889385.1 D----G----T----------V-PV-LC--R-------------------------------------------------------------------------------------------D---V-S--------------------------------A-------G-T---GGD---AV-QR-AAGLGFPV-ALWRADGH--G-E--------------------PH-----P---------------------------------------DPAA--G-H-------------------------------C--E--E------F--------------------H------------------------------------------------------------D--G------V---------------------AG-L-------L-------S-AV----------------------------------------G-------------------------------PDPA------L------------------------L---SL----PRRVW-RL-RAGE-----------------------------------------------------------------------------------------R--R---A-------------A--------------W--TRG----LVLFYDD---PRHP-----------LPRAAEK---P---L---------------Q------------Q-PGR-----RDRNAS---
WP_021592435.1 D----F----C----------V-LV-YG--S-------------------------------------------------------------------------------------------R------------------------------------------------P---VKS---WL-TA-ALNNGIPV-MLWTRTPC--D-A--------------------S------------------------------------------------SH--E-N-------------------------------C--RGHH------V--------------------L------------------------------------------------------------D--E------L---------------------TG-A-------V-------C-D-----------------------------------------K----------------------------------H------P------------------------G---DL----PQVAL-AL-RKAAL-----L--A-----------------P----------------------------------K--------------------------D--A---P-------------H--------------P--GRD----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_067794945.1 D----F----C----------V-LV-YG--S-------------------------------------------------------------------------------------------R------------------------------------------------P---VRS---WL-TA-ALNNGIPV-MLWTRTPC--D-A--------------------P------------------------------------------------SH--G-D-------------------------------C--RGHR------V--------------------L------------------------------------------------------------D--E------L---------------------TA-A-------V-------G-D-----------------------------------------R----------------------------------H------P------------------------G---DL----PQVAL-AL-RKAAL-----I--A-----------------P----------------------------------K--------------------------D--E---P-------------H--------------C--GRD----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
CNF91791.1 D----F----C----------V-LV-YG--S-------------------------------------------------------------------------------------------R------------------------------------------------P---VKG---WL-TA-ALNNGIPV-MLWTRTPC--D-A--------------------P------------------------------------------------SH--E-D-------------------------------C--RGHR------V--------------------L------------------------------------------------------------D--E------L---------------------TA-A-------V-------G-D-----------------------------------------K----------------------------------H------P------------------------I---DL----PRVAL-AL-RKAAL-----I--A-----------------P----------------------------------K--------------------------D--E---P-------------H--------------C--GRD----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_067455609.1 D----F----C----------V-LV-YG--C-------------------------------------------------------------------------------------------R------------------------------------------------P---VRS---RL-AA-ALNNGVPV-MLWTRTAC--D-A--------------------P------------------------------------------------DH--R-T-------------------------------C--RNHR------L--------------------L------------------------------------------------------------D--D------L---------------------AA-A-------V-------E-R-----------------------------------------E----------------------------------H------P------------------------G---DL----PRVAL-TL-RKKAL-----A--A-----------------P----------------------------------L--------------------------D--Q---P-------------H--------------C--GRD----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_084549921.1 H----Y----C----------V-LV-YG--T-------------------------------------------------------------------------------------------R------------------------------------------------P---VKP---WL-TA-ALNNGIPV-MLWPRTAC--D-D--------------------A------------------------------------------------SH--D-G-------------------------------C--RGHR------L--------------------S------------------------------------------------------------G--D------L---------------------AS-A-------V-------R-G-----------------------------------------R----------------------------------P------P------------------------G---DL----PRVAL-EL-RRKAL-----V--A-----------------P----------------------------------K--------------------------G--E---P-------------H--------------C--GRD----LTMLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_083946411.1 D----Y----C----------V-LV-YG--A-------------------------------------------------------------------------------------------C------------------------------------------------P---PDE---SL-RA-ALSNGVPV-MLWPRTAC--D-A--------------------A------------------------------------------------VH--E-K-------------------------------C--HGHG------V--------------------Q------------------------------------------------------------E--E------L---------------------AE-A-------V-------G-G-----------------------------------------A----------------------------------H------P------------------------G---DL----PRLAR-DL-RKRAL-----L--A----------------------------------------------------K--------------------------D--E---P-------------H--------------C--GRD----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_019629533.1 D----Y----G----------V-LV-YA--S-------------------------------------------------------------------------------------------R------------------------------------------------P---AKP---TL-RA-ALRNGVPV-MLWPRATC--G-E--------------------P------------------------------------------------SH--D-A-------------------------------C--AGRS------R--------------------L------------------------------------------------------------D--D------L---------------------VP-R-------V-------A-A-----------------------------------------E----------------------------------H------P------------------------H---RL----PALAK-SL-RQEAL-----T--A-------------------------------------------------------------------------------S--G---P-------------H--------------C--GHA----LTLLWDD---PSRL-----------PDPPLS--------------------------------------------------------
WP_067817610.1 H----L----G----------L-LV-YG--S-------------------------------------------------------------------------------------------S------------------------------------------------P---GRA---HL-KA-ALDLAVPV-MLWPRGRC--T-D--------------------A------------------------------------------------DH--A-D-------------------------------C--AGHR------T--------------------R------------------------------------------------------------R--T------L---------------------VG-R-------V-------A-G-----------------------------------------V----------------------------------D------P------------------------G---GL----PGAVH-EL-RREAL-----R--H-----------------K--------------------A------------LG--------------------------C--G---P-------------H--------------C--GDA----LTLLWDD---PSRL-----------PDPPLA--------------------------------------------------------
WP_030667863.1 Q----L----C----------A-LA-YA--A-------------------------------------------------------------------------------------------T------------------------------------------------P---VDA---WL-SA-ALDIGMPI-MLWRRRDC--D-G--------------------P------------------------------------------------GH--E-D-------------------------------C--ASGT------F--------------------L------------------------------------------------------------R--R------L---------------------TG-A-------V-------S-G-----------------------------------------L----------------------------------D------P------------------------D---RL----PYEVM-RL-RKEAR-----S--P-----------------E--------------------R-------------G--------------------------G--D---G-------------H--------------C--GHR----LTLFWDD---PERR-----------PDPPLA--------------------------------------------------------
BAE95417.1 D----V----C----------A-LA-YA--A-------------------------------------------------------------------------------------------T------------------------------------------------P---VGD---WL-AA-ALDTGVPI-MLWRRHDC--G-D--------------------E------------------------------------------------GH--A-H-------------------------------C--APDK------F--------------------L------------------------------------------------------------D--R------L---------------------TD-A-------V-------A-A-----------------------------------------L----------------------------------D------P------------------------D---RL----PFEVM-RL-RKEAR-----S--P-----------------D--------------------K-------------G--------------------------D--A---E-------------H--------------C--GHR----LTLFWDD---PERK-----------PDPP----------------------------------------------------------
SEG53980.1 E----L----C----------A-LI-YA--A-------------------------------------------------------------------------------------------P------------------------------------------------P---RDD---WL-SA-ALDTGIPI-MLWRRRPC--A-D--------------------S------------------------------------------------RH--A-G-------------------------------C--APEG------F--------------------L------------------------------------------------------------D--E------L---------------------AA-A-------V-------S-H-----------------------------------------L----------------------------------D------P------------------------D---AL----PVEVM-RL-RKRAR-----A--P-----------------G----------------------------------G--------------------------G--D---H-------------H--------------C--GHR----LTLFWDD---PARR-----------PDPPLA--------------------------------------------------------
WP_067464069.1 D----V----G----------V-LA-YS--R-------------------------------------------------------------------------------------------H------------------------------------------------P---SKD---LL-GP-ALGAGIPV-MLWSRAPC--P-S--------------------T------------------------------------------------GH--D-E-------------------------------C--G--R------I--------------------L------------------------------------------------------------R--Q------L---------------------TK-N-------I-------K-G-----------------------------------------L----------------------------------H------P------------------------D---DY----PERVR-AL-RDSAW-----H--P-----------------L--------------------R-------------R--------------------------K--R---H-------------Q--------------C--GRE----LTLFWDD---PARW-----------PDPPLI--------------------------------------------------------
WP_030507081.1 E----A----C----------V-VV-FS--E-------------------------------------------------------------------------------------------T------------------------------------------------P---GDA---VL-TK-GLDAGVPV-MLWPRASC--A-D--------------------A------------------------------------------------TP--G-E-------------------------------C--PY-G------S--------------------L------------------------------------------------------------D--T------L---------------------AL-L-------V-------D-T-----------------------------------------A----------------------------------A------L------------------------D---GL----PERVR-RL-RVDPG-------------------------------------------------------------------------------------------H---A-------------R--------------C--GPR----LTLLWDD---PTRI-----------PDPPTF--------------------------------------------------------
WP_061080208.1 D----K----Q----------A-LV-HS--T-------------------------------------------------------------------------------------------R------------------------------------------------A---RFP---QI-EG-ALDAGVPI-MLLPRRAC--D-H--------------------D------------------------------------------------DH--D-G-------------------------------C--SGAR------R--------------------A------------------------------------------------------------G--Q------L---------------------RH-L-------V-------E-G-----------------------------------------T----------------------------------P------F------------------------D---KL----ADRVR-HV-RRQAL-----G--E-----------------E--------------------G-------------------------------------------E---D-------------H--------------C--GHE----LSLIVND---PGRI-----------GRNTEPP---M---Y-----------------------------------------------
WP_075927195.1 N----R----H----------A-VV-YG--S--------------------------------------------------------------------------------------------------------------------------------------------A---PNR---GI-AH-VSEAGTPI-VLVCRLRC--D-Q--------------------G------------------------------------------------EH--T-S-------------------------------C--PGSS------N--------------------T------------------------------------------------------------S--A------L---------------------LT-M-------V-------K-T-----------------------------------------T----------------------------------H------P------------------------H---YL----PSAVK-SW-RDEAI-----H--D-----------------A--------------------G----------------------------------------N--P---N-------------S--------------L--GKH----LSLIIND---PDRI-----------DQTRDAP---F---R-----------------------------------------------
WP_020548694.1 E----A----V----------G-FL-QD--Y-------------------------------------------------------------------------------------------R---W-E--------------------------------P------GP-G---GRG---TV-EY-ELGRGKWA-LVWTHGMT--C-TG-------------------GC---TGA---------------------------------------NGAN--D-P-------------------------------C--PGGA------V--------------------G------------------------------------------------------------N--L------L---------------------HR-M-------L-------E-AE------D---------------------------------H----------------------------------K------L------------------------S---RL----PSVVS-RL-RRTLG-----D-------------------------------------------------------------------------------------G---G-------------P--------------S--PQR----VVLLFDD---PGWC-----------PWAGTGR---L---D---------------S------------V-LVE--------------
WP_078978681.1 E----A----V----------G-FL-QD--Y-------------------------------------------------------------------------------------------R---W-E--------------------------------H------RP-G---RPG---TV-ET-AVGRGDWA-LLWTHGTT--C-TD-------------------AC---AGT---------------------------------------NGAH--A-D-------------------------------C--SGAA------L--------------------G------------------------------------------------------------R--D------L---------------------YR-I-------L-------E-QK------N---------------------------------R----------------------------------K------L------------------------T---QL----PSAVT-LL-RRTLG-----R-------------------------------------------------------------------------------------R---A-------------T--------------P--PER----VVLLFDD---PGWR-----------PWQGAGL---L---R---------------G------------A-PAG--------------
WP_037623877.1 V----C----A----------G-IV-LS--R-------------------------------------------------------------------------------------------P---L-R--------------------------------D-------S-A---SSD---IV-GT-ALNNGAVL-AIWPDRSA--S-G--------------------GC---VRG---------------------------------------GDGG--A-L-------------------------------C--DGAL------V--------------------R------------------------------------------------------------E--S------L---------------------LR-Q-------L-------E-G-----------------------------------------R----------------------------------P------L------------------------R---DV----PEIVF-GL-RCKGG-----D-------------------------------------------------------------------------------------E---A-------------E--------------V--FRD----MVVLFDD---PRRS-----------PLVRTPV---A---M---------------P-------------------------------
CUW28291.1 D----A----H----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGA--P-C--------------------P----GHE---------------DAPR----------SGAGPEDRP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------TA-A-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RLTAA-----A--D-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ASD----VQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_059249311.1 D----A----H----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGA--P-C--------------------P----GHE---------------DAPR----------SGAGPEDRP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------TA-A-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RLTAA-----A--D-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ASD----VQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
AKN69693.1 D----A----H----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGA--P-C--------------------P----GHE---------------DAPR----------SGAGPEDRP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------TA-A-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RLTAA-----A--D-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ASD----VQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
KMS84546.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARE---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRPGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_037630209.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARE---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRPGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_043195581.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARE---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRPGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_037914389.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARE---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSTESGGSPRPGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_053211136.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARE---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRPGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LQSPV-----A--------
KOV97701.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARQ---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRAGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--R------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_037824022.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------Q---P-T--------------------------------T-------------ARQ---HF-EV-GLTVPVPI-LLWPRTGS--P-C--------------------T----AHE---------------DPPCPSAESGGSPRAGTGPEDPP-----------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--R------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------LH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_014672523.1 D----A----G----------V-AG-YA--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGS--P-C--------------------A----GHE---------------EASG----------TDTAPGEPP-----------------------------------------C--PGAA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------E--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_058080415.1 D----A----G----------V-AG-YA--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGS--P-C--------------------A----GHE---------------EASG----------TDTAPGEPP-----------------------------------------C--PGAA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-SL-RLTAD-----A--A-----------------E--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
SEC83937.1 D----A----G----------L-AG-YA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------T-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGC--P-C--------------------D----WHE---------------DPPR------------ARTEEPP-----------------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--R------L---------------------TD-S-------L-------A-E-----------------------------------------V----------------------------------P------A------------------------A---EL----PRHVL-SL-RLAAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
SEC94737.1 D----A----G----------L-AG-YA--V-------------------------------------------------------------------------------------------P---P-T--------------------------------T-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGC--P-C--------------------D----WHE---------------DPPR------------ARTEEPP-----------------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--R------L---------------------TD-S-------L-------A-E-----------------------------------------V----------------------------------P------A------------------------A---EL----PRHVL-SL-RLAAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_073893679.1 D----A----G----------L-AG-YA--V-------------------------------------------------------------------------------------------P---P-A--------------------------------T-------------ARQ---HF-EV-GLTVPVPV-LLWPRTGC--A-C--------------------D----WHE---------------DPPR------------ARAGEPP-----------------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--R------L---------------------AD-S-------L-------A-E-----------------------------------------V----------------------------------P------A------------------------A---EL----PRHVL-SL-RLAAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PETT----------A---------------S------------LHSPV-----A--------
WP_071370427.1 D----A----G----------L-AA-FA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------E-------------ARG---HF-DV-GLTVPVPI-LLWSRTGC--P-G--------------------A----AQGGP-----------VLDPDCPGGAHGDPACSGGEHGEQA-----------------------------------------C--AGSE------F--------------------L------------------------------------------------------------D--R------L---------------------SA-S-------L-------A-E-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RLTAD-----A--A-----------------D--------------------D----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEAT----------A---------------S------------LHSPV-----G--------
WP_071381765.1 D----A----G----------L-AA-FA--S-------------------------------------------------------------------------------------------S---P-A--------------------------------E-------------ARR---HF-EV-GLTVPVPI-LLWPRTGC--P-G--------------------T----AQG---------------NPAGSGGGHGDPVCAGGAHDTQA-----------------------------------------C--PGVE------F--------------------L------------------------------------------------------------D--R------L---------------------ST-S-------L-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RLTAE-----A--A-----------------D--------------------D----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEAT----------A---------------S------------LHSPV-----G--------
SCF58297.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGTATVARPRAEAAAP----------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-A-------V-------A-E-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RVTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------A---------------S------------LRSPV-----D--------
WP_085564586.1 D----A----G----------L-AG-FA--V-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARE---HF-EI-GLTVPVPV-LLWSRTGC--P-A--------------------G----EHGEPRCAGAGHGRGGSEDPPRAWSGPRDTAGAGTATAARPRAEAAAP----------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-A-------V-------A-E-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RVTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------A---------------S------------LRSPV-----D--------
WP_037655225.1 D----A----G----------L-AG-FA--V-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARE---HF-EI-GLTVPVPV-LLWSRTGC--P-A--------------------G----EHGEPRCAGAGHGRGGYEDPRRAWSGPRDPAATGTATAARPRAETAAP----------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-A-------V-------A-E-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RVTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------A---------------S------------LRSPV-----D--------
WP_071387450.1 D----A----G----------L-AG-FA--V-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ARE---HF-EI-GLTVPVPV-LLWSRTGC--P-A--------------------G----EHGEARWAG--HGGGGHEVPRRAPSGPRDTAAAGTATAARPRVEAAGP----------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-A-------V-------A-E-----------------------------------------V----------------------------------P------L------------------------A---EL----PRHIL-SL-RVTAD-----A--A-----------------D--------------------E----------------------------------------P--G----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------T---------------G------------LRSPV-----D--------
WP_070025227.1 D----A----G----------L-AG-FA--V-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARE---HF-EV-GLNVPVPV-LVWSRTGC--P-A--------------------A----VHGEEPGTG-----CGHEDPRLAWSEHGQRRAGAGRPHTTVLAEAPSPS-P-------------------------------C--PGTV------F--------------------L------------------------------------------------------------D--Q------L---------------------TA-A-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RMTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------A---------------S------------LHSPV-----D--------
WP_074992218.1 D----A----G----------L-AG-FA--V-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARE---HF-EV-GLNVPVPV-LVWSRTGC--P-A--------------------A----VHGEEPGTG-----CGHEDPRLAWSEHGQRRAGAGRPHTTVLAEAPSP----------------------------------C--PGTV------F--------------------L------------------------------------------------------------D--Q------L---------------------TA-A-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-SL-RMTAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLLWDD---PRCF-----------PEPA----------A---------------S------------LHSPV-----D--------
WP_030818091.1 G----A----D----------L-IG-FA--S-------------------------------------------------------------------------------------------S---P-A--------------------------------A-------------AGE---HF-EV-GLTVPVPV-LLWSRTGC--P-E--------------------A----GHEG------------------------------------P-----------------------------------------C--PGGA------F--------------------L------------------------------------------------------------D--E------L---------------------AE-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---DL----PHHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------A--D----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PETA----------A---------------P------------LHSPV-----A--------
WP_053635219.1 G----A----D----------L-IG-FA--S-------------------------------------------------------------------------------------------S---P-A--------------------------------A-------------AGE---HF-EV-GLTAPVPV-LLWSRTGC--P-E--------------------A----GHEG------------------------------------P-----------------------------------------C--PGGA------F--------------------L------------------------------------------------------------D--E------L---------------------AE-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---DL----PHHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------A--D----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PETA----------A---------------P------------LHSPV-----A--------
WP_030218128.1 G----A----D----------L-IG-FA--A-------------------------------------------------------------------------------------------S---P-A--------------------------------A-------------ARQ---HF-EV-GLTVPVPV-LLWSRTGC--P-E--------------------A----GHEG------------------------------------P-----------------------------------------C--SGEA------F--------------------L------------------------------------------------------------D--E------L---------------------TE-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---DL----PHHVL-SL-RLTAD-----A--A-----------------D--------------------E----------------------------------------A--D----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PETA----------A---------------P------------LHSPV-----A--------
WP_037935576.1 A----T----A----------L-VG-FA--S-------------------------------------------------------------------------------------------S---P-D--------------------------------A-------------ARE---HF-EV-GLTVPVPV-LLWPRAGC--P-G--------------------P----GHEG------------------------------------P-----------------------------------------C--DGDA------F--------------------L------------------------------------------------------------D--A------L---------------------TA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------A---DL----PHHLL-SL-RLTAD-----A--H-----------------D--------------------E----------------------------------------T--D----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PETA----------A---------------P------------LHSPV-----A--------
WP_043500651.1 D----A----G----------L-AA-YA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------VRP---HF-EA-GLNVPVPV-LLWPRTGC--P-G--------------------T----GHDG------------------------------------P-----------------------------------------C--AGEA------F--------------------L------------------------------------------------------------D--E------L---------------------AE-S-------V-------T-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVR-IL-RETAE-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----VQLLWDD---PRRF-----------PEPA----------A---------------S------------RHSPV-----T--------
WP_073938690.1 D----A----A----------M-AA-YT--V-------------------------------------------------------------------------------------------P---P-T--------------------------------A-------------ALP---HF-EA-GLNVPVPV-LLWSRTGC--P-G--------------------I----GHDG------------------------------------P-----------------------------------------C--GGGA------F--------------------L------------------------------------------------------------D--E------L---------------------TE-S-------V-------T-G-----------------------------------------V----------------------------------P------P------------------------A---DL----PRHVR-AL-RDTAE-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----LQLMWDD---PRCF-----------PEPT----------A---------------C------------LHSPV-----A--------
WP_003976357.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPLREC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------A---EL----PRLVM-EL-RETAD-----A--A-----------------E--------------------V----------------------------------------P--E----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSPV-----G--------
EFD69445.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPLREC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------A---EL----PRLVM-EL-RETAD-----A--A-----------------E--------------------V----------------------------------------P--E----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSP---------------
EOY47499.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPLREC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------A---EL----PRLVM-EL-RETAD-----A--A-----------------E--------------------V----------------------------------------P--E----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSP---------------
NP_626691.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPLREC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------A---EL----PRLVM-EL-RETAD-----A--A-----------------E--------------------V----------------------------------------P--E----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSP---------------
SDT36636.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPLREC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------A---EL----PRLVM-EL-RETAD-----A--A-----------------E--------------------V----------------------------------------P--E----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSP---------------
WP_052842415.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------P---P-S--------------------------------A-------------APE---YF-EV-GLNLPVPV-LLWPRRDC--P-G--------------------EE---GPDGR-----------------------------------------------------------------------------C--AGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AA-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---EL----PRLVM-EL-RETAD-----A--A-----------------D--------------------A----------------------------------------P--D----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPP----------A---------------L------------LHSPV-----G--------
WP_019326337.1 D----A----E----------L-AG-FA--A-------------------------------------------------------------------------------------------A---P-P--------------------------------E-------------ARE---HF-EV-GLNLPVPV-LLWPRVGC--P-G--------------------D----GHDGA-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--R------L---------------------AV-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---DL----PRLVM-EL-RETAD-----A--A-----------------D--------------------A----------------------------------------P--D----------------EH--------------W--ARD----VQLLWDD---PQCF-----------AEPA----------A---------------P------------LNSPV-----G--------
WP_031014650.1 D----A----E----------L-AG-FA--A-------------------------------------------------------------------------------------------A---P-P--------------------------------E-------------ARE---HF-EV-GLNLPVPV-LLWPRVGC--P-G--------------------D----GHDGA-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--R------L---------------------AV-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---DL----PRLVM-EL-RETAD-----A--A-----------------D--------------------A----------------------------------------P--D----------------EH--------------W--ARD----VQLLWDD---PRCF-----------AEPA----------A---------------P------------LNSPV-----G--------
WP_053130332.1 D----A----E----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARE---HF-EV-GLHVPVPV-LLWPRGGC--P-G--------------------D----GHDGP-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AV-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---EL----PRLVM-EL-RETAD-----A--A-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--ARD----VQLLWDD---PRCF-----------AEPT----------A---------------L------------LHSPV-----G--------
WP_063481979.1 D----A----E----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------ARE---HF-EV-GLHVPVPV-LLWPRGGC--P-G--------------------D----GHDGP-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AV-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---EL----PRLVM-EL-RETAD-----A--A-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--ARD----VQLLWDD---PRCF-----------AEPT----------A---------------L------------LHSPV-----G--------
WP_073722816.1 D----A----E----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-T--------------------------------T-------------ARE---HF-EV-GLNLPVPV-LLWPRAGC--P-G--------------------D----GHDGD-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------AV-S-------V-------A-G-----------------------------------------V----------------------------------P------P------------------------S---EL----PRLVM-EL-RETAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------EH--------------W--ARD----LQLLWDD---PRCF-----------AEPA----------A---------------L------------LHSPV-----A--------
WP_078892253.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-T--------------------------------V-------------ARE---HF-EV-GLTVPVPV-LMWPRRGC--P-G--------------------D----PHEGP-----------------------------------------------------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--E------L---------------------AV-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------S---EL----PRHVM-EL-RETAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------AH--------------W--ARD----LQLLWDD---PRCF-----------ADPT----------A---------------A------------LHSPV-----S--------
WP_079154904.1 D----A----E----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-T--------------------------------V-------------ARE---HF-EV-GLTVPVPV-LMWPRRGC--P-G--------------------D----PHEGP-----------------------------------------------------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--E------L---------------------AV-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------S---EL----PRHVM-EL-RETAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------AH--------------W--ARD----LQLLWDD---PRCF-----------ADPT----------A---------------A------------LHSPV-----S--------
SBT88420.1 D----A----D----------L-AG-FS--Y-------------------------------------------------------------------------------------------P---P-G--------------------------------A-------------ARP---HF-EA-GLNTPVPV-LLWPRTGC--T-D--------------------P----GHEGP-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--E------L---------------------TA-D-------V-------T-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVM-EL-RMTAE-----A--D-----------------D--------------------D----------------------------------------P--D----------------RH--------------W--AKD----VQLLWDD---PRCF-----------PQPA----------A---------------G------------LHSPV-----H--------
WP_015660600.1 D----A----D----------L-AV-FS--Y-------------------------------------------------------------------------------------------P---S-T--------------------------------A-------------SRP---HF-EA-GLNTPVPV-LLWPRTGC--T-D--------------------P----AHLGP-----------------------------------------------------------------------------C--PGTD------F--------------------L------------------------------------------------------------D--E------L---------------------TA-T-------V-------A-R-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRVM-EL-RETAD-----A--D-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--AKD----VQLLWDD---PRCF-----------PPPA----------A---------------S------------LHSPV-----E--------
WP_019526216.1 G----A----G----------L-AG-FS--Y-------------------------------------------------------------------------------------------P---P-D--------------------------------A-------------ARP---HF-EA-GLNTPVPV-LLWPRTGC--A-A--------------------P----GHDGP-----------------------------------------------------------------------------C--AGTA------F--------------------L------------------------------------------------------------D--G------L---------------------AD-A-------V-------T-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRVM-EL-RETAE-----A--D-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--AKD----VQLLWDD---PRCF-----------PQPA----------A---------------G------------LHSPV-----H--------
WP_028959705.1 G----A----G----------L-AG-FS--Y-------------------------------------------------------------------------------------------P---P-D--------------------------------A-------------ARP---HF-EA-GLNTPVPV-LLWPRTGC--A-A--------------------P----GHDGP-----------------------------------------------------------------------------C--AGTA------F--------------------L------------------------------------------------------------D--G------L---------------------AD-A-------V-------T-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRVM-EL-RETAE-----A--D-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--AKD----VQLLWDD---PRCF-----------PQPA----------A---------------G------------LHSPV-----H--------
WP_048587115.1 D----A----D----------L-AG-YS--F-------------------------------------------------------------------------------------------P---P-N--------------------------------A-------------ARS---HF-EA-GLNTPVPV-LLWPRTGC--V-D--------------------A----QHEGP-----------------------------------------------------------------------------C--SGAA------F--------------------L------------------------------------------------------------D--A------L---------------------SA-S-------V-------A-D-----------------------------------------V----------------------------------P------P------------------------T---EL----PRRVR-EL-RETAD-----A--D-----------------D--------------------D----------------------------------------P--E----------------RH--------------W--ATD----VQLLWDD---PRCF-----------PEPA----------A---------------S------------LHSPV-----A--------
WP_016435423.1 D----A----D----------L-TG-FA--Y-------------------------------------------------------------------------------------------P---P-T--------------------------------G-------------APP---HF-EV-GLNTPVAI-LLWPRTGC--T-D--------------------P----AHDGP-----------------------------------------------------------------------------C--PGTT------F--------------------L------------------------------------------------------------D--E------L---------------------TD-R-------L-------T-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PREVM-DL-RETAE-----A--D-----------------E--------------------H----------------------------------------P--D----------------RH--------------W--ART----VQLLWDD---PRCF-----------PEPA----------A---------------L------------LHSPV-----A--------
WP_058925473.1 D----A----D----------L-AG-YA--F-------------------------------------------------------------------------------------------P---P-D--------------------------------A-------------AQP---HF-EA-GLNSPVPV-LLWPRTGC--A-G--------------------S----RHDGP-----------------------------------------------------------------------------C--SGTA------F--------------------L------------------------------------------------------------D--Q------L---------------------AD-R-------L-------A-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PGEVR-AL-RETAD-----A--D-----------------D--------------------D----------------------------------------P--D----------------GH--------------W--ASG----LQLLWDD---PRCF-----------PEPA----------A---------------L------------LHSPV-----A--------
WP_067314136.1 D----A----D----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------VPG---HF-EV-GLNIPVPV-LLWPRTGC--P-G--------------------T----EHDTS---------------------------------------------A-------------------------------C--AGTV------F--------------------L------------------------------------------------------------D--G------L---------------------AP-C-------L-------D-G-----------------------------------------V----------------------------------P------P------------------------T---EL----PRHVQ-AL-REEAA-----A--D-----------------E--------------------D----------------------------------------P--D----------------RH--------------W--AKD----VQLLWDD---PRCF-----------PEPA----------A---------------S------------LHTPV-----A--------
WP_030347891.1 D----A----A----------L-VG-FA--A-------------------------------------------------------------------------------------------P---P-E--------------------------------G-------------LPE---HF-AV-GLTLPVPV-LVWPRSGC--P-G--------------------PA---GHPEP-----------------------------------------------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------AP-C-------V-------E-G-----------------------------------------V----------------------------------P------A------------------------A---EL----PRHIQ-AL-REEAE-----A--A-----------------E--------------------E----------------------------------------P--G----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PEPP----------A---------------S------------LHSPV-----T--------
WP_053709872.1 D----A----A----------L-VG-FA--A-------------------------------------------------------------------------------------------P---P-E--------------------------------G-------------LPE---HF-AV-GLTLPVPV-LVWPRSGC--P-G--------------------PA---GHPEP-----------------------------------------------------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------AP-C-------V-------E-G-----------------------------------------V----------------------------------P------A------------------------A---EL----PRHIQ-AL-REEAE-----A--A-----------------E--------------------E----------------------------------------P--G----------------RH--------------W--ARD----VQLLWDD---PRCF-----------PEPP----------A---------------S------------LHSPV-----T--------
WP_067010485.1 D----A----G----------L-AG-YG--A-------------------------------------------------------------------------------------------P---P-T--------------------------------T-------------APD---HF-EV-GLNMPVPV-LLWPRSGC--S-G--------------------AA---EHSAP-----------------------------------------------------------------------------C--AGTA------F--------------------L------------------------------------------------------------D--A------L---------------------AP-E-------V-------E-G-----------------------------------------V----------------------------------P------P------------------------T---EL----PRHIQ-AL-REEAA-----E--E-----------------E--------------------E----------------------------------------P--E----------------RH--------------W--ARD----IQLLWDD---PRCF-----------PEPA----------T---------------S------------LHSPV-----A--------
WP_031159074.1 D----A----G----------L-AG-FT--A-------------------------------------------------------------------------------------------P---P-A--------------------------------A-------------VPE---HF-EV-GLNMPVPV-LLWPRAGC--P-D--------------------AA---GHPTP-----------------------------------------------------------------------------C--TGTA------F--------------------L------------------------------------------------------------D--A------L---------------------AP-H-------V-------E-G-----------------------------------------V----------------------------------A------P------------------------A---EL----PRRVQ-LL-REEAE-----A--Q-----------------E--------------------E----------------------------------------P--E----------------RH--------------W--AKG----VQLLWDD---PRCF-----------PEPA----------A---------------S------------LHTPV-----A--------
WP_030684824.1 E----A----D----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-R--------------------------------S-------P-R---LGP---HF-EV-SLNAPAPV-LLWPRAGC--E-H--------------------DG---G-------------------------------------------------D-------------------------------C--TGAA------F--------------------L------------------------------------------------------------D--Q------L---------------------AA-H-------L-------S-R-----------------------------------------L----------------------------------P------P------------------------A---EL----PRHVL-EF-REAAD-----A--A-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----IQLLWDD---PRCF-----------PDAAP---------A---------------P------------LRSPV-----A--------
WP_037661089.1 E----A----D----------L-AG-FA--A-------------------------------------------------------------------------------------------P---P-K--------------------------------S-------A-C---LNA---HF-DV-SLNAPAPV-LLWPRAEC--R-G--------------------HG---AGTDADLRT-----------------------------------------R-------------------------------C--AGST------F--------------------L------------------------------------------------------------D--R------L---------------------TE-C-------L-------S-H-----------------------------------------L----------------------------------P------P------------------------N---EL----PLHVL-AL-REIAD-----A--D-----------------D--------------------E----------------------------------------P--D----------------RH--------------W--ARD----MQLLWDD---PRCF-----------PDVAA---------A---------------P------------LRSPV-----S--------
WP_055702945.1 G----A----H----------L-AG-FT--A-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------D-H---VRP---HF-EA-SLNAPVPV-LMWPRTGC--E-G--------------------AE---DGGAADHRG-----------------------------------------H-------------------------------C--TGTA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-H-------L-------A-A-----------------------------------------L----------------------------------P------P------------------------A---EL----PRHVL-TL-REMAD-----A--A-----------------D--------------------E----------------------------------------P--E----------------KH--------------W--ARD----VQLLWDD---PRCF-----------PGTA----------A---------------P------------LHSPV-----A--------
EFL31901.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078945462.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-R---TRP---HF-DT-SLTAPAPV-IVWSRDGC--G-S--------------------GQ---ED------------------------------------------CSGTD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-C-------L-------T-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVL-AL-REEAD-----A--E-----------------D--------------------E-------------------------------------------------------------H--------------W--AHG----IQLLWDD---PRVF-----------TDPHAVA---A---A---------------H------------ARTPV-----A--------
GAP50096.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-R---TRP---HF-DT-SLTAPAPV-IVWSRDGC--G-S--------------------GQ---ED------------------------------------------CSGTD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-C-------L-------T-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVL-AL-REEAD-----A--E-----------------D--------------------E-------------------------------------------------------------H--------------W--AHG----IQLLWDD---PRVF-----------TDPHAVA---A---A---------------H------------ARTPV-----A--------
WP_010042271.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-R---TRP---HF-DT-SLTAPAPV-IVWSRDGC--G-S--------------------GQ---ED------------------------------------------CSGAD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-C-------L-------R-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRIL-AL-REEAD-----A--E-----------------E--------------------D-------------------------------------------------------------H--------------W--AHG----IQLLWDD---PRVF-----------TDPHAVA---A-------------------H------------ARTPV-----A--------
WP_020275247.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-R---TRP---HF-DT-SLTAPAPV-IVWSRDGC--G-S--------------------GQ---ED------------------------------------------CSGAD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------L-------K-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRIL-AL-REEAD-----A--E-----------------E--------------------D-------------------------------------------------------------H--------------W--AHG----IQLLWDD---PRVF-----------TDPHAVA---A---A---------------H------------ARTPV-----A--------
WP_033306174.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------A-R---TRP---HF-DT-SLTAPAPV-IVWSRGGC--D-S--------------------GQ---EE------------------------------------------CAGAD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-H-------V-------M-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVL-AL-REEAH-----A--E-----------------E--------------------D-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PRVF-----------ADPHAVA---A---A---------------H------------ARSPV-----A--------
AMW10309.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------A-R---TRP---HF-DT-SLAAPAPV-IVWSRGGC--G-S--------------------GQ---EE------------------------------------------CAGAD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DT-H-------V-------M-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVL-AL-REEAL-----A--E-----------------V--------------------D-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PR---------------------------------------------------------------------------
KJK41871.1 D----S----C----------L-AG-FG--S-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------A-R---TRP---HF-DI-SLAAPAPV-IVWSRGGC--G-S--------------------GQ---EE------------------------------------------CAGAD-G-------------------------------C--TGKT------F--------------------L------------------------------------------------------------D--A------L---------------------DA-H-------V-------V-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRQVL-AL-REEAH-----A--E-----------------E--------------------D-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PRVF-----------TDPHALA---A---A---------------H------------TRSPV-----A--------
WP_030836707.1 D----A----C----------L-AG-FG--T-------------------------------------------------------------------------------------------A---P-A--------------------------------T-------A-R---TRP---QF-DI-SLTAPAPV-IVWSRGGC--G-S--------------------GQ---EE------------------------------------------CAGAD-G-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--A------L---------------------DA-H-------V-------M-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHVL-AL-REEAL-----A--E-----------------E--------------------D-------------------------------------------------------------H--------------W--AHG----IQLLWDD---PRLF-----------TDPHAVT---A---A---------------H------------ARSPV-----A--------
WP_037672152.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------A-R---TRP---HF-DT-SLTAPAPV-IVWSRTGC--L-S--------------------GE---EG------------------------------------------CGGAD-D-------------------------------C--TGKA------F--------------------L------------------------------------------------------------D--E------L---------------------DA-C-------L-------S-E-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRVF-----------TDPHATA---S---A---------------H------------AQSPV-----A--------
SER87505.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------P-R---TRP---HF-DT-SLNAPAPM-VIWSREGC--A-A--------------------GP---DEP-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------L-------T-D-----------------------------------------I----------------------------------P------P------------------------A---QL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHA----IQLLWDD---PRVF-----------TDPHGEA---P---A---------------H------------T-HSP-----V-A------
WP_079662556.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------S-------P-R---TRP---HF-ES-SLNAPAPI-VVWSREGC--A-T--------------------GP---DEP-----------------------------------------CAGGD-G-------------------------------C--AGKV------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------L-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRRVL-AL-REEAD-----V--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHD----IQLLWDD---PRVF-----------TDPHGEV---P---A---------------H------------A-HSP-----V-A------
WP_028806359.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-H---TRP---HF-DT-SLNAPAPM-VIWSREGC--A-G--------------------GP---DAS-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------V-------S-G-----------------------------------------V----------------------------------S------P------------------------V---EL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHD----IQLLWDD---PRLF-----------ADPHGDA---A---G---------------H------------P-HSP-----V-T------
WP_054238171.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-H---TRP---HF-DT-SLNAPAPM-VIWSREGC--A-G--------------------GP---DAS-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------V-------S-G-----------------------------------------V----------------------------------S------P------------------------V---EL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHD----IQLLWDD---PRLF-----------ADPHGDA---A---G---------------H------------P-HSP-----V-T------
KPI32270.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-H---TRP---HF-DT-SLNAPAPM-VIWSREGC--A-G--------------------GP---DAS-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------V-------S-G-----------------------------------------V----------------------------------S------P------------------------V---EL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHD----IQLLWDD---PR---------------------------------------------------------------------------
WP_057599900.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-H---TRP---HF-DT-SLNAPAPM-VVWSRDGC--A-G--------------------GP---DAS-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DS-C-------V-------S-G-----------------------------------------V----------------------------------S------P------------------------A---EL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AQD----IQLLWDD---PRLF-----------ADPHGDA---P---G---------------L------------P-RSP-----V-T------
WP_062649300.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-T--------------------------------A-------S-H---TRP---HF-DT-SLNAPAPM-VVWSREGC--A-G--------------------GP---DAS-----------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DT-C-------V-------S-A-----------------------------------------V----------------------------------S------P------------------------A---EL----PRRVL-AL-REEAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--AHD----IQLLWDD---PRLF-----------ADPHGDA---A---A---------------R------------PLHSP-----V-T------
WP_085214153.1 E----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------P-R---TRP---HF-DT-TLTAPAPL-VVWSRGGC--A-A--------------------GA---EEA-----------------------------------------CAGGD-G-------------------------------C--AGKS------F--------------------L------------------------------------------------------------D--E------L---------------------DA-C-------V-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRAVL-AL-REEAD-----A--E-----------------E--------------------G-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRVF-----------TDPHGRD---G---A---------------L------------P-HSP-----V-T------
OOQ51851.1 E----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------P-R---TRP---HF-DT-TLTAPAPL-VVWSRGGC--A-A--------------------GA---EEA-----------------------------------------CAGGD-G-------------------------------C--AGKS------F--------------------L------------------------------------------------------------D--E------L---------------------DA-C-------V-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRAVL-AL-REEAD-----A--E-----------------E--------------------G-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PR---------------------------------------------------------------------------
KUN87226.1 D----A----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------S-R---TRP---HF-DT-SLTAPAPV-VIWSRGGC--A-G--------------------GA---EG------------------------------------------CAGGD-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--E------L---------------------DA-C-------V-------S-A-----------------------------------------V----------------------------------P------P------------------------A---EL----PREVL-AL-REEAD-----A--D-----------------E--------------------G-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRVF-----------TDPHGDA---P---A---------------H------------A-R----------------
WP_050373510.1 D----A----C----------L-AG-FS--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------Q-R---TRA---HF-DV-TLVAPAPI-VVWSREGC--D-S--------------------GP---QEE-----------------------------------------CAGGV-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--Q------L---------------------DS-R-------V-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIM-EL-REEAA-----A--E-----------------E--------------------E-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PRLF-----------PD---LP---A---A---------------H------------SHSPV-----A--------
KND29725.1 D----A----C----------L-AG-FS--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------Q-R---TRA---HF-DV-TLVAPAPI-VVWSREGC--D-S--------------------GP---QEE-----------------------------------------CAGGV-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--Q------L---------------------DS-R-------V-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIM-EL-REEAA-----A--E-----------------E--------------------E-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PRLF-----------PD---LP---A---A---------------H------------SHSP---------------
WP_010354763.1 D----A----C----------L-AG-FS--T-------------------------------------------------------------------------------------------A---P-A--------------------------------A-------Q-R---TRA---HF-DV-TLVAPAPI-VVWSREGC--D-S--------------------GP---QEE-----------------------------------------CAGGV-G-------------------------------C--AGKT------F--------------------L------------------------------------------------------------D--Q------L---------------------DS-R-------V-------S-G-----------------------------------------V----------------------------------P------P------------------------A---EL----PRHIM-EL-REEAA-----A--E-----------------E--------------------E-------------------------------------------------------------H--------------W--ARG----IQLLWDD---PRLF-----------PD---LP---T---A---------------H------------SHSPV-----A--------
KUN39653.1 D----S----C----------L-VG-FG--A-------------------------------------------------------------------------------------------A---P-S--------------------------------A-------V-R-----A---HF-TT-SLTAPAPL-VAWSRRGC--P-G--------------------GA---PGPHP---------------------------------------CTGGD-G-------------------------------C--TGKT------F--------------------L------------------------------------------------------------D--A------L---------------------DA-C-------L-------A-D-----------------------------------------R----------------------------------P------P------------------------A---EL----PRRVW-EL-RLEAD-----A--E-----------------D--------------------D-------------------------------------------------------------H--------------W--ARD----LQLLWDD---PRAF-----------PDPHATG---P---A---------------H------------AR-----------------
SDO92340.1 E----V----C----------L-AG-FG--A-------------------------------------------------------------------------------------------T---S-R--------------------------------A-------A-R---TRP---HF-ET-SITAPAPV-IVWSRQGC--D-P--------------------GE---AE------------------------------------------CAGSS-D-------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------DD-L-------V-------C-R-----------------------------------------V----------------------------------P------P------------------------A---QL----PRRVL-SL-RQRAE-----A--E-----------------D--------------------D-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRRF-----------TDPH-TA---A---V---------------H------------TRSPV-----A--------
WP_062144106.1 E----V----C----------P-AG-FG--A-------------------------------------------------------------------------------------------T---P-R--------------------------------S-------A-R---TRP---HF-ET-SLTAPAPV-IVWSRRGC--D-P--------------------EE---AD------------------------------------------CDGTS-D-------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------DT-L-------V-------S-R-----------------------------------------V----------------------------------P------P------------------------T---QL----PRRVL-SL-RQRAD-----A--E-----------------D--------------------D-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRRF-----------TDPH-TT---A---V---------------H------------RRSPV-----A--------
SED44989.1 E----E----C----------L-AG-FG--A-------------------------------------------------------------------------------------------T---S-D--------------------------------A-------A-R---TRP---HF-ET-SLTAPAPV-IVWSRRGC--D-P--------------------DR---AD------------------------------------------CTGAS-D-------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------DT-L-------V-------S-H-----------------------------------------V----------------------------------P------P------------------------A---QL----PRQVL-NL-RQLAD-----A--E-----------------E--------------------E-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRRF-----------TDPH-AT---A---V---------------H------------RRSPV-----A--------
SEC39299.1 E----E----C----------L-AG-FG--A-------------------------------------------------------------------------------------------T---S-D--------------------------------A-------A-R---TRP---HF-ET-SLTAPAPV-IVWSRRGC--D-P--------------------DR---AD------------------------------------------CTGAS-D-------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--A------L---------------------DT-L-------V-------S-H-----------------------------------------V----------------------------------P------P------------------------A---QL----PRQVL-NL-RQLAD-----A--E-----------------E--------------------E-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRR--------------------------------------------------------------------------
WP_067017196.1 G----A----G----------L-AG-FG--A-------------------------------------------------------------------------------------------A---P-H--------------------------------S-------A-R---TRP---HF-ET-SLTVPVPV-IVWSRSGC--D-A--------------------GE---TG------------------------------------------CADG----------------------------------C--PGAA------F--------------------L------------------------------------------------------------D--A------V---------------------DT-H-------V-------S-P-----------------------------------------V----------------------------------P------P------------------------A---GI----PRRVL-AL-REAAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--ARD----LQLLWDD---PRRF-----------TDQH-AT---A---V---------------H------------AQVPV-----A--------
KUO22463.1 G----A----G----------L-AG-FG--A-------------------------------------------------------------------------------------------A---P-H--------------------------------S-------A-R---TRP---HF-ET-SLTVPVPV-IVWSRSGC--D-A--------------------GE---TG------------------------------------------CADG----------------------------------C--PGAA------F--------------------L------------------------------------------------------------D--A------V---------------------DT-H-------V-------S-P-----------------------------------------V----------------------------------P------P------------------------A---GI----PRRVL-AL-REAAD-----A--E-----------------D--------------------G-------------------------------------------------------------H--------------W--ARD----LQLLWDD---PRR--------------------------------------------------------------------------
WP_063826065.1 E----P----C----------L-AG-FA--A-------------------------------------------------------------------------------------------A---P-G--------------------------------T-------D-R---TRE---HF-RT-SVIAPAPV-VVWSRRGC--A-A---------------------E---SD------------------------------------------CADA----------------------------------C--PGSA------F--------------------L------------------------------------------------------------D--K------L---------------------DA-H-------A-------A-R-----------------------------------------V----------------------------------R------P------------------------A---DL----PRSVL-AL-RRKAA-----T--Q-----------------D--------------------G-------------------------------------------------------------H--------------W--ATD----IQLLWDD---PRCF-----------TDPH-EE---G---A---------------H------------MRSPV-----A--------
WP_067432107.1 E----H----C----------L-AG-FA--T-------------------------------------------------------------------------------------------A---P-D--------------------------------A-------A-R---TSE---HF-KT-SLTAPAPV-IVWSRRGC--G-E---------------------P---DG------------------------------------------CGDD----------------------------------C--PGTA------F--------------------L------------------------------------------------------------D--E------L---------------------DA-H-------V-------S-R-----------------------------------------I----------------------------------P------P------------------------A---EL----PRTVL-TL-RRKAE-----A--K-----------------D--------------------G-------------------------------------------------------------H--------------W--ARD----IQLLWDD---PRCF-----------TDPH-EE---V---A---------------H------------LRSPV-----A--------
SCK33571.1 D----G----Q----------M-MG-FT--A-------------------------------------------------------------------------------------------P---P-T--------------------------------S-------P-R---MKR---LF-AA-GLNGSVPV-LLWPRTGC--D-G--------------------RH---G---------------------------------------------DGE-P-------------------------------C--AGRE------F--------------------L------------------------------------------------------------D--E------L---------------------TA-Y-------V-------A-R-----------------------------------------L----------------------------------P------P------------------------A---EL----PSHIR-AL-RSVVY-----L--S-----------------D--------------------D----------------------------------------P--G----------------SH--------------W--ARD----LTLLWED---PRCF-----------PEPP----------G---------------H------------AASPV-----G--------
WP_073794228.1 D----G----Q----------M-MG-FT--A-------------------------------------------------------------------------------------------P---P-T--------------------------------S-------P-R---MKR---LF-AA-GLNGSVPV-LLWPRTGC--D-G--------------------RH---G---------------------------------------------DGE-P-------------------------------C--AGRE------F--------------------L------------------------------------------------------------D--E------L---------------------TA-Y-------V-------A-R-----------------------------------------L----------------------------------P------P------------------------A---EL----PSHIR-AL-RSVVY-----L--S-----------------D--------------------D----------------------------------------P--G----------------SH--------------W--ARD----LTLLWED---PRCF-----------PEPP----------G---------------H------------AASPV-----G--------
SDK59263.1 G----V----D----------L-LG-LG--A-------------------------------------------------------------------------------------------P---P------------------------------------------G-R---VRE---AF-KA-GLNAPVPA-VIWPRTGC--A-G--------------------AP--------------------------------------------------HE-A-------------------------------C--SSNE------F--------------------L------------------------------------------------------------D--R------L---------------------AQ-R-------L-------A-Q-----------------------------------------L----------------------------------P------P------------------------G---EL----PDAVY-EL-RLDAF-----D--A-----------------G--------------------P----------------------------------------H--G---GG-----------AH--------------W--AHD----LSLLWED---PRAL-----------PETV----------P---------------F------------AGSPV-----A--------
WP_052580034.1 D----A----D----------F-LG-LG--A-------------------------------------------------------------------------------------------P---P------------------------------------------G-R---ARA---AF-KA-GINAPVPA-VIWPRSGC--G-G--------------------VP--------------------------------------------------HD-A-------------------------------C--TGKE------F--------------------L------------------------------------------------------------D--R------L---------------------AE-E-------L-------A-G-----------------------------------------L----------------------------------P------P------------------------A---EL----PEFIY-KL-RLDAL-----E--A-----------------D---------------------------------------------------------------------G-----------GH--------------W--AQD----LSLLWED---PRAL-----------PETT----------P---------------F------------LDSPV-----G--------
WP_028800982.1 G----A----D----------M-VG-FA--A-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------G-G---TRR---LF-QA-SLNAAVPV-MFWPRTGC--R-G--------------------DH---RG-------------------------------------------AAHE-D-------------------------------C--TGAA------F--------------------L------------------------------------------------------------D--R------L---------------------AE-H-------L-------A-D-----------------------------------------L----------------------------------P------P------------------------S---EL----PSHIH-EL-REAAY-----A--S--------------------------------------D----------------------------------------A--S---EP------------H--------------W--AYD----LALLWED---PRCL-----------PDPV----------G---------------Y------------LHSPV-----G--------
WP_028808839.1 D----A----D----------M-VG-FG--V-------------------------------------------------------------------------------------------P---P-R--------------------------------G-------A-G---AAR---LF-RA-TLNAAVPV-LVWPRSGC--H-G--------------------RN-------------------------------------------------PHE-G-------------------------------C--RGAV------F--------------------L------------------------------------------------------------D--H------L---------------------AE-H-------L-------A-D-----------------------------------------L----------------------------------P------P------------------------K---EL----PAHVH-LL-REKAY-----A--S--------------------------------------P----------------------------------------E--T---EP------------H--------------W--AHD----LALLWED---PRCL-----------PDPV----------G---------------Y------------RHTPV-----A--------
WP_033530193.1 S----T----D----------M-VG-FG--T-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------E-G---VRQ---LL-RA-TLNAPAPA-ILWPRNNC--K-G--------------------GA------------------------------------------------APHD-D-------------------------------C--QGTA------F--------------------L------------------------------------------------------------N--H------L---------------------DE-Q-------L-------A-G-----------------------------------------R----------------------------------P------L------------------------R---DL----PAYIH-EL-REAAC-----S--V-----------------E--------------------D----------------------------------------G--S---DSRAT-------ERH--------------W--AHD----LTLMWED---PRCL-----------PDPD----------S---------------F------------QELPV--------------
WP_079158698.1 S----T----D----------M-VG-FG--T-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------E-G---VRQ---LL-RA-TLNAPAPA-VLWPRNNC--K-G--------------------GA------------------------------------------------APHD-D-------------------------------C--QGTA------F--------------------L------------------------------------------------------------N--H------L---------------------DE-N-------L-------A-G-----------------------------------------R----------------------------------P------L------------------------R---DL----PAYIH-EL-REAAC-----S--V-----------------E--------------------N----------------------------------------G--S---DPRAV-------ERH--------------W--AHD----LTLLWED---PRCL-----------PDPD----------G---------------F------------QELPV--------------
WP_078935569.1 S----T----D----------A-VG-FG--T-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------D-G---VRQ---LL-HA-TLNAPAPA-VLWPRTSC--K-G--------------------GS------------------------------------------------LPHD-G-------------------------------C--QGTA------F--------------------L------------------------------------------------------------N--S------L---------------------DE-H-------L-------V-G-----------------------------------------R----------------------------------P------L------------------------R---DL----PAYIH-EL-REAAC-----A--V-----------------E--------------------A----------------------------------------A--S---EPGPD-------GRH--------------W--AHD----LTLLWED---PRCL-----------PDPD----------S---------------F------------QELPV--------------
WP_079104734.1 S----T----D----------A-VG-FG--T-------------------------------------------------------------------------------------------P---P-R--------------------------------A-------D-G---VRQ---LL-HA-TLNAPAPA-VLWPRTSC--K-G--------------------GS------------------------------------------------LPHD-G-------------------------------C--QGTA------F--------------------L------------------------------------------------------------N--R------L---------------------DE-H-------L-------V-G-----------------------------------------R----------------------------------P------L------------------------R---DL----PAYIH-EL-REAAC-----A--V-----------------E--------------------A----------------------------------------A--S---EPGPD-------GRH--------------W--AHD----LTLLWED---PRCL-----------PDPD----------S---------------F------------QELPV--------------
WP_030350675.1 V----V----G----------P-VG-LT--R-------------------------------------------------------------------------------------------P---P-K--------------------------------S-------P-R---DR----LH-TA-VLDAPAPI-VLWPRTGC--A-G--------------------G------------------------------------------------ASCGG-S-------------------------------C--RGAE------F--------------------L------------------------------------------------------------N--A------L---------------------AD-Q-------L-------S-V-----------------------------------------L----------------------------------P------P------------------------G---DL----PERIF-EL-RKSAF-----G--H-----------------D--------------------G----------------------------------------P--E----------------PH--------------W--AAD----LSFVWED---PRWF-----------PDVP----------P---------------L------------SQSPV-----G--------
WP_052744285.1 V----A----G----------P-VG-LT--R-------------------------------------------------------------------------------------------P---P-K--------------------------------G-------P-R---DRA---LY-GA-VLDAPAPI-VLWPRTGC--P-G--------------------G------------------------------------------------ALCGA-S-------------------------------C--QGEE------F--------------------L------------------------------------------------------------N--R------L---------------------AE-Q-------L-------S-V-----------------------------------------L----------------------------------P------P------------------------G---EL----PERIF-EL-RKRAF-----H--H-----------------E--------------------G----------------------------------------P--E----------------PH--------------W--AAE----LSFVWDD---PRWF-----------PDVA----------R---------------L------------SRSPV-----S--------
WP_073748475.1 V----Y----G----------P-VG-FA--R-------------------------------------------------------------------------------------------A---P-K--------------------------------T-------L-R---DRD---LH-AA-ALDAPAPI-VLWPRTGC--S-D--------------------G------------------------------------------------AHCSG-R-------------------------------C--SGGR------F--------------------L------------------------------------------------------------D--S------L---------------------AQ-Q-------L-------S-A-----------------------------------------L----------------------------------P------P------------------------S---EL----PQRVF-EL-RKQAF-----L--H-----------------E--------------------G----------------------------------------A--E----------------PH--------------W--AAD----LSLVWED---PRWF-----------PEVR----------P---------------L------------YHSPV-----G--------
WP_079182681.1 R----E----S----------A-VG-YG--A-------------------------------------------------------------------------------------------P---P-T--------------------------------T-------D-Q---TRG---LL-HA-GLNAAVPV-IAWPRSGC--S-C--------------------GQ---NRD-----------------------------------------ASAAH-S-------------------------------C--AGTR------F--------------------L------------------------------------------------------------D--S------L---------------------EE-Q-------L-------A-S-----------------------------------------L----------------------------------P------P------------------------S---DL----PHHIR-LL-RGEAF-----M--A-----------------E--------------------E----------------------------------------S--E----------------PH--------------W--ATD----LTIVWED---PRWF-----------PEAH----------I---------------Y------------PQSPI-----S--------
WP_078911260.1 V----H----S----------P-VG-LG--R-------------------------------------------------------------------------------------------P---P-K--------------------------------L-------A-E---SRR---LL-AA-ALNAGMPV-IAWSRTAC--T-V--------------------T-----HD-----------------------------------------PDVEV-H-------------------------------C--AGEE------F--------------------L------------------------------------------------------------D--Q------L---------------------KK-R-------L-------K-D-----------------------------------------V----------------------------------S------P------------------------A---DL----PADIH-VL-RKDAH-----L--R-----------------K--------------------D----------------------------------------E--E----------------AR--------------W--AKG----LTLLWEA---PPLF-----------PEPR----------G---------------Y------------RQSPV-----E--------
WP_018530948.1 -----A----D----------V-IG-FA--R-------------------------------------------------------------------------------------------P---P-G--------------------------------T-------A-----PDP---SF-DA-ALTKPVPA-LLWPRGDC--G-A--------------------PH---EP-------------------------------------------G--T-E-------------------------------C--AGAT------F--------------------L------------------------------------------------------------D--R------L---------------------EP-F-------L-------S-G-----------------------------------------T----------------------------------D------L------------------------T---EL----PQQMK-EL-REEAD-----S--D-----------------N--------------------D-------------------------------------------------------------H--------------W--AGD----VQLLWDA---PHCL-----------PDPRDSP---A---R----------------------------HRSPV-----A--------
WP_030267411.1 R----V----E----------L-PA-LP--G-------------------------------------------------------------------------------------------P---P-R--------------------------------G-------A-P---YEP---LL-AA-ALRAGVPA-VLWPGETC--T-A--------------------DH---THT---------------------------------------------R-T-------------------------------C--RNER------F--------------------L------------------------------------------------------------A--R------L---------------------AE-E-------L-------A-D-----------------------------------------V----------------------------------A------P------------------------A---DL----PRRVR-EL-RHEAE-----E--A-----------------A--------------------D----------------------------------------P--S---Q-------------H--------------W--AAG----LVLLWED---PAVL-----------PGPHRPY---R---V---------------V------------P-TA---------------
WP_082119792.1 R----A----D----------L-PV-LP--G-------------------------------------------------------------------------------------------P---P-K--------------------------------G-------S-P---YEP---LL-AA-ALKAGAPA-VLWTQHAC--I-T--------------------DH---AQV---------------------------------------------E-T-------------------------------C--RNTR------F--------------------L------------------------------------------------------------A--R------L---------------------AA-E-------L-------A-E-----------------------------------------L----------------------------------Q------P------------------------D---DL----PRRVR-EL-RHQAE-----E--G-----------------E--------------------D----------------------------------------P--G---G-------------H--------------W--SAG----LVLLWED---PQVV-----------PSPHRPY---G---V---------------A------------P-TA---------------
WP_057241199.1 R----P----Q----------L-PA-LP--G-------------------------------------------------------------------------------------------L---P-K--------------------------------D-------R-P---YGP---LL-DA-ALSAGAHA-VIWPEWSC--G-E--------------------RH---HPG---------------------------------------------R-N-------------------------------C--RGSR------F--------------------T------------------------------------------------------------A--R------L---------------------AV-E-------L-------A-G-----------------------------------------T----------------------------------P------P------------------------G---EL----PSRIK-EL-RHQAE-----E--S-----------------G--------------------D----------------------------------------P--A---G-------------H--------------W--AAG----LVLLWED---PQLL-----------PSPHRPY---P---V---------------A------------P-TV---------------
WP_012784683.1 -----T---------------G-LG-LV--N-------------------------------------------------------------------------------------------P---P-TS----R--------------------------H-------R-R---SRR---LL-DE-AVQDGVPL-LVWSASDC--G-V--------------------DH---ADPQNV---------------------------------------S--V-L-------------------------------C--AGPY------F--------------------Q------------------------------------------------------------G--I------A---------------------EE-A-------L-------R-D-----------------------------------------V----------------------------------V------L------------------------E---DV----PHRLF-AK-RSQAG-----A-------------------------------------------------------------------------------------------------------E--------------E--LDA----VALFWDN---PGLG-----------HEENLLT---E---P---------------C------------YP-----------------
KIR65540.1 -----P----A----------G-AL-LP--G-------------------------------------------------------------------------------------------P---T-T--------------------------------D-------R-A---RRT---LL-EV-ALRAGTPV-ALWSRVGC--E-R--------------------HG---GPD-----------------------------------------GA--G-T-------------------------------C--RGEA------F--------------------L------------------------------------------------------------A--D------L---------------------EP-R-------L-------R-H-----------------------------------------R----------------------------------P------I------------------------G---AL----PLDVR-QL-RAAAV-----E--------------------A--------------------R----------------------------------------D--E---N-------------H--------------C--GHR----LVLLWDN---PFRR-----------FRGTSTL-------------------------------------------------------
WP_082106226.1 -----P----A----------G-AL-LP--G-------------------------------------------------------------------------------------------P---T-T--------------------------------D-------R-A---RRT---LL-EV-ALRAGTPV-ALWSRVGC--E-R--------------------HG---GPD-----------------------------------------GA--G-T-------------------------------C--RGEA------F--------------------L------------------------------------------------------------A--D------L---------------------EP-R-------L-------R-H-----------------------------------------R----------------------------------P------I------------------------G---AL----PLDVR-QL-RAAAV-----E--------------------A--------------------R----------------------------------------D--E---N-------------H--------------C--GHR----LVLLWDN---PFRR-----------FRGTSTL-------------------------------------------------------
SCE64849.1 -----P----A----------G-VL-LP--G-------------------------------------------------------------------------------------------P---T-T--------------------------------D-------R-A---RRT---LL-EV-ALRAGTPV-ALWSRVGC--E-R--------------------HG---GPG-----------------------------------------GA--G-A-------------------------------C--RGEA------F--------------------L------------------------------------------------------------A--D------L---------------------EP-R-------L-------R-H-----------------------------------------R----------------------------------P------I------------------------G---AL----PLDVR-QL-RAAAV-----E--------------------A--------------------R----------------------------------------D--E---N-------------H--------------C--GHR----LVLLWDN---PFRR-----------FRGASTL-------------------------------------------------------
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WP_016698042.1 G----Q----T----------A-LA-LA--N-------------------------------------------------------------------------------------------P---P-T--------------------------------E-------P-S---TGD---VI-VE-GLFAGVPV-LLWRRDLC--D-L--------------------HY---SGSLG-------------------------------------SGTD--E-A-------------------------------C--AGTR------F--------------------L------------------------------------------------------------D--T------L---------------------DK-S-------L-------Q-G-----------------------------------------V----------------------------------G------V------------------------T---DL----PWKVR-DL-RNMAT-----Q--P-----------------G--------------------A----------------------------------------D--D---D-------------H--------------P--GHQ----VVLLWED---PERR-----------PPDEYPL-------------------------------------------------------
WP_030105402.1 G----Q----T----------A-LA-LA--N-------------------------------------------------------------------------------------------P---P-T--------------------------------E-------P-S---TGE---VI-VE-GLFAGVPV-LLWRRDLC--D-L--------------------HY---SDSPG-------------------------------------SGTG--E-S-------------------------------C--AGTR------F--------------------L------------------------------------------------------------D--T------L---------------------DR-S-------L-------Q-G-----------------------------------------V----------------------------------G------V------------------------T---DL----PWKVR-DL-RNMAT-----Q--P-----------------G--------------------A----------------------------------------D--D---D-------------H--------------P--GHQ----VVLLWED---PERR-----------PPDEYPL-------------------------------------------------------
WP_010310066.1 G----H----A----------A-LG-LP--G-------------------------------------------------------------------------------------------P---P-E--------------------------------T-------D-L---PHE---AL-VA-GLFAGLRV-AVWRRTRC--E-D--------------------HD---LADFS-------------------------------------T-----Q-P-------------------------------C--AGDR------F--------------------R------------------------------------------------------------D--E------L---------------------SG-K-------L-------L-G-----------------------------------------V----------------------------------N------V------------------------A---QL----PRVVK-DL-RNAAA-----Q--Q--------------------------------------V----------------------------------------G--T---E-------------H--------------C--GRD----VVLLW-D---LGRR-----------PEAMYL--------------------------------------------------------
WP_081438571.1 A----A----D----------ALVL-LQ--A-------------------------------------------------------------------------------------------R---P-R--------------------------------D-------E-P---AWL---AL-AA-GVLNGLAI-AFWPREDC--D-D--------------------AS---R-----------------------------------------CGSI--G-R-------------------------------C--SGAN------F--------------------Q------------------------------------------------------------R--D------L---------------------AS-E-------L-------D-G-----------------------------------------T----------------------------------L------A------------------------D---AI----PGRSI-KI-RRKRR-----V--D-----------------G----------------------------------------------------------------------------------------------------RPG----LVFFWNK---PTQP-----------FRYVTPE---D---L---------------P------------V-AR---------------
SCG36832.1 L----L----S----------A-VA-LP--G-------------------------------------------------------------------------------------------P---P-D--------------------------------D-------A-P---SRV---AL-EV-ALPEGVPA-LAWCGMRC--E-K--------------------CS---G-----------------------------------------------D-A-------------------------------C--PVRL------F--------------------Q------------------------------------------------------------S--A------L---------------------AG-S-------L-------A-E-----------------------------------------T----------------------------------R------H------------------------D---AL----PQRVL-EL-RRAAA-----A--D--------------------------------------------------------------------------------------N-------------H--------------W--GRD----LVLLWDD---PTRR-----------PPRQQML-------------------------------------------------------
WP_091056316.1 L----L----S----------A-VA-LP--G-------------------------------------------------------------------------------------------P---P-D--------------------------------D-------A-P---SRV---AL-EV-ALPEGVPA-LAWCGMRC--E-K--------------------CS---G-----------------------------------------------D-A-------------------------------C--PVRL------F--------------------Q------------------------------------------------------------S--A------L---------------------AG-S-------L-------A-E-----------------------------------------T----------------------------------R------H------------------------D---AL----PQRVL-EL-RRAAA-----A--D--------------------------------------------------------------------------------------N-------------H--------------W--GRD----LVLLWDD---PTRR-----------PPRQQML---P---P---------------G------------E-AE---------------
WP_089154132.1 Q----L----S----------T-VA-LP--G-------------------------------------------------------------------------------------------P---P-D--------------------------------A-------A-P---SRV---AL-EV-ALPEGVPA-LTWCGTRC--Q-E--------------------CA---G-----------------------------------------------D-A-------------------------------C--PVRL------F--------------------Q------------------------------------------------------------D--G------L---------------------QD-W-------L-------A-D-----------------------------------------T----------------------------------R------H------------------------D---AL----PQRFL-EL-RRAAA-----A--D--------------------------------------------------------------------------------------G-------------H--------------W--GRD----LVLLWDD---PRRR-----------PPRQQML---P---P---------------G------------E-AE---------------
WP_026211908.1 G----R----A----------A-LV-LH--G-------------------------------------------------------------------------------------------P---H-D--------------------------------E-------G-P---ARI---AL-ET-GLFAGVPV-MIWRRAAC--A-P--------------------A------------------------------------------------------S-------------------------------C--VAAD------F--------------------Y------------------------------------------------------------P--G------L---------------------RE-G-------L-------Q-G-----------------------------------------L----------------------------------R------A------------------------A---QL----PEGIR-DL-RSRR------------------------------------------------------------------------------------------------H-------------H--------------C--GQD----VVLLWDD---PGRR-----------PHLHLMT-------------------------------------------------------
WP_030595461.1 S----L----A----------A-LV-LA--G-------------------------------------------------------------------------------------------S---L-R--------------------------------N-------P-S---SGA---VL-EV-ALASGVPV-ILWRRSEA--H-H--------------------CS---ASAYSGCPHR---I-------------P--RGCS-------DSEDA--G-S-------------------------------C--PAEA------F--------------------F------------------------------------------------------------S--G------L---------------------RT-D-------V-------A-V-----------------------------------------A----------------------------------A------P------------------------S---QW----PERVR-QL-RGKAA-----A--A-----------------P--------------------A-------------------------------------------G---G-------------H--------------H--AKD----LVLLWDD---PERR-----------LPDAPLR-------------------------------------------------------
SEB64571.1 A----L----A----------A-LA-LA--G-------------------------------------------------------------------------------------------S---P-G--------------------------------R-------P-P---VAD---AY-TV-ALTSGVPM-MLWRRGSA--P---------------------------GPPVCGSPC-----------------------G---------IPGR--D-T-------------------------------C--PDAA------F--------------------L------------------------------------------------------------T--R------A---------------------RE-S-------L-------A-A-----------------------------------------T----------------------------------A------R------------------------D---KV----PDRIC-KL-RNDAE-----I--E-------------------------------------------AEGED----------------------------------------------------H--------------I--GEH----VVLLWDD---PSRL-----------IPRTSLV-------------------------------------------------------
WP_046591904.1 A----L----A----------A-LA-LA--G-------------------------------------------------------------------------------------------A---P-S--------------------------------R-------P-P---VGD---AY-TV-ALTSGVPM-MVWRRDST--P---------------------------DASVCDSPC-----------------------G---------IPGR--D-A-------------------------------C--PRPD------F--------------------L------------------------------------------------------------A--R------A---------------------RE-S-------L-------A-D-----------------------------------------T----------------------------------T------R------------------------D---DV----PGRIR-RL-RNEAQ-----Q--D-------------------------------------------PEDGD----------------------------------------------------H--------------I--GGR----VVVLWDD---PSRR-----------IPRTALV-------------------------------------------------------
WP_079065728.1 A----L----G----------A-LA-LA--G-------------------------------------------------------------------------------------------T---P-Q--------------------------------S-------P-P---VSD---AY-QV-AVASGVPM-MMWRRGSP--A---------------------------CERADGGRC-----------------------G---------APGR--R-T-------------------------------C--RGNG------F--------------------F------------------------------------------------------------T--E------L---------------------CA-S-------L-------D-D-----------------------------------------A----------------------------------R------R------------------------D---DL----PERIR-RL-RVEAE-----K--P-------------------------------------------PKREG----------------------------------------------------H--------------L--GGD----IVLLWDD---PRRQ-----------IPRSPLA-------------------------------------------------------
WP_030919335.1 E----L----A----------A-LA-LA--G-------------------------------------------------------------------------------------------A---P-R--------------------------------G-------G-T---LAQ---AF-RV-AVASGIPV-MLWERGTD--P-R--------------------PL---APDACATGC-----------------------T---------APGR--G-D-------------------------------C--PDGR------F--------------------L------------------------------------------------------------R--A------A---------------------RK-A-------L-------T-G-----------------------------------------T----------------------------------H------R------------------------D---AV----PDRIC-DL-RNEAE-----L--Y-----------------E--------------------DPPDTPTSPGAAPDS--------------------------P--D---A-------------P--------------L--GDR----VVLLWDD---PARQ-----------LPRTRLA-------------------------------------------------------
WP_033253340.1 G----L----T----------A-LA-LA--G-------------------------------------------------------------------------------------------A---P-R--------------------------------G-------E-A---LSR---AF-RV-AVASGVPV-MLWERGRD--P-R--------------------PL---DQDACTTGC-----------------------A---------APGR--G-D-------------------------------C--PDGR------F--------------------L------------------------------------------------------------R--A------A---------------------RK-A-------L-------T-G-----------------------------------------T----------------------------------H------R------------------------D---SL----PDRVY-DL-RNEAE-----L--H-----------------E--------------------PEHAAAPNGQAAPDG--------------------------Q--D---A-------------P--------------L--GHQ----VVLLWDD---PARQ-----------LPRTRLA-------------------------------------------------------
WP_014133535.1 G----V----A----------A-LA-LA--G-------------------------------------------------------------------------------------------S---P-R--------------------------------E-------G-E---LAQ---AF-RV-AVASGVPV-MLWERGGE--P-H--------------------SL---GADACATGC-----------------------A---------APGR--G-D-------------------------------C--AGGR------F--------------------L------------------------------------------------------------R--A------A---------------------RA-A-------L-------A-D-----------------------------------------T----------------------------------H------R------------------------D---AA----PDRVS-VL-RNEAE-----L--L-----------------------------------------VAADGPDPAPE----------------------------------P-------------P--------------L--GDR----VVLLWDD---PARR-----------LPRTRLA-------------------------------------------------------
SCL25835.1 A----L----G----------A-LV-LP--G-------------------------------------------------------------------------------------------S---P-Q--------------------------------D-------G-P---ARG---AL-EV-GLHCGVPI-VVWRRRGC--T-G--------------------QP---------------------------------------------EISH--R-D-------------------------------C--PGSR------L--------------------S------------------------------------------------------------E--A------V---------------------AA-E-------F-------G-K-----------------------------------------A----------------------------------G------R------------------------D---DV----PERIR-RL-RNRAG-----A--D-----------------G--------------------H-----------------------------------------------P-------------E--------------C--GHD----VVLLWDD---PGRR-----------LPRPRMA-------------------------------------------------------
WP_015655514.1 D----L----T----------V-LA-LP--F-------------------------------------------------------------------------------------------S---P-Q--------------------------------A-------A-A---RQH---VL-ET-ALYAGIPA-AVWTRAGC--S-A--------------------RC---RLRGAPSQGS---A----------------QGSE-------SEAAT--G-A-------------------------------C--AGAA------F--------------------R------------------------------------------------------------H--A------F---------------------AA-E-------L-------A-R-----------------------------------------S----------------------------------S------V------------------------N---EL----PELIM-KL-RVDAV-----T--S-----------------T--------------------------------------------------------------------G-------------H--------------C--GEQ----VVLLWDD---ATRK-----------LPGDGPA---L---R---------------F------------P-E----------------
ALC19576.1 S----L----S----------V-LG-IS--Y-------------------------------------------------------------------------------------------Q---P-D--------------------------------S-------G-T---AKL---AL-EA-ALYAGVPA-AIWPRTSC--P-E--------------------HS------------G---E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SCG16383.1 R----R----G----------V-LG-LA--G-------------------------------------------------------------------------------------------S----------------------------------------------W-A---TPE---RI-SS-AVASGLPV-LLWPRAAC--H-D--------------------HS---T-------------------------------------------GH--G-G-------------------------------C--AGVR------F--------------------R------------------------------------------------------------T--A------M---------------------AA-R-------L-------G-D-----------------------------------------I----------------------------------R------S------------------------D---EL----PLRIR-DL-RVEAG-----A--V-----------------D--------------------D----------------------------------------E--H---D-------------H--------------C--GRE----VTLLWDD---PRRR-----------PVQ-----------------------------------------------------------
WP_045745421.1 G----P----F----------A-LG-LA--G-------------------------------------------------------------------------------------------D----------------------------------------------W-S---RPE---HV-AG-AVAAGPPI-LLWRRLPC--Q-S--------------------DH---P-------------------------------------------PG--A-D-------------------------------C--PTVR------Y--------------------R------------------------------------------------------------Q--E------L---------------------GD-R-------L-------R-G-----------------------------------------T----------------------------------T------I------------------------D---TI----GAALR-RI-RADAA-----A--E-----------------G--------------------D----------------------------------------K--------------------H--------------C--GSG----VTLLRDD---GRRR-----------PLP-----------------------------------------------------------
WP_027344132.1 RV---A----R----------G-LG-LS--G-------------------------------------------------------------------------------------------P----------------------------------------------A-A---ARE---PV-AD-AVSAGVPV-ILWRRESC--P-R--------------------CI-----------------------------------------------SG--N-E-------------------------------C--LGAR------L--------------------R------------------------------------------------------------D--R------L---------------------GE-E-------M-------A-A-----------------------------------------------------------------------------------S------------------------P---YL----PEALR-EL-RAAAA-----Q--D-----------------P----------------------------------------------------------------D---M-------------A--------------F--AAG----VSLLWEE---RTAE-----------RFRWSLP---R---------------------------------------------------
WP_081620662.1 H----A----V----------I-AA-LE--P-------------------------------------------------------------------------------------------G---A-A--------------------------------D-------R-S---GRD---GL-HC-ALAHGFPF-LLWDRRGR--L-G----------------------------------------------------------------------------------------------------------------RA------F--------------------R------------------------------------------------------------D--R------L---------------------EQ-E-------L-------G-G-----------------------------------------G----------------------------------EQEARTAA------------------------L---RV----HGAVD-RI-RRAAR-----D--A-----------------P----------------------------------------------------------------D---G-------------G--------------E--AIR----PVLLHDD---PDRP-----------LRRFAPG---G---E---------------P------------P-A----------------
WP_063274029.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
OLZ50852.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
SDU45441.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
AGM04019.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
WP_038518396.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---SPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
WP_073847879.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---SPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
AIG79295.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---SPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
OKJ93061.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---SPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
WP_037346288.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------KP-------D-G---PPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------N---EL----PDRRK--------L-----A--N-----------------S--------------------G------------MA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
WP_007034185.1 H----W----V----------G-MV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------EP-------G-A---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAD-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
EME53023.1 H----W----V----------G-MV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------EP-------G-A---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAD-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
AJK55729.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------EP-------G-G---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------N------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAD-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
WP_061981329.1 H----W----V----------G-VV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------EP-------G-A---GPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------ATD-----------------------------------------A----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
KZB86971.1 H----W----V----------G-VV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------EP-------G-A---GPD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------ATD-----------------------------------------A----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
WP_005157858.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------VP-------G-S---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------N------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AEE-----------------------------------------R----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
OOC02373.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SP----QA------------------------VP-------G-S---APD---EL-TS-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------N------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AEE-----------------------------------------R----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
WP_044851314.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-PS----QA------------------------EP-------G-A---EPD---EL-TC-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------S------------R------------------
ANN20104.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-PS----QA------------------------EP-------G-A---EPD---EL-TC-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------I-------------------------------------------------------------
WP_037310950.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-PS----QA------------------------EP-------G-A---EPD---EL-TC-ALRSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------S----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------TA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------S------------R------------------
WP_026467422.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-SA----WV------------------------EP-------G-A---EPD---EL-TS-ALSSGLPV-VLWHPDAE----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------AAE-----------------------------------------R----------------------------------G------F------------------------I---EL----PDRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPFK---N-------------S--------------L--AHD----LVVMWDD---PKRV-----------IVLDQPL---I---P---------------T------------R------------------
WP_076160651.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-ST----QV------------------------EP-------A-A---APD---EL-TS-ALRSGLPV-ILWHPDAG----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------ATR-----------------------------------------H----------------------------------G------L------------------------R---EL----PQRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPVK---K-------------S--------------L--AHD----LVVMWDD---PDRV-----------IVLDQPL---I---P---------------A------------R------------------
OLZ52485.1 H----W----V----------G-LV-LA--K-------------------------------------------------------------------------------------------P---P-ST----QV------------------------EP-------A-A---APD---EL-TS-ALRSGLPV-ILWHPDAG----P--------------------E--------------------------------------------------------------------------------------------S------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------ATR-----------------------------------------H----------------------------------G------L------------------------R---EL----PQRRK--------L-----A--N-----------------S--------------------G------------AA--------------------------VPVK---K-------------S--------------L--AHD----LVVMWDD---PDRV-----------I-------------------------------------------------------------
WP_075128573.1 H----W----V----------G-LV-MR--E-------------------------------------------------------------------------------------------K---P-AA----RP------------------------EA-------S-A---GPD---EF-LA-ALRCGLPV-VLWHPEAG----P--------------------E--------------------------------------------------------------------------------------------E------L--------------------R------------------------------------------------------------E--L------L---------------------DW-V-------L-------GGE-----------------------------------------S----------------------------------G------F------------------------I---DL----PARRK--------L-----A--G-----------------L--------------------P------------TS--------------------------WLPG---D-------------S--------------L--AHD----LVVMWED---PKRV-----------IVLDQPL---I---P---------------N------------R------------------
WP_075137447.1 H----W----V----------G-LV-MA--K-------------------------------------------------------------------------------------------P---P-SP----QP------------------------EP-------G-A---APD---EL-MS-ALRSGLPV-IFWHPDAG----P--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------K--L------I---------------------AE-V-------L-------PDG-----------------------------------------S----------------------------------G------L------------------------M---DR----LRKQK--------L-----H--D-----------------S--------------------G------------T----------------------------VNN---N-------------S--------------L--VRD----LVVMWDD---PKRV-----------IVLDQPV---D---P---------------T------------E------------------
SDF68729.1 R----W----I----------G-LL-MD--E-------------------------------------------------------------------------------------------P---P-SA----HP------------------------ES-------R-A---APE---SL-TA-ALRAGLPV-VLWHPHAT----P--------------------G--------------------------------------------------------------------------------------------E------L--------------------R------------------------------------------------------------A--L------V---------------------DR-L-------A-------GGP-----------------------------------------G----------------------------------G------V------------------------L---DL----PEQRR--------A-----A--H-----------------L--------------------A------------AG-----------------------------P---D-------------D--------------L--VRD----LVVLWDD---PTRT-----------LVLDRPV---D---Q---------------A------------Q------------------
WP_051784248.1 R----W----I----------G-LV-MD--E-------------------------------------------------------------------------------------------P---P-SA----RP------------------------ES-------R-T---APD---PL-TA-ALRAGLPV-ILWHPSAT----S--------------------E--------------------------------------------------------------------------------------------N------L--------------------R------------------------------------------------------------P--L------V---------------------DR-L-------A-------GGP-----------------------------------------G----------------------------------G------V------------------------L---DL----PEQRR--------A-----A--H-----------------L--------------------S------------AG-----------------------------A---D-------------D--------------L--VRD----LVVLWDD---PHRT-----------FVFDQPS---S---N---------------P------------A------------------
SER48083.1 T----W----V----------G-MV-MD--E-------------------------------------------------------------------------------------------P---P-SA----HP------------------------DP-------S-S---GPD---AL-TA-ALRAGVPL-VVWHPRAS----A--------------------A--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------D--L------V---------------------GR-L-------V-------TGE-----------------------------------------G----------------------------------G------I------------------------S---GV----PARHR--------A-----A--H-----------------L--------------------A------------AT-----------------------------E---D-------------D--------------L--IRN----LVVLLDD---PNRK-----------IGPGGPP-------P---------------T------------S------------------
SES49406.1 T----W----V----------G-MV-MD--E-------------------------------------------------------------------------------------------P---P-SA----HP------------------------DP-------S-A---GPD---AL-TA-ALRAGVPL-VIWHPQAG----A--------------------E--------------------------------------------------------------------------------------------E------L--------------------R------------------------------------------------------------D--L------V---------------------SR-L-------L-------LD-----------------------------------------------------------------------------G------I------------------------P---GV----PGRHR--------D-----A--H-----------------L--------------------A------------AT-----------------------------D---D-------------G--------------L--VKD----LVVLLDD---PNRK-----------IVPGGPS---S---P---------------T------------S------------------
WP_052684475.1 T----W----V----------G-LV-MD--E-------------------------------------------------------------------------------------------P---P-SA----HP------------------------DP-------S-A---GPD---AL-TA-ALRSGVPL-IVWHPRAT----A--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------E--L------V---------------------GH-L-------L-------NG------------------------------------------G----------------------------------D------I------------------------G---GV----PGRHR--------E-----A--H-----------------L--------------------A------------AT-----------------------------D---H-------------D--------------L--VRD----LVVLLDD---PHRK-----------IVPGGSL---S---P---------------T------------S------------------
SFQ99533.1 R----W----V----------G-LV-MD--E-------------------------------------------------------------------------------------------P---P-AA----RP------------------------DP-------S-A---GPD---AL-TA-ALRSGLPL-IFWHPRAG----A--------------------K--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------M--L------V---------------------TG-L-------V-------HGE-----------------------------------------D----------------------------------G------I------------------------F---GL----PARHR--------D-----A--L-----------------L--------------------A------------AA-----------------------------Q---D-------------D--------------L--VRD----LVVLLDD---PQWM-----------VELDGPS---A---P---------------M------------S------------------
SEQ80175.1 R----W----V----------G-LV-MD--E-------------------------------------------------------------------------------------------P---P-SP----RP------------------------DP-------S-A---GPD---AL-TA-ALRAGLPL-VLWHPAAR----A--------------------E--------------------------------------------------------------------------------------------D------L--------------------R------------------------------------------------------------A--I------V---------------------AW-L-------V-------SGE-----------------------------------------G----------------------------------G------I------------------------L---GL----PDRHR--------H-----A--Q-----------------L--------------------S------------AA-----------------------------E---G-------------D--------------L--VRD----LVVLLDD---PNWT-----------VALDGPA---A---P---------------T------------S------------------
SED55013.1 R----W----G----------L-VV-LG--S-------------------------------------------------------------------------------------------A---P-LR----EA------------------------GG-------D-G-----D---SL-TA-ALRSGIPA-VLWHPDAP----L--------------------D--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--L------I---------------------AE-F-------A-------KGE-----------------------------------------S----------------------------------G------L------------------------G---DL----PKRAK-EF-RVHA---------S-----------------L--------------------P------------ET--------------------------AFHR---D-------------N--------------P--VRD----LVVLWDD---PSRL-----------VL-DQPP---A---F---------------P------------W------------------
WP_013229641.1 R----W----G----------L-VV-LG--S-------------------------------------------------------------------------------------------A---P-PL----EA------------------------GG-------D-G-----D---SL-TV-ALRSGIPA-VLWHPDAP----L--------------------D--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--L------I---------------------TE-L-------A-------KGD-----------------------------------------S----------------------------------G------L------------------------G---DL----PMQAK-KN-RVRAG-----L--P-----------------L--------------------P------------ET--------------------------GFHR---D-------------N--------------P--VRD----LVVLWDD---PSRL-----------VL-DQPP---A---F---------------P------------W------------------
WP_051735807.1 E----W----G----------L-VV-LA--A-------------------------------------------------------------------------------------------A---P-SA----AP------------------------PT-------G-A-----D---SL-TA-ALRSGIPA-VLWHPCAA----P--------------------D--------------------------------------------------------------------------------------------T------L--------------------R------------------------------------------------------------E--L------V---------------------AK-F-------T-------EGE----------------------------------------------------------------------------G------I------------------------G---DL----PMRAK-DA-RRPAQ-----------------------------------------------R------------DP--------------------------VSSL---E-------------D--------------V--MRD----LVILWDD---PSRL-----------VLFDRPM---G---H---------------P------------Q------------------
WP_051580014.1 Q----W----A----------V-MV-LT--E-------------------------------------------------------------------------------------------A---P-PP----EP------------------------RP-------G-A-----D---EL-TA-ALRSGLAA-LMWHPEGS----P--------------------E--------------------------------------------------------------------------------------------Q------L--------------------R------------------------------------------------------------K--I------V---------------------SQ-L-------A-------ENG----------------------------------------------------------------------------D------L------------------------S---EI----PGRAH-AS-RQALF-----K--D-----------------L--------------------E------------NT--------------------------TEMK--------------------------------L--MRD----LVILWDD---PNRV-----------VALDQAS---P---V---------------P------------Q------------------
SEF26732.1 R----W----L----------V-MV-LA--A-------------------------------------------------------------------------------------------P---P-TA----RP------------------------RP-------G-G-----D---EL-AT-GLRTGIPV-LLWHPDAS----A--------------------D--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--I------V---------------------AW-L-------V-------DGG----------------------------------------------------------------------------R------L------------------------G---EL----PLRTQ-DF-RLAAS-----R--E-----------------L--------------------T------------DP--------------------------VDFR--------------------------------V--ARD----LVILWDD---PSRL-----------IFLDDGP---Y---L---------------S------------D------------------
WP_051183913.1 R----W----L----------V-MV-LA--G-------------------------------------------------------------------------------------------P---P-PA----RP------------------------RP-------G-E-----D---EL-AT-GLRTGIPV-LLWHPDAS----P--------------------E--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--V------V---------------------AW-L-------L-------DGG----------------------------------------------------------------------------G------L------------------------G---DL----PARTQ-DS-RRAAF-----R--E-----------------A--------------------T------------LP--------------------------VDFR--------------------------------V--ARD----LVILWDD---PSRL-----------IFLDDGP---Y---L---------------P------------D------------------
SEF26741.1 R----L----V----------M-LV-FA--G-------------------------------------------------------------------------------------------S---P-PS----RP------------------------VP-------G-Q-----D---QL-HS-ALSAGLPA-LVWHPTAS----S--------------------D--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--V------V---------------------AW-L-------V-------DQD----------------------------------------------------------------------------R------L------------------------N---DL----PKRTQ-MS-RQAVF-----R--D-----------------Q--------------------E------------VP--------------------------FDLD--------------------------------L--LRD----LVILWDD---PRRV-----------LFLASSS---S---Y---------------S------------A------------------
WP_003103436.1 Q----W----V----------M-MV-LS--E-------------------------------------------------------------------------------------------S---P-PA----RP------------------------IP-------G-H-----D---QL-FT-AFRAGLPA-LVWHPSAG----S--------------------D--------------------------------------------------------------------------------------------V------L--------------------R------------------------------------------------------------E--V------V---------------------AW-L-------V-------GGD----------------------------------------------------------------------------R------L------------------------G---DL----PARTQ-ES-RQAVF-----Q--G-----------------R--------------------Q------------VP--------------------------FDID--------------------------------V--FRD----LVVLWDD---PSRL-----------VFLGDDV---P---D---------------P------------S------------------
WP_020641078.1 R----W----L----------M-AV-LT--Q-------------------------------------------------------------------------------------------T---P-PV----SP------------------------IP-------G-R-----D---EL-FA-ALRAGLPV-IVWHPTVS----S--------------------E--------------------------------------------------------------------------------------------V------V--------------------R------------------------------------------------------------E--V------V---------------------AW-L-------A-------GSD----------------------------------------------------------------------------D------L------------------------G---NL----PALTR-KH-RLDAL-----G--N-----------------R--------------------S------------SS--------------------------PDDG--------------------------------V--IGD----LVVLWDD---PSRT-----------LPLGDGG---N---G---------------P------------A------------------
SMD27176.1 Q----V----V----------A-LV-LS--R-------------------------------------------------------------------------------------------A---P-EP----E----------------------------------P-G---RHD---PL-RE-ALRAGVPA-VLWTRVDV--P-E--------------------D--------------------------------------------------------------------------------------------A------L--------------------F------------------------------------------------------------A--V------V---------------------AQ-L-------A-------G-R-----------------------------------------G----------------------------------T------L------------------------V---DL----PRRVH-AA-RRDAM-----A--N-----------------P--------------------D------------QQ--------------------------M--H---P-------------N--------------V--VKN----LVILWDT---PVRT-----------L-------------------------------------------------------------
AKJ10475.1 Q----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-PA--ARQ---EF-VA-ALRAGIPA-ILWDRGG---H-G--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RNEAL-----A--L-----------------G--------------------P------------DD--------------------------W--H---R-------------H--------------V--GRH----LALLLDD---PERI-----------PGPSGAG---G---E---------------P------------H-S----------------
WP_055705733.1 Q----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-PA--ARQ---EF-VA-ALRAGIPA-ILWDRGG---H-G--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RNEAL-----A--L-----------------G--------------------P------------DE--------------------------W--H---R-------------H--------------V--GRH----LALLLDD---PERI-----------PGPSGAG---G---E---------------P------------H-S----------------
WP_067301412.1 Q----I----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-PA--ARQ---EF-IA-ALRAGIPA-ILWDRSG---S-G--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-GW-RGKAL-----K--L-----------------G--------------------P------------DE--------------------------W--H---R-------------H--------------V--GRH----LALLLDD---PERM-----------PGPSGSG---G---D---------------P------------H-S----------------
ANP49777.1 Q----I----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-PA--ARQ---EF-IA-ALRAGIPA-ILWDRSG---S-G--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-GW-RGKAL-----K--L-----------------G--------------------P------------DE--------------------------W--H---R-------------H--------------V--GRH----LALLLDD---PERM-----------P-------------------------------------------------------------
WP_067008720.1 Q----I----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-PA--ARQ---EF-VA-ALRAGIPA-ILWDRGD---F-G--------------------A--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERIR-RW-RNDAL-----A--L-----------------G--------------------P------------DD--------------------------W--H---R-------------H--------------V--GRH----LALLLDD---PERL-----------PGPSGSG---S---D---------------P------------H-S----------------
WP_048584306.1 Q----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GG----D----------------------------------S-PV--AHQ---EF-VA-ALRAGIPA-ILWDRNG---S-G--------------------T--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RHEAL-----A--M-----------------G--------------------P------------DE--------------------------W--H---T-------------H--------------V--GRH----LALLLDD---PERM-----------PGPTVSG---G---D---------------S------------D-S----------------
KMS71118.1 Q----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GG----D----------------------------------S-PV--AHQ---EF-VA-ALRAGIPA-ILWDRNG---S-G--------------------T--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------V-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RHEAL-----A--M-----------------G--------------------P------------DE--------------------------W--H---T-------------H--------------V--GRH----LALLLDD---PERM-----------P-------------------------------------------------------------
WP_064730712.1 Q----I----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----E----------------------------------S-PV--ARQ---EF-VA-ALRSGIPA-IIWDRAG---S-G--------------------T--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------L-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RDRAL-----A--L-----------------G--------------------P------------EE--------------------------W--D---G-------------H--------------V--GRH----LALLLDD---PERL-----------PGPSAPG---G---G---------------S------------E-R----------------
ANJ10392.1 Q----I----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----E----------------------------------S-PV--ARQ---EF-VA-ALRSGIPA-IIWDRAG---S-G--------------------T--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------E--A------A---------------------AD-I-------L-------Q-E-----------------------------------------R----------------------------------G------L------------------------A---GV----LERTR-RW-RDRAL-----A--L-----------------G--------------------P------------EE--------------------------W--D---G-------------H--------------V--GRH----LALLLDD---PERL-----------P-------------------------------------------------------------
CCK29232.1 H----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MIWHRSDC--S-D--------------------P--------------------------------------------------------------------------------------------H------F--------------------Q------------------------------------------------------------D--A------I---------------------SE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AESVG-KW-RNDAL-----A--L-----------------G--------------------P------------EG--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PGPPGPV-------------------------------------------------------
WP_041819745.1 H----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MIWHRSDC--S-D--------------------P--------------------------------------------------------------------------------------------H------F--------------------Q------------------------------------------------------------D--A------I---------------------SE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AESVG-KW-RNDAL-----A--L-----------------G--------------------P------------EG--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PGPPGPV-------------------------------------------------------
SBT94500.1 H----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MIWHRSDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----ADRVA-RW-RSDAL-----A--L-----------------G--------------------P------------EE--------------------------W--D---A-------------H--------------V--GRH----LAILLDD---PERK-----------PGPTGPV-------------------------------------------------------
WP_054232445.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------A-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------R------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPGPV-------------------------------------------------------
KPI10107.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------A-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------R------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPG---------------------------------------------------------
WP_067371694.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPGPV-------------------------------------------------------
KUN44904.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPG---------------------------------------------------------
OMP22166.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------R------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPG---------------------------------------------------------
WP_075027004.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GD----E----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MIWHRNDC--G-D--------------------P--------------------------------------------------------------------------------------------K------F--------------------K------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-EW-RKDAL-----A--L-----------------G--------------------P------------GA--------------------------W--D---L-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPGPV-------------------------------------------------------
SDM66808.1 H----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----D----------------------------------S-GT--GRR---EI-LA-GLRAGVPA-MIWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------M------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------E-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-KW-RKEAL-----A--L-----------------G--------------------P------------GG--------------------------W--D---Q-------------H--------------V--GRH----LAILLDD---PERK-----------PSPPGPV-------------------------------------------------------
WP_053759728.1 Y----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GG----D----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MVWHRNDC--S-D--------------------P--------------------------------------------------------------------------------------------S------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-KW-RKEAL-----A--L-----------------G--------------------P------------DA--------------------------W--D---Q-------------H--------------V--GRH----LAILLDD---PERK-----------PGPSGPV-------------------------------------------------------
KOV64895.1 Y----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GG----D----------------------------------S-GT--GRR---EV-LA-GLRAGVPA-MVWHRNDC--S-D--------------------P--------------------------------------------------------------------------------------------S------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----AERVG-KW-RKEAL-----A--L-----------------G--------------------P------------DA--------------------------W--D---Q-------------H--------------V--GRH----LAILLDD---PERK-----------P-------------------------------------------------------------
WP_042174209.1 H----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-TD----D----------------------------------S-GT--GRR---EI-LA-GLRAGVPA-MVWHRSDC--A-D--------------------P--------------------------------------------------------------------------------------------S------F--------------------Q------------------------------------------------------------D--A------I---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----VERVG-GW-RKEAL-----A--L-----------------G--------------------P------------DA--------------------------W--D---G-------------H--------------V--GRH----LAILLDD---PERK-----------PGPAGPV-------------------------------------------------------
WP_051780375.1 N----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GE----D----------------------------------A-GA--GRR---EM-LA-GLRAGVPA-MIWHREDC--S-D--------------------A--------------------------------------------------------------------------------------------A------F--------------------H------------------------------------------------------------D--A------V---------------------GE-I-------L-------Q-D-----------------------------------------R----------------------------------S------L------------------------G---GL----ADRIR-QW-RKEAL-----A--L-----------------G--------------------P------------EG--------------------------W--H---D-------------H--------------V--GRH----LAILLDD---PDRK-----------PTPPGPV-------------------------------------------------------
SCF89158.1 Q----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-AT--SRQ---EY-LA-GLRAGVPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------V------F--------------------K------------------------------------------------------------E--A------V---------------------AE-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---GL----LERTG-RW-RKEAL-----A--M-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILLDD---PERK-----------PEPPGPA---H---V---------------P------------V-K----------------
WP_037657384.1 Q----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-AT--SRQ---EY-LA-GLRAGVPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AE-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---GL----LERTG-RW-RKEAL-----A--M-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILLDD---PERK-----------PEPPGPA---H---V---------------P------------V-K----------------
WP_046420873.1 R----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-AI--SRQ---EY-LA-GLRAGVPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AE-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---GL----LERTG-RW-RKEAL-----A--M-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILLDD---PERK-----------PEPPGPA---H---A---------------P------------V-K----------------
OIK25046.1 R----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-AI--SRQ---EY-LA-GLRAGVPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AE-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---GL----LERTG-RW-RKEAL-----A--M-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILLDD---PERK-----------PEPPGPA-------------------------------------------------------
SED97910.1 Q----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-GA--GRQ---EY-LA-ALRAGVPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AD-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------S---GL----LERTG-RW-RKEAL-----A--M-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILFDD---PERK-----------PEPPGPA---H---A---------------P------------V-K----------------
WP_051744858.1 H----A----V----------C-LV-LS--Q-------------------------------------------------------------------------------------------P---P-GT----D----------------------------------S-TA--SQQ---EF-MA-ALRAGIPA-MIWHRGDC--D-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AD-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---GL----VERAG-KW-RKEAL-----A--V-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILVDD---PERR-----------PGPSGPD---R---A---------------P------------V-K----------------
WP_078947852.1 Q----A----V----------C-LV-LS--E-------------------------------------------------------------------------------------------P---P-GG----D----------------------------------S-LT--SRQ---EF-RA-ALRAGIPA-MIWHRGDC--S-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------AD-I-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------G---SL----LERAG-RW-RREAL-----A--V-----------------G--------------------P------------EG--------------------------W--D---N-------------H--------------V--GRH----LAILLDD---PERR-----------PGPPGPD---H---A---------------P------------V-Q----------------
WP_057605973.1 H----A----V----------C-LI-LS--A-------------------------------------------------------------------------------------------P---P-GG----A----------------------------------E-EA--DRQ---EF-LV-GLRSGVPL-MIWHRRDC--A-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------K------------------------------------------------------------E--A------V---------------------SE-M-------V-------Q-D-----------------------------------------R----------------------------------G------L------------------------A---SL----ADRVA-RL-RTEAL-----A--L-----------------G--------------------P------------GR--------------------------W--E---A-------------H--------------V--GRH----LAILLDD---PEHQ-----------PGLQRSH---H---A---------------P-------------------------------
SEN16529.1 Q----A----V----------C-VV-LS--Q-------------------------------------------------------------------------------------------P---P-DD----A----------------------------------S-DV--GRK---EL-LA-ALRAGVPA-VLWYRGGS--D-D--------------------A--------------------------------------------------------------------------------------------E------H--------------------R------------------------------------------------------------E--A------F---------------------GE-I-------V-------E-E-----------------------------------------R----------------------------------G------L------------------------G---GL----MERAV-KW-RKDAL-----A--L-----------------G--------------------P------------DG--------------------------W--D---G-------------H--------------V--GRH----IALLLDD---PERK-----------PGPANSG---H---V---------------P------------V-P----------------
WP_069466751.1 Q----A----V----------C-VV-LS--Q-------------------------------------------------------------------------------------------P---P-DD----A----------------------------------S-DV--GRK---EL-LA-ALRAGVPA-VLWYRGGS--D-D--------------------A--------------------------------------------------------------------------------------------E------H--------------------R------------------------------------------------------------E--A------F---------------------GE-I-------V-------E-E-----------------------------------------R----------------------------------G------L------------------------G---GL----MERAV-KW-RKDAL-----A--L-----------------G--------------------P------------DG--------------------------W--D---G-------------H--------------V--GRH----IALLLDD---PERK-----------PGPANSG---H---V---------------P------------V-P----------------
SCG40312.1 R----W----S----------T-LL-LS--A-------------------------------------------------------------------------------------------P---P-TP----A----------------------------------N-PL--GFK---EV-MT-ALRAGLPV-IVWHRTRP--S-D--------------------T--------------------------------------------------------------------------------------------E------F--------------------W------------------------------------------------------------E--E------I---------------------RD-M-------T-------A-D-----------------------------------------G----------------------------------R------I------------------------A---RL----PVHAR-RA-RLDAL--------A-----------------L--------------------E------------PH--------------------------A--D---R-------------H--------------N--GRH----LVVLWDD---PERT-----------PELH-RP---D---D---------------R------------P------------------
SCL28510.1 N----C----A----------A-IL-LS--E-------------------------------------------------------------------------------------------P---P-SS----D----------------------------------P-DA--RPT---EL-LT-ALRAGLPV-VLWHRLAP--S-D--------------------G--------------------------------------------------------------------------------------------D------L--------------------Y------------------------------------------------------------E--H------V---------------------ST-L-------T-------A-H-----------------------------------------G-----------------------------------------L------------------------A---DL----PALVR-RT-RLAAL-----R--S-----------------P--------------------Q------------AE--------------------------Q--D---Q-------------H--------------H--GRH----LVVLWDD---PERR-----------PE----T---D---S---------------R-------------------------------
WP_053655868.1 R----V----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-AQ----R----------------------------------G-ET--GQQ---EI-EA-ALRAGLPV-IIWHRGDC--T-S--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--A------V---------------------AS-L-------V-------S-D-----------------------------------------G----------------------------------G------L------------------------G---QL----PMRAK-EL-RHKAL-----Q--L-----------------E--------------------P------------AS--------------------------R--D---G-------------H--------------I--GHH----LTILWDD---PERR-----------PDALGAP---A---G---------------R-------------------------------
KOX08411.1 R----V----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-AQ----R----------------------------------G-ET--GQQ---EI-EA-ALRAGLPV-IIWHRGDC--T-S--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--A------V---------------------AS-L-------V-------S-D-----------------------------------------G----------------------------------G------L------------------------G---QL----PMRAK-EL-RHKAL-----Q--L-----------------E--------------------P------------AS--------------------------R--D---G-------------H--------------I--GHH----LTILWDD---PERR-----------P-------------------------------------------------------------
SFE91381.1 R----V----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-AQ----R----------------------------------G-ET--GQQ---EI-EA-ALRAGLPV-IIWHRGDC--T-S--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--A------V---------------------TS-L-------V-------T-D-----------------------------------------G----------------------------------G------I------------------------G---QL----PLRAK-EL-RHQAL-----R--L-----------------E--------------------P------------AL--------------------------R--D---G-------------H--------------I--GHH----LTILWDD---PERR-----------PDTLGAP---A---D---------------R-------------------------------
WP_046570048.1 S----V----A----------V-LV-LS--E-------------------------------------------------------------------------------------------S---P-TA----D----------------------------------S-D---GER---QL-LV-GLRSGVPA-IVWHRNSP--S-T--------------------E--------------------------------------------------------------------------------------------D------L--------------------C------------------------------------------------------------E--T------V---------------------AS-M-------I-------G-DQ----TSG---------------------------------R----------------------------------G------V------------------------V---EL----PHRAA-RL-RQLAW-----S--E-----------------D--------------------P------------EG--------------------------L--G---Q-------------H--------------M--GHG----LVILFDD---PDRQ-----------PGGAASA---D---G---------------D------------R-R----------------
AGP53014.1 Q----V----V----------A-LV-LT--S-------------------------------------------------------------------------------------------P---P-GV----T----------------------------------P-E---GTS---EA-LT-AWRAGIPL-VAWDGRAT--R-A--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------RQ-N-------Q-------A-D------------------------------------------------------ASG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRI---T---G---------------P------------D-E----------------
WP_044567979.1 Q----V----V----------A-LV-LT--S-------------------------------------------------------------------------------------------P---P-GI----T----------------------------------P-E---GTS---EA-LT-AWRAGIPV-VAWDGRAT--R-A--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------RQ-N-------Q-------A-D------------------------------------------------------ASG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRI---T---G---------------P------------D-E----------------
WP_037952428.1 R----V----V----------A-LV-LT--S-------------------------------------------------------------------------------------------P---P-GV----T----------------------------------P-E---GTS---EA-LT-AWRAGIPV-VAWDGRAT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------GQ-K-------Q-------A-D------------------------------------------------------ASG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPAGRM---T---G---------------P------------D-E----------------
WP_046085907.1 Q----V----V----------A-LV-LT--S-------------------------------------------------------------------------------------------P---P-GL----T----------------------------------P-E---GTS---EA-LT-AWRAGIPV-VAWDGRAT--R-A--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------P--Q------L---------------------RQ-K-------Q-------A-D------------------------------------------------------ASG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRM---T---G---------------P------------D-E----------------
WP_059146064.1 Q----V----V----------A-LI-LN--S-------------------------------------------------------------------------------------------P---P-GA----T----------------------------------P-E---GNS---EV-LT-AWRAGIPV-IAWDGRTP--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------RQ-K-------Q-------A-E------------------------------------------------------PSG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IGSA--------------------E----------------------------------------G--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPLGRM---T---G---------------P------------D-D----------------
WP_078639143.1 Q----V----V----------A-LI-LN--S-------------------------------------------------------------------------------------------P---P-GA----T----------------------------------P-E---GNS---EV-LT-AWRAGIPV-VAWDGRTP--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------RQ-K-------Q-------A-E------------------------------------------------------PSG-------------------N------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IGSA--------------------E----------------------------------------G--E---H-------------H--------------L--GQY----VVLVWDD---PTRP-----------VEPFGRI---S---G---------------P------------D-D----------------
WP_014056869.1 Q----V----V----------A-LI-LS--A-------------------------------------------------------------------------------------------P---P-GA----T----------------------------------P-E---GNS---EV-LT-AWRAGIPV-VAWDGRTP--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------Q--Q------L---------------------RQ-K-------Q-------A-E------------------------------------------------------PSG-------------------N------L------------------------A---RL----REAMT-EL-RLDAH-----T-----------------NGSA--------------------E----------------------------------------G--E---H-------------H--------------L--GQY----VVLVWDD---PTRP-----------VEPLGRM---T---G---------------P------------D-D----------------
WP_069860374.1 Q----V----V----------A-LV-LN--S-------------------------------------------------------------------------------------------P---P-GA----T----------------------------------R-E---GTS---EA-WT-AWRAGIPV-VAWDGRTT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------I------------------------------------------------------------R--Q------L---------------------RR-K-------Q-------A-E------------------------------------------------------ASG-------------------S------L------------------------A---RL----REAVT-EL-RLDAH-----S-----------------FDSA--------------------E----------------------------------------W--E---Q-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPEGRM---T---G---------------P------------D-E----------------
WP_079259909.1 Q----V----V----------A-LV-LN--S-------------------------------------------------------------------------------------------P---P-GA----T----------------------------------R-E---GTS---EA-WT-AWRAGIPV-VAWDGRTT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------I------------------------------------------------------------R--Q------L---------------------RR-K-------Q-------A-E------------------------------------------------------ASG-------------------S------L------------------------A---RL----REAVT-EL-RLDAH-----S-----------------FDSA--------------------E----------------------------------------W--E---Q-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPEGRM---T---G---------------P------------D-E----------------
WP_030825278.1 H----V----V----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GT----T----------------------------------P-E---GSA---QA-LT-AWRAGIPL-VAWDGRVT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------E--R------L---------------------GQ-K-------P-------A-E------------------------------------------------------GSG-------------------D------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRV---T---G---------------P------------D-E----------------
WP_060945843.1 H----V----V----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GT----T----------------------------------P-E---GSA---QA-LT-AWRAGIPL-VAWDGRVT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------E--R------L---------------------GQ-K-------P-------A-E------------------------------------------------------GSG-------------------D------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRV---T---G---------------P------------D-E----------------
WP_060948652.1 H----V----V----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GT----T----------------------------------P-E---GSA---QA-LT-AWRAGIPL-VAWDGRVT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------E--R------L---------------------GQ-K-------P-------A-E------------------------------------------------------GSG-------------------D------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRV---T---G---------------P------------D-E----------------
WP_064455399.1 H----V----V----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GT----T----------------------------------P-E---GSA---QA-LT-AWRAGIPL-VAWDGRVT--R-D--------------------P--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------E--R------L---------------------GQ-K-------P-------A-E------------------------------------------------------GSG-------------------D------L------------------------A---RL----REAVT-EL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------L--GQH----VVLVWDD---PTRP-----------VEPQGRV---T---G---------------P------------D-E----------------
WP_009712747.1 H----V----V----------A-LI-LN--S-------------------------------------------------------------------------------------------P---P-GG----A----------------------------------G-E---GAY---EA-LA-AWRAGIPL-VAWDRRPS--R-D--------------------P--------------------------------------------------------------------------------------------A------L--------------------V------------------------------------------------------------Q--H------L---------------------RQ-K-------S-------D-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----REAVT-KL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------P--GQH----VVLVWDD---PTRP-----------VETQGRM---T---G---------------P------------D-E----------------
WP_079152565.1 H----V----V----------A-LI-LN--S-------------------------------------------------------------------------------------------P---P-GG----A----------------------------------G-E---GAY---EA-LA-AWRAGIPL-VAWDRRPS--R-D--------------------P--------------------------------------------------------------------------------------------A------L--------------------V------------------------------------------------------------Q--H------L---------------------RQ-K-------S-------D-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----REAVT-KL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------P--GQH----VVLVWDD---PTRP-----------VETQGRM---T---G---------------P------------D-E----------------
EFL20925.1 H----V----V----------A-LI-LN--S-------------------------------------------------------------------------------------------P---P-GG----A----------------------------------G-E---GAY---EA-LA-AWRAGIPL-VAWDRRPS--R-D--------------------P--------------------------------------------------------------------------------------------A------L--------------------V------------------------------------------------------------Q--H------L---------------------RQ-K-------S-------D-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----REAVT-KL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------P--GQH----VVLVWDD---PTRP-----------V-------------------------------------------------------------
WP_055551713.1 H----V----V----------A-LI-LG--S-------------------------------------------------------------------------------------------P---P-GG----A----------------------------------G-E---GSY---EA-LA-AWRAGIPL-VAWDRRPT--R-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------V------------------------------------------------------------Q--Y------L---------------------RQ-K-------P-------D-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----REAVT-KL-RLDAH-----T-----------------IDSA--------------------E----------------------------------------R--E---H-------------H--------------P--GQH----VVLVWDD---PTRP-----------VETQGRM---T---G---------------P------------D-E----------------
WP_065966465.1 H----V----F----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GA----S----------------------------------L-E---GRR---QA-SA-AWRAGIPV-VVWDRRHP--R-D--------------------P--------------------------------------------------------------------------------------------D------L--------------------V------------------------------------------------------------H--Q------L---------------------RQ-K-------P-------V-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----RDAVK-EL-RMEAQ-----A-----------------IGSA--------------------E----------------------------------------R--E---Q-------------H--------------L--GQH----VMIVWDD---PTRP-----------VETQGRA---A---G---------------P------------D-E----------------
OMI34264.1 H----V----F----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GA----S----------------------------------L-E---GRR---QA-SA-AWRAGIPV-VVWDRRHP--R-D--------------------P--------------------------------------------------------------------------------------------D------L--------------------V------------------------------------------------------------H--Q------L---------------------RQ-K-------P-------V-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----RDAVK-EL-RMEAQ-----A-----------------IGSA--------------------E----------------------------------------R--E---Q-------------H--------------L--GQH----VMIVWDD---PTRP-----------VETQGRA---A---------------------------------------------------
WP_014174723.1 H----V----V----------A-LV-LN--A-------------------------------------------------------------------------------------------P---P-GA----S----------------------------------Q-E---GSR---QA-SA-AWRAGIPV-VVWDRRHP--R-D--------------------P--------------------------------------------------------------------------------------------D------F--------------------A------------------------------------------------------------H--H------L---------------------RQ-K------------------------------------------------------------------------ATG-------------------D------L------------------------A---RV----REAVK-EL-RVESQ-----G-----------------LASA--------------------E----------------------------------------R--E---Q-------------H--------------L--GQH----VMLVWDD---PTRP-----------VETQGRL---A---G---------------P------------D-E----------------
KUJ68391.1 S----V----V----------S-LV-LN--S-------------------------------------------------------------------------------------------P---P-GS----T----------------------------------A-E---GGY---EA-RA-AWTAGIPV-VLWDRRSP--R-S--------------------P--------------------------------------------------------------------------------------------E------V--------------------V------------------------------------------------------------H--Q------L---------------------GQ-V-------P-------A-E------------------------------------------------------ASG-------------------D------L------------------------A---RL----REGVT-EL-RVTAH-----A-----------------VDPA--------------------Q----------------------------------------R--E---H-------------H--------------P--GRH----VVLVWDD---PTRP-----------VEGCGQL---A---G---------------P------------E-E----------------
SDN22484.1 S----V----G----------T-VV-LS--G-------------------------------------------------------------------------------------------P---P-EA----R----------------------------------T-D---GGA---EL-QA-ALRTGVPV-MLWLGRDE--P-A--------------------G--------------------------------------------------------------------------------------------G------T--------------------A------------------------------------------------------------G--E------Q---------------------PH-D-------L-------P-G---------------------------------------------------TEEADG---------TAAPFERLLRD------P------------------------V---EL----REAVK-QL-RLEAQ-----S-----------------ASPD--------------------R----------------------------------------P--D---H-------------R--------------V--GRR----VVLLWDD---PTRP-----------VETHEPL---S---G---------------P------------D-R----------------
SEF89110.1 S----V----G----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-EE----N----------------------------------G-D---GGF---EL-QA-ALRSGVPV-VLWLGRDE--L-P--------------------P--------------------------------------------------------------------------------------------G------D--------------------A------------------------------------------------------------G--A------R---------------------AP-E-------T-------A-G-----------------------------------------PAADPGADHATESGSGPGGAHSPVEAEEHFERLLRD------P------------------------L---RL----REAVK-EL-RLEAQ-----S--D--FSREPRDPSGAAVPPG--------------------R----------------------------------------T--H---H-------------R--------------V--GHR----VVLLWDD---PTRP-----------VETHEPL---S---G---------------P------------D-R----------------
CCH33417.1 E----V----V----------A-LL-LS--G-------------------------------------------------------------------------------------------P---P-KA----D----------------------------------P-E---PQD---EI-TS-AVKAGVPL-ILWHRKSS--P-D--------------------K--------------------------------------------------------------------------------------------S------F--------------------V------------------------------------------------------------R--A------V---------------------DY-L-------L-------H-D-----------------------------------------E----------------------------------D------D------------------------D--HPF----LERVR-RA-RATAF-----G--E-----------------R--------------------H-------------------------------------------V---A-------------H--------------P--CGE----LSVLYDD---PMRR-----------VLPHRAA---P---P---------------E-------------------------------
WP_041314506.1 E----V----V----------A-LL-LS--G-------------------------------------------------------------------------------------------P---P-KA----D----------------------------------P-E---PQD---EI-TS-AVKAGVPL-ILWHRKSS--P-D--------------------K--------------------------------------------------------------------------------------------S------F--------------------V------------------------------------------------------------R--A------V---------------------DY-L-------L-------H-D-----------------------------------------E----------------------------------D------D------------------------D--HPF----LERVR-RA-RATAF-----G--E-----------------R--------------------H-------------------------------------------V---A-------------H--------------P--CGE----LSVLYDD---PMRR-----------VLPHRAA---P---P---------------E-------------------------------
WP_073900132.1 A----L----V----------S-LV-LS--A-------------------------------------------------------------------------------------------P---P-RP----E----------------------------------N-A---GRD---EV-AA-GVKAGVPL-MVWHRHDC--G-T--------------------P--------------------------------------------------------------------------------------------E------F--------------------S------------------------------------------------------------D--A------V---------------------ES-V-------L-------H-G-----------------------------------------Q----------------------------------D------E------------------------L--HP-----LERVR-LA-RNTAY-----K--E-----------------A--------------------G-------------------------------------------R---R-------------H--------------V--GAA----LTILYDD---PDRI-----------VVPSQPG---P---P---------------R------------E------------------
OKI13908.1 A----L----V----------S-LV-LS--A-------------------------------------------------------------------------------------------P---P-RP----E----------------------------------N-A---GRD---EV-AA-GVKAGVPL-MVWHRHDC--G-T--------------------P--------------------------------------------------------------------------------------------E------F--------------------S------------------------------------------------------------D--A------V---------------------ES-V-------L-------H-G-----------------------------------------Q----------------------------------D------E------------------------L--HP-----LERVR-LA-RNTAY-----K--E-----------------A--------------------G-------------------------------------------R---R-------------H--------------V--GAA----LTILYDD---PDRI-----------VVPSQPG---P---P---------------R------------E------------------
WP_033440357.1 S----L----V----------S-LV-LS--A-------------------------------------------------------------------------------------------P---P-RP----E----------------------------------T-A---GRD---EI-AA-AVKAGVPL-IVWHRHDC--G-T--------------------P--------------------------------------------------------------------------------------------E------F--------------------T------------------------------------------------------------D--V------V---------------------ES-V-------L-------H-G-----------------------------------------Q----------------------------------D------E------------------------L--HL-----LERVR-MS-RTTAF-----A--E-----------------G--------------------P----------------------------------------T--R---R-------------H--------------V--GEA----LTILYDD---PTRL-----------VVPSQPG---P---P---------------E-------------------------------
WP_033433380.1 G----L----V----------S-MV-LS--A-------------------------------------------------------------------------------------------P---P-CP----D----------------------------------A-A---GRD---EV-AV-GVKAGVPL-ILWHRSDC--A-S--------------------A--------------------------------------------------------------------------------------------E------F--------------------E------------------------------------------------------------E--L------V---------------------ES-L-------L-------H-E-----------------------------------------Q----------------------------------D------E------------------------H--HL-----LERVR-LV-RTRAF-----A--E-----------------G--------------------P----------------------------------------A--R---R-------------H--------------V--GEA----LTVLYDD---PTRL-----------VVPTQPG---P---P---------------P------------E------------------
CEL17035.1 G----V----V----------A-QV-LG--A-------------------------------------------------------------------------------------------P---P-AA----G----------------------------------P-S---TFD---EV-AV-GLRAGIPV-MVWHRENC--G-L--------------------E--------------------------------------------------------------------------------------------D------F--------------------V------------------------------------------------------------A--T------A---------------------KE-L-------L-------H-T-----------------------------------------E----------------------------------D------P------------------------G--LL-----LDRVR-LV-RTNAF-----A--S-----------------D--------------------T----------------------------------------Q--N---P-------------H--------------V--GSY----LTVLWDD---PERV-----------VVPERPG---P---P---------------E-------------------------------
WP_042186027.1 G----V----V----------A-QV-LG--A-------------------------------------------------------------------------------------------P---P-AA----G----------------------------------P-S---TFD---EV-AV-GLRAGIPV-MVWHRENC--G-L--------------------E--------------------------------------------------------------------------------------------D------F--------------------V------------------------------------------------------------A--T------A---------------------KE-L-------L-------H-T-----------------------------------------E----------------------------------D------P------------------------G--LL-----LDRVR-LV-RTNAF-----A--S-----------------D--------------------T----------------------------------------Q--N---P-------------H--------------V--GSY----LTVLWDD---PERV-----------VVPERPG---P---P---------------E-------------------------------
WP_054294632.1 V----V----V----------A-HV-LA--A-------------------------------------------------------------------------------------------P---P-AA----T----------------------------------P-A---SFD---EV-AV-GLRAGIPV-MVWHREDC--G-I--------------------E--------------------------------------------------------------------------------------------E------F--------------------V------------------------------------------------------------A--T------A---------------------KD-L-------L-------H-A-----------------------------------------E----------------------------------A------P------------------------G--RL-----LDRVR-LV-RADAF-----A--N-----------------D--------------------A----------------------------------------R--Q---P-------------H--------------V--GSH----LAVLWDD---PERV-----------VVPDRPG---P---P---------------E-------------------------------
ALG12740.1 V----V----V----------A-HV-LA--A-------------------------------------------------------------------------------------------P---P-AA----T----------------------------------P-A---SFD---EV-AV-GLRAGIPV-MVWHREDC--G-I--------------------E--------------------------------------------------------------------------------------------E------F--------------------V------------------------------------------------------------A--T------A---------------------KD-L-------L-------H-A-----------------------------------------E----------------------------------A------P------------------------G--RL-----LDRVR-LV-RADAF-----A--N-----------------D--------------------A----------------------------------------R--Q---P-------------H--------------V--GSH----LAVLWDD---PERV-----------VVPDRPG---P---P---------------E------------E------------------
WP_076994247.1 D----V----V----------A-HV-LG--A-------------------------------------------------------------------------------------------P---P-TV----T----------------------------------P-L---SFD---EV-AV-GLRAGIPV-MVWHRADC--G-L--------------------E--------------------------------------------------------------------------------------------D------F--------------------V------------------------------------------------------------A--T------A---------------------KD-L-------L-------H-A-----------------------------------------E----------------------------------E------P------------------------G--RL-----LDRVR-LV-RTGAF-----A--S-----------------D--------------------T----------------------------------------Q--N---P-------------H--------------V--GSH----LAVLWDD---PERV-----------VVPDRPG---P---P---------------E-------------------------------
WP_042186017.1 A----V----V----------S-LI-LS--S-------------------------------------------------------------------------------------------P---P-AG---------------------------------------T-T---YTD---EI-SI-ALRAGIPM-IIWHRSDC--D-A--------------------E--------------------------------------------------------------------------------------------E------F--------------------G------------------------------------------------------------A--A------V---------------------EN-I-------L-------Y-E-----------------------------------------A----------------------------------N------D------------------------R--HL-----LDRVR-LV-RANAY-----A--D-----------------G--------------------L----------------------------------------G--P---Q-------------H--------------V--GGQ----LTILWDD---PERM-----------VIP--EG---V---P---------------A-------------------------------
CEL17028.1 A----V----V----------S-LI-LS--S-------------------------------------------------------------------------------------------P---P-AG---------------------------------------T-T---YTD---EI-SI-ALRAGIPM-IIWHRSDC--D-A--------------------E--------------------------------------------------------------------------------------------E------F--------------------G------------------------------------------------------------A--A------V---------------------EN-I-------L-------Y-E-----------------------------------------A----------------------------------N------D------------------------R--HL-----LDRVR-LV-RANAY-----A--D-----------------G--------------------L----------------------------------------G--P---Q-------------H--------------V--GGQ----LTILWDD---PERM-----------VIP--EG---V---P---------------A-------------------------------
WP_054294637.1 T----V----V----------S-LI-LS--A-------------------------------------------------------------------------------------------P---P-TG---------------------------------------A-T---YAD---EI-SI-ALRAGIPM-IIWHRWDC--D-A--------------------E--------------------------------------------------------------------------------------------E------F--------------------G------------------------------------------------------------A--A------V---------------------EK-V-------L-------Y-E-----------------------------------------S----------------------------------N------A------------------------Q--HL-----LDRVR-VV-RANAY-----A--D-----------------G--------------------L----------------------------------------E--L---R-------------H--------------V--GNQ----LTILWDD---PERM-----------VIP--EG---V---P---------------A-------------------------------
ALG12745.1 T----V----V----------S-LI-LS--A-------------------------------------------------------------------------------------------P---P-TG---------------------------------------A-T---YAD---EI-SI-ALRAGIPM-IIWHRWDC--D-A--------------------E--------------------------------------------------------------------------------------------E------F--------------------G------------------------------------------------------------A--A------V---------------------EK-V-------L-------Y-E-----------------------------------------S----------------------------------N------A------------------------Q--HL-----LDRVR-VV-RANAY-----A--D-----------------G--------------------L----------------------------------------E--L---R-------------H--------------V--GNQ----LTILWDD---PERM-----------VIP--EG---V---P---------------A-------------------------------
WP_076994242.1 T----V----V----------S-LI-LS--A-------------------------------------------------------------------------------------------P---P-TG---------------------------------------A-T---YTD---EI-SI-ALRAGIPM-IIWHRWDC--D-A--------------------E--------------------------------------------------------------------------------------------E------F--------------------G------------------------------------------------------------A--A------V---------------------DH-I-------L-------Y-E-----------------------------------------S----------------------------------N------A------------------------Q--HL-----LDRVR-VV-RANAY-----A--D-----------------G--------------------L----------------------------------------E--L---R-------------H--------------V--GNQ----LTILWDD---PERM-----------VIP--EG---V---P---------------A-------------------------------
WP_033433375.1 A----A----V----------S-LV-LS--S-------------------------------------------------------------------------------------------P---P-HP----E----------------------------------S-R---GRD---EI-AV-GLRAGIPV-VIWDRAGS--D----------------------D--------------------------------------------------------------------------------------------G------F--------------------V------------------------------------------------------------A--R------A---------------------RR-L-------L-------H-E-----------------------------------------D----------------------------------N------P------------------------R--DL-----LERVR-LA-RSDVF-----E--A-----------------G--------------------G----------------------------------------D---------------------------------------GG----LTVLWDD---PSRV-----------VLPVHPT---A---P---------------E-------------------------------
SFS77570.1 G----L----L----------S-MV-LS--A-------------------------------------------------------------------------------------------P---P-LS----G----------------------------------S-A---GLD---EL-TV-GVRDGIPL-MLWHRDDC--T-D--------------------P--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------A--L------V---------------------KQ-L-------L-------H-C-----------------------------------------H----------------------------------G------A------------------------E--LL------ERVR-LA-RARAD-----A--E-----------------P--------------------G-------------------------------------------V---A-------------R--------------P--ASD----LTLLWDD---PNRV-----------VVPTRPG---T---E---------------G-------------------------------
SDM15435.1 N----V----V----------L-LV-LA--D-------------------------------------------------------------------------------------------P---P-SA----R--------------------------D-------S-V---GRM---EV-AI-ALKTGVPV-VIWHREDC--A-G--------------------K--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--A------V---------------------DD-L-------L-------A-D-----------------------------------------G----------------------------------G------L------------------------G---KL----LENVK-KL-RGQAQ-----Y--A-----------------D--------------------D----------------------------------------C--D---A-------------H--------------P--GSH----ISVLWDD---PARQ-----------VEPLPQE---V---V---------------A------------P------------------
WP_051769067.1 N----V----V----------L-LV-LA--D-------------------------------------------------------------------------------------------P---P-SA----R--------------------------D-------S-V---GRM---EV-AI-ALKTGVPV-LIWHREDC--A-G--------------------K--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--A------V---------------------DD-L-------L-------A-D-----------------------------------------G----------------------------------G------L------------------------G---KL----LENVK-KL-RGQAQ-----Y--A-----------------D--------------------D----------------------------------------C--D---V-------------H--------------P--GSH----ISVLWDD---PARQ-----------VEPLPQE---V---V---------------A------------P------------------
WP_065913168.1 D----V----V----------L-LV-LA--D-------------------------------------------------------------------------------------------P---P-AA----G--------------------------E-------S-V---GRL---EV-AI-ALNAGVPV-LVWHREDC--A-G--------------------K--------------------------------------------------------------------------------------------A------F--------------------Q------------------------------------------------------------T--T------V---------------------DD-L-------L-------A-D-----------------------------------------G----------------------------------G------L------------------------G---KL----LENVK-KL-RGQAL-----Y--S-----------------D--------------------D----------------------------------------C--D---A-------------H--------------P--GAH----LSVLLDD---PDRQ-----------VEPLPQE---V---T---------------A------------P------------------
WP_053732577.1 S----V----V----------A-LV-LS--D-------------------------------------------------------------------------------------------P---P-AD----R--------------------------E-------S-I---GRM---EV-AI-ALKSGVPV-MIWHRHDC--A-A--------------------K--------------------------------------------------------------------------------------------A------F--------------------H------------------------------------------------------------A--A------V---------------------DD-L-------V-------G-D-----------------------------------------G----------------------------------G------L------------------------G---KL----LENAM-KL-RGQAQ-----C--S-----------------D--------------------D----------------------------------------C--D---A-------------H--------------P--GTH----ISVLWDD---PDRQ-----------VEPLPQE---V---V---------------A------------P------------------
WP_072478274.1 K----V----V----------S-LV-LR--S-------------------------------------------------------------------------------------------V---P-EG-------------------------------P-------D-P---G-----EV-LV-GVRTGIPV-MIWHRTES--A-R--------------------S--------------------------------------------------------------------------------------------A------F--------------------E------------------------------------------------------------A--E------I---------------------KS-L-------R---------------------------------------------------D----------------------------------V------L------------------------P---EL----VEHLR-LL-RTRAR-----Q--A-----------------A--------------------R----------------------------------------P--D---S-------------H--------------V--GSR----VSLLWDD---PERP-----------VEPQDPP---A---A---------------P-------------------------------
SFW79247.1 K----V----V----------S-LV-LR--S-------------------------------------------------------------------------------------------V---P-EG-------------------------------P-------D-P---G-----EV-LV-GVRTGIPV-MIWHRTES--A-R--------------------S--------------------------------------------------------------------------------------------A------F--------------------E------------------------------------------------------------A--E------I---------------------KS-L-------R---------------------------------------------------D----------------------------------V------L------------------------P---EL----VEHLR-LL-RTRAR-----Q--A-----------------A--------------------R----------------------------------------P--D---S-------------H--------------V--GSR----VSLLWDD---PERP-----------VEPQDPP---A---------------------------------------------------
SEF23782.1 K----V----L----------S-LV-LR--S-------------------------------------------------------------------------------------------V---P-DS-------------------------------T-------D-P---G-----EV-LV-GVRTGIPV-MIWHRTEA--A-R--------------------S--------------------------------------------------------------------------------------------A------F--------------------E------------------------------------------------------------A--E------I---------------------KS-L-------R---------------------------------------------------D----------------------------------F------L------------------------P---EL----VEHLR-LL-RSRAR-----Q--A-----------------A--------------------R----------------------------------------P--D---S-------------H--------------V--GSR----VSLLWDD---PDRP-----------VEPQDPP---A---A---------------P-------------------------------
WP_020641868.1 K----V----V----------S-LV-LR--S-------------------------------------------------------------------------------------------A---P-DS-------------------------------A-------D-P---G-----EV-LV-GVRSGVPV-MIWHRVES--A-R--------------------P--------------------------------------------------------------------------------------------A------F--------------------E------------------------------------------------------------A--E------I---------------------KS-L-------R---------------------------------------------------D----------------------------------V------L------------------------P---EL----VEHLR-LL-RGRAR-----Q--A-----------------A--------------------R----------------------------------------P--D---S-------------H--------------V--GSR----VSLLWDD---PARP-----------VEPQDPP---A---A---------------P-------------------------------
SDY41493.1 D----V----L----------S-LV-LR--T-------------------------------------------------------------------------------------------R---P-AD-------------------------------S-------E-L---S-----EV-LV-GLRTGIPV-MVWSRADG--P-R--------------------S--------------------------------------------------------------------------------------------A------F--------------------E------------------------------------------------------------A--A------V---------------------RE-M-------Q---------------------------------------------------E----------------------------------D------L------------------------G---AL----PEQAR-RL-RSRAS-----Q--S-----------------A--------------------R----------------------------------------P--R---S-------------H--------------V--GNR----VTVLWDD---PERT-----------VEPLDPP---E---A---------------P-------------------------------
SEC48164.1 P----V----L----------L-VL-AH--P-------------------------------------------------------------------------------------------L---V-EA-------------------------------A-------S-I---AGD---EV-AV-GLRAGVPA-MLWLRDRR--F-S--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------E--I------V---------------------PS-L-------L---------------------------------------------------K----------------------------------T------G------------------------G---NL----PESVR-LL-RGAAF-----G--A-----------------D--------------------D----------------------------------------P--E---T-------------H--------------V--GSH----VTLLWDD---PGRL-----------VEPSGPV---G---V---------------R-------------------------------
CUM41529.1 R----L----V----------A-VA-LN--D-------------------------------------------------------------------------------------------P---P-LQ------------------------------GP-------G-G---SRD---SL-ET-ALRSGVPV-AVWDRRPG--A-P--------------------A--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------K--R------A---------------------AK-K-------L-------M-K-----------------------------------------G----------------------------------K------P------------------------V---EL----PQRVQ-QL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---V-------------H--------------V--GRH----VAVLFDD---PNRI-----------VDWSGSP---G---T---------------D------------T-GNA-----R--------
WP_055643714.1 R----L----V----------A-VA-LN--D-------------------------------------------------------------------------------------------P---P-LQ------------------------------GP-------G-G---SRD---SL-ET-ALRSGVPV-AVWDRRPG--A-P--------------------A--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------K--R------A---------------------AK-K-------L-------M-K-----------------------------------------G----------------------------------K------P------------------------V---EL----PQRVQ-QL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---V-------------H--------------V--GRH----VAVLFDD---PNRI-----------VDWSGSP---G---T---------------D------------T-GNA-----R--------
WP_033206002.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------D-G---SLA---SL-ET-ALRAGVPV-AVWDRRPG--V-S--------------------G--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------R--R----------------------------AR-K-------L-------M-K-----------------------------------------G----------------------------------R------A------------------------T---EL----PQRVQ-RL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---H-------------H--------------V--GRH----LAVLFDD---PNRI-----------VDWSGSP---G---E---------------D------------T-ARA-----R--------
KOG25646.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------D-G---SLA---SL-ET-ALRAGVPV-AVWDRRPG--V-S--------------------G--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------R--R----------------------------AR-K-------L-------M-K-----------------------------------------G----------------------------------R------A------------------------T---EL----PQRVQ-RL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---H-------------H--------------V--GRH----LAVLFDD---PNRI-----------V-------------------------------------------------------------
WP_017239171.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------D-G---SLA---SL-ET-ALRAGVPV-AVWDRRPG--A-S--------------------G--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------R--R----------------------------AR-K-------L-------M-K-----------------------------------------G----------------------------------K------A------------------------T---EL----PQRIQ-RL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---H-------------H--------------V--GRH----LAVLFDD---PNRI-----------V-------------------------------------------------------------
SEC83514.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------A-G---SRA---SL-EA-ALRAGVPL-AVWDRRPA--P-P--------------------G--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------K--R----------------------------VK-K-------I-------I-K-----------------------------------------G----------------------------------K------P------------------------I---EL----PQRVQ-QL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---A-------------H--------------A--GRH----FAVLFDD---PNRI-----------VDGS-SP---G---A---------------D------------S-GST-----R--------
SEC95321.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------A-G---SRA---SL-EA-ALRAGVPL-AVWDRRPA--P-P--------------------G--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------K--R----------------------------VK-K-------I-------I-K-----------------------------------------G----------------------------------K------P------------------------I---EL----PQRVQ-QL-RNEAA-----T--A-----------------A--------------------A------------AQ--------------------------R--D---A-------------H--------------A--GRH----FAVLFDD---PNRI-----------VDGS-SP---G---A---------------D------------S-GST-----R--------
WP_073893707.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------A-G---SQA---SL-EA-ALRAGVPL-AVWDRRPA--P-P--------------------S--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------K--R----------------------------VK-K-------I-------I-K-----------------------------------------G----------------------------------K------P------------------------I---EL----PQRVQ-QL-RNEAA-----T--A-----------------G--------------------A------------AQ--------------------------R--E---A-------------H--------------A--GRH----FAVLFDD---PNRI-----------VDGS-SP---G---A---------------D------------P-GST-----R--------
OKJ83422.1 R----L----V----------S-VA-LN--A-------------------------------------------------------------------------------------------P---P-LP------------------------------GP-------A-G---SQA---SL-EA-ALRAGVPL-AVWDRRPA--P-P--------------------S--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------K--R----------------------------VK-K-------I-------I-K-----------------------------------------G----------------------------------K------P------------------------I---EL----PQRVQ-QL-RNEAA-----T--A-----------------G--------------------A------------AQ--------------------------R--E---A-------------H--------------A--GRH----FAVLFDD---PNRI-----------VDGS-SP---G---A-----------------------------------------------
WP_030495369.1 R----L----V----------S-VA-LG--A-------------------------------------------------------------------------------------------P---P-L------------------------------RGT-------A-G---RAS---PL-ET-ALRAGVPL-AVWDRRPE--P-P--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------R--R----------------------------AK-R-------L-------L-K-----------------------------------------G----------------------------------K------A------------------------I---EL----PQRAK-KL-RGEAA-----T--A-----------------A--------------------A------------GQ--------------------------R--D---A-------------H--------------V--GRH----LAVLFDD---PNRL-----------VDWSGSP---G---Q---------------A------------V-VGA-----R--------
WP_051716611.1 R----L----V----------S-VA-LG--A-------------------------------------------------------------------------------------------P---P-L------------------------------RGP-------A-G---RPS---SL-ET-ALRAGVPL-AVWDRRPE--P-P--------------------P--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------R--R----------------------------AK-R-------L-------L-K-----------------------------------------G----------------------------------K------A------------------------I---EL----PQRVK-KL-RSEAA-----T--A-----------------A--------------------A------------GQ--------------------------R--D---V-------------H--------------V--GRH----LAVLFDD---PNRL-----------VDWSGSP---G---P---------------A------------A-GSA-----R--------
WP_030757687.1 R----L----T----------S-VG-FD--V-------------------------------------------------------------------------------------------P---P-L------------------------------RGE-------G-E---RRA---FL-ET-ALRVGVPL-AVWDRRPV--P-S--------------------P--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------R--R----------------------------AR-K-------L-------L-K-----------------------------------------G----------------------------------K------A------------------------I---EL----PQRAK-GL-RSEAA-----T--A-----------------A--------------------A------------GQ--------------------------R--D---V-------------H--------------P--GRH----LAVLFDD---PDRL-----------VDWSGPP---G---P---------------G------------A-GSA-----R--------
WP_043226270.1 R----L----V----------S-VA-LS--A-------------------------------------------------------------------------------------------P---P-LP----ED-----------------------RDR-------D-G---SQA---SL-ID-ALYAGVPM-AVWDRRSS--G-S--------------------A--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------K--R----------------------------AR-R-------L-------L-T-----------------------------------------G----------------------------------K------A------------------------I---EL----PQRVH-QL-RKDAA-----T--A-----------------A--------------------A------------GK--------------------------R--D---A-------------H--------------V--GRH----LAVLFDD---PNRL-----------VDWSGAP---G---S---------------D------------L-GSA-----R--------
WP_076816417.1 K----L----T----------V-LV-LS--E-------------------------------------------------------------------------------------------P---P-LP----GS-----------------------------------R---GLT---EL-VA-GLRKGVAG-IVWSRANG--D-P--------------------T---------------------------------------------------------------------------------------------------A--------------------K------------------------------------------------------------D--A------L---------------------HA-F-------M-------A-V-----------------------------------------G----------------------------------R------A------------------------A---DL----PASAQ-RL-RLAAQ-----G--V-----------------A--------------------V------------AQ--------------------------R--S---S-------------H--------------L--GRQ----LALLWDD---PDRF-----------TDVSGGD---D---T-----------------------------------------------
ONH30810.1 K----L----T----------V-LV-LS--E-------------------------------------------------------------------------------------------P---P-LP----GS-----------------------------------R---GLT---EL-VA-GLRKGVAG-IVWSRANG--D-P--------------------T---------------------------------------------------------------------------------------------------A--------------------K------------------------------------------------------------D--A------L---------------------HA-F-------M-------A-V-----------------------------------------G----------------------------------R------A------------------------A---DL----PASAQ-RL-RLAAQ-----G--V-----------------A--------------------V------------AQ--------------------------R--S---S-------------H--------------L--GRQ----LALLWDD---PDR--------------------------------------------------------------------------
CUU60225.1 G----V----V----------A-VV-FD--S-------------------------------------------------------------------------------------------V---P-AG----HVPAGRVPVGHAPTSRVPVARLPAAHHP-------T-P---PHE---QL-II-ALRCGIPG-ILWSYSPD--A-A--------------------D---------------------------------------------------------------------------------------------------A--------------------A------------------------------------------------------------S--G------I---------------------HE-F-------A-------G-T-----------------------------------------Q----------------------------------K------V------------------------D---TL----PDRVT-SA-RRAAF-----L--E-----------------T--------------------A------------P------------------------------D---N-------------S--------------L--GGY----LALLWDD---PDRL-----------PERGLAG---S---P---------------S------------H-PEG-----GHHR-----
WP_006541140.1 G----V----V----------A-VV-FD--S-------------------------------------------------------------------------------------------V---P-AG----HMQAG-----HAPTSRVPVARVPAAHHP-------T-P---PHE---QL-II-ALRCGIPG-ILWSYSPD--A-R--------------------D---------------------------------------------------------------------------------------------------A--------------------A------------------------------------------------------------S--G------I---------------------HE-F-------A-------G-T-----------------------------------------Q----------------------------------K------V------------------------D---TL----PDRVT-SA-RRAAF-----L--E-----------------T--------------------A------------P------------------------------D---N-------------S--------------L--GGY----LALLWDD---PDRL-----------PERGLAG---S---P---------------S------------H-PEG-----GHHR-----
WP_054568188.1 G----V----V----------A-VV-FD--S-------------------------------------------------------------------------------------------V---P-AS----HMPAGRVPVDQAPTSRVPVARVPAAHHP-------T-P---PHE---QL-II-ALRCGIPG-ILWSYSPD--A-T--------------------D---------------------------------------------------------------------------------------------------A--------------------A------------------------------------------------------------S--G------I---------------------HE-F-------A-------G-T-----------------------------------------Q----------------------------------K------V------------------------D---TL----PDRVT-SA-RRAAF-----L--E-----------------T--------------------A------------P------------------------------D---N-------------S--------------L--GGY----LALLWDD---PDRL-----------PERGLAG---S---P---------------S------------H-PEG-----GHHR-----
WP_076831942.1 G----V----V----------A-VV-FD--S-------------------------------------------------------------------------------------------V---P-AS----HMPAGRVPVGQAPTSRVPVARVPAAHHP-------T-P---PHE---QL-II-ALRCGIPG-ILWSYSPD--A-T--------------------D---------------------------------------------------------------------------------------------------A--------------------A------------------------------------------------------------S--G------I---------------------HE-F-------A-------G-T-----------------------------------------Q----------------------------------K------V------------------------D---TL----PDRVT-SA-RRAAF-----L--E-----------------T--------------------A------------P------------------------------D---N-------------S--------------L--GGY----LALLWDD---PDRL-----------PERGLAG---S---P---------------S------------H-PEG-----GHHR-----
WP_018500276.1 G----A----V----------A-VV-LD--S-------------------------------------------------------------------------------------------G---P-D-----------------------------AYHP-------A-P---RHE---QL-LV-ALRCGIPG-ILWSYSAD--V-G--------------------D---------------------------------------------------------------------------------------------------A--------------------A------------------------------------------------------------A--D------I---------------------HK-F-------A-------G-A-----------------------------------------Q----------------------------------N------V------------------------G---SL----PERVA-SA-RRSAF-----I--E-----------------S--------------------T------------Q------------------------------G---N-------------H--------------L--GGY----LALLWDD---PDRQ-----------PERGLAG---S---P---------------G------------R-PAK-----GDYR-----
OHV36998.1 A----M----V----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-R--------------------------------E-------D-L---AAS---EL-DI-ALNCGVPV-VVWHRGSR--T-E--------------------D--------------------------------------------------------------------------------------------A------I--------------------A------------------------------------------------------------A--A------I---------------------QA-F-------L-------G-SA----TGG---------------------------------A----------------------------------G------L------------------------T---DL----RERAR-RL-RVDAH-----L--A-----------------R--------------------P------------D------------------------------W---P-------------D--------------L--GRH----LALMWED---PDRQ-----------PEQGPEI---A---A---------------P------------M-ARR-----R--------
WP_007516498.1 A----M----V----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-R--------------------------------E-------D-L---AAS---EL-DI-ALNCGVPV-VVWHRGSR--T-E--------------------D--------------------------------------------------------------------------------------------A------I--------------------A------------------------------------------------------------A--A------I---------------------QA-F-------L-------G-SA----TGG---------------------------------A----------------------------------G------L------------------------T---DL----RERAR-RL-RVDAH-----L--A-----------------R--------------------P------------D------------------------------W---P-------------D--------------L--GRH----LALMWED---PDRQ-----------PEQGPEI---A---A---------------P------------M-ARR-----R--------
WP_083401494.1 A----M----V----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-R--------------------------------E-------D-L---AAS---EL-DI-ALNCGVPV-VVWHRGSR--T-E--------------------D--------------------------------------------------------------------------------------------A------I--------------------A------------------------------------------------------------A--A------I---------------------QA-F-------L-------G-SA----TGG---------------------------------A----------------------------------G------L------------------------T---DL----RERAR-RL-RVDAH-----L--A-----------------R--------------------P------------D------------------------------W---P-------------D--------------L--GRH----LALMWED---PDRQ-----------PEQGPEI---A---A---------------P------------M-ARR-----R--------
WP_013424067.1 S----L----V----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-Q--------------------------------G-------G-P---AAL---EL-RL-ALSCGLPV-VAWHRAEQ--T-R--------------------D--------------------------------------------------------------------------------------------E------V--------------------A------------------------------------------------------------D--A------L---------------------RA-F-------L-------T-AA----DG----------------------------------V----------------------------------G------L------------------------T---DL----RDRLR-RL-RVQAH-----L--A-----------------P--------------------A------------D------------------------------W---P-------------D--------------L--GRN----LAVIWDD---PERQ-----------PEQGPWI---A---A---------------P------------V-ERR-----RA-------
WP_027140709.1 N----T----V----------A-VA-LS--G-------------------------------------------------------------------------------------------P---P-RR----R--------------------------G-------G-R---TGR---EL-NI-ALQCGVPI-IMWHRGEP--T-H-----------------------------------------------------------------------------------------------------------------A------A--------------------S------------------------------------------------------------T--A------L---------------------RA-F-------L-------D-GI----EGEPIVHVGHGGVAVAPADLDERPDIAGVVGVRPAVS----------------------------------Q------L------------------------T---DL----RDRAQ-RL-RARAY-----R--I-----------------S--------------------A------------A------------------------------S---Q-------------D--------------L--GWH----LALIWDD---PDRQ-----------PERVW---------------------------------------------------------
OHV36994.1 N----T----V----------A-VA-LS--G-------------------------------------------------------------------------------------------P---P-RR----R--------------------------G-------G-R---TGR---EL-NI-ALQCGVPI-IMWHRGEP--T-H-----------------------------------------------------------------------------------------------------------------A------A--------------------S------------------------------------------------------------T--A------L---------------------RA-F-------L-------D-GI----EGEPIVHVGHGGVAVAPADLDERPDIAGVVGVRPAVS----------------------------------Q------L------------------------T---DL----RDRAQ-RL-RARAY-----R--I-----------------S--------------------A------------A------------------------------S---Q-------------D--------------L--GWH----LALIWDD---PDRQ-----------P-------------------------------------------------------------
WP_020464354.1 N----L----V----------A-AV-LS--G-------------------------------------------------------------------------------------------A---P-AP----A----------------------------------R-A---TAA---EL-EI-VLRCGLPV-ILWHRDGT--A-A--------------------P--------------------------------------------------------------------------------------------T------V--------------------S------------------------------------------------------------D--A------V---------------------KE-F-------V-------D-L-----------------------------------------G----------------------------------G------P------------------------A---DL----RARTH-RL-RLDAA-----R--S-----------------E--------------------V------------S---------------------------K--G---D-------------H--------------L--GHN----LVILWDD---PNRR-----------PERGPDD---S---L---------------S------------V-GGE-----VQ-------
ABW16288.1 N----L----V----------A-AV-LS--G-------------------------------------------------------------------------------------------A---P-AP----A----------------------------------R-A---TAA---EL-EI-VLRCGLPV-ILWHRDGT--A-A--------------------P--------------------------------------------------------------------------------------------T------V--------------------S------------------------------------------------------------D--A------V---------------------KE-F-------V-------D-L-----------------------------------------G----------------------------------G------P------------------------A---DL----RARTH-RL-RLDAA-----R--S-----------------E--------------------V------------S---------------------------K--G---D-------------H--------------L--GHN----LVILWDD---PNRR-----------P-------------------------------------------------------------
CBG74994.1 G----L----V----------A-CV-LS--R-------------------------------------------------------------------------------------------P---P-GS----Y--------------------------D-------G-D---GYA---EV-RA-ALWHGLPI-VVWDRLDC--Q-R--------------------P--------------------------------------------------------------------------------------------G------F--------------------R------------------------------------------------------------A--A------A---------------------EE-L-------L-------S-G-----------------------------------------G----------------------------------R------L------------------------A---EL----PQRLG-RL-RRDG--------------------------------------------------------------------------------------------------------------Q--------------L--DRH----VVVLWDD---PTQQ-----------PDAGGAL---G---T---------------P------------W-SSS--------------
WP_037722885.1 G----L----V----------A-CV-LS--R-------------------------------------------------------------------------------------------P---P-GS----Y--------------------------D-------G-D---GYA---EV-RA-ALWHGLPI-VVWDRLDC--Q-R--------------------P--------------------------------------------------------------------------------------------G------F--------------------R------------------------------------------------------------A--A------A---------------------EE-L-------L-------S-G-----------------------------------------G----------------------------------R------L------------------------A---EL----PQRLG-RL-RRDG--------------------------------------------------------------------------------------------------------------Q--------------L--DRH----VVVLWDD---PTQQ-----------PDAGGAL---G---T---------------P------------W-SSS--------------
SME88391.1 G----L----V----------G-CV-LS--T-------------------------------------------------------------------------------------------P---P-GT----G--------------------------S-------P-R---GQR---EA-RT-ALQLGIPL-LLWDIEDC--S-R--------------------P--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------A--A------A---------------------EE-L-------L-------S-P-----------------------------------------G----------------------------------R------L------------------------T---DL----PDRLR-DL-RRRS--------------------------------------------------------------------------------------------------------------P--------------V--GER----LVLLWDD---PYRQ-----------P-----------------------------V------------W-SGL--------------
WP_085206144.1 G----L----V----------G-CV-LS--T-------------------------------------------------------------------------------------------P---P-GT----G--------------------------S-------P-R---GQR---EA-RT-ALQLGIPL-LLWDIEDC--S-R--------------------P--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------A--A------A---------------------EE-L-------L-------S-P-----------------------------------------G----------------------------------R------L------------------------T---DL----PDRLR-DL-RRRS--------------------------------------------------------------------------------------------------------------P--------------V--GER----LVLLWDD---PYRQ-----------P-----------------------------V------------W-SGL--------------
WP_078636544.1 G----L----V----------G-CV-LS--T-------------------------------------------------------------------------------------------P---P-GA----G--------------------------S-------P-R---GQR---EA-RA-ALQLGFPI-LLWDIEDC--S-R--------------------P--------------------------------------------------------------------------------------------D------F--------------------R------------------------------------------------------------A--A------A---------------------EE-L-------L-------S-P-----------------------------------------G----------------------------------R------L------------------------A---DL----PDRLL-DL-RRRS--------------------------------------------------------------------------------------------------------------P--------------A--GAR----LVLLWDD---PYRQ-----------P-----------------------------V------------W-SGL--------------
WP_057578296.1 Q----L----A----------V-LC-LD--A-------------------------------------------------------------------------------------------P---P------------------------------------------------QRA---EM-DT-ALRRGVPV-VIWPRQAA--A-N------------------------------------------------------------------------------------------------------------------------L--------------------R------------------------------------------------------------S--T------V---------------------EQ-L-------A-------N-E-----------------------------------------N----------------------------------D------L------------------------A---DL----PLRLS-EA-RRHAL-----N--A-----------------G--------------------D------------RE--------------------------P--H---G-------------A--------------A--MRG----LAVMWDD---PQRQ-----------PEATEDV---G---P---------------L------------W-V----------------
KRD17928.1 Q----L----A----------V-LC-LD--A-------------------------------------------------------------------------------------------P---P------------------------------------------------QRA---EM-DT-ALRRGVPV-VIWPRQAA--A-N------------------------------------------------------------------------------------------------------------------------L--------------------R------------------------------------------------------------S--T------V---------------------EQ-L-------A-------N-E-----------------------------------------N----------------------------------D------L------------------------A---DL----PLRLS-EA-RRHAL-----N--A-----------------G--------------------D------------RE--------------------------P--H---G-------------A--------------A--MRG----LAVMWDD---PQRQ-----------PEATE---------------------------------------------------------
CCH29660.1 T----V----A----------S-LI-LS--E-------------------------------------------------------------------------------------------P---P-GD----R--------------------------R-------G-R---AWR---EA-AA-AFRAGIPV-LIWDRADC--A-N--------------------P--------------------------------------------------------------------------------------------R------F--------------------R------------------------------------------------------------E--A------V---------------------NT-V-------L-------A-D-----------------------------------------G----------------------------------A------L------------------------E---DL----PHRVA-QL-RRAAL-----K--A-----------------G--------------------P------------G---------------------------E--F---P-------------H--------------A--GHS----FAVLWEN---ASRL-----------PEPRVRS---W---V---------------P------------Q-E----------------
WP_041312589.1 T----V----A----------S-LI-LS--E-------------------------------------------------------------------------------------------P---P-GD----R--------------------------R-------G-R---AWR---EA-AA-AFRAGIPV-LIWDRADC--A-N--------------------P--------------------------------------------------------------------------------------------R------F--------------------R------------------------------------------------------------E--A------V---------------------NT-V-------L-------A-D-----------------------------------------G----------------------------------A------L------------------------E---DL----PHRVA-QL-RRAAL-----K--A-----------------G--------------------P------------G---------------------------E--F---P-------------H--------------A--GHS----FAVLWEN---ASRL-----------PEPRVRS---W---V---------------P------------Q-E----------------
OKI29919.1 S----I----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----R--------------------------R-------G-R---AWH---EA-AM-AFRAGIPI-IIWDREDC--S-S--------------------S--------------------------------------------------------------------------------------------H------F--------------------H------------------------------------------------------------E--A------V---------------------TR-L-------F-------A-A-----------------------------------------G----------------------------------E------V------------------------R---RL----PDRLA-QL-RREAL-----L--A-----------------N--------------------D------------S---------------------------D--G---P-------------H--------------A--GRS----LAVLWDD---AERL-----------PEPLTSG---W---G---------------S------------Q-G----------------
WP_033439501.1 S----I----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----R--------------------------R-------G-R---AWH---EA-AM-AFRAGIPI-IIWDREDC--S-S--------------------S--------------------------------------------------------------------------------------------H------F--------------------L------------------------------------------------------------E--A------V---------------------TQ-L-------F-------S-A-----------------------------------------G----------------------------------E------V------------------------R---GL----PDRLA-QL-RREAL-----L--A-----------------K--------------------D------------S---------------------------D--G---P-------------H--------------A--GRS----LAVLWDD---AERL-----------PVPLTSG---W---G---------------S------------Q-G----------------
WP_077011611.1 S----I----V----------S-LV-LS--E-------------------------------------------------------------------------------------------P---P-GD----R--------------------------G-------G-R---AWH---EA-AM-AFRAGIPV-ILWDHEDC--S-T--------------------T--------------------------------------------------------------------------------------------G------F--------------------H------------------------------------------------------------D--A------V---------------------TA-L-------F-------A-D-----------------------------------------G----------------------------------A------V------------------------D---QL----PHRVA-RL-RREAL-----R--S-----------------N--------------------A------------S---------------------------D--V---T-------------H--------------A--GHG----IAVLWDD---ADRL-----------PEPLGAW---W---G---------------S------------L-G----------------
WP_009399214.1 E----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GG----P--------------------------D-------T-H---GGR---EV-EL-ALRAGCPV-MLWHRSDC--F-S--------------------P--------------------------------------------------------------------------------------------L------F--------------------R------------------------------------------------------------E--E------V---------------------SG-L-------L-------A-D-----------------------------------------G----------------------------------D------F------------------------L---SL----PRRVL-ER-RRIVE-----A--R-----------------M--------------------A------------ASSATANGSPTTAREAPGTPNETNRT-WD--D---E-------------P--------------A--GFQ----LALLWDD---PRRR-----------PDVPAG--------------------------------------------------------
EIV90733.1 E----I----V----------C-LV-LS--A-------------------------------------------------------------------------------------------P---P-GG----P--------------------------D-------T-H---GGR---EV-EL-ALRAGCPV-MLWHRSDC--F-S--------------------P--------------------------------------------------------------------------------------------L------F--------------------R------------------------------------------------------------E--E------V---------------------SG-L-------L-------A-D-----------------------------------------G----------------------------------D------F------------------------L---SL----PRRVL-ER-RRIVE-----A--R-----------------M--------------------A------------ASSATANGSPTTAREAPGTPNETNRT-WD--D---E-------------P--------------A--GFQ----LALLWDD---PRRR-----------P-------------------------------------------------------------
WP_033338579.1 Q----V----V----------A-LV-LS--E-------------------------------------------------------------------------------------------P---P-TD----Q--------------------------S-------R-N---GLH---QL-KV-AIRNGVPI-VIWHRDSS--P-G--------------------I--------------------------------------------------------------------------------------------T------F--------------------R------------------------------------------------------------R--V------I---------------------EE-E-------I-------R-WG----------------------------------------D----------------------------------G------V------------------------S---AM----PEFAR-RL-RASAV-----M--A-----------------D--------------------D----------------------------------------E--R---T-------------E--------------I--GKD----LVLLWDD---PLCL-----------PEEFGDR---A---S-----------------------------------------------
WP_045746971.1 R----I----V----------A-LV-LS--G-------------------------------------------------------------------------------------------P---P-EP----V--------------------------R-------S-D---GMK---EI-GM-AVRAGIPI-IVWHRRRA--P-T--------------------P--------------------------------------------------------------------------------------------Q------F--------------------R------------------------------------------------------------E--I------V---------------------DN-S-------I-------R-FG----------------------------------------E-----------------------------------------I------------------------T---EL----PDRAF-RL-RLAHW-----V--D-----------------D--------------------D----------------------------------------E--R---A-------------D--------------I--SRN----LVVLWDD---PIRV-----------PEQFTRP---P---P---------------D------------E-G----------------
KPI09077.1 H----C----V----------A-LV-LS--E-------------------------------------------------------------------------------------------P---P-LP----D--------------------------H-------G-N---GRR---EL-HA-ALRSGLPV-VIWHRAGR--S-T--------------------K--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------G--V------L---------------------DG-L-------L-------T-------------------------------------------E----------------------------------G------L------------------------S---RF----PAKVA-AY-RRRAA-----I--D-----------------A--------------------A------------DDE-------------------------D--A---A-------------H--------------I--GRH----LAVLWDD---PDRK-----------PVRPE---------------------------------------------------------
ANS63694.1 R----Q----V----------A-AV-LS--E-------------------------------------------------------------------------------------------P---P-ER----S--------------------------R-------Q-R---GCL---EI-KA-ALRTGYPV-VVWHRTSE--S-T--------------------A--------------------------------------------------------------------------------------------E------F--------------------R------------------------------------------------------------Q--A------L---------------------SD-L-------F-------A-------------------------------------------G----------------------------------G------F------------------------A---DL----LSRIT-RF-RQEAA-----A--L-----------------G--------------------S------------EHD----------------------------------------------H--------------F--GRH----LAVLWDD---PDRK-----------P-------------------------------------------------------------
WP_055518048.1 A----V----V----------L-MT-LG--S-------------------------------------------------------------------------------------------P---P-DG----P------------------------------------H---GKG---EL-LV-GLQAGLPL-VLWSRSGP--L-T--------------------E--------------------------------------------------------------------------------------------H------A--------------------H------------------------------------------------------------T--L------A---------------------ES-A-------L-------D-------------------------------------------G----------------------------------R------L------------------------S---EA----LDRLT-RL-RSAPR-----T--G-----------------D--------------------H------------G---------------------------G--E---G-------------F--------------T--GPR----IAVLWDD---PNRL-----------PEVPEPI---L---------------------------------------------------
WP_055613193.1 A----V----V----------L-MA-LG--S-------------------------------------------------------------------------------------------P---P-DG----Q------------------------------------R---GKS---EL-LV-GLQAGLPL-VLWSRSGP--L-T--------------------E--------------------------------------------------------------------------------------------H------A--------------------H------------------------------------------------------------T--V------A---------------------ES-A-------L-------E-------------------------------------------G----------------------------------R------L------------------------S---QA----LDRLA-RL-RSAPR-----T--G-----------------D--------------------H------------G---------------------------G--E---G-------------F--------------T--NPR----IAVLWDD---PNRL-----------PEVPEPI---I---------------------------------------------------
WP_069761739.1 D----I----V----------L-MI-LG--S-------------------------------------------------------------------------------------------P---P-DD----D------------------------------------N---GRK---EL-LA-GLQAGLPL-LLWRRRGA--S-A--------------------G--------------------------------------------------------------------------------------------H------P--------------------V------------------------------------------------------------T--L------A---------------------EG-L-------L-------E-------------------------------------------G----------------------------------D------L------------------------H---EV----LDRLT-CL-RSAPH-----P--G-----------------D--------------------H------------D---------------------------A--G---G----------------------------S--GPR----LAVLWDD---PNRL-----------PEVPEPI---A---------------------------------------------------
GAT82293.1 Q----P----V----------M-VV-LS--D-------------------------------------------------------------------------------------------P---P-GR----GPDD---------------------SPG--------------ID---EL-GE-SLRAGVPI-VVWDRRGG--V-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------D--E------L---------------------QE-L-------T-------S-R-----------------------------------------K----------------------------------G------I------------------------H---RL----PEVLR-SL-RIEAG-----G--E-----------------D--------------------A------------AGG------------------------GS--S---T-------------T--------------L--GRH----AALLWDD---PYRL-----------PGVRSDT---A---D---------------S------------S-AQ---------------
WP_067395195.1 Q----P----V----------M-VV-LS--D-------------------------------------------------------------------------------------------P---P-GR----GPDD---------------------SPG--------------ID---EL-GE-SLRAGVPI-VVWDRRGG--V-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------D--E------L---------------------QE-L-------T-------S-R-----------------------------------------K----------------------------------G------I------------------------H---RL----PEVLR-SL-RIEAG-----G--E-----------------D--------------------A------------AGG------------------------GS--S---T-------------T--------------L--GRH----AALLWDD---PYRL-----------PGVRSDT---A---D---------------S------------S-AQ---------------
WP_051855988.1 R----R----V----------M-VV-LS--D-------------------------------------------------------------------------------------------P---P-GG----TGGR---------------------GSG--------------VD---EL-AE-SLRAGVPI-VVWDRRGG--I-D--------------------P--------------------------------------------------------------------------------------------V------F--------------------R------------------------------------------------------------G--E------L---------------------AD-L-------A-------A-R-----------------------------------------T----------------------------------G------I------------------------H---QL----PDAVR-SL-RIEAK-----A--G-----------------D--------------------A------------AEG------------------------DS--------------------T--------------L--GRH----AALLWDD---PYRL-----------PGGGGAM---A---D---------------S------------S-AQ---------------
WP_018543769.1 H----P----V----------M-VV-LS--G-------------------------------------------------------------------------------------------P---P-GS----RGTM---------------------NSG--------------TD---EL-DA-SLRAGVPI-VIWDRRGG--I-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------H--E------L---------------------LE-I-------A-------A-R-----------------------------------------T----------------------------------G------V------------------------H---RL----PEAVR-AL-RIGAG-----D--G-----------------D--------------------P------------AEG------------------------GS--S-----------------A--------------L--GHH----AALLWDD---PYRL-----------PGGPGEA---A---E---------------S------------S-AQ---------------
WP_069782619.1 H----P----V----------M-VV-LS--A-------------------------------------------------------------------------------------------P---P-GN----QEHV---------------------AVG--------------GD---EL-DA-SLRAGVPI-VVWDRRGG--V-D--------------------P--------------------------------------------------------------------------------------------V------F--------------------R------------------------------------------------------------N--E------L---------------------LE-L-------V-------S-S-----------------------------------------K----------------------------------G------I------------------------H---RL----PDEVR-SL-RIAAG-----G--G-----------------D--------------------P------------AGG------------------------GS--S-----------------T--------------L--GRH----AALLWDD---PDRL-----------PGGRGEA---A---D---------------S------------S-AQ---------------
WP_004003788.1 P----P----A----------V-VV-LS--E-------------------------------------------------------------------------------------------A---P-GS----AQGD---------------------AWA-------H-G---RTD---EL-GE-ALRAGVPI-VLWDRRGL--A-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--Q------L---------------------RD-L-------L-------E-R-----------------------------------------H----------------------------------D------L------------------------R---TL----PGVVK-AL-RIATA-----D--R-----------------D--------------------A------------E---------------------------A--N---A-------------V--------------V--GRH----VALLWDD---PDRM-----------PVGPPSN---D---Q---------------E------------A-AR---------------
WP_062152502.1 P----P----A----------V-VV-LS--E-------------------------------------------------------------------------------------------A---P-GS----AQGD---------------------AWA-------H-G---RTD---EL-GE-ALRAGVPI-VLWDRRGL--A-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--E------L---------------------RD-L-------L-------E-R-----------------------------------------H----------------------------------D------L------------------------R---TL----PGVVK-AL-RIATA-----D--R-----------------D--------------------A------------E---------------------------A--N---A-------------V--------------V--GRH----VALLWDD---PDRM-----------PVGPPSN---D---Q---------------E------------A-AR---------------
WP_030165944.1 P----P----A----------V-VV-LS--S-------------------------------------------------------------------------------------------A---P-GS----ARRA---------------------AGA-------H-G---RTD---EL-GE-ALRAGVPV-VLWDRRGP--A-D--------------------T--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--Q------L---------------------RD-L-------L-------A-R-----------------------------------------H----------------------------------D------L------------------------R---GL----PGVVK-AL-RIAAA-----D--R-----------------D--------------------P------------E---------------------------A--N---A-------------V--------------V--GRH----VALLWDD---PDRM-----------PVVPARS---S---H---------------E------------A-AP---------------
WP_043498198.1 P----P----A----------V-VV-LS--E-------------------------------------------------------------------------------------------A---P-GS----AGRD---------------------GAA-------Q-R---RTD---EL-GE-ALRAGVPI-VLWDRRGR--A-D--------------------P--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------A--E------L---------------------RT-L-------L-------E-R-----------------------------------------H----------------------------------D------P------------------------R---GL----PGVVR-AL-RIAAA-----D--R-----------------D--------------------A------------G---------------------------T--I---A-------------V--------------V--GPH----VALLWDD---PDRM-----------PVASPGR---G---Q---------------E------------A-AR---------------
WP_018558008.1 P----P----A----------V-AV-LS--D-------------------------------------------------------------------------------------------P---P-TG----ARGE---------------------TGA-------R-G---SRD---EL-VE-ALRAGVPV-ILWDRRGP--A-D--------------------P--------------------------------------------------------------------------------------------V------F--------------------L------------------------------------------------------------S--A------L---------------------RS-L-------L-------D-R-----------------------------------------H----------------------------------D------L------------------------R---GL----PGVVK-AL-RIAAI-----D--S-----------------D--------------------P------------E---------------------------N--D---V-------------L--------------V--GRH----VALLWDD---PNRM-----------PVASVGT---S---A---------------G------------P-PP---------------
SEG88233.1 P----P----A----------V-VI-LS--G-------------------------------------------------------------------------------------------P---P----------D---------------------KVT-------E-R---PAD---EL-AE-ALRVGVPV-VLWARTGA--E-G--------------------A--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------T--A------L---------------------ES-L-------L-------K-S-----------------------------------------H----------------------------------N------P------------------------C---HL----PTIVK-LL-RIASN-----G--R-----------------E--------------------T------------H---------------------------V--D---P-------------L--------------I--GQH----VALLWDD---PTRM-----------PVASVTG---G---S---------------S------------D-SA---------------
ANS68574.1 ----MH----T----------A-VV-LN--A-------------------------------------------------------------------------------------------P---T--D----A------------------------------------A---SQA---AL-KA-AIAEGIGL-AVWDRAGV--F-V--------------------E--------------------------------------------------------------------------------------------A------G--------------------R------------------------------------------------------------Q--K------M---------------------SA-V-------L-------S-SV----------------------------------------H----------------------------------A------P------------------------V---QI----PMAIH-RL-RQKAA-----S--R-----------------N--------------------Q-------------G--------------------------P--A---E-------------L--------------H--LKD----IGFLWDD---PTRP-----------VDFQPTD---P---GD---------LTNEEA------------P-E----------------
WP_067441285.1 ----MH----T----------A-VV-LN--A-------------------------------------------------------------------------------------------P---T--D----A------------------------------------A---SQA---AL-KA-AIAEGIGL-AVWDRAGV--F-V--------------------E--------------------------------------------------------------------------------------------A------G--------------------R------------------------------------------------------------Q--K------M---------------------SA-V-------L-------S-SV----------------------------------------H----------------------------------A------P------------------------V---QI----PMAIH-RL-RQKAA-----S--R-----------------N--------------------Q-------------G--------------------------P--A---E-------------L--------------H--LKD----IGFLWDD---PTRP-----------VDFQPTD---P---GD---------LTNEEA------------P-E----------------
KOU62421.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----R------------------------------------L---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-D--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------A---RI----PTAIH-RL-RQKAE-----S--H-----------------T--------------------Q-------------G--------------------------P--S---R-------------L--------------L--GRH----IGFFWDD---PTRL-----------VDID------P---GD---------LAGEEA------------P-A----------------
WP_053751783.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----R------------------------------------L---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-D--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------A---RI----PTAIH-RL-RQKAE-----S--H-----------------T--------------------Q-------------G--------------------------P--S---R-------------L--------------L--GRH----IGFFWDD---PTRL-----------VDID------P---GD---------LAGEEA------------P-A----------------
WP_051826854.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----R------------------------------------L---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-D--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------A---QI----PIAFH-RL-RQSAE-----L--H-----------------A--------------------N-------------G--------------------------P--G---R-------------L--------------L--GRN----IGFFWDD---PTRL-----------VDID------P---GD---------LAGEEA------------P-A----------------
WP_051857573.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----R------------------------------------L---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-D--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------A---QI----PIAFH-RL-RQSAE-----L--H-----------------A--------------------N-------------G--------------------------P--G---R-------------L--------------L--GRN----IGFFWDD---PTRL-----------VDID------P---GD---------LAGEEA------------P-A----------------
WP_037743260.1 REETRH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----A------------------------------------S---ALE---AL-KA-AIAEGIGL-AIWDRRGV--F-S--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------S----------------------------------K------P------------------------A---HI----PMAVH-RL-RQSAE-----R--H-----------------T--------------------Q-------------G--------------------------P--G---R-------------F--------------L--GRH----IGFFWDD---PTRL-----------VDIQSTD---P---GD---------LASEEA------------P-A----------------
WP_030244394.1 ----GH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---D--D----V------------------------------------A---AMA---AL-KA-AIAEGIGL-AIWDRRGV--F-L--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------A---QI----PTAIH-RL-RQNAE-----L--H-----------------T--------------------E-------------G--------------------------P--G---R-------------F--------------L--GRH----IGFFWDD---PTRL-----------VDIQTTD---P---GD---------PASEEA------------P-A----------------
WP_007445176.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--H----D------------------------------------P---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------R------P------------------------G---QI----PLAIH-RL-RQNAE-----L--N-----------------Q--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRV-----------VDMHTND---P---GE---------SAGEEA------------P-A----------------
KPC71890.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--H----D------------------------------------P---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------R------P------------------------G---QI----PLAIH-RL-RQNAE-----L--N-----------------Q--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRV-----------V-------------------------------------------------------------
WP_052840002.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--R----V------------------------------------P---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------R------P------------------------G---QI----PLAIH-RL-RQNAE-----L--N-----------------R--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRV-----------VDMHTID---P---GE---------IAGEEA------------P-A----------------
WP_055419748.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--R----V------------------------------------S---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------G---QI----PLAIH-RL-RQNAE-----L--N-----------------R--------------------R-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRI-----------VDMHTNE---P---GD---------LAGEEA------------P-A----------------
WP_019325897.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--G----V------------------------------------S---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------G---QI----PVAIH-RL-RRNAE-----L--N-----------------Q--------------------R-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRI-----------VDMHTID---P---GD---------LADEEA------------P-A----------------
WP_031015545.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--G----V------------------------------------S---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------G---QI----PVAIH-RL-RRNAE-----L--N-----------------Q--------------------R-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRI-----------VDMHTID---P---GD---------LADEEA------------P-A----------------
WP_073732210.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--G----L------------------------------------S---AME---AL-KA-AIAEGIGL-AVWDRRGA--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------G---QI----PVAIH-RL-RRSAE-----L--N-----------------Q--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFFWDD---PTRI-----------VDMHTIE---P---GD---------LADEEA------------P-A----------------
WP_010033819.1 ----RR----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----V------------------------------------M---ALE---AL-KA-AIAEGIGL-AIWDRRGV--F-R--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-L-------F-------A-AA----------------------------------------P----------------------------------T------P------------------------A---RI----PVAVH-LL-RRNAE-----S--D-----------------G--------------------R-------------G--------------------------P--G---E-------------L--------------L--GRH----IGFFWDD---PTRP-----------VDVQPID---P---GD---------LASEEA------------S-A----------------
WP_020273195.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----V------------------------------------L---ALE---AL-KA-AIAEGIGL-AIWDRRGV--F-R--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-L-------F-------A-AA----------------------------------------P----------------------------------T------P------------------------A---RI----PVAVH-LL-RRNAE-----S--E-----------------G--------------------R-------------G--------------------------P--G---E-------------L--------------L--GRH----IGFFWDD---PTRP-----------VDVQPTD---P---GD---------LASEEA------------S-A----------------
WP_037930280.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---S--G----T------------------------------------G---ALA---AL-KA-AIAEGIGL-AVWDRRGV--F-A--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-L-------F-------A-AA----------------------------------------Q----------------------------------T------P------------------------A---RI----PTAVH-LL-RKNAE-----S--D-----------------G--------------------Q-------------G--------------------------P--G---E-------------L--------------L--GRH----IGFFWDD---PTRP-----------IDFQPID---P---GD---------LASEEA------------P-A----------------
WP_073939276.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----S------------------------------------F---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-V--------------------A--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------A---QI----PRAIH-RL-RQKAE-----V--D-----------------S--------------------Q-------------------------------------------P---H-------------L--------------L--GRH----IAFFWDD---PTRP-----------VDIQPTD---H---DD---------LAS----------------------------------
OKJ89424.1 ----RH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----S------------------------------------F---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-V--------------------A--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------A---QI----PRAIH-RL-RQKAE-----V--D-----------------S--------------------Q-------------------------------------------P---H-------------L--------------L--GRH----IAFFWDD---PTRP-----------V-------------------------------------------------------------
WP_030857528.1 ----GR----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---A--D----T------------------------------------P---ALE---AL-KA-AIAEGISL-AIWDRRGA--F-V--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------I------A------------------------A---QI----PMAIH-RL-RRKAV-----D--P-----------------A--------------------Q-------------S-----------------------------P---D-------------L--------------L--GRH----IAFFWDD---PTRL-----------VDIH-TD---D---GD---------LANEEA------------P-A----------------
WP_053138632.1 ----GR----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---V--D----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-L-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------G---QI----PLAVH-RL-RENAE-----R--H-----------------S--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFLWDD---PTRL-----------VDIQS-D---Y---GD---------LAGEEA------------T-A----------------
WP_063483359.1 ----GR----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---V--D----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-P--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-L-------F-------A-AV----------------------------------------P----------------------------------T------P------------------------G---QI----PLAVH-RL-RENAE-----R--H-----------------S--------------------Q-------------G--------------------------P--G---R-------------L--------------L--GRH----IGFLWDD---PTRL-----------VDIQS-D---Y---GD---------LAGEEA------------T-A----------------
WP_051741755.1 ----RH----T----------A-VV-MD--A-------------------------------------------------------------------------------------------P---G--S----A------------------------------------S---PLA---AL-KA-AIAEGIGL-ALWDRRGV--F-I--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------T---QI----PLAIH-RL-RLRAE-----L--N-----------------N--------------------T-------------D--------------------------G--P---H-------------L--------------L--GRH----IAFFWDD---PHRL-----------VDFHDFD---Q---DD---------LASEEA------------P-A----------------
WP_003993640.1 ----RS----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---S--G----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-K--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------T----------------------------------L------P------------------------V---QL----PSVIH-RM-RLNAE-----S--G-----------------A--------------------E-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------VDTLTTD---P---GG---------LAS----------------------------------
EFL35512.1 ----RS----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---S--G----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-K--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------T----------------------------------L------P------------------------V---QL----PSVIH-RM-RLNAE-----S--G-----------------A--------------------E-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------V-------------------------------------------------------------
GAP48486.1 ----RS----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---S--G----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-I--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------T----------------------------------M------P------------------------V---QL----PSVMH-RM-RLNAE-----S--G-----------------A--------------------E-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------V-------------------------------------------------------------
KJK39593.1 ----RR----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---T--G----A------------------------------------P---ALE---AL-KA-AIAEGVGL-AVWDRRGV--F-E--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------T----------------------------------M------P------------------------V---QL----PSVIH-RM-RLNAE-----S--G-----------------A--------------------Q-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------V-------------------------------------------------------------
WP_037767258.1 ----RS----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---T--G----P------------------------------------P---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-M--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------A----------------------------------L------P------------------------V---QL----PSVMH-RM-RLNAE-----S--G-----------------A--------------------A-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------VDVQAPD---P---GD---------LAS----------------------------------
AMW13452.1 ----TR----T----------A-VL-LD--A-------------------------------------------------------------------------------------------P---T--G----A------------------------------------P---ALE---AL-KA-AIAEGIGL-AVWDRRGV--F-I--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------T----------------------------------M------P------------------------V---QL----PSVIH-RM-RLNAE-----S--G-----------------A--------------------E-------------D--------------------------A--V---Q-------------Y--------------L--ARN----VGFLWDD---PTRV-----------V-------------------------------------------------------------
OKK13503.1 ----SR----T----------A-AV-LD--A-------------------------------------------------------------------------------------------P---D--G----G------------------------------------A---ATE---AV-KA-AIAEGIGL-AVWDRRGE--F-S--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------S-SV----------------------------------------P----------------------------------T------P------------------------T---QI----PVAIH-RL-RRTAG-----L--D-----------------V--------------------A-------------G-----------------------------P---L-------------L--------------L--GRH----IAFLWDD---PHRL-----------VDIQTAA---D---YG------FDDHDSEET------------R------------------
WP_079194700.1 ----SR----T----------A-AV-LD--A-------------------------------------------------------------------------------------------P---D--G----G------------------------------------A---ATE---AV-KA-AIAEGIGL-AVWDRRGE--F-S--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------S-SV----------------------------------------P----------------------------------T------P------------------------T---QI----PVAIH-RL-RRTAG-----L--D-----------------V--------------------A-------------G-----------------------------P---L-------------L--------------L--GRH----IAFLWDD---PHRL-----------VDIQTAA---D---YG------FDDHDSEET------------R------------------
WP_078620803.1 ----SR----T----------A-AV-LD--A-------------------------------------------------------------------------------------------P---D--G----G------------------------------------A---STE---AV-KA-AIAEGLGL-AVWDRRGE--F-S--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------S-SV----------------------------------------P----------------------------------T------P------------------------T---QI----PLAIH-RL-RRTAG-----L--D-----------------E--------------------A-------------G-----------------------------P---L-------------L--------------L--GRH----IAFLWDD---PHRL-----------VDIQTDD---D---YG------FDDHDSEED------------G-L----------------
WP_055516090.1 ----SR----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---D--G----G------------------------------------A---ATE---AL-KA-TIAEGIGL-AVWDRRGE--F-Q--------------------E--------------------------------------------------------------------------------------------V------Q--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-AV----------------------------------------P----------------------------------A------S------------------------T---QI----PLAVH-RL-RRGAE-----L--H-----------------A--------------------E-------------G-----------------------------P---L-------------L--------------L--GRH----IAFLWDD---PHRL-----------VDIQTYV---D---DGPDGDGAFDDSRSEET------------P-G----------------
WP_020126657.1 ----RI----T----------A-AV-LD--A-------------------------------------------------------------------------------------------P---V--G----G------------------------------------P---AMA---AL-KE-AIAAGIGL-AVWDRRGE--F-L--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------SA-V-------F-------A-SV----------------------------------------P----------------------------------T------P------------------------A---QL----PLAVH-RL-RSRAA-----V--D-----------------Q--------------------T-------------------------------------------------------------L--------------L--GRH----IAFFWDD---PTRL-----------VDVQ--E---D---DP--------DIDVDHR------------Q------------------
SFO06645.1 ----SR----T----------A-IV-LD--A-------------------------------------------------------------------------------------------P---D--S----A------------------------------------A---SSY---AL-RA-AIAEGIGL-AIWDRRGV--F-H--------------------E--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------D--V------M---------------------SA-V-------L-------A-SV----------------------------------------P----------------------------------R------P------------------------A---LL----PVAVQ-RL-RRSAE-----L--H-----------------N--------------------D-------------G-----------------------------P---L-------------L--------------L--GRH----IGFLWDD---PTRL-----------VDVQEAD---V---PEDAPGFGMDSIDSEE--------------------------------
WP_051127395.1 ----GH----T----------A-VV-LD--A-------------------------------------------------------------------------------------------P---D--K----G------------------------------------A---ALE---AL-KT-AIASGIGL-AVWDRRGV--F-L--------------------T--------------------------------------------------------------------------------------------E------R--------------------R------------------------------------------------------------E--V------V---------------------TA-V-------F-------A-TA----------------------------------------Q----------------------------------T------S------------------------A---QI----PMAIH-RL-RRKAV-----Q--G-----------------G--------------------D-------------Q--------------------------G--T---L-------------L--------------L--GRN----IAFLWDD---PNRV-----------VDLQAID---Y---GD---------PADEEA------------S-A----------------
EDX26494.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------P--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
WP_053065809.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------P--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
WP_073796943.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------L--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
OKI39949.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------L--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------I-------------------------------------------------------------
WP_073775784.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------L--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
OKI62006.1 Q----L----T----------A-VT-LA--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AIAEGIGV-ALWDRREP--S-R--------------------E--------------------------------------------------------------------------------------------Q------L--------------------G------------------------------------------------------------V--P------L---------------------NM-L-------I-------G-------------------------------------------Y----------------------------------P------T------------------------A---QL----PVTIH-RL-RMRAE-----V--E-----------------A--------------------G-------------G-----------------------------F---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------I-------------------------------------------------------------
KPH99927.1 H----L----T----------A-VT-LS--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AITEGIGV-ALWDRRDP--A-L--------------------Q--------------------------------------------------------------------------------------------A------L--------------------G------------------------------------------------------------A--P------L---------------------DM-L-------V-------G-------------------------------------------Y----------------------------------P------T------------------------T---QL----PGTIH-RL-RMKAE-----T--E-----------------V--------------------N-------------G-----------------------------M---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
WP_054226935.1 H----L----T----------A-VT-LS--A-------------------------------------------------------------------------------------------P---A-LE----G------------------------------------Q---ALE---PL-KA-AITEGIGV-ALWDRRDP--A-L--------------------Q--------------------------------------------------------------------------------------------A------L--------------------G------------------------------------------------------------A--P------L---------------------DM-L-------V-------G-------------------------------------------Y----------------------------------P------T------------------------T---QL----PGTIH-RL-RMKAE-----T--E-----------------V--------------------N-------------G-----------------------------M---Q-------------L--------------P--GRH----VAFFYDD---PFRL-----------IDC-------------------------EEV------------P-A----------------
WP_041992906.1 A----V----T----------A-VI-LH--G-------------------------------------------------------------------------------------------P---A-VP----G------------------------------------R---GLE---PL-AA-AISEGIGV-AGWDRREE--D-S--------------------P--------------------------------------------------------------------------------------------Q------S--------------------R------------------------------------------------------------E--L------I---------------------RV-L-------F-------G-------------------------------------------H----------------------------------P------P------------------------G---QI----PAKVS-QL-RLDAE-----A--E-----------------D--------------------E-------------G-----------------------------P---R-------------M--------------M--GRH----IAFFWDD---PNRL-----------VDC-------------------------EEL------------S-A----------------
EHM30206.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--G-N--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_032790750.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--G-N--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_073868986.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--G-N--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
OKI55611.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--G-N--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL-------------------------------
WP_050359188.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
KND33424.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL-------------------------------
WP_073959595.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
OKI78843.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL-------------------------------
WP_073805366.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_073742767.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
OKJ54513.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL-------------------------------
WP_069755640.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_047179746.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-RA-AVAEGVGV-AAWDRRAD--S-S--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------T---QL----PEKVH-RL-RAGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_026290052.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QA-AVVEGVGV-AAWDRRAE--S-S--------------------S--------------------------------------------------------------------------------------------R------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------T------Y------------------------A---QL----PEKVH-RL-RAGAE-----R--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
KIX48994.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QA-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PEKVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
WP_044370537.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QA-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PEKVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
WP_073777496.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QA-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
OKI68069.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QA-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL-------------------------------
WP_030800995.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QA-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
WP_030711854.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------R---GLE---AL-QT-AVVEGVGL-AAWDRRLK--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RVGAE-----I--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
WP_065477016.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QA-AVVEGVGL-AAWDRRPR--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------G---QL----PETVN-RL-RVGAE-----I--D-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFFWDD---PHRL-----------VDR-------------------------EEL------------M-S----------------
WP_006128810.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QT-ALAEGVGL-AAWDRRPE--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RIGAE-----M--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL------------L-S----------------
EFE78825.1 S----L----T----------A-VI-LD--E-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QT-ALAEGVGL-AAWDRRPE--S-T--------------------S--------------------------------------------------------------------------------------------Q------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------S------Y------------------------A---QL----PETVN-RL-RIGAE-----M--E-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------L--GRH----IAFLWDD---PHRL-----------VDR-------------------------EEL-------------------------------
WP_030076152.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QA-AVVEGIGL-AAWDRRLE--S-T--------------------S--------------------------------------------------------------------------------------------H------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------A------Y------------------------T---QL----PETVN-RL-RMGAE-----V--D-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
WP_030623490.1 S----L----T----------A-VI-LD--A-------------------------------------------------------------------------------------------P---A-VQ----G------------------------------------H---GLE---AL-QT-AVVEGIGL-AAWDRRLE--S-T--------------------S--------------------------------------------------------------------------------------------H------S--------------------S------------------------------------------------------------E--L------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------A------Y------------------------T---QL----PETVN-RL-RMGAE-----V--D-----------------E--------------------D-------------G-----------------------------P---L-------------W--------------V--GRH----IAFFWDD---PYRL-----------VDR-------------------------EEL------------L-S----------------
SBU92609.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------S---GLE---AL-VA-AIDEGVGL-AAWDRRPQ--S-P--------------------D--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------Q------------------------A---QL----PSKVS-QL-RKEAE-----G--R-----------------G--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
SCD66707.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------S---GLE---AL-VA-AIDEGVGL-AAWDRRPQ--S-P--------------------D--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------Q------------------------A---QL----PSKVS-QL-RKEAE-----G--R-----------------G--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
WP_028442478.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------S---GLE---AL-VA-AIDEGVGL-AAWDRRPQ--S-P--------------------D--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------Q------------------------A---QL----PSKVS-QL-RKEAE-----G--R-----------------G--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
SCD36368.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------S---GLE---AL-VA-AIDEGVGL-AAWDRRPQ--S-P--------------------D--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------Q------------------------A---QL----PSKVS-QL-RKEAE-----G--R-----------------G--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
WP_030632512.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------S---GLE---AL-VA-AIDEGVGL-AAWDRRPQ--S-P--------------------D--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------Q------------------------A---QL----PSKVS-QL-RKEAE-----G--R-----------------G--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
WP_014049538.1 Q----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------R---GLE---AL-EA-AIDEGVGL-AAWDRRPE--S-P--------------------E--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------P------------------------S---QL----PAKVS-QL-RKEAE-----G--R-----------------D--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
SCD67051.1 Q----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------R---GLE---AL-EA-AIDEGVGL-AAWDRRPE--S-P--------------------E--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------P------------------------S---QL----PAKVS-QL-RKEAE-----G--R-----------------D--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
SCL86357.1 Q----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------R---GLE---AL-EA-AIDEGVGL-AAWDRRPE--S-P--------------------E--------------------------------------------------------------------------------------------L------A--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------P------------------------S---QL----PAKVS-QL-RKEAE-----G--R-----------------D--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----FGVFLGRSQPPGRL-------------------------------------------------------------------------
WP_031085533.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------H---GLE---AL-MA-AIDEGVGL-AAWDRRPE--S-P--------------------D--------------------------------------------------------------------------------------------L------S--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------P------P------------------------S---QL----PGKVS-QL-RKEAE-----G--R-----------------D--------------------R-------------G-----------------------------G---L-------------F--------------V--GRH----LAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
WP_037691432.1 W----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------H---GLE---AL-VA-AITEGVGL-AAWDRRPD--S-P--------------------A--------------------------------------------------------------------------------------------Q------S--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------G-------------------------------------------H----------------------------------N------P------------------------A---QL----SSKVR-QL-RKSAE-----E--L-----------------D--------------------A-------------G-----------------------------S---L-------------L--------------L--GKH----IAFFWDD---PNRL-----------VDC-------------------------EEL------------T-A----------------
WP_073719858.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------H---GLE---AL-TA-AIAEGVGL-AAWDRRPD--S-P--------------------A--------------------------------------------------------------------------------------------Q------S--------------------G------------------------------------------------------------E--V------L---------------------TV-L-------L-------G-------------------------------------------H----------------------------------N------P------------------------A---QL----ASKVR-QL-RKGAE-----E--L-----------------D--------------------G-------------G-----------------------------S---L-------------L--------------L--GRH----IAFFWDD---PNRL-----------VDCE------------------------EEL------------T-A----------------
WP_033303943.1 N----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------H---GMD---AL-SI-AIEQGVGL-AAWDRRPD--S-P--------------------D--------------------------------------------------------------------------------------------L------S--------------------G------------------------------------------------------------Q--V------L---------------------TL-L-------L-------A-------------------------------------------H----------------------------------P------P------------------------A---QL----PSKVS-QI-RQEAE-----D--L-----------------R--------------------R-------------D-----------------------------S---L-------------S--------------V--GKY----MAFFWDD---PYRL-----------VDC-------------------------EEL------------T-A----------------
WP_069169725.1 R----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----D------------------------------------R---GLD---AL-II-AIEQGVGL-AAWDRRTD--S-P--------------------D--------------------------------------------------------------------------------------------L------S--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------A-------------------------------------------H----------------------------------P------P------------------------S---QL----PSKVS-QL-RKEAE-----G--L-----------------G--------------------R-------------D-----------------------------S---L-------------S--------------V--GKH----MAFFWDD---PYRL-----------VDC-------------------------EEL------------T-A----------------
WP_051834677.1 G----L----T----------A-VI-LD--V-------------------------------------------------------------------------------------------P---A-LP----G------------------------------------L---GLE---AL-VT-AIAQGVGL-AAWDRRTG--S-P--------------------E--------------------------------------------------------------------------------------------L------S--------------------G------------------------------------------------------------E--V------L---------------------TL-L-------L-------A-------------------------------------------H----------------------------------P------P------------------------S---QI----PSKVS-AL-RKKAE-----G--M-----------------N--------------------R-------------D-----------------------------N---W-------------S--------------L--GKH----LALLWDD---PNRL-----------IDC-------------------------EEL------------T-A----------------
WP_051900043.1 QGSTPY----T----------A-LA-LD--A-------------------------------------------------------------------------------------------P---R-QG----S------------------------------------Q---ALT---AL-KR-AIAEGFGL-ALWDRRGK--L-E--------------------P--------------------------------------------------------------------------------------------Q------S--------------------R------------------------------------------------------------E--T------I---------------------AE-L-------L-------D-ST----------------------------------------R----------------------------------T------A------------------------H---SV----PRRVQ-EM-RARAE-----A--D-----------------M--------------------D-------------G-----------------------------D---V-------------F--------------L--GRH----VACLWDD---PDRI-----------VDCQ------------------------PWQ------------S-APGDRPAPAHPS-----
KUL21999.1 G----Y----L----------V-VV-LS--A-------------------------------------------------------------------------------------------P---P-GT----E------------------------------------V---GTG---EL-RA-ALRAGVPI-ILWDQREP--R-P--------------------A--------------------------------------------------------------------------------------------D------G--------------------T------------------------------------------------------------Q--G------L---------------------ER-L-------V-------A-------------------------------------------E----------------------------------P------T------------------------G---LL----PENTR-RI-RIEAA-----S----------------------------------------------------------------------------------D--P---A-------------H--------------F--GRS----VALLWDD---ADRP-----------ITERQAD---S---------------------------------------------------
WP_083972666.1 G----Y----L----------V-VV-LS--A-------------------------------------------------------------------------------------------P---P-GT----E------------------------------------V---GTG---EL-RA-ALRAGVPI-ILWDQREP--R-P--------------------A--------------------------------------------------------------------------------------------D------G--------------------T------------------------------------------------------------Q--G------L---------------------ER-L-------V-------A-------------------------------------------E----------------------------------P------T------------------------G---LL----PENTR-RI-RIEAA-----S----------------------------------------------------------------------------------D--P---A-------------H--------------F--GRS----VALLWDD---ADRP-----------ITERQAD---S---------------------------------------------------
WP_030434390.1 D----L----T----------T-VV-LG--S-------------------------------------------------------------------------------------------S---P-ED----E------------------------------------S---GSQ---EL-RS-ALDAGIPV-ILWDHRRG--TAG--------------------P--------------------------------------------------------------------------------------------E------M--------------------E------------------------------------------------------------A--M------L---------------------RR-L-------T-------G-------------------------------------------E----------------------------------P------P------------------------E---TL----VHRVH-QE-RRRVC-----L--L-----------------A--------------------P------------EE--------------------------Q--A---D-------------D--------------P--GRH----LAVLWDD---PDRN-----------VYDSGAQ---P---------------------------------------------------
WP_034272248.1 D----I----T----------M-VV-LS--S-------------------------------------------------------------------------------------------S---P-GA----P------------------------------------T---ARR---EL-VS-ALSAGVPV-ILWD-RRG--VAD--------------------P--------------------------------------------------------------------------------------------A------A--------------------R------------------------------------------------------------E--A------L---------------------RM-L-------A-------E-------------------------------------------T----------------------------------P------P------------------------A---TL----LSSLR-QL-RRQAA-----S--A-----------------E--------------------P------------D---------------------------G--A---A-------------S--------------L--GRH----LAVLWDD---PNRL-----------VNLDGVG---L---------------------------------------------------
OKK02916.1 D----V----V----------G-MV-LS--R-------------------------------------------------------------------------------------------P---P-HR----D--------------------------S-------E-L---GLR---EM-SL-ALDLGVPI-VVYHRDDP--A-S--------------------E--------------------------------------------------------------------------------------------V------F--------------------R------------------------------------------------------------S--M------I---------------------RE-T-------L-------A-N-----------------------------------------E----------------------------------G------L------------------------A---GL----PERAQ-QW-KSDVA-----V--R-----------------A--------------------TT-------TAAGGASAVTD---------------------R--D---V-------------E--------------A--IRS----MSMIWDD---PELL-----------LEGGQSA---P---A-----------------------------------------------
WP_073756692.1 D----V----V----------G-MV-LS--R-------------------------------------------------------------------------------------------P---P-HR----D--------------------------S-------E-L---GLR---EM-SL-ALDLGVPI-VVYHRDDP--A-S--------------------E--------------------------------------------------------------------------------------------V------F--------------------R------------------------------------------------------------S--M------I---------------------RE-T-------L-------A-N-----------------------------------------E----------------------------------G------L------------------------A---GL----PERAQ-QW-KSDVA-----V--R-----------------A--------------------TT-------TAAGGASAVTD---------------------R--D---V-------------E--------------A--IRS----MSMIWDD---PELL-----------LEGGQSA---P---A-----------------------------------------------
WP_014173263.1 E----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-RP----R--------------------------S-------G-L---GLR---EL-RL-GLDLGVPV-LIHHRADS--L-S--------------------E--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------S--V------V---------------------RE-G-------L-------A-E-----------------------------------------D----------------------------------G------L------------------------S---KL----PERAR-QW-KSDC----------------------------------------------------------AAGGIGSQDD---------------------------------------------------------P--VRD----LSVIWDN---PELL-----------LDGGPCA---P---A-----------------------------------------------
ADI03784.1 E----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-RP----R--------------------------S-------G-L---GLR---EL-RL-GLDLGVPV-LIHHRADS--L-S--------------------E--------------------------------------------------------------------------------------------A------F--------------------R------------------------------------------------------------S--V------V---------------------RE-G-------L-------A-E-----------------------------------------D----------------------------------G------L------------------------S---KL----PERAR-QW-KSDC----------------------------------------------------------AAGGIGSQDD---------------------------------------------------------P--VRD----LSVIWDN---PELL-----------LDG-----------------------------------------------------------
WP_023545804.1 D----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-AA----G--------------------------R-------A-A---GLG---EV-RV-AIDLGIPV-FILHR-EA--T-S--------------------E--------------------------------------------------------------------------------------------Q------F--------------------H------------------------------------------------------------G--M------V---------------------RD-G-------L-------T-E-----------------------------------------G----------------------------------G------L------------------------A---GL----PFHAR-QW-KSDS----------------------------------------------------------ATPADGRTQA---------------------------------------------------------S--AQH----LCVVWDD---PEQL-----------LGDGAGA---P---A-----------------------------------------------
EST34699.1 D----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-AA----G--------------------------R-------A-A---GLG---EV-RV-AIDLGIPV-FILHR-EA--T-S--------------------E--------------------------------------------------------------------------------------------Q------F--------------------H------------------------------------------------------------G--M------V---------------------RD-G-------L-------T-E-----------------------------------------G----------------------------------G------L------------------------A---GL----PFHAR-QW-KSDS----------------------------------------------------------ATPADGRTQA---------------------------------------------------------S--AQH----LCVVWDD---PEQL-----------L-------------------------------------------------------------
WP_076090753.1 D----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-AA----G--------------------------R-------T-A---GLG---EV-RV-AIDLGIPV-LILHR-EA--T-S--------------------E--------------------------------------------------------------------------------------------Q------F--------------------H------------------------------------------------------------G--M------V---------------------RD-G-------L-------T-E-----------------------------------------G----------------------------------G------L------------------------A---GL----PFHAR-QW-KSDS----------------------------------------------------------ATPADGRTQA---------------------------------------------------------S--ARH----LCVVWDD---PEQL-----------LGDGAGA---P---A-----------------------------------------------
OLZ67512.1 D----V----V----------A-MV-LS--E-------------------------------------------------------------------------------------------P---P-AA----G--------------------------R-------T-A---GLG---EV-RV-AIDLGIPV-LILHR-EA--T-S--------------------E--------------------------------------------------------------------------------------------Q------F--------------------H------------------------------------------------------------G--M------V---------------------RD-G-------L-------T-E-----------------------------------------G----------------------------------G------L------------------------A---GL----PFHAR-QW-KSDS----------------------------------------------------------ATPADGRTQA---------------------------------------------------------S--ARH----LCVVWDD---PEQL-----------L-------------------------------------------------------------
WP_018383822.1 E----I----M----------G-MV-LS--A-------------------------------------------------------------------------------------------A---P-RG----P--------------------------R-------G-R---GSR---EV-LL-GLEHGVPL-LVYHREDS--G-S--------------------E--------------------------------------------------------------------------------------------A------F--------------------H------------------------------------------------------------S--M------V---------------------KE-A-------M-------S-E-----------------------------------------G----------------------------------G------L------------------------A---NL----PERTR-QW-KRDV--------------------------------------------------------------SVKENP---------------------------------------------------------V--IKN----LTVIFDD---PEQL-----------LDGGPSA---P---A-----------------------------------------------
WP_015660490.1 D----V----V----------A-MM-LC--E-------------------------------------------------------------------------------------------V---P-WK----Q--------------------------D-------T-L---GGQ---EV-NL-ALEYGVFV-WIYHRADG--S-S--------------------P--------------------------------------------------------------------------------------------A------W--------------------R------------------------------------------------------------V--A------V---------------------RE-A-------V-------N-E-----------------------------------------V----------------------------------G------L------------------------A---GI----PQLAH-QW-KADA----------------------------------------------------------AMDRPGTHDP------------------------------------------A--------------V--IRS----LVVLWDD---PEQL-----------LDGGPAA---P---A-----------------------------------------------
WP_033306181.1 NGR--V----V----------A-VA-LL--D-------------------------------------------------------------------------------------------A---P-RK----P--------------------------E-------P-G---AVH---SY-DV-ALREGVPA-MLWARSAG--A-V--------------------S--------------------------------------------------------------------------------------------R------L--------------------G------------------------------------------------------------D--L------A---------------------DR-L-------F-------Q-A-----------------------------------------N----------------------------------H------L------------------------N---AL----ATKFH-ES-RG--------------------------------------------------------------------------------------------------S-------------L--------------V--SDE----VLVLIDN---PENV-----------YVPLRRY---Q---S---------------P------------H-H----------------
WP_076821061.1 A----A----T----------A-MI-LT--A-------------------------------------------------------------------------------------------P---P-EA----P--------------------------H-------D-L---GLQ---QL-SA-ALRGGLPL-IAWHRLPA--A-S--------------------A--------------------------------------------------------------------------------------------D------E--------------------H------------------------------------------------------------A--E------L---------------------RG-I-------V-------D-G-----------------------------------------G----------------------------------D------P------------------------A---QL----PRVVR-RT-NLDRI-----S--K-----------------A--------------------DA-------AVGPRKGGLDDGTGDGMRYVRDDSGLAPRGGYG--G---G-------------P--------------V--AKM----IALLLDD---PDRQ-----------PEGSPAV---G---T---------------A------------R------------------
WP_084775799.1 S----G----E----------P-LV-LN--S-------------------------------------------------------------------------------------------P---P-DV---------------------------------------E-D---GRR---EL-MD-AIHAGAPA-ILWHRQNC--S-K-----------------------------------------------------------------------------------------------------------------S------F--------------------H------------------------------------------------------------E--S------V---------------------QN-L-------I-------H-R-----------------------------------------G----------------------------------P------L------------------------K---DL----PSRIG-EI-HLSPG-----P--L-----------------G-------------------------------------------------------------D--E---A-------------E--------------L--LRE----VTLMWDD---PDRQ-----------LPVLRPL---V---A---------------P------------D------------------
ARH94839.1 S----G----E----------P-LV-LN--S-------------------------------------------------------------------------------------------P---P-DV---------------------------------------E-D---GRR---EL-MD-AIHAGAPA-ILWHRQNC--S-K-----------------------------------------------------------------------------------------------------------------S------F--------------------H------------------------------------------------------------E--S------V---------------------QN-L-------I-------H-R-----------------------------------------G----------------------------------P------L------------------------K---DL----PSRIG-EI-HLSPG-----P--L-----------------G-------------------------------------------------------------D--E---A-------------E--------------L--LRE----VTLMWDD---PDRQ-----------LP------------------------------------------------------------
WP_033267594.1 S----G----E----------P-LV-LN--S-------------------------------------------------------------------------------------------P---P-DV---------------------------------------E-D---GRR---EL-MD-AIHAGAPA-ILWHRQNC--S-Q-----------------------------------------------------------------------------------------------------------------S------F--------------------H------------------------------------------------------------E--S------V---------------------QN-L-------I-------H-R-----------------------------------------G----------------------------------P------L------------------------K---DL----PSRIG-EI-HLSPG-----P--L-----------------G-------------------------------------------------------------D--E---A-------------E--------------L--LRE----VTLMWDD---PDRQ-----------LPVLRPL---V---A---------------P------------D------------------
WP_069570249.1 S----G----E----------P-LV-LN--S-------------------------------------------------------------------------------------------P---P-DV---------------------------------------E-D---GRR---EL-MD-AIRAGAPA-ILWHRQNC--S-Q-----------------------------------------------------------------------------------------------------------------S------F--------------------H------------------------------------------------------------E--S------V---------------------QN-L-------I-------H-R-----------------------------------------G----------------------------------P------L------------------------K---DL----PSRIG-EI-HLSPG-----P--L-----------------G-------------------------------------------------------------D--E---A-------------E--------------L--LRE----VTLLWDD---PDRQ-----------LPVLRPL---V---A---------------P------------D------------------
WP_083103843.1 S----S----E----------P-LV-LT--S-------------------------------------------------------------------------------------------P---P-DM---------------------------------------E-D---GRK---QL-ME-AIRSGAPA-ILWHRQNC--S-K-----------------------------------------------------------------------------------------------------------------P------F--------------------R------------------------------------------------------------E--S------V---------------------QN-L-------I-------H-R-----------------------------------------G----------------------------------P------L------------------------K---DL----PSRIG-EI-HLAQG-----R--L-----------------G-------------------------------------------------------------D--E---A-------------E--------------V--LRE----VVLLWDD---PDRP-----------LPVLKPL---V---A---------------P------------D------------------
WP_058915121.1 T----A----P----------L-LV-LT--A-------------------------------------------------------------------------------------------P---P-DR---------------------------------------E-E---GQQ---QL-LD-GIRSGVPA-ILWHRSDC--T-S--------------------G--------------------------------------------------------------------------------------------S------F--------------------R------------------------------------------------------------Q--Y------V---------------------RD-L-------I-------D-T-----------------------------------------G----------------------------------P------L------------------------A---EL----PARFG-QL-QQSKD-----S--L----------------------------------------------------------------------------------D---S-------------D--------------V--LSD----LTLLWDD---PTRP-----------LPVPKAL---T---S---------------P------------D------------------
WP_058915197.1 S----A----A----------L-LV-LT--A-------------------------------------------------------------------------------------------P---P-DR---------------------------------------E-E---GQQ---QL-LD-GIRSGVPA-ILWHRSDC--T-S--------------------G--------------------------------------------------------------------------------------------S------F--------------------R------------------------------------------------------------Q--Y------V---------------------RD-L-------I-------G-T-----------------------------------------G----------------------------------P------L------------------------A---EL----PARLG-QL-QQSKD-----S--L----------------------------------------------------------------------------------D---S-------------E--------------A--LSD----LTLLWDD---PTRP-----------LPVLKAL---T---S---------------P------------D------------------
WP_061441115.1 S----Q----D----------P-VI-LK--S-------------------------------------------------------------------------------------------P---P-SD---------------------------------------K-E---GRL---QF-LD-ALRNGAPA-ILWHRLDC--S-A-----------------------------------------------------------------------------------------------------------------A------F--------------------Q------------------------------------------------------------S--A------A---------------------LR-L-------I-------G-A-----------------------------------------G----------------------------------P------L------------------------Q---EL----PDRIS-AL-RADHR-----R--S-----------------T-------------------------------------------------------------S--A---D-------------D--------------A--VTD----ITLLWDD---PTHT-----------LPTLHSL---V---A---------------P------------S------------------
KQC35434.1 R----I----A----------A-VT-LS--G-------------------------------------------------------------------------------------------P---P-TQ----G----------------------------------S-P---AQR---QL-AE-ALSAGLAV-AAWQVDDP--D-R--------------------P--------------------------------------------------------------------------------------------H------T--------------------D------------------------------------------------------------R--P------L---------------------LE-L-------L-------A-H-----------------------------------------G----------------------------------D------------------------------PF---RL----PQRFR-RE-NLTRL-----E-------PRGDRH-----APG--------------------P------------TAC-------------------------D--A---Q-------------AAA---------------RRT----AILLWDD---PRRA-----------AWRAIAG---S---A---------------R------------L-PRR--------------
WP_044887383.1 R----I----A----------A-VT-LS--G-------------------------------------------------------------------------------------------P---P-TQ----G----------------------------------S-P---AQR---QL-AE-ALSAGLAV-AAWQVDDP--D-R--------------------P--------------------------------------------------------------------------------------------H------T--------------------D------------------------------------------------------------R--P------L---------------------LE-L-------L-------A-H-----------------------------------------G----------------------------------D------------------------------PF---RL----PQRFR-RE-NLTRL-----E-------PRGDRH-----APG--------------------P------------TAC-------------------------D--A---Q-------------AAA---------------RRT----AILLWDD---PRRA-----------AWRAIAG---S---A---------------R------------L-PRR--------------
WP_055409980.1 R----I----A----------A-VT-LS--G-------------------------------------------------------------------------------------------P---P-TQ----G----------------------------------S-P---AQR---QL-AE-ALSAGLAV-AAWQVDDP--D-R--------------------P--------------------------------------------------------------------------------------------H------T--------------------D------------------------------------------------------------R--P------L---------------------LE-L-------L-------A-H-----------------------------------------G----------------------------------D------------------------------PF---RL----PQRFR-RE-NLTRL-----E-------PRGDRH-----APG--------------------P------------TAC-------------------------D--A---Q-------------AAA---------------RRT----AILLWDD---PRRA-----------AWRAIAG---S---A---------------R------------L-PRR--------------
WP_055870159.1 R----I----A----------A-VT-LS--G-------------------------------------------------------------------------------------------P---P-TQ----G----------------------------------S-P---AQR---QL-AE-ALSAGLAV-AAWQVDDP--D-R--------------------P--------------------------------------------------------------------------------------------H------T--------------------D------------------------------------------------------------R--P------L---------------------LE-L-------L-------A-H-----------------------------------------G----------------------------------D------------------------------PF---RL----PQRFR-RE-NLTRL-----E-------PRGDRH-----APG--------------------P------------TAC-------------------------D--A---Q-------------AAA---------------RRT----AILLWDD---PRRA-----------AWRAIAG---S---A---------------R------------L-PRR--------------
KQM03127.1 R----I----A----------A-VT-LS--G-------------------------------------------------------------------------------------------P---P-TQ----G----------------------------------S-P---AQR---QL-AE-ALSAGLAV-AAWQVDDP--D-R--------------------P--------------------------------------------------------------------------------------------H------T--------------------D------------------------------------------------------------R--P------L---------------------LE-L-------L-------A-H-----------------------------------------G----------------------------------D------------------------------PF---RL----PQRFR-RE-NLTRL-----E-------PRGDRH-----APG--------------------P------------TAC-------------------------D--A---Q-------------AAA---------------RRT----AILLWDD---PRRA-----------AWRA----------------------------------------------------------
WP_011601501.1 R----I----V----------A-VV-LS--G-------------------------------------------------------------------------------------------P---P-TP----G----------------------------------S-P---AGK---EL-AD-ALREGIGV-VAWQHADP--D-R--------------------P--------------------------------------------------------------------------------------------A------T--------------------D------------------------------------------------------------T--A------L---------------------LD-L-------L-------T-R-----------------------------------------V----------------------------------D------AHSGVGAFTGVDAHADVDSLSNVFPL---TL----PRRFR-EE-NLIRL-----E--R--RLPETAGS-----ANS--------------------R------------DTA-------------------------N--S---Q-------------DTANARDMANSRDMAR--RRV----ATLLWED---LRQD-----------TGQTAPP---S---T-----------------------------------------------
WP_055750283.1 R----I----V----------A-VV-LS--G-------------------------------------------------------------------------------------------P---P-TP----G----------------------------------S-P---AGK---EL-AD-ALREGIGV-VAWQHADP--D-R--------------------P--------------------------------------------------------------------------------------------A------T--------------------D------------------------------------------------------------T--A------L---------------------LD-L-------L-------T-R-----------------------------------------V----------------------------------D------AHSGVGAFTGVDAHADVDSLSNVFPL---TL----PRRFR-EE-NLIRL-----E--R--RLPETAGS-----ANS--------------------R------------DTA-------------------------N--S---Q-------------DTANARDMANSRDMAR--RRV----ATLLWED---LRQD-----------TGQTAXP---S---T-----------------------------------------------
ESQ11647.1 ----------Y----------W-AM-IA--H-------------------------------------------------------------------------------------------C---P-R--------------------------------A-------N-D---REEVQQRL-LD-GLCEGLPL-MLWPLVDA--L-D--------------------T----------------------------------------------------E---------------------------------------A------F--------------------H------------------------------------------------------------N--D------L---------------------LH-W-------L-------C-G-----------------------------------------T----------------------------------P------H------------------------A---DL----PELLH-RT-RRDSH-----P----------------------------------------------------------------------------------------------------------------------D--WQD----LAVLWDD---ARRR-----------IPETNFP---A---------------------------------------------------
WP_051552905.1 ----------V----------C-AA-LA--Y-------------------------------------------------------------------------------------------T---Y-Q--------------------------------G-------P-S---RKE---VL-HY-LFEAGVPI-ALWHRAGR--L-T--------------------G----------------------------------------------------R--------------------------------------------------------------------------------------------------------------------------------D--L------L---------------------HQ-V-------L-------R-G-----------------------------------------Q----------------------------------P------L------------------------L---EL----PDVVH-GQ-RYSCR-----R--T-----------------A-------------------------------------------------------------R--T---D-------------H--------------P--GRD----LVLLWDD---PTRV-----------PDRPDWH---V---P---------------A------------V-VE---------------
AKV66220.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-DIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDKTK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---PYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_072926886.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-DIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDKTK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---PYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_008196908.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-EIVESLPI-AVWSRNAG--E-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDNIK-EL-RRNE---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_061430552.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-DIVESLPI-AVWSRNAG--E-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDNIK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_002762804.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-EIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------N-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDNIK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_002752614.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-EIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDNIK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_002782651.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-YIVESLPI-AVWSRNAG--E-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDKTK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_052275695.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-DIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDKTK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---PYPK-----------PSPRPRP-------------------------------------------------------
EPF21807.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-EIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------N-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDKIK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD--------------------------------------------------------------------------------
WP_002771097.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-KIVESLPI-AVWSRKPG--E-T--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------N-P-----------------------------------------S----------------------------------E------W------------------------K---NW----PDKTK-EL-RRNN---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PAPRPRP---L---N---------------T------------K-VVE--------------
WP_002787889.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_002775629.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSS---AD-LE-DIVESRPI-AVWSRNVR--E-P--------------------I----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------N-P-----------------------------------------S----------------------------------E------W------------------------K---TW----PDKTK-EL-RRNN---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PAPRPRP---L---N---------------T------------K-VVE--------------
WP_024970300.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSS---AD-LE-DIVESRPI-AVWSRNVR--E-P--------------------I----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------N-P-----------------------------------------S----------------------------------E------W------------------------K---TW----PDKTK-EL-RRNN---------------------------------------------------------------------------------------------------------------------------------RK----IALFWDD---LYPK-----------PAPRPRP---L---N---------------T------------K-VVE--------------
WP_004269018.1 ----------Y----------Y-IG-TE---------------------------------------------------------------------------------------------------------------------------------------------------PSI---AD-LE-EIVESLPI-AVWSRNAN--Q-P--------------------M----------------------------------------------------T---------------------------------------D---------------------------N-----------------------------------------------------------------------------------------------D-------L-------K-P-----------------------------------------S----------------------------------E------W------------------------R---NW----PDNIK-EL-RRNK---------------------------------------------------------------------------------------------------------------------------------RE----IALFWDD---LYPK-----------PSPRPRP---L---N---------------T------------R-VVE--------------
WP_008185555.1 ----------Y----------Y-MG-TD---------------------------------------------------------------------------------------------------------------------------------------------------PSD---SD-LE-RIEEALPI-AVWSRNVN--Q-P--------------------L----------------------------------------------------I---------------------------------------E------G--------------------E-----------------------------------------------------------------------------------------------H-------L-------N-L-----------------------------------------S----------------------------------E------W------------------------Q---NW----PNKIL-KL-RQDKK-------------------------------------------------------------------------------------------------------------Y--------------K--DLE----VTLLWDD---LYPK-----------PSRSSRP---L---N---------------T------------D-VVD--------------
WP_071106907.1 ----------Y----------Y-MG-TD---------------------------------------------------------------------------------------------------------------------------------------------------PSD---SE-LE-RIEEALPI-AVWSREVK--Q-P--------------------L----------------------------------------------------I---------------------------------------E------G--------------------E-----------------------------------------------------------------------------------------------H-------L-------N-L-----------------------------------------S----------------------------------E------W------------------------Q---DW----PNKIQ-NL-RKNK-----------------------------------------------------------------------------------------------------------------------------N--GLE----VTLFWDD---LYPK-----------PSQRCRP---L---N---------------T------------D-VVD--------------
WP_075896672.1 ----------Y----------Y-MG-TD---------------------------------------------------------------------------------------------------------------------------------------------------PSD---SD-LE-RIEEALPI-AVWSRDVN--Q-P--------------------L----------------------------------------------------I---------------------------------------E------G--------------------E-----------------------------------------------------------------------------------------------H-------L-------N-L-----------------------------------------S----------------------------------E------W------------------------Q---DW----PNKIR-DL-RKKK-----------------------------------------------------------------------------------------------------------------------------K--GLE----VTLLWDD---LYPK-----------PSQRCRP---L---N---------------T------------D-VVD--------------
EIP98809.1 I----V----A----------A-LA-LP--P-------------------------------------------------------------------------------------------W---N-PA----A--------------------------N-------S-R---PRD---PL-QR-AILHGIPL-AAWLHDHR--P-P--------------------A----------------------------------------------------A---------------------------------------D------A--------------------R------------------------------------------------------------Q--I------L---------------------SD-R-------L-------V-S-----------------------------------------H----------------------------------P------P------------------------T---EW----PEKLH-AL-RADGL----------------------------------------------------------------------------------------P--A---E-------------F--------------A--CSG----LSVLYDD---ADHL-----------PPDLDST---L---Q---------------A------------P-PLL-----S--------
WP_043125777.1 I----V----A----------A-LA-LP--P-------------------------------------------------------------------------------------------W---N-PA----A--------------------------N-------S-R---PRD---PL-QR-AILHGIPL-AAWLHDHR--P-P--------------------A----------------------------------------------------A---------------------------------------D------A--------------------R------------------------------------------------------------Q--I------L---------------------SD-R-------L-------V-S-----------------------------------------H----------------------------------P------P------------------------T---EW----PEKLH-AL-RADGL----------------------------------------------------------------------------------------P--A---E-------------F--------------A--CSG----LSVLYDD---ADHL-----------PPDLDST---L---Q---------------A------------P-PLL-----S--------
WP_050025083.1 A----F----V----------A-LT-LP--G-------------------------------------------------------------------------------------------A---S-ET----F--------------------------E-------P-S---PSE---VL-HQ-ILTSGIPA-AVWLRDHE--G-D--------------------A----------------------------------------------------E---------------------------------------E------S--------------------H------------------------------------------------------------S--L------L---------------------RH-Q-------L-------L-D-----------------------------------------Q----------------------------------D------R------------------------N---HW----PLHAR-TL-RHEWF-----V--Q-----------------N--------------------S----------------------------------------P--T---A-------------A--------------V--CSG----LSFFWDD---PNRM-----------PPDAIRP---T---L---------------I------------A-PS---------------
EFO80363.1 Y---------L----------C-FV-ET--V-------------------------------------------------------------------------------------------A---P-PE----G--------------------------L-------D-F---IKR---VL-LR-IVRAGVPL-GLWFAHNA--D-R--------------------N----------------------------------------------------V---------------------------------------S------T--------------------Y------------------------------------------------------------Q--F------L---------------------E--G-------L-------L-DP----------------------------------------R----------------------------------H------L------------------------S---NL----PHRLQ-QY-WKQT--------------------------------------------------------------------------------------------------------------Y--------------L--ARP-----LLFFDD---PNRL-----------PYDPDTA---A---F---------------E------------A-PNV-----A--------
WP_044200456.1 Y---------L----------C-FV-ET--V-------------------------------------------------------------------------------------------A---P-PE----G--------------------------L-------D-F---IKR---VL-LR-IVRAGVPL-GLWFAHNA--D-R--------------------N----------------------------------------------------V---------------------------------------S------T--------------------Y------------------------------------------------------------Q--F------L---------------------E--G-------L-------L-DP----------------------------------------R----------------------------------H------L------------------------S---NL----PHRLQ-QY-WKQT--------------------------------------------------------------------------------------------------------------Y--------------L--ARP-----LLFFDD---PNRL-----------PYDPDTA---A---F---------------E------------A-PNV-----A--------
AKI98915.1 V---------V----------C-LA-LT--M-------------------------------------------------------------------------------------------T---P-PA----I--------------------------S-------ELT---LRE---LI-RH-CLVNGMPM-ALWARKPE--C-G--------------------D----------------------------------------------------E---------------------------------------E------I--------------------R------------------------------------------------------------T--F------F---------------------D--G-------L-------L-------------------------------------------K----------------------------------D------M------------------------S---QL----PSAVR-QA-RWQGF-----S--S-----------------D-------------------------------------------------------------D--A---G-------------H--------------L--GKH----LTLVWDD---PNRL-----------PADARPG---S---------------------------------------------------
WP_043403736.1 V---------L----------C-VV-IP--R-------------------------------------------------------------------------------------------S---C------------------------------------------------EQE---VL-ER-SIDAGAPA-MLWLRQDG--V-T--------------------L----------------------------------------------------E---------------------------------------E------A--------------------K------------------------------------------------------------R--C------L---------------------E--P-------L-------V-S-----------------------------------------G----------------------------------T------L------------------------T---EL----PTRVH-TA-RQKTG-----E--E--------------------------------------------------------------------------------------G-------------K--------------L--AKH----LTLLWDD---YDRQ-----------PPDVLP--------F---------------I------------A-PSR--------------
WP_047855766.1 I---------L----------C-VV-IP--A-------------------------------------------------------------------------------------------R---C------------------------------------------------ESK---LL-QR-SVDAGAPA-VLTLRRED--V-T--------------------Q----------------------------------------------------E---------------------------------------K------A--------------------K------------------------------------------------------------R--Y------F---------------------K--K-------L-------L-E-----------------------------------------G----------------------------------R------L------------------------I---EL----PERVH-KA-RQQPS-----R--P--------------------------------------------------------------------------------------L-------------V--------------L--EEH----ITLLWDD---PDRL-----------PPDAENE---SV--L---------------T------------A-PTV--------------
WP_047861215.1 P---------L----------C-LV-SA--L-------------------------------------------------------------------------------------------C---F------------------------------------------------RPE---LL-LL-SIEYGLPA-MLWLRDET--V-LRKPRALRKPR------ALLKP----------------------------------------------------L---------------------------------------M------A--------------------R------------------------------------------------------------R--F------L---------------------K--P-------L-------L-K-----------------------------------------G----------------------------------P------L------------------------S---GL----PERVY-RV-RRRGA-----------------------------------------------------------------------------------------------R-------------K--------------F--SSH----VTLLWDT---NEFL-----------PPDARRD---AA--L---------------T------------T-PAR--------------
AKJ08456.1 P---------L----------C-LV-SA--L-------------------------------------------------------------------------------------------C---F------------------------------------------------RPE---LL-LL-SIEYGLPA-MLWLRDET--V-LRKPRALRKPR------ALLKP----------------------------------------------------L---------------------------------------M------A--------------------R------------------------------------------------------------R--F------L---------------------K--P-------L-------L-K-----------------------------------------G----------------------------------P------L------------------------S---GL----PERVY-RV-RRRGA-----------------------------------------------------------------------------------------------R-------------K--------------F--SSH----VTLLWDT---NEFL-----------PPDARRD---A---------------------------------------------------
WP_019496023.1 K----Q----A----------C-LA-LT--F-------------------------------------------------------------------------------------------T---V----------------------------------D-------S-T---QNV---LW-EE-ALPAGVPI-ALWFRKAP--S-V--------------------S--------------------------------------------------------------------------------------------S------C--------------------RR-----------------------------------------------------------Q--Y------L---------------------EK-I-------LH----CQL-Q-----------------------------------------Q----------------------------------D------I------------------------S---RL----PGRIL-EK-RRKAK-----M--V-----------------QDEAKAFNID------IDDVVE----------------------------------------K--E---E-------------L--------------L--GDC----ISLLWED---PNRF-----------LVPDDYN---S---R---------------L------------N-ARA--------------
AMV25226.1 D----I----A----------A-VL-VG--E-------------------------------------------------------------------------------------------P---VPAD----T--------------------------G-------T-E---APE---FF-TR-VIEDGVPI-ILWSRSGP--E-P--------------------A--------------------------------------------------------------------------------------------A-------------------------------------------------------------------------------------------V------L---------------------RD-L---------------V-A-----------------------------------------G----------------------------------G------L------------------------G---GL----PRRIW-DY-RRGHP-----G--A--------------------------------------S----------------------------------------S--D---A-------------R--------------L--REH----LSLVYDP---AD---------------------------------------------------------------------------
AKV67731.1 E----NLT--L----------W-IN-LC--D-----------------------------------------------------------------------------------------------C----------------------------------Q-------Q-S---HEE---ML-IE-IASEGIPL-ALWSRRYN--L-S--------------------P--------------------------------------------------------------------------------------------T------H--------------------R------------------------------------------------------------E--E------I---------------------NA-L-------V-------S-N-----------------------------------------Q----------------------------------P------I------------------------T---EL----PKLIH-KA-RNPPE-----K--Q-----------------E--------------------S----------------------------------------Q--S---D-------------Y--------------F--GHH----LSLLLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_052276528.1 E----NLT--L----------W-IN-LC--D-----------------------------------------------------------------------------------------------C----------------------------------Q-------Q-S---HEE---ML-IE-IASEGIPL-ALWSRRYN--L-S--------------------P--------------------------------------------------------------------------------------------T------H--------------------R------------------------------------------------------------E--E------I---------------------NA-L-------V-------S-N-----------------------------------------Q----------------------------------P------I------------------------T---EL----PKLIH-KA-RNPPE-----K--Q-----------------E--------------------S----------------------------------------Q--S---D-------------Y--------------F--GHH----LSLLLED---PNRM-----------PPFHYLT---S---Q---------------H-------------------------------
WP_002739618.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRWGA--S-H--------------------L--------------------------------------------------------------------------------------------C------N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E-------------H--------------K--------------------------------------YLV---E---K-----------------------------------------------
WP_012266974.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRWGA--S-H--------------------L--------------------------------------------------------------------------------------------C------N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E-------------H--------------K--------------------------------------YLV---E---K-----------------------------------------------
WP_002743978.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-SVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---HL----STTVQ-KV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---H---------------H------------L-G----------------
CAO86959.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-SVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---HL----STTVQ-KV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---H---------------H-------------------------------
WP_004268273.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STRVQ-EV-RRESP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_061432002.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STKVQ-EV-RRQSS-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_016516065.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-VVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STKVQ-EV-RRQSS-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_072926262.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-VVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STRVQ-EV-RRQSS-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_002755874.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------S------H--------------------R------------------------------------------------------------T--E------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STKVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_004162809.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STRVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_002757186.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---FF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------I------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STRVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_002769615.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-AVGSRCYA--Q-E--------------------A--------------------------------------------------------------------------------------------S------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STTVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFDYLT---S---Q---------------H------------L-G----------------
CCI03551.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-AVGSRCYA--Q-E--------------------A--------------------------------------------------------------------------------------------S------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-G-----------------------------------------I----------------------------------Q------I------------------------N---QL----STTVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFDYLT---S---Q---------------H-------------------------------
WP_002786763.1 T----T----L----------W-SN-LC--A-----------------------------------------------------------------------------------------------S-T--------------------------------Q-------E-D---LEQ---LF-KR-SLKYGIPL-AVGSRCHA--Q-E--------------------A--------------------------------------------------------------------------------------------S------H--------------------R------------------------------------------------------------T--Q------I---------------------NT-L-------L-------Q-D-----------------------------------------I----------------------------------Q------I------------------------N---QL----STRVQ-EV-RRQSP-----D--N--L--------------E--------------------D----------------------------------------E--P---E-------------H--------------L--GHH----LLCFLED---PNRM-----------PPFHYLT---S---Q---------------H------------L-G----------------
WP_011611687.1 K----T----V----------G-IK-LN--K----------------------------------------------------------------------------------------------------------------------------------L-------S-E---LTK---FF-DL-IVLNSLPL-AIWSRRDL--Q-T--------------------I--------------------------------------------------------------------------------------------S------C--------------------Q------------------------------------------------------------N--E------I---------------------NR-I-------L-------R-NV------Q---------------------------------G----------------------------------N------F------------------------N---QL----PKEVT-DE-RKKAK-----G-------------------------------------------------------------------------------------E---E-------------H--------------I--GKH----ICLLWDN---PERM-----------PPEPSEP---K---Y---------------A-------------------------------
WP_006620016.1 Q----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-H---FQV---LV-KA-ILQAATPI-ALWPRCPN--P-N--------------------A--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----SESVR-EL-RSASQ--------------------------G--------------------N----------------------------------------S--P---D-------------H--------------L--GCH----LGFLWED---PYRL-----------TP-EMMI---E---L---------------M------------Q-P----------------
KDR57870.1 Q----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-H---FQV---LV-KA-ILQAATPI-ALWPRCPN--P-N--------------------A--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----SESVR-EL-RSASQ--------------------------G--------------------N----------------------------------------S--P---D-------------H--------------L--GCH----LGFLWED---PYRL-----------TP-EMMI---E---------------------------------------------------
WP_014275762.1 Q----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-Q---FQV---LV-KA-ILQAATPI-ALWPRCPN--P-N--------------------S--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----SESVR-EL-RSASQ--------------------------G--------------------N----------------------------------------S--P---D-------------H--------------L--GCH----LGFLWED---PYRL-----------TP-EMMI---E---L---------------M------------Q-P----------------
WP_006670065.1 Q----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-Q---FQV---LV-KA-MLQAATPI-ALWPRCPD--A-N--------------------S--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----TESVQ-EL-RSQSR--------------------------G--------------------N----------------------------------------G--P---D-------------H--------------L--GCH----LGFLWED---PYRL-----------TP-EMMI---E---L---------------M------------Q-P----------------
WP_008050071.1 Q----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-Q---FQV---LV-KA-MLQAATPI-ALWPRCPD--A-N--------------------S--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----TESVQ-EL-RSQSR--------------------------G--------------------N----------------------------------------G--P---D-------------H--------------L--GCH----LGFLWED---PYRL-----------TP-EMMI---E---L---------------M------------Q-P----------------
WP_006626229.1 Q----K----V----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-T--------------------------------S-------E-Q---FQV---LV-KA-TLKEATPI-ALWPRCQS--P-N--------------------S--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--S------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----TESVQ-EL-RYESR-----Q--R-----------------G--------------------N----------------------------------------G--P---D-------------H--------------L--GYH----LGFLWED---PSRL-----------PPLGNNN---E---L---------------M------------Q-P----------------
WP_046321247.1 Q----K----V----------G-LK-LT--C-------------------------------------------------------------------------------------------P---T-A--------------------------------S-------E-Q---FQV---LV-KA-MLQAATPI-ALWPRCPD--A-N--------------------S--------------------------------------------------------------------------------------------N------Y--------------------A------------------------------------------------------------E--R------I---------------------NQ-L-------L-------T-C-----------------------------------------R----------------------------------P------L------------------------R---QL----TESVQ-EL-RYESR-----Q--R-----------------G--------------------N----------------------------------------G--P---D-------------H--------------L--GYH----LGFLWED---PSRL-----------PPLGNNN---E---L---------------M------------Q-P----------------
WP_015197938.1 E----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------A---P-P--------------------------------K-------A-K---TKE---LF-KA-ILTATTPI-AIWTRYDI--P-N--------------------F--------------------------------------------------------------------------------------------D------H--------------------V------------------------------------------------------------S--A------I---------------------DE-I-------L-------T-F-----------------------------------------K----------------------------------P------L------------------------C---HL----CESVR-QT-REKAD-----A-----------------------------------------Q----------------------------------------T--E---E-------------H--------------L--GFH----LALLWED---PYRL-----------TPNVMLE---L---K---------------T------------P------------------
AFZ01292.1 E----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------A---P-P--------------------------------K-------A-K---TKE---LF-KA-ILTATTPI-AIWTRYDI--P-N--------------------F--------------------------------------------------------------------------------------------D------H--------------------V------------------------------------------------------------S--A------I---------------------DE-I-------L-------T-F-----------------------------------------K----------------------------------P------L------------------------C---HL----CESVR-QT-REKAD-----A-----------------------------------------Q----------------------------------------T--E---E-------------H--------------L--GFH----LALLWED---PYRL-----------TPNVMLE-------------------------------------------------------
WP_015081252.1 G----K----I----------G-LK-VT--C-------------------------------------------------------------------------------------------A---P-P--------------------------------K-------A-K---TKE---LF-KA-ILTATTPI-AIWTRYDI--P-D--------------------F--------------------------------------------------------------------------------------------D------H--------------------V------------------------------------------------------------S--A------I---------------------DE-I-------L-------T-F-----------------------------------------K----------------------------------P------L------------------------C---HL----CESVR-QT-REQAD-----A-----------------------------------------Q----------------------------------------T--E---E-------------H--------------L--GFH----LAILWED---PYRL-----------TPNVMLE---L---T---------------T------------P------------------
WP_029630963.1 E----K----I----------G-LK-VT--C-------------------------------------------------------------------------------------------A---P-P--------------------------------K-------A-K---TKD---LF-KA-ILTATTPI-AIWTRCDI--P-N--------------------F--------------------------------------------------------------------------------------------D------H--------------------V------------------------------------------------------------A--A------I---------------------DE-I-------L-------T-F-----------------------------------------K----------------------------------P------L------------------------C---HL----CESVR-LT-REKAD-----A-----------------------------------------Q----------------------------------------T--E---E-------------H--------------L--GFH----LALLWED---PHRL-----------TPNVMLE---L---K---------------A------------P------------------
WP_052331056.1 E----K----I----------G-LK-LT--C-------------------------------------------------------------------------------------------A---P-P--------------------------------Q-------A-K---RKD---LF-KA-ILTATTPI-AIWTRCDL--P-N--------------------F--------------------------------------------------------------------------------------------D------Q--------------------V------------------------------------------------------------A--A------I---------------------NE-V-------L-------N-S-----------------------------------------K----------------------------------D------L------------------------C---HL----CESVK-NF-REKAD-----A-----------------------------------------Q----------------------------------------T--D---D-------------H--------------L--GFY----LAIIWED---PYRL-----------TPNAMLE---L---K---------------T------------P------------------
WP_017742623.1 Q----K----I----------G-LK-VA--C-------------------------------------------------------------------------------------------A---L-S--------------------------------V-------S-K---SQD---LF-QA-IHKAAAPI-AIWSMCDI--P-H--------------------Q--------------------------------------------------------------------------------------------K------L--------------------E------------------------------------------------------------I--E------I---------------------ND-F-------L-------N-K-----------------------------------------V----------------------------------K------L------------------------I---EL----PELLR-KK-REEVY-----A--Y-----------------S--------------------D-------------------------------------------------------------K--------------Y--SGY----LSILWED---PYRL-----------PPVPDVI---E---L---------------L------------T-P----------------
WP_094533525.1 A----K----L----------G-IK-II--C-------------------------------------------------------------------------------------------V---P-P--------------------------------D-------L-E---RKN---IF-KA-ILKSAIPI-AVWMRKDI--R-E--------------------C--------------------------------------------------------------------------------------------D------R--------------------E------------------------------------------------------------S--K------L---------------------DC-L-------L-------T-S-----------------------------------------G----------------------------------N------L------------------------E---TL----PEYIR-KE-REEAY-----I--C-----------------D--------------------D----------------------------------------P--E---E-------------H--------------F--GNH----LVLLWED---PNRL-----------TPD-----------------------------------------------------------
WP_015197941.1 E----K----I----------I-LK-VC--C-------------------------------------------------------------------------------------------N---L-S--------------------------------N-------S-D---RDG---LL-KA-IHSAGTPI-VIWSRCEV--T-N--------------------L--------------------------------------------------------------------------------------------K------N--------------------P------------------------------------------------------------H--H------F---------------------DA-L-------L-------E-Q-----------------------------------------P-----------------------------------------L------------------------R---EL----SARIK-EQ-R-LAA-----D--H----------------------------------------------------------------------------------E---M-------------H--------------L--GNH----LVLLWDD---PNRI-----------PPNSALE---F---S---------------A------------S------------------
AFZ01295.1 E----K----I----------I-LK-VC--C-------------------------------------------------------------------------------------------N---L-S--------------------------------N-------S-D---RDG---LL-KA-IHSAGTPI-VIWSRCEV--T-N--------------------L--------------------------------------------------------------------------------------------K------N--------------------P------------------------------------------------------------H--H------F---------------------DA-L-------L-------E-Q-----------------------------------------P-----------------------------------------L------------------------R---EL----SARIK-EQ-R-LAA-----D--H----------------------------------------------------------------------------------E---M-------------H--------------L--GNH----LVLLWDD---PNRI-----------PPNSALE-------------------------------------------------------
ACC85236.1 E----K----I----------I-LK-IC--C-------------------------------------------------------------------------------------------D---L-S--------------------------------D-------S-E---RSG---LL-SA-IHSAGTPI-IIWSRCEL--N-S--------------------L--------------------------------------------------------------------------------------------K------N--------------------P------------------------------------------------------------E--H------F---------------------DA-L-------L-------K-K-----------------------------------------P-----------------------------------------L------------------------H---EL----STCVR-EQ-RRLGS-----D--H----------------------------------------------------------------------------------E---M-------------H--------------L--GNH----LVLWWDD---PNRI-----------PPNPAL--------------------------------------------------------
WP_019496817.1 E----K----I----------V-LK-VC--C-------------------------------------------------------------------------------------------C---L-S--------------------------------E-------T-E---RNV---LF-SA-IDSAGTPI-LLLSRREV--Q-N--------------------L--------------------------------------------------------------------------------------------K------N--------------------A------------------------------------------------------------T--E------F---------------------DK-L-------L-------N-D-----------------------------------------G----------------------------------S------L------------------------S---EL----SARLK-KQ-R-LAA-----D--N-----------------D--------------------G----------------------------------------D--E---M-------------H--------------L--GHH----LVLLWDD---PNRV-----------PPNPALE---F---S---------------A------------S------------------
WP_073631280.1 K----Q----L----------A-LK-LT--C-------------------------------------------------------------------------------------------V---M-P--------------------------------TCKTSDNST-T---LTN---LF-QS-ILKAGTPI-VLWSRQCN--L-P-----------------------------------------------------------------------------------------------------------------D------V--------------------S------------------------------------------------------------S--K------M---------------------DL-L-------L-------V-S-----------------------------------------E----------------------------------T------L-------------------LN--ES---QL----LEEVK-EI-RKKAT-----T--T-------------------------------------------------------------------------------N--K---Q-------------H--------------C--GHH----LAILYDE---PQRL-----------RQMWRFL---H---E---------------N------------Q-LWG--------------
BAY12970.1 K----R----I----------G-AM-LG--C-------------------------------------------------------------------------------------------C---S-E----------------------------------K-----------NKI---LK-MI-INDEGIPI-VLWTRCND--L-T--------------------I--------------------------------------------------------------------------------------------E------Q--------------------L------------------------------------------------------------N--E------L---------------------DE-L-------I-------Y-S-----------------------------------------G----------------------------------C------L------------------------L---SL----PERVL-NK-RSETR-----S--K-----------------S--------------------C----------------------------------------P--N---S-------------H--------------L--GFH----LVILWND---PNRF-----------PPSHE---------------------------------------------------------
ABG51366.1 KK---I----L----------G-IN-FP--F-------------------------------------------------------------------------------------------K---I-E--------------------------------E---------L---ENI---TY-EL-MIETGIPI-ALWSRCKE--S-N--------------------V--------------------------------------------------------------------------------------------N------H--------------------L------------------------------------------------------------I--D------L---------------------DT-L-------I-------N-P-----------------------------------------N----------------------------------N------E-----------------NVLN--LQ---NL----PEYVE-QK-RLDSH-----S--N-------------------------------------------------------------------------------D--P---H-------------H--------------L--GHH----LCFLCEN---PYNY-----------PIKRKLN-------------------------------------------------------
AKV70248.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_052277848.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_072927159.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_002738139.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-PE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------N--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_004162657.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-PE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_061432246.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-PE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_012267111.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-PE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_079209939.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-PE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_002788678.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NK-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_002791732.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NQ-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
CCI02681.1 N----V----I----------G-SR-LT--N-------------------------------------------------------------------------------------------LSQ-E-N--------------------------------S-------L-E---LKN---IL-AI-LYETGIPL-SLWIRPDA--N-QE-------------------L--------------------------------------------------------------------------------------------N------C--------------------Q------------------------------------------------------------E--K------L---------------------DP-I-------C---------QC---------------------------------------------------------------------------P------L------------------------E---KL----PEIIK-NR-RSAAW-----L--E----------------------------------------------------------------------------------D---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_002750292.1 N----I----I----------G-AR-LE--I-------------------------------------------------------------------------------------------LQE-S--------------------------------------------H---REN---VM-EA-FYYAGIPL-AIWVREAE--N----------------------F--------------------------------------------------------------------------------------------E------C--------------------Q------------------------------------------------------------E--T------L---------------------EN-I-------C-------H-QC---------------------------------------------------------------------------N------L------------------------E---NL----SAHLK-EK-RRTDW-----R--K----------------------------------------------------------------------------------P---N-------------H--------------I--GNH----LSLLWDD---YQLV-----------PPNYPLL---M---P-----------------------------------------------
WP_011611370.1 D----V----A----------A-VR-LT--E-------------------------------------------------------------------------------------------V---L-Q--------------------------------P-------E-K---RES---VM-EA-FYYAGIPV-ALWMRPEA--E-N--------------------I--------------------------------------------------------------------------------------------D------C--------------------A------------------------------------------------------------E--E------L---------------------QN-I-------C-------N-AC----------------------------------------N----------------------------------S------L------------------------S---NL----PKAIK-AK-RSEAW-----E--Q-----------------D-------------------------------------------------------------I--D---R-------------H--------------I--GNH----LSLLWED---PDIV-----------PPVNELR---M---L---------------E------------S------------------
WP_023065244.1 D----V----V----------A-VR-LK--E-------------------------------------------------------------------------------------------V---L-Q--------------------------------A-------S-K---QQS---IM-ET-FYYAGIPV-ALWIRSEA--E-S--------------------L--------------------------------------------------------------------------------------------M------C--------------------N------------------------------------------------------------G--E------L---------------------DK-I-------C-------Q-SC---------------------------------------------------------------------------C------W------------------------N---EL----PKSIR-NQ-RYEAW-----E--K-----------------E-------------------------------------------------------------S--D---T-------------H--------------I--G-H----LSLLWDD---FNLV-----------PPAQQLG---M---S---------------K------------P------------------
WP_019496296.1 D----V----L----------A-VK-IT--T-------------------------------------------------------------------------------------------V----------------------------------------------F-Q---NKE---PG-TL-LWQASVPL-ALWVRKQL--P-Q--------------------I--------------------------------------------------------------------------------------------I------N--------------------Q------------------------------------------------------------S--A------L---------------------DK-I-------L----------------KD---------------------------------C----------------------------------Y------L------------------------E---QV----PDKVK-QE-RLSAF-----D--C-----------------D--------------------S----------------------------------------P--E---N-------------H--------------V--GRH----LCLLWDD---PNVL-----------PPEQRVT---Q---N---------------Y------------L------------------
WP_027845146.1 D----I----I----------A-VK-IT--N-------------------------------------------------------------------------------------------V----------------------------------------------F-Q---DKQ---PG-TM-LWKSAIPL-ALWIRERI--D-D--------------------V--------------------------------------------------------------------------------------------S------N--------------------E------------------------------------------------------------N--E------L---------------------DQ-L-------M-------G-KRS-KQEEQ---------------------------------I----------------------------------T------L------------------------R---DI----SKVVK-KA-RLKYF-----A--S-----------------S--------------------T----------------------------------------P--------------------H--------------I--GHS----LCLLWDD---PDLL-----------PPEQRIT---Q---E---------------H------------L------------------
OBQ35049.1 K----L----I----------A-VY-FT--N-------------------------------------------------------------------------------------------V----------------------------------------------I-E---VKQ---LK-DY-ILLSGIPL-ALWIREQL--P-D--------------------N--------------------------------------------------------------------------------------------N------Q--------------------D------------------------------------------------------------T--I---DNCI---------------------IN-I-------L-------Q-T-----------------------------------------Q----------------------------------Q------L------------------------K---DL----PDQVK-IE-KG-------------------------------------------------------------------------------------------K--N---T-------------I--------------I--SKH----LCLLWDD---PNLL-----------PPNQNLT---D---T---------------K------------L------------------
KMW70432.1 M----A----I----------L-EN-LD----------------------------------------------------------------------------------------------------M--------------------------------A-------K-L---EKI---LE-FV-ARKTALPV-ALWSRRSE--L-----------------------------------------------------------------------------------------------------------------------------------------------S------------------------------------------------------------D--R------I---------------------DN-I-------L-------D-------------------------------------------C----------------------------------E------V------------------------N---QL----SERIL-EE-RCNSL-----T--E-------------------------------------------------------------------------------D--D---N-------------H--------------I--GHH----LTLVWED---PNIV-----------PPTLQFD---S---E---------------A-------------------------------
KMW70582.1 M----A----I----------L-EN-LD----------------------------------------------------------------------------------------------------M--------------------------------A-------K-L---EKI---LE-FV-ARKTALPV-ALWSRRSE--L-----------------------------------------------------------------------------------------------------------------------------------------------S------------------------------------------------------------D--R------I---------------------DN-I-------L-------D-------------------------------------------C----------------------------------E------V------------------------N---QL----SERIL-EE-RCNSL-----T--E-------------------------------------------------------------------------------D--D---N-------------H--------------I--GHH----LTLVWED---PNIV-----------PPTLQFD---S---E---------------A-------------------------------
WP_049559601.1 M----A----I----------L-EN-LD----------------------------------------------------------------------------------------------------M--------------------------------A-------K-L---EKI---LE-FV-ARKTALPV-ALWSRRSE--L-----------------------------------------------------------------------------------------------------------------------------------------------S------------------------------------------------------------D--R------I---------------------DN-I-------L-------D-------------------------------------------C----------------------------------E------V------------------------N---QL----SERIL-EE-RCNSL-----T--E-------------------------------------------------------------------------------D--D---N-------------H--------------I--GHH----LTLVWED---PNIV-----------PPTLQFD---S---E-----------------------------------------------
EAW35099.1 M----A----I----------L-EN-LE----------------------------------------------------------------------------------------------------M--------------------------------T-------K-L---EKI---LE-FV-ARKTALPV-ALWSRRSE--L-----------------------------------------------------------------------------------------------------------------------------------------------S------------------------------------------------------------D--R------I---------------------DN-I-------L-------D-------------------------------------------C----------------------------------E------V------------------------S---QL----SERIL-EE-RCNSL-----T--E-------------------------------------------------------------------------------D--D---N-------------H--------------I--GHH----LTLVWED---PNIV-----------PPTLQFD---S---E---------------A-------------------------------
OBQ03801.1 Q----A----I----------G-VI-LN--I-------------------------------------------------------------------------------------------F---D-ENKKN-D--------------------------A-------D-K---IIK---IF-SS-LKSNVVPI-AICHRDKI--T-L--------------------E--------------------------------------------------------------------------------------------Q------Q--------------------E------------------------------------------------------------YEIR------A---------------------NN-E-------L-------N-------------------------------------------C----------------------------------Y------I------------------------H---TL----PNHVL-EQ-YEKFL-----L--N-----------------D-------------------------------------------------------------N--DNQ-Y-------------L--------------F--VNN----VFIIYEN---PHIL-----------PFKAEAI---I---I---------------N-------------------------------
OBQ11324.1 Q----A----I----------G-VI-LN--I-------------------------------------------------------------------------------------------F---D-ENKKS-D--------------------------A-------D-K---IIK---IF-SS-LKSNVVPI-AICHRDKI--T-L--------------------E--------------------------------------------------------------------------------------------Q------Q--------------------E------------------------------------------------------------YEIR------A---------------------NN-E-------L-------N-------------------------------------------C----------------------------------Y------I------------------------H---TL----PNHVL-EQ-YEKFL-----L--N-----------------D-------------------------------------------------------------N--DNQ-Y-------------L--------------F--VNN----VFIIYEN---PHIL-----------PFKAEPI---I---I---------------N-------------------------------
WP_026723988.1 Q----A----I----------G-II-LT--K-------------------------------------------------------------------------------------------I---P--K-------------------------------N-------T-S---NET---IF-SF-ILMTATPI-ALWVR-----K-E--------------------I--------------------------------------------------------------------------------------------K------V--------------------Q-------------------------------------------------------------NVV------R---------------------NA-L-------L-------D-------------------------------------------C----------------------------------C------I------------------------F---EL----PDKVK-EK-RLDAP-----E--G-----------------E-------------------------------------------------------------D------D-------------H--------------V--GNN----LSLLWED---PERL-----------TPDAGYF---Y---S---------------I------------P-Q----------------
OKH58065.1 K----A----I----------G-LI-FI--K-------------------------------------------------------------------------------------------V---P--E-------------------------------P-------T-S---HEK---FF-SL-LLITATPI-ALCLR-----K-E--------------------I--------------------------------------------------------------------------------------------K------L--------------------Q-------------------------------------------------------------AVV------K---------------------NS-L-------L-------D-------------------------------------------C----------------------------------C------I------------------------Q---EL----PEKVK-EK-RLDAP-----Q--D-----------------K-------------------------------------------------------------D------D-------------H--------------I--GHH----LSLVWED---PERL-----------TPDAE---------------------------------------------------------
WP_017748254.1 E----K----V----------G-LI-LT--K-------------------------------------------------------------------------------------------F---P-EE-------------------------------P-------K-K---TSQ---IF-SV-LLIAATPV-AICLRSTF--K-S--------------------I--------------------------------------------------------------------------------------------E------T--------------------Q------------------------------------------------------------DNNL------I---------------------DF-L-------L-------E-------------------------------------------C----------------------------------S------I------------------------G---EI----PENVR-KK-RLDAP-----Q--E-----------------E-------------------------------------------------------------D------D-------------H--------------V--GHH----LSLIWED---PDRL-----------TPDVDFF---Y---Q---------------V------------P-K----------------
WP_070391590.1 K----A----I----------A-VK-LH--Q-------------------------------------------------------------------------------------------P---P-C-----------------------------------------------EQ---IL-KV-IDRTAIPV-TLWLRKNN--F-T--------------------T-----------------------------------------------------------------------------------------I--N------C--------------------Q------------------------------------------------------------Q--A------L---------------------EQ-L-------L-------K-------------------------------------------C----------------------------------Q------I------------------------N---EL----PEKVK-QQ-RLQAF-----P--K--G--------------N-------------------------------------------------------------K--Q---E-------------H--------------I--GHH----LALLWED---PYLL-----------PPQIDYT---T---L-----------------------------------------------
WP_071102796.1 K----A----I----------A-VK-LH--Q-------------------------------------------------------------------------------------------P---P-C-----------------------------------------------ED---IL-KV-IDRTAIPV-TLWLRKND--F-K--------------------T-----------------------------------------------------------------------------------------I--N------C--------------------Q------------------------------------------------------------E--Q------L---------------------DQ-L-------L-------N-------------------------------------------C----------------------------------Q------I------------------------N---QL----PEKVK-QQ-RLQAF-----P--K--G--------------N-------------------------------------------------------------K--Q---E-------------H--------------I--GHH----LVLLWED---PYLL-----------PPQIDYT---T---L-----------------------------------------------
WP_009149139.1 K----A----I----------A-LK-LN--T-------------------------------------------------------------------------------------------P---P-C-----------------------------------------------VN---II-KV-INESAIPV-ALWLRKND--F-K--------------------T-----------------------------------------------------------------------------------------I--N------C--------------------Q------------------------------------------------------------E--E------L---------------------DK-I-------L-------N-------------------------------------------C----------------------------------K------I------------------------N---QL----PEKVK-QQ-RLDAF-----G--E--G--------------N-------------------------------------------------------------Q--Q---E-------------H--------------I--GHH----LALLWED---PDLL-----------PPQIDYT---T---L-----------------------------------------------
WP_075897249.1 K----T----I----------A-LK-LY--N-------------------------------------------------------------------------------------------P---P-D-----------------------------------------------YE---IL-KV-IDTMEIPV-ALWLRKND--F-K--------------------T----------------------------------------------------I------------------------------------I--N------C--------------------Q------------------------------------------------------------D--E------F---------------------DK-L-------F-------E-------------------------------------------C----------------------------------Q------I------------------------N---EL----PKKVE-EQ-RLKAP-----K--K--E--------------H-------------------------------------------------------------G--Q---E-------------H--------------I--GHH----LALLWED---PDLL-----------PPQIDYT---T---L-----------------------------------------------
WP_017742478.1 H----V----I----------G-VT-ML--D-------------------------------------------------------------------------------------------P---P-S-----------------------------------------------KK---HI-DL-IHKSAVPV-AIWLRKTL--P-N--------------------I--------------------------------------------------------------------------------------------N------C--------------------K------------------------------------------------------------Y--E------L---------------------EQ-L-------L-------Q-------------------------------------------G----------------------------------K------L------------------------I---KL----PEVVK-QK-RADAL-----G--K-----------------K-------------------------------------------------------------K--D---E-------------H--------------I--GYH----IALQWEN---PEIQ-----------PPDIKYQ-------------------------------------------------------
WP_015119025.1 N----I----T----------A-LK-LI--K-------------------------------------------------------------------------------------------S---P-S--------------------------------P-------E-V---FPK---IL-AA-INQSAIPV-ALWIREEL--Q-H--------------------L--------------------------------------------------------------------------------------------N------I--------------------R------------------------------------------------------------E--E------I---------------------DE-L-------L-------K-------------------------------------------C----------------------------------S------I------------------------M---KL----PERVK-EK-RWQAS-----V--A-----------------V-------------------------------------------------------------D--K---T-------------H--------------I--GNH----ISLLWEN---PYLI-----------PPQIDYT---M---P-----------------------------------------------
BAZ13462.1 S----V----Y----------A-LK-LI--N-------------------------------------------------------------------------------------------S---P-S--------------------------------P-------E-I---F--------QV-ISKTAVPV-ALWIRQEL--E-N--------------------L--------------------------------------------------------------------------------------------D------I--------------------Q------------------------------------------------------------A--E------L---------------------KG-L-------L-------K-------------------------------------------C----------------------------------S------I------------------------P---EL----PQRVR-EK-RNDSF-----G--K-----------------D-------------------------------------------------------------K--Q---S-------------H--------------I--GHH----ISLLWEN---PNVL-----------PPQ-----------------------------------------------------------
WP_073595268.1 D----I----I----------G-LK-LT--T-------------------------------------------------------------------------------------------A---P-V--------------------------------Q-------T-G---KGS---VF-AL-ILKTAIPV-ALWLRQNL--A-N-----------------------------------------------------------------------------------------------------------------N------C--------------------D------------------------------------------------------------E--K------I---------------------DG-L-------L-------Q-------------------------------------------C----------------------------------C------I------------------------D---QL----PENVK-MK-RLDAI-----L--E-----------------P-------------------------------------------------------------P--DT----------------H--------------I--GHH----LSLLWEN---PDRL-----------PPNIDYS---M---------------------------------------------------
OKH35537.1 D----I----I----------G-LK-LT--T-------------------------------------------------------------------------------------------A---P-V--------------------------------Q-------T-G---KGS---VF-AL-ILKTAIPV-ALWLRQNL--A-N-----------------------------------------------------------------------------------------------------------------N------C--------------------D------------------------------------------------------------E--K------I---------------------DG-L-------L-------Q-------------------------------------------C----------------------------------C------I------------------------D---QL----PENVK-MK-RLDAI-----L--E-----------------P-------------------------------------------------------------P--DT----------------H--------------I--GHH----LSLLWEN---PDRL-----------PPN-----------------------------------------------------------
EDX76090.1 D----I----L----------G-CT-LA--N-------------------------------------------------------------------------------------------V---P-Q--------------------------------P-------M-G---KES---VF-NV-ILGTAIPL-VIWVRCNL--A-H--------------------L--------------------------------------------------------------------------------------------N------C--------------------S------------------------------------------------------------Q--E------L---------------------NQ-L-------L-------T-------------------------------------------C----------------------------------C------I------------------------S---EL----PTTIK-GK-REAAF-----A--S-----------------H-------------------------------------------------------------P--HLRGL-------------H--------------I--GSH----LSLMWED---PDRV-----------PPTIHYS---T---P-----------------------------------------------
BAZ33902.1 E----I----I----------G-LK-VV--K-------------------------------------------------------------------------------------------A---P-K--------------------------------N-------I-G---EGS---IF-AV-IFKTGIPV-ALWLKKNP--P-S--------------------L--------------------------------------------------------------------------------------------D------C--------------------Q------------------------------------------------------------S--E------I---------------------EQ-I-------L-------S-------------------------------------------C----------------------------------C------I------------------------R---DL----PETVR-EK-RLDAK-----D--N-----------------S-------------------------------------------------------------D------T-------------H--------------I--GHH----LSLLWED---PYSV-----------PP------------------------------------------------------------
EKU96830.1 K----V----F----------G-LK-LI--P-------------------------------------------------------------------------------------------A---I-SVFCQ-D--------------------------G-------T-A---KKQ---IF-RF-LSKSYVPA-TVWLRQEP--A-S--------------------V--------------------------------------------------------------------------------------------T------C--------------------D------------------------------------------------------------E--L------L---------------------NE-L-------L-------S-S-----------------------------------------C----------------------------------C------L------------------------K---EL----PEKVY-DR-RLDL------------------------------------------------------------------------------------------------D-------------H--------------V--GQH----LSLMWDD---PYLL-----------PPDFQQP---Q---S-----------------------------------------------
OQY51155.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-LFQTGVPI-ILWTREIK--S-P--------------------I----------------------------------------------------T------------------------------------I--T------E--------------------N------------------------------------------------------------G--QITSCILFEKTVHFLQKSPITTTENGQITSC-I-------L-------C-K-----------------------------------------K----------------------------------T------V------------------------H---DL----QSYIY-EK-RNDAL-----L--D-----------------D--------------------E----------------------------------------D--S---L-------------H--------------I--GNH----LVLLWDN---PELR-----------LDEQIPL---K---------------------------------------------------
WP_015135698.1 S----R----A----------A-IA-FE--K-------------------------------------------------------------------------------------------Y---L-T--------------------------------S-------Q-K---REE---VI-FE-TLKAGLII-VVWTKKNC--D-R--------------------L----------------------------------------------------K------------------------------------R--N------S--------------------R------------------------------------------------------------K--A------L---------------------EE-L-------F-------E-D-----------------------------------------C----------------------------------L------L------------------------K---DL----PQAIY-EA-RRDAC-----D--A-----------------Q--------------------T------------EE--------------------------H--C---E-------------H--------------I--GKN----VVILWNL---PKPT-----------NHLQLPK---P---A-----------------------------------------------
WP_012628498.1 R----V----V----------G-CK-FV--E-------------------------------------------------------------------------------------------H---S-D--------------------------------P-------Q-Q---QER---LW-DE-LLGQGVPI-ALWTRQAG--A-Q--------------------S--------------------------------------------------------------------------------------------K------K------------------------------------------------------------------------------------------------------------------I-S-------L-------S-A-----------------------------------------C----------------------------------T------I------------------------A---NL----SEALA-TH-RQKAL-----S--H-----------------A--------------------L------------E---------------------------A--D---R-------------L--------------K--AAS----FCLLLDN---PFRP-----------FPTLDYE---S---A-----------------------------------------------
ACL45433.1 R----V----V----------G-CK-FV--E-------------------------------------------------------------------------------------------H---S-D--------------------------------P-------Q-Q---QER---LW-DE-LLGQGVPI-ALWTRQAG--A-Q--------------------S--------------------------------------------------------------------------------------------K------K------------------------------------------------------------------------------------------------------------------I-S-------L-------S-A-----------------------------------------C----------------------------------T------I------------------------A---NL----SEALA-TH-RQKAL-----S--H-----------------A--------------------L------------E---------------------------A--D---R-------------L--------------K--AAS----FCLLLDN---PFRP-----------FPTLDYE---S---------------------------------------------------
BAS55190.1 Q----V----V----------G-CK-FV--E-------------------------------------------------------------------------------------------H---H-E--------------------------------L-------Q-K---QER---LW-DA-LLGQGLPV-ALWMRQSK--G-D--------------------A--------------------------------------------------------------------------------------------E------K--------------------A------------------------------------------------------------K--K------V---------------------MQ-S-------V-------M-K-----------------------------------------C----------------------------------S------I------------------------A---EL----PDSLA-RH-RQKAL-----S--H-----------------D--------------------C------------E---------------------------T--D---R-------------L--------------E--AAS----LCLLLDN---PFRP-----------FP------------------------------------------------------------
WP_039727594.1 E----K----V----------G-IQ-LL--K-------------------------------------------------------------------------------------------C---P-T--------------------------------Q-------L-A---VGN---PL-KA-VLTSGAPT-AIWLRESL--S-Q--------------------V--------------------------------------------------------------------------------------------D------C--------------------N------------------------------------------------------------T--E------F---------------------TT-L-------L-------G-------------------------------------------C----------------------------------C------V------------------------E---GL----PESVR-QA-RRNAF-----P--L-----------------A-------------------------------------------------------------K--D---E-------------H--------------I--GHH----LSLVWED---PNLV-----------PPDTDDL---A---S-----------------------------------------------
KIF15515.1 E----K----V----------G-IQ-LL--K-------------------------------------------------------------------------------------------C---P-T--------------------------------Q-------L-A---VGN---PL-KA-VLTSGAPT-AIWLRESL--S-Q--------------------V--------------------------------------------------------------------------------------------D------C--------------------N------------------------------------------------------------T--E------F---------------------TT-L-------L-------G-------------------------------------------C----------------------------------C------V------------------------E---GL----PESVR-QA-RRNAF-----P--L-----------------A-------------------------------------------------------------K--D---E-------------H--------------I--GHH----LSLVWED---PNLV-----------PPDTD---------------------------------------------------------
ABW33199.1 Q----Q----V----------G-LY-LT--E-------------------------------------------------------------------------------------------P---P-T--------------------------------E-------M-A---PKT---SW-TGVLFSSVAPIAALWPRQKP--K-N--------------------I--------------------------------------------------------------------------------------------D------C--------------------S------------------------------------------------------------Q--E------C---------------------CE-L-------L-------S-------------------------------------------H----------------------------------P------L------------------------C---EL----PFQIH-CC-RSQAH-----G--T-----------------D-------------------------------------------------------------T--E---D-------------H--------------L--GHH----LSLMWEN---PHMI-----------PPKVAQR---D---P---------------E-------------------------------
OUC12063.1 M----P----L----------G-FR-LS--D-------------------------------------------------------------------------------------------C---P-D--------------------------------R-------V-G---KGS---VF-AL-LLRTGHPI-AVWLRESI--P-E--------------------V--------------------------------------------------------------------------------------------D------C--------------------R------------------------------------------------------------Q--E------L---------------------EA-I-------L-------R-------------------------------------------T----------------------------------P------V------------------------K---TL----PLAIQ-QA-RSAAL-----K--G-----------------G-------------------------------------------------------------G--N---C-------------S--------------I--GRH----IGILWEN---PHLL-----------PP------------------------------------------------------------
KPQ32129.1 N----V----I----------G-FN-LD--A-------------------------------------------------------------------------------------------S---P-S--------------------------------S-------V-V---G-G---EL-YM-LVKAGAPC-AIWLRDNP--H-A--------------------V--------------------------------------------------------------------------------------------S------L--------------------A------------------------------------------------------------Q--Q------L---------------------EDDL-------L-------R-------------------------------------------H----------------------------------P------L------------------------Q---EV----SPRVM-AL-RRQTTVLAEPD--C-----------------S-------------------------------------------------------------D--S---R-------------E--------------L--GHH----LAFLWEN---PKHV-----------PPLSNVP---L---S---------------N------------S-PLA--------------
AHJ30120.1 N----F----C----------V-SN-LI--D-----------------------------------------------------------------------------------------DPF---P-TS-------------------------------K-------S-R---CEA---IF-DH-ILTKGFPL-CLWTRYTE--N-N--------------------Q----------------------------------------------------I---------------------------------------G-------------------------NID------------------------------------------------------------E--C------L---------------------EL-I-------L-------N-I-----------------------------------------E---------------R------NTS----LDF-CK------L------------------------Y---KI----LKNIY-EI-RNNEK-----Y--T--------------------------------------K----------------------------------------E--K---D-------------D--------------F--GYK----LGVLFDH---DKIP-----------TKSSQLI---S---P---------------N------------T------------------
WP_006194995.1 N----F----C----------V-SN-LI--D-----------------------------------------------------------------------------------------DPF---P-TS-------------------------------K-------S-R---CEA---IF-DH-ILTKGFPL-CLWTRYTE--N-N--------------------Q----------------------------------------------------I---------------------------------------G-------------------------NID------------------------------------------------------------E--C------L---------------------EL-I-------L-------N-I-----------------------------------------E---------------R------NTS----LDF-CK------L------------------------Y---KI----LKNIY-EI-RNNEK-----Y--T--------------------------------------K----------------------------------------E--K---D-------------D--------------F--GYK----LGVLFDH---DKIP-----------TKSSQLI---S---P---------------N------------T------------------
ALB40813.1 N----T----Y----------V-R--FI--D-----------------------------------------------------------------------------------------DPL---P-NQ-------------------------------K-------K-R---IE----LF-QE-ILSKGFPL-CLWTRYKT--I-D-----------------------------------------------------------------------------------------------------------------N-------------------------NVV------------------------------------------------------------K--K------F---------------------ET-I-------F-------A-I-----------------------------------------D---------------L------NDT----NNF-CK------I------------------------Y---RI----YQNIH-DI-RINN---------M--------------------------------------K----------------------------------------T--K---S-------------D--------------F--GYN----LGVLFDH---DKIP-----------TGANQLI---S---P---------------N------------M-AR---------------
WP_096616994.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ABG51459.1 K----I----I----------L-KI-SC--G-------------------------------------------------------------------------------------------L---P-KG-------------------------------N-------N-K---AFN---LF-EV-ILEKGVPL-CLWIKRKN--Q-R--------------------D----------------------------------------------------N---------------------------------------L------NDSHYQ-------------SLI------------------------------------------------------------D--K------L---------------------NH-L-------I-------E-L-----------------------------------------E------------------------------NL-SD------V------------------------N---QL----YTQIF-DI-RKTDL-----A--I-AD--------------S--------------------S----------------------------------------K--T---E-------------S--------------L--GYH----LRILCDC---NDRK-----------PINIPAF---N---Q---------------F-------------------------------
WP_061430129.1 N----LW---G----------I-IL-KG--S-------------------------------------------------------------------------------------------L---F-VD-------------------------------K-------F-E---RMR---FF-ES-IFDSGIPI-AVWNWDII--P-S--------------------E----------------------------------------------------V---------------------------------------Q------F--------------------E------------------------------------------------------------Q--E------F---------------------TQ-C-------L-------S-C-----------------------------------------D------------------------------NL-SDR-----C------------------------R---GL----LEKTW-EL-RTVSW-----G--TRTE--------------T--------------------E----------------------------------------R--K---Q-------------Y--------------P--GYY----LGMLLED---PEIL-----------PEENPLQ-------------------------------------------------------
WP_079208177.1 N----LW---G----------I-IL-KG--S-------------------------------------------------------------------------------------------L---F-VD-------------------------------K-------F-E---RMR---FF-ES-IFDSGIPI-AVWNWDII--P-S--------------------E----------------------------------------------------V---------------------------------------Q------F--------------------E------------------------------------------------------------Q--E------F---------------------TQ-C-------L-------S-C-----------------------------------------D------------------------------NL-SDR-----C------------------------R---GL----LEKTW-EL-RTVSW-----G--TRTE--------------T--------------------E----------------------------------------R--K---Q-------------Y--------------P--GYY----LGMLLED---PEIL-----------PEENPLQ-------------------------------------------------------
WP_002795440.1 N----LW---G----------I-IL-KG--S-------------------------------------------------------------------------------------------L---F-VD-------------------------------K-------S-E---RMR---FF-ES-IFDSGIPI-AVWNWDII--P-S--------------------E----------------------------------------------------V---------------------------------------Q------F--------------------E------------------------------------------------------------Q--E------F---------------------TQ-C-------L-------S-C-----------------------------------------D------------------------------NL-SDR-----C------------------------R---GL----LEKTW-EL-RTVSW-----G--TRTE--------------T--------------------E----------------------------------------R--K---Q-------------Y--------------P--GYY----LGMLLED---PEIL-----------PEENPLQ-------------------------------------------------------
WP_002756926.1 N----LW---G----------I-IL-KG--S-------------------------------------------------------------------------------------------L---F-VD-------------------------------K-------F-E---RMR---FF-ES-IFDSGIPI-AVWNWDII--P-S--------------------E----------------------------------------------------V---------------------------------------Q------F--------------------E------------------------------------------------------------Q--E------F---------------------TQ-C-------L-------S-C-----------------------------------------D------------------------------NL-SDR-----C------------------------R---GL----LEKTW-EL-RTVSW-----G--TRTE--------------T--------------------E----------------------------------------R--K---Q-------------Y--------------P--GYY----LGMLLED---PEIL-----------PEENPLQ-------------------------------------------------------
KST64957.1 K----L----G----------V-KI-TC--C-------------------------------------------------------------------------------------------L---P-ES-------------------------------K-------F-D---RED---LF-IT-ILRGGVPI-FLWTRRGL--P-D--------------------I----------------------------------------------------E---------------------------------------Y-------------------------------------------------------------------------------------------E------I---------------------NK-L-------L-------D-I-----------------------------------------N------------------------------FF-KD------E------------------------F---TW----TELVW-KL-RKRAH-----A--K-RD--------------K--------------------E-----------------------------------------------N-------------Y--------------L--GYN----LGFLCDN---PHRV-----------P-------------------------------------------------------------
AFY58461.1 K----F----G----------V-KI-TC--C-------------------------------------------------------------------------------------------L---P-EN-------------------------------D-------L-D---KEE---LF-IA-VLRGGVPI-FLWTRCDL--P-D--------------------I----------------------------------------------------N---------------------------------------D-------------------------------------------------------------------------------------------D------F---------------------DN-L-------L-------K-I-----------------------------------------D------------------------------FF-QS------E------------------------L---TR----IESVW-KL-RKKAH-----A--K-PD--------------K--------------------E-----------------------------------------------N-------------Y--------------L--GYH----LGFLCDN---PHRV-----------PFNLMLQ---N---Q---------------S-------------------------------
WP_096616998.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----LEHIW-HT-RKSAH-----D--QYKS--------------V--------------------E----------------------------------------P--I---N-------------Y--------------F--GYQ----LGFLYDN---PDRV-----------P-------------------------------------------------------------
WP_027843103.1 K----I----G----------V-KL-MS--H-------------------------------------------------------------------------------------------F---P-VK-------------------------------E-------K-E---QEY---FW-RT-ILSGGIPL-VFWTRYHR--K-D--------------------N----------------------------------------------------I---------------------------------------N------L---------------------------------------------------------------------------------D--D------I---------------------DI-Y-------L-------T-K-----------------------------------------K------------------------------YL-ENN-----F------------------------A---NF----IFQMC-KI-RQDAY-----D--D--E--------------D--------------------N----------------------------------------Q--E---D-------------K--------------L--GYH----LGFLCDN---LNRI-----------KKSKLLK---S---F---------------L-------------------------------
ABG53303.1 K----I----G----------I-NI-IS----------------------------------------------------------------------------------------------P---L-KN-------------------------------I-------Q-E---IKE---IM-KA-IIIAGIPI-ALWSINLK--Y-T--------------------P----------------------------------------------------E---------------------------------------K------L--------------------K------------------------------------------------------------T--N------F---------------------LQ-I-------L-------T-L-----------------------------------------Q------------------------------DI-KS------L------------------------T---SL----LNSIK-KL-REEAY-----I-----D--------------D--------------------N----------------------------------------N--E---E-------------K--------------L--GYG----LGFLCDN---PYRI-----------L-------------------------------------------------------------
OBQ42249.1 F----D----N----------L-IE-IN--N-------------------------------------------------------------------------------------------S---K-KI-------------------------------K-------E-D---FCK---IF-HC-ILKNGIPL-CIWSKKHK--E-E--------------------T----------------------------------------------------Y---------------------------------------N------IY------------------LS------------------------------------------------------------S--L------L---------------------KK-E-------L-------G-I-----------------------------------------E------------------------------EN-SY------L------------------------Y---NTLFECSNENS-HS-QIRII-----L-----K--------------N--------------------R----------------------------------------F--Q---Q-------------D--------------D--NYV----KCILYDN---PNRI-----------HRPMPLS---V---N---------------G-------------------------------
WP_008307741.1 K----L----I----------F-KF-WT--A-------------------------------------------------------------------------------------------L---P-ED-------------------------------K-------L-D---LAK---LL-FE-VIEQKVPV-WVWAYQQP--P-D--------------------A----------------------------------------------------I---------------------------------------E------F--------------------F------------------------------------------------------------T--R------V---------------------DR-L-------L-------T-P-----------------------------------------D------------------------------NL-KD------S------------------------A---LL----AQAIL-NQ-RQD---------------------------------------------------------------------------------------------------------------------------------LRE----LGLLFDC---HTRI-----------PRLPTLAVDAS---G---------------R------------L-RQP-----AA-------
WP_012167135.1 K----L----V----------F-KL-WE--T-------------------------------------------------------------------------------------------L---P-ED-------------------------------I-------D-E---LRS---LI-SG-VIEEKVPL-WLWTYETP--V-N--------------------G----------------------------------------------------D---------------------------------------E------F--------------------K------------------------------------------------------------K--T------V---------------------DK-V-------L-------K-P-----------------------------------------E------------------------------NF-TE------S------------------------A---AL----GESIL-TH-RKK---------------------------------------------------------------------------------------------------------------------------------IQE----LGFLFDN---CTRI-----------PCLPTLAVNES---G---------------R------------L-TQP-----T--------
WP_023072611.1 T----L----I----------L-KL-LT--V-------------------------------------------------------------------------------------------L---P-ED-------------------------------H-------D-D---LEQ---LL-GT-VLWSGIPL-WFWSYGPP--A-D--------------------T----------------------------------------------------T---------------------------------------K------L--------------------L------------------------------------------------------------E--Q------I---------------------DH-L-------L-------R-A-----------------------------------------V------------------------------NL-KD------S------------------------A---TL----AEVIR-KE-RSR---------------------------------------------------------------------------------------------------------------------------------LPD----LGLLCDC---PHRL-----------PVLVDWK---N---G---------------R------------L-RPP-----AA-------
EKV00580.1 T----L----I----------L-KL-LA--A-------------------------------------------------------------------------------------------L---P-DD-------------------------------H-------E-D---LEQ---LL-GT-VLWAGIPL-WFWSYGPP--A-D--------------------T----------------------------------------------------T---------------------------------------K------L--------------------L------------------------------------------------------------E--Q------I---------------------DH-L-------L-------Q-A-----------------------------------------V------------------------------NL-KD------S------------------------A---TL----AEVIR-KE-RSR---------------------------------------------------------------------------------------------------------------------------------LPD----LGLLCDC---PHRL-----------P-------------------------------------------------------------
KPQ33021.1 K----P----G----------L-KL-LA--E-------------------------------------------------------------------------------------------L---P-RD-------------------------------R-------E-D---SLD---IL-DD-IIESGVPI-ALWFTPVE--G-IT-------------------A----------------------------------------------------A---------------------------------------E------K--------------------L------------------------------------------------------------T--E------F---------------------DT-L-------L-------Q-A-----------------------------------------C-----------------------------HCL-TD------F------------------------S---HL----ASQWR-SQ-RQN---------------------------------------------------------------------------------------------H--------------------------------P--NQH----LRVLCDC---PDRW-----------PIKPFLK---E---P---------------L------------V-A----------------
EKU96987.1 V----I----G----------V-QL-TF--K-------------------------------------------------------------------------------------------E---G-LE-------------------------------Q-------D-N---QIA---LL-KD-IRKSPALI-AVWGVESP--D-GK-------------------Q----------------------------------------------------A---------------------------------------L------L--------------------Q------------------------------------------------------------S--K------F---------------------QD-L-------V-------E-S-----------------------------------------D------------------------------VA-YS------F------------------------S---KL----ANRYR-EL-SEE---------------------------------------------------------------------------------------------L---P-------------T--------------L--VKN----IRLVCEC---PYRW-----------PKTLPDTT------------------------------------------------------
WP_075601461.1 M----M----G----------I-RI-TC--P-------------------------------------------------------------------------------------------L---P-KS-------------------------------Q-------S-D---VQK---LL-QA-MLKSGVPM-AWWVHDHQ--L-P--------------------P----------------------------------------------------N---------------------------------------Q------I--------------------E------------------------------------------------------------A--G------I---------------------DQ-F-------L-------E-L-----------------------------------------N------------------------------LL-GN------P------------------------C---EL----LERVR-SV-RSSAC-----D--D--G--------------L--------------------P----------------------------------------D--E---E-------------R--------------W--GKY----LAILWDD---WERM-----------PTLKPLD-------------------------------------------------------

############################################################################################################
5. VMAP-M0-20 alignments
############################################################################################################

VMAP-M0

ALIGN ---HH-HHHH--HHH-H------H-----H--------HHHH---HHHHHH--------------------------HH-HHHHHHHH------------------------------HHHHHHHHH-H--HHHHH------------HHHH------HHHHHHHHHHH-H-HH----HHH-----H----HHH---H--
HMM ----H-HHHH--HHH-H----------------------HHH---HHHHHH--------------------------HH-HHHHHHHH-H----------------------------HHHHHHHHH-H--HH-HH-------------HHH------HHHHHHHHHHH----H----HHH-----H----HHH---H--
FREQ --HHH-HHHH--HHH-H------H--------------HHHH---HHHHHH--------------------------HH-HHHHHHHH-------------------------------HHHHHHHH-H--HHHH----------H--HHHH------HHHHHHHHHHH-HHHH----HHH-----H----HHH---HH-
PSSM ---HH-HHHH--HHH-H----------------------HHH---HHHHHH--------------------------HH-HHHHHHH-------------------------------HHHHHHHHH-H--HHH-----------H--HHHH------HHHHHHHHHHH----H----HHH-----H----HHH------
FINAL --HHH-HHHH--HHH-H------H--------------HHHH---HHHHHH--------------------------HH-HHHHHHHH------------------------------HHHHHHHHH-H--HHHH----------H--HHHH------HHHHHHHHHHH---HH----HHH-----H----HHH---H--
WP_051744858.1__1__[79..200] FDGAD-LRPL--RPV-L------REI-RSS--------AGLA---AMMRRAS-RS-R-IQE---LPEW--CDT----GW-AVFLRLAG-DNSAA-N------------------E-LPVSMAFLALA-A--DQLMEDGQ-----AE--AAEL------LRRWNRGQARA-WGLE----DKM-----A----DWQ---RGG
WP_053759728.1__1__[105..225] FGNAD-LRPL--RPV-L------LSL-RSA--------D-LA---TMARRAS-RS-R-VQE---LPPW--CQT----GW-QVFLRLSG-ENTPN-G------------------E-LPPSMAFLALC-A--DRLVSDSR-----AD--AAEV------LRRFTRNQAHT-LGLD----GVL-----A----DWQ---HSE
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WP_054232445.1__1__[105..225] FNNAD-LAHL--RPV-L------LAM-GST--------D-LA---VMARRAS-RS-R-VQE---LPGW--CQT----GW-QVFLRLAG-ENSPA-G------------------E-LPPSMAFLALS-A--DRLMEDGQ-----AD--AAEV------LRRFNRTQALT-LGME----GLL-----S----DWQ---HSD
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AKJ10475.1__1__[93..209] FKDTD-LRPL--RPV-L------REI-RST--------SLLT---ALARRAS-RA-R-TQE---LEEW--CDT----GW-EVFLHLAG-DNTVA-E------------------E-LPPSMAFLSLV-S--EYLVKEGR-----TE--EAEE------LRRWNRKQAQL-RGVS----EEM-----A----IWQ---QGE
SME88391.1__1__[120..236] LPDAD-WSAL--RAL-L------GDL-ESP--------A-LP---ALGRQAA-GG-R-I-D-G-LPGH--CTT----AW-SAFLYLLG-LNVPA-S------------------G-LPPAAEFLLLL-AEDDRFLRTHG-----AQ--GTRV------LGSWLDSWARA-WSLE----EEL-----D----RAR---RQA
CCK25085.1__1__[67..188] FGDVE-IAPL--RPV-L------ASL--VS--------D-LL---PMAQRAS-TQ-R-RQE---LPPW--CVT----GW-HVFLSLAG-DSAPT-Y------------------E-HPPSLVFLDLV-A--ERLVEEGR-----VK--DAAA------VNRWQREARVS-LGLEVAEARKA-----G----YFE---VAV
WP_085206144.1__1__[91..207] LPDAD-WSAL--RAL-L------GDL-ESP--------A-LP---ALGRQAA-GG-R-I-D-G-LPGH--CTT----AW-SAFLYLLG-LNVPA-S------------------G-LPPAAEFLLLL-AEDDRFLRTHG-----AQ--GTRV------LGSWLDSWARA-WSLE----EEL-----D----RAR---RQA
WP_046085907.1__1__[107..220] LPETA-IAKL--RSL-L------KDL-EIE--------Q-LG---QLCRTAA-GP-L-Q-D---VPA---VTD----PW-HAFEVLSR-MNAQP-G------------------G-LPPGLALVEYL-A--AAA---RP-----LQ--RADA------LRDWADERARE-LGLT----PQL-----R----SLR---QQV
WP_078598742.1__1__[91..212] FGDVE-IAPL--RPV-L------ASL--VS--------D-LL---PMAQRAS-TQ-R-RQE---LPPW--CVT----GW-HVFLSLAG-DSAPT-Y------------------E-HPPSLVFLDLV-A--ERLVEEGR-----VK--DAAA------VNRWQREARVS-LGLEVAEARKA-----G----YFE---VAV
WP_042186027.1__1__[46..159] WSPSE-RRQL--FGL-L------SGV-VVP--------D-IA---QIYRFVA-GT-N-APQ---LR----MQT----TYSEVFLALET-LNAGP-D------------------G-VPKPLIFVEHL-A--ARV----R-----SD--LAVE------LRRWVDDQSVR-MGIV----AEL-----A----AVR---TTI
WP_086852870.1__1__[88..200] VPEAE-QEKL--RER-L------AGF-APP--------G-LG---MAVRRAA-RY-V-S-P---PP-R--FED----AS-AAFSGLAD-FNAGP-G------------------E-LPPLLIFVELI-A--AEC----D-----DE--LAAE------LRGWSDGQVRR-LRLG----DAL-----A----QLR---AEL
SEC95321.1__1__[71..188] LSEAD-SREV--HSL-L------SRV-RHL--------D-VR---GVLYAAA-GE-L---S---LPDRR-VST----LR-DAFDFLSQ-VNARA-D------------------G-LLPVMALVEHV-V--AAL---EG-DAH-RQ--VADG------LRAWNDAQARR-LGTG----AQL-----K----ALR---AEI
WP_033439501.1__1__[107..220] LPTRD-WDRL--AKA-L------RSL-RLSDDPFEERRQ-LR---RLADVAT-DG-H-CDD---LPAR--CRS----AW-SLFLHLAD-HNAGP-G------------------S-MPPAMVFVDCL-A--GRL---GD-----GA--LADE------LRRCNWRLAEK-FEVT----DLV-----E-QA-RWR------
WP_073900132.1__1__[104..218] FPTSD-RAKL--FTL-L------AGV-VVP--------D-IA---DIYRVVA-GP-T-APS---LY----GPT----TYAEVFRVLET-LNAGP-D------------------G-LPRPLVFVEHI-A--ARV----R-----TE--LAIE------LHRWNESQAVS-MNLL----AEL-----T----AVR---DSL
SEC83514.1__1__[71..188] LSEAD-SREV--HSL-L------SRV-RHL--------D-VR---GVLYAAA-GE-L---T---LPDRR-VST----LR-DAFDFLSQ-VNARA-D------------------G-LLPVMALVEHV-V--AAL---EG-DAH-RQ--VADG------LRAWNDAQARR-LGTG----AQL-----K----ALR---AEI
WP_014056869.1__1__[107..220] LPETA-AAKL--RSL-L------EEL-EIE--------Q-LG---QLCRAAA-GP-L-Q-D---IPA---VTS----PW-HAFEVLSR-MNAQP-G------------------G-LPPGLALVEYL-A--AAA---RP-----LE--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_093696241.1__1__[47..164] LSEAD-SREV--HSL-L------SRV-RHL--------D-VR---GVLYAAA-GE-L---S---LPDRR-VST----LR-DAFDFLSQ-VNARA-D------------------G-LLPVMALVEHV-V--AAL---EG-DAH-RQ--VADG------LRAWNDAQARR-LGTG----AQL-----K----ALR---AEI
WP_093477877.1__1__[47..164] LSEAD-SREV--HSL-L------SRV-RHL--------D-VR---GVLYAAA-GE-L---T---LPDRR-VST----LR-DAFDFLSQ-VNARA-D------------------G-LLPVMALVEHV-V--AAL---EG-DAH-RQ--VADG------LRAWNDAQARR-LGTG----AQL-----K----ALR---AEI
WP_042186017.1__1__[103..217] ISPED-RRQL--FTL-L------SGV-VIP--------D-IG---DIYRFVA-GE-A-ALD---LP----EQT----TYQELFRALET-LNANV-Q------------------G-IPKPIVFVEHL-A--NRV----R-----LD--LAVE------LQRWVSGQAGK-LGLE----AEL-----V----KLR---EQV
CEL17035.1__1__[66..179] WSPSE-RRQL--FGL-L------SGV-VVP--------D-IA---QIYRFVA-GT-N-APQ---LR----MQT----TYSEVFLALET-LNAGP-D------------------G-VPKPLIFVEHL-A--ARV----R-----SD--LAVE------LRRWVDDQSVR-MGIV----AEL-----A----AVR---TTI
WP_015655512.1__1__[622..739] FGYAD-LSLL--RPV-L------DRVRGGT--------K-LT---AFARRAS-RS-R-VQE---LPFW--CQT----GW-DVFLRLAG-EVTQA-G------------------Q-LPPSMAFLVLA-A--DRMTNEGQ-----TA--DALL------LTRFNRQQASV-LGVE----VQL-----A----DWE---RPE
WP_058915197.1__1__[74..184] LGDED-LIVL--RRL-L------HGQ-ATS--------E-AR---TLARACL-HP-F-PVH---LPPH--CTD----AW-SVVLYLLR-RNALP-N------------------G-LPPFLVFLEHL-A--PVL--------D-SS--TAQE------LQTWADQYAQS-QDLQ----EQL-----T----ACR---SGV
WP_059146064.1__1__[107..220] LPETA-AAKL--RSL-L------EEL-EIE--------Q-LG---QLCRTAA-GP-L-Q-D---IPA---VTS----PW-HAFEVLSR-MNAQP-G------------------G-LPPGLALVEYL-A--AAA---RP-----LQ--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_033206002.1__1__[86..204] LPEAE-LRAV--RTL-L------ARV-SHL--------D-AH---GLLYAAA-GD-L---P---LPHPP-VAT----LG-EAFDHLTR-VNARP-D------------------G-LLPLMVLVEHV-V--ADL---QGDEAH-RR--VTTA------LREWNDAQAVK-LGLA----VQL-----D----AVR---TET
WP_079152565.1__1__[148..261] LPAPA-AGGL--RSL-L------EDL-EFG--------N-LG---QLCRAAA-GP-L-Q-E---VPA---VTG----PW-HAFEELSR-MNARP-D------------------G-LPPGLALVEYL-A--ASA---QP-----LR--RADA------LRAWADEQARE-LDLT----SQL-----R----SLR---QQV
WP_090071796.1__1__[223..332] FPADE-LKVL--QGL-L------SDV-ETD--------R-LP---MIVSRAT-RA-L-I-P---VP-R--FRS----VW-DAFLDLAD-VNAGP-D------------------G-IPPAVEFLELL-A--ADL----G-----DD--DGAE------LTTWVAQKIHN-LRRT----GEQ-----V----ERQ---AER
SES49406.1__1__[218..327] FPADE-LKVL--QGL-L------SDV-ETD--------R-LP---MIVSRAT-RA-L-I-P---VP-R--FRS----VW-DAFLDLAD-VNAGP-D------------------G-IPPAVEFLELL-A--ADL----G-----DD--DGAE------LTTWVAQKIHN-LRRT----GEQ-----V----ERQ---AER
WP_078636544.1__1__[117..228] LPGAD-WSAL--RAL-L------GDL-ESP--------A-LP---ALGRQAA-GG-R-I-D-G-LPGH--CVT----AW-SAFLYLLG-LNVPA-S------------------G-LPPAAEFLLLL-AEDDQFVRTHG-----ER--GTRV------LGSWLDSWARA-WSLE----EEL-----D----HAR---R--
WP_054294632.1__1__[88..196] WSPGE-RRRL--FAV-L------AGV-VVP--------D-IA---RIYQTVA-GA-N-APQ---LR----AQT----TYSEVFLALET-LNAGP-D------------------G-VPKPLIFVEHL-A--VRV----R-----SD--LAAE------LRRWGDEQAAR-MGVA----VEL-----R----AVR---KTI
WP_073893707.1__1__[47..164] LSEAE-SREV--HSL-L------SRV-RHL--------D-VR---GVLYAAA-GE-L---T---LPDRR-VST----LR-DAFDFLSQ-VNARA-D------------------G-LLPVMALVEHV-V--AAL---EG-DAH-RQ--VADG------LRAWNDAQARR-LGTG----APL-----K----ALR---AEI
WP_065966465.1__1__[105..218] LPPDA-TDRL--RSL-L------EGL-EVA--------H-LA---RLCRGAA-GP-L-Q-E---VPP---VTG----PW-DAFETLAR-MNARP-D------------------G-LTPGLALVEYL-A--ASA---RP-----LE--LADR------LRSWADEQARE-LSLT----SEL-----R----SLR---QQV
WP_003103436.1__1__[88..194] VPEAE-QERL--RRW-L------AGF-TPS--------G-LV---AAARRAA-RN-S-A-P---PP-K--FED----AW-AAFCFLAD-FNAAP-G------------------E-LPPALIFVELI-A--TEC----A-----ET--RRGP------LRDWTNGQARR-YRLD----TAL-----D----ELR---AEL
WP_089510624.1__1__[103..213] YRGRD-WSAL--RQA-L-------DI-GIP--------E-LN---AIVAEVC-GD-R-F---R-LPPH--CTT----AW-HAFLHLAC-RNTPP-G------------------G-LPPSMVLLEHL-A--LHA-------DL-AA--SVGE------LYAWNEHFAHE-WDLA--D-GEE-----G-LI-AMR---AGP
WP_014173263.1__1__[103..213] YRGRD-WSAL--RQA-L-------DI-GIP--------E-LN---AIVAEVC-GD-R-F---R-LPPH--CTT----AW-HAFLHLAC-RNTPP-G------------------G-LPPSMVLLEHL-A--LHA-------DL-AA--SVGE------LYAWNEHFAHE-WDLA--D-GED-----G-LI-AMR---TGP
WP_093948489.1__1__[89..196] LPDSA-LIRL--RSV-L------VGL-RPP--------G-LG---ALVRRAA-SP-ATC-P---VG-E--PGD----AW-EAFCLLTE-FNTPA-H------------------G-LPPCLAFVELV-A--AKC----A-----RQ--PGDE------LREWNSCQARR-LQGE----ERL-----R----ELR---AER
WP_014174723.1__1__[105..218] LPTDA-TERL--RSL-L------EGL-EVA--------Q-LT---RLCQGAA-GP-L-Q-E---VPP---VTG----AW-HAFETLSR-MNARP-D------------------G-LPPNLALVEYL-A--ASA---RP-----LE--LADR------LRSWADEQARE-LSLK----SPL-----R----SLR---QQV
SEF26741.1__1__[110..216] FPEPD-LVMV--KDL-L------EGL-VPP--------A-FP---SLVQRAA-RH-A-AQP---PP-R--FED----AW-VAFYYLTD-LNTTP-G------------------E-LPPALVFAELI-A--AGC----L-----AD---RPR------LREWVSDQATR-LRCD----DAL-----R----DLR---AEA
WP_009712747.1__1__[148..261] LPAPA-AGGL--RSL-L------EDL-EFG--------N-LG---QLCRAAA-GP-L-Q-E---VPA---VTG----PW-HAFEELSR-MNARP-D------------------G-LPPGLALVEYL-A--ASA---QP-----LR--RADA------LRAWADEQARE-LDLT----SQL-----R----SLR---QQE
WP_086670445.1__1__[88..194] FPEPD-LVMV--KDL-L------EGL-VPP--------A-FP---SLVQRAA-RH-A-AQP---PP-R--FED----AW-VAFYYLTD-LNTTP-G------------------E-LPPALVFAELI-A--AGC----L-----AD---RPR------LREWVSDQATR-LRCD----DAL-----R----DLR---AEA
WP_033440357.1__1__[12..126] FPTSE-RARL--FTL-L------AGV-VVP--------D-IA---DIYRVVA-GS-T-APG---LD----GST----TYSGVFRVLET-LNAES-D------------------G-VPKPMVFVEHI-A--SRV----R-----TE--LAIE------LHRWNEAQAES-MDLV----DEL-----A----AIR---ESL
WP_086885167.1__1__[107..220] LPETA-VAKL--RSL-L------EEL-EIE--------Q-LG---QLCRAAA-GP-L-Q-D---VPA---VTG----PW-HAFEVLSR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LQ--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_055551713.1__1__[105..218] LPAPA-AGGL--RSL-L------EDL-EIG--------H-LG---QLCRAAA-GP-L-Q-D---VPA---VTG----PW-HAFEELSR-MNARP-D------------------G-LPPGLALVEYL-A--ASA---QP-----LR--RADA------LRAWADEQARE-LDLT----SHL-----R----SLR---QQV
WP_044567979.1__1__[107..220] LPETA-IAKL--RSL-L------EEL-EIE--------Q-LG---QLCRTAA-GP-L-Q-D---VPA---VTG----PW-HAFEVLSR-MNAQP-G------------------G-LPPGLALVEYL-A--AAA---RP-----LQ--RADA------LRDWADDQARE-LGLT----PQL-----R----SLR---QQV
WP_093588378.1__1__[216..327] LTEDE-MKVL--QGL-L------VEV-ETP--------R-LP---MLASRAA-GS-I-V-P---VP-R--FGS----VW-DAFQHLAD-VNAGP-D------------------G-VPPAIEFLELL-A--ADL----G-----DE--NGAE------LKIWAAQKGHA-LRRT----SAQ-----R----ERQ---AAR
WP_075137447.1__1__[211..325] VRPAD-EQAL--RPL-L------HDQ-NPP--------R-MS---TLLGRAA-QG-V-I-P---LPRHETVPD----AW-AAFQFLSD-FNADV-D------------------G-IPPSMLFLQLI-A--AEL----D-----DD--TGER------LRAWIADQSRR-LRRG----REL-----A----DHP---VTR
WP_058915121.1__1__[105..215] LGDED-LIVL--RRL-L------QGR-ATS--------E-AR---TLARACL-HP-F-PVL---LPPH--CTD----AW-SVALHLLR-RNALP-S------------------G-LPLFLVFLEHA-A--PVL--------D-SS--AAQE------LRTWTDQYAQS-QDLQ----EQL-----T----ACR---NRV
WP_037952428.1__1__[107..220] LPETA-VAKL--RSL-L------EEL-EIE--------Q-LG---QLCRAAA-GP-L-Q-D---VPA---VTG----PW-HAFEVLSR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LQ--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_051784248.1__1__[221..330] -PDEE-LKDL--HSW-L------IEI-ETP--------H-LP---MLMSRAT-RS-A-V-P---TQ-R--FGS----AW-EAYQHLED-FNAGP-D------------------G-VPPAILFVELV-A--REV----G-----GE--IGAR------LTEWVEQNVRK-LRRT----SAL-----E----EQR---ETR
WP_015660490.1__1__[103..218] YRGRD-WGPL--REA-L------QQP-LTE--PA----D-LA---DLFASAS-GG-R---R-R-LPAH--CTT----PW-QAFVNLAD-LNAPA-G------------------G-TPPSMLFLERL----TRC------PEL-AT--AAAS------IRAWNAHFAAA-WNLS----DPY-----P----SPE---AAP
WP_069860374.1__1__[128..220] -----------------------------------------G---QLCRTAA-GP-L-Q-D---VPA---VTS----PW-HAFEVLSR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LH--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_091057374.1__1__[103..213] LAAED-WTDL--RPA-L------TAH-RPE--------S-LG---WLYQRAT-DH-K-TAT---PPSW--CVS----AW-DVFVYLSG-QNAPP-R------------------G-LPPSMLFLVLL-E--HEV----D-----TE--TAQV------IRHRNRRQASL-LELT----ADL-----D----RRR---AQV
WP_083103843.1__1__[92..203] LSEAE-LDAL--EGL-L------SQV-PTD--------D-VH---VIAQASL-QP-L-AAP---LPLH--CTH----AW-SVLLHLLR-RNALP-S------------------G-LPPFIAFLEYL-A--AAV--------D-ES--IGEQ------IRCWTLSHAEA-SGLV----PSL-----R----ECR---ARA
WP_086670526.1__1__[89..202] LPESE-LLWL--RAT-L------TGF-TPP--------G-LK---ALVRRAA-SP-A-C-P---VD-D--PGD----AW-DAFRLLTD-FNTPA-H------------------G-LPPALAFIELV-A--ARC----A-----RP--LGDE------LREWNTWQARR-VQGE----TRL-----R----ALR---AEQ
WP_086170561.1__1__[106..219] FDAEE-WNEV--FTL-L------EDV-RVP--DLRRW---YA---QFLGGRG-RP-G-------PPAH--CTE----PW-SVFLHAAT-LNARP-G------------------E-SLPCFQLLRQL-V-------------L-----AGDG-RNFA-LADWADAHDTL-PAPR--D-PEE-----E----RHG---QTP
WP_051183913.1__1__[89..198] LPDSE-LLWL--RSV-L------AGV-TPP--------W-LG---ALVRRAA-SP-ATC-P---AG-E--PGD----AW-EAFCLLTE-LNTPA-H------------------G-LPPALAFIELV-A--AKC----A-----RT--LGDE------LREWNTRQARR-VQGE----ARL-----Q----ELR---VER
WP_079259909.1__1__[128..220] -----------------------------------------G---QLCRTAA-GP-L-Q-D---VPA---VTS----PW-HAFEVLSR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LH--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
SEF26732.1__1__[116..229] LPESE-LLWL--RAT-L------TGF-TPP--------G-LK---ALVRRAA-SP-A-C-P---VD-D--PGD----AW-DAFRLLTD-FNTPA-H------------------G-LPPALAFIELV-A--ARC----A-----RP--LGDE------LREWNTWQARR-VQGE----TRL-----R----ALR---AEQ
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PNG91195.1__1__[125..217] -----------------------------------------G---QLCRTAA-GP-L-Q-D---VPA---VTS----PW-HAFEVLSR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LH--RADA------LREWADEQARE-LGLT----PQL-----R----SLR---QQV
WP_089510160.1__1__[105..218] LPTDA-TGRL--RAL-L------EGL-EVA--------Q-LT---RLCQGAA-GP-L-Q-E---VPP---VTG----PW-HAFETLSR-MNARP-D------------------G-LPPNLALVEYL-A--ASA---RP-----LE--LADH------LRSWADEQAGG-LSLI----SPL-----R----SLR---QQV
WP_033433380.1__1__[104..218] FPTND-RARL--FTL-L------AGI-AVP--------D-IA---DIYRAIA-GP-S-APN---LY----GPT----TLTEIFRILET-FNAGP-D------------------G-LPRPLVFLEHV-A--TRV----R-----TE--LSIE------LQRWTYEQASK-MGLA----DEL-----V----EAR---EKL
OKI29919.1__1__[106..226] LPTGD-WDRL--AKA-L------RSV-RLSDDPFEERRE-LR---RLADVAT-DG-H-CDD---LPVR--CRS----VW-SLFLHLAD-HNAGS-G------------------A-LPPAMVLVDCL-A--GRL---ED-----SA--LAAE------LRRYNWRLAEK-FEVT----DLV-----E-QA-RWR---NET
WP_103348679.1__1__[95..200] -------EPI--RRM-L------SDV-RLP------Y-K-PK---ALVREAR-LG-L---P---VPD---VDD----HW-QMFLLLSD-FNSAP-G------------------E-LPPALAFVEVL-A--AKL--------D-QP--VRDE------LKAWVDLQAAR-LRLE----PGL-----A----SLR---ARM
AGP53014.1__1__[107..220] LPETA-IAKL--RSL-L------EEL-EIE--------Q-LG---QLCRTAA-GP-L-Q-D---VPA---VTG----PW-HAFEVLSR-MNAQP-G------------------G-LPPGLALVEYL-A--AAA---RP-----LQ--RADA------LRDWADERARE-LGLT----PQL-----R----SLR---QQV
WP_051580014.1__1__[208..318] LPRQE-MERL--RPW-L------VDI-AVS--------Q-LP---TLVHRAG-GP-G-V-S---PAWN--AAN----AW-EAFSYLAE-FNAAP-D------------------G-LPPALMFVELA-A--RQI----G-----GE--IGTK------LMQWNDDQARR-LRLT----SVL-----R----ERR---ELV
WP_051735807.1__1__[101..198] LPSAE-QDRL--REW-L------SGI-VFP--------G-LS---ALMRRAG-GP-G-M-P---RSSG--VHN----AW-DAFSYLAD-FNAGL-D------------------G-VPPAFAFLELV-A--HRI----G-----GQ--LRGR------LIEWNDFQARR-LRLE----P---------------------
WP_018383822.1__1__[78..185] YGGRD-WTAL--HRA-L-------DF-HLP--------G-LS---VLVADVT-LG-R-V---R-LPAS--SVT----AW-DAFVHLSV-HNAPP-G------------------G-LPPGMAFLEHL-L--HQP-------EA-AS--AVGE------IRAWNDHFAQQ-WRLT--A-EVA-----G-----LR---GHL
WP_076994247.1__1__[76..184] WSPGE-RRQL--FAM-L------TGV-VVP--------D-IA---RIYRFVA-GA-N-APQ---LR----AQA----TCSEVFLALET-LNAGP-D------------------G-VPKPLILVEHL-A--VRV----R-----PD--LAAE------LRRWVDEQAAR-IGVA----AEA-----R----TVR---KTI
WP_084434767.1__1__[202..314] LRERS-IDRL--REL-L------DDL-TLP--------Q-LG---LLRARVL-GP---SEP-Q-MSG---RPS----AW-EVAQDLMD-RNTVP-G------------------E-LPRVLMFVEFL-A--GEV--------H-ES--LSAE------LRAWNDTQAEH-LRQT----ETL-----G----RLR---AET
WP_042196291.1__1__[638..745] ISPED-RRQL--FTL-L------AGV-VIP--------D-IG---DVYRLVA-GE-A-ALD---LP----EHT----TYQELFRALET-LNSAS-S------------------G-IPKPVVFVEHL-A--NRV----R-----LD--LALE------LRRWVSVQIGK-LGLD----TEL-----V----QLR---EQL
SDF68729.1__1__[238..349] TPAEE-HKDL--RGL-L------NEV-KTP--------H-LP---MLVSRAT-RS-A-V-P---AQ-P--FRS----AW-EAYEYLTD-VNAGP-D------------------G-VPPAVTFVQLL-A--GEV----G-----GD--TGDH------LMEWVERSGRK-LRRT----RVL-----R----EQH---ETR
WP_093783487.1__1__[104..220] LPPEQ-EERL--RDL-L------KDL-TTP--------R-LD---QLCRDAA-GD-L-H-DPYDLPA---FDD----AW-SAHQALSG-LNARE-D------------------G-LPPALALVEYL-A--AEV----A-----YDFDRAIA------LRGWNDRQAAA-LGLA----SEL-----G----VLR---QRV
WP_086663819.1__1__[47..167] LPTNE-WASL--RET-L------LTL-CLA--DDEAT-E-VALLRKLVGIAT-GY-R-VLE---LPRS--HRT----IW-AAFLHLAG-ANAAA-G------------------S-LPPAMSFLECV-A--EQI--------D-ND--MIAT----D-LRRRVTAWAEQ-FELT----DRL-----A----HTK---ERP
WP_090046758.1__1__[233..344] TPAEE-HKDL--RGL-L------NEV-KTP--------H-LP---MLVSRAT-RS-A-V-P---AQ-P--FRS----AW-EAYEYLTD-VNAGP-D------------------G-VPPAVTFVQLL-A--GEV----G-----GD--TGDH------LMEWVERSGRK-LRRT----RVL-----R----EQH---ETR
WP_091388959.1__1__[105..218] VTEYD-RQEL--LNL-L------GEN-PSS--------R-LA---ELVRAAA-GP-A-A-E-L-TSA---DHR----PA-DALATLER-MNAQP-D------------------G-IPPLLLFVEYL-A--AAA---DE-----Q---RAEG------LRDWNDRQAAR-LGVT----EQI-----G----AVR---LAR
WP_041312589.1__1__[91..205] LPTRD-WDRL--REV-L------RSI-RLAEGESAERRL-LR---ELVRTST-VG-K-CEE---LPAG--CRS----TW-TTFLYLAN-RNTSP-N------------------R-LSPVMVFVAQL-A--DRV---AD-----RA--VAEE------LLRWNWRWAER-FEVT----DLM-----A-AD-RRR---P--
CCH29660.1__1__[108..222] LPTRD-WDRL--REV-L------RSI-RLAEGESAERRL-LR---ELVRTST-VG-K-CEE---LPAG--CRS----TW-TTFLYLAN-RNTSP-N------------------R-LSPVMVFVAQL-A--DRV---AD-----RA--VAEE------LLRWNWRWAER-FEVT----DLM-----A-AD-RRR---P--
WP_086843988.1__1__[89..203] LPDSE-LLWL--RST-L------AGV-APP--------R-LG---ALLRRSA-SP-AVC-P---AG-E--PGD----AW-EAFCLLTE-LNTPA-H------------------G-LPPALTFVELV-A--AEC----P-----RA--LGDA------LREWNTWQARR-VQGE----ARL-----H----ELR---AEH
WP_086560182.1__1__[932..1050] LSRED-EASA--RTL-LDKSA--GNP-PGN--------S-LR-D-VLVDELG-GL-D-------LPTG--LSP----V--QLFVHLLE-SNTQP-D------------------G-LPPAVLLVDCA----AQL----------VAW-DPDH--GVA-LARWARDWAQR-AGLL----TAL-----E----RRR---ADR
WP_099941837.1__1__[124..232] ------WQFL--GAT-L------GTL-AMS------Y-A-MR-T-ALVRTAT-EA-R-VSA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRT-A--DAM--------G-HP--VAVE------LLARNRQWALR-CGLA----ELL-----D-L--DRA---RTP
EMD29441.1__1__[191..302] IPRTD-LVTL--RHR-L------TRM-DVP--------H-LA---VMMSRAL-GP-A-V-P---LPRLENVTD----AW-SALLVLSD-YNAGP-D------------------G-IPPAITFLRLL-A--AQL----D-----GE--AGAS------ITAWINDQARA-LRLG----PML-----A----RQA---ETR
WP_086858624.1__1__[97..190] LPEPE-LWWL--RAR-L------AGV-VPP--------R-LT---ALLRKAA-GP-A-E-P---PA-D--VRD----AW-DGFCALSD-FNTAA-N------------------G-LPPALAFVEFV-A--AKC----A-----PA--LAGE------LRHWNSGQARR-LQ----------------------------
EWM11540.1__1__[56..159] LLPAE-RADL--RKL-L------SPL-TSE------V-D-AH---SVYRAAA-GP-L-APP---LESA--PDD----LL-GVADELVN-MMTPP-G------------------Q-LPPLLNFVEFL-A--AFV--DGR-----GP--SAQA------LRRWNADVARR-CGLP----QQL-------------------
WP_043716378.1__1__[93..196] LLPAE-RADL--RKL-L------SPL-TSE------V-D-AH---SVYRAAA-GP-L-APP---LESA--PDD----LL-GVADELVN-MMTPP-G------------------Q-LPPLLNFVEFL-A--AFV--DGR-----GP--SAQA------LRRWNADVARR-CGLP----QQL-------------------
WP_025356471.1__1__[105..231] LLPAE-RTAL--RRL-L------TGL-TVE------V-D-VL---ALHRAAV-GP-I-GPP---LTVP--PTD----LL-AVLDELAN-TMCPP-G------------------Q-LPPLFVFVEHV-A--CAV--DGG-----GY--TAAA------LRQWNSDVAHR-CELP----PQLLAVARE-GA-HSR---VEK
WP_093948307.1__1__[106..215] VSEAE-QEQF--RRQ-L------EGF-SPP--------G-LR---AAVRRAA-RY-V-V-P---AP-R--YAD----AA-EAFFGLAD-FNAAP-G------------------E-LPPVVAFAELI-A--AEC----D-----DR--LAAR------LREWTDGQAHH-LRLE----DAL-----R----ELR---AHV
WP_095854147.1__1__[124..232] ------WQFL--GAT-L------GTL-AMS------Y-A-MR-T-ALVRTAT-EA-R-VSA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRT-A--DAM--------G-HP--VAVE------LLARNRQWALR-CGLA----ELL-----D-L--DRA---RTP
WP_054233091.1__1__[124..232] ------WQFL--GAT-L------TTL-AMS------Y-A-MR-T-ALVRTAT-EA-R-VSA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRT-A--DAM--------G-HP--VAVE------LLARNRQWALS-CGLA----ELL-----D-L--DRA---RTP
KOX12354.1__1__[107..227] LPTGD-WDRL--AKA-L------RSV-RLSDDPFEERRE-LR---RLAEVST-DG-H-CDD---LPAR--CNS----VW-SLFLHLAD-HNAGS-G------------------A-LLPAMVLVDCL-A--GRL---GD-----SA--LAAE------LRRYNWRLAEK-FEVT----DLV-----E-QA-RWR---NET
WP_060900492.1__1__[124..232] ------WQFL--GAT-L------TTL-AMS------Y-A-MR-T-ALVRTAT-EA-R-VSA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRT-A--DAM--------G-HP--IAVE------LLARNRQWALS-CGLA----ELL-----D-L--DRA---RTP
WP_072478274.1__1__[105..218] VTEYD-RQEL--LTL-L------GEN-PSS--------R-LA---ELVRAAA-GP-A-A-E-L-TSA---DHR----PA-DALATLER-MNAQP-D------------------G-VPPLLLFVEYL-A--AAA---DE-----Q---RAEA------LRDWNDRQAAR-LGLT----EQI-----S----AVR---LAQ
SEF89110.1__1__[102..215] LPPEQ-ESVL--RQL-L------KGL-VTP--------R-LP---QLCQDAA-GE-L-H-DPPDPPP----DD----AW-SAYEALSG-LNARE-D------------------R-LPPSLALVEYL-A--AEV----A-----YD--QAIA------LRAWNDRQAAA-LGLV----SEM-----G----VLR---QRV
WP_030495369.1__1__[113..231] LSPAE-LHQA--RGL-L------ARI-RHL--------D-AP---GLLYAAA-GE-L---P---LPPAP-VTG----LG-EAFDLLVR-VNARP-D------------------G-LLPVNVLVEHV-I--AAL---DGSDAH-RG--VADD------LRAWNDARAAA-LHLT----PQL-----A----AVR---ADI
WP_103542176.1__1__[121..236] ISRED-ELGA--RAV-L--SR--GEL-PAT--------R-LR-D-ALVEELN-GR-D-------LPTG--LTA----D--QLFSHVLG-WTAQL-D------------------G-LPPAVLLVDHA----ARL----------AA--TPAH--HDA-LSGWVGDWARR-AGLT----AQL-----E----GRR---QAA
WP_067376404.1__1__[124..232] ------WQFL--GAT-L------GTL-AMS------Y-A-MR-T-ALVRTAT-EA-R-VSA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRT-A--DAM--------G-HP--VAVE------LLARNRQWALR-CDLA----ELL-----D-L--DRA---RTP
WP_073939276.1__1__[122..236] LTAQD-ESTA--RAL-L--ARAQGEI-SAR--------R-LR-D-GLVGDLN-GL-Q-------LPAG--LTP----E--QLFTHVLE-WNVQP-D------------------G-LPPAVLLLDHA----ARL--------------TPTH--RAA-LTVWADGWAQR-AGLA----DAL-----R----RRR---AER
WP_030825278.1__1__[107..220] LPGTA-TARL--RPL-L------EEL-EIE--------Q-LG---QLCRMAA-GP-L-Q-D---VPA---VTD----PW-HAFEVLGR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LR--RADE------LREWADEQARG-LGLT----PQL-----R----SLR---QQV
WP_103348476.1__1__[88..197] VSQQQ-QEAV--RPL-L------TGL-RPR--------T-MP---LAARQAA-GN-V-V-P---LP-R--FED----AW-SAFCQLAD-LNSAP-G------------------E-LPPAVSFVELI-S--SEY----Q-----DP--LRAN------LRAWTTAQARR-LRQD----AAL-----R----ELR---DHE
WP_060948652.1__1__[107..220] LPGTA-TARL--RPL-L------EEL-EIE--------Q-LG---QLCRMAA-GP-L-Q-D---VPA---VTD----PW-HAFEVLGR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LR--RADE------LREWADEQARG-LGLT----PQL-----R----SLR---QQV
WP_060945843.1__1__[107..220] LPGTA-TARL--RPL-L------EEL-EIE--------Q-LG---QLCRMAA-GP-L-Q-D---VPA---VTD----PW-HAFEVLGR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LR--RADE------LREWADEQARG-LGLT----PQL-----R----SLR---QQV
WP_052684475.1__1__[217..329] FPGDD-LKVL--QSL-L------SGV-ETA--------R-LP---MIVSRAT-HS-A-I-P---VP-R--FRS----VW-DAFLHLAD-VNAGP-D------------------G-IPPALEFLALL-A--ADL----G-----DD--NAAE------LAAWVAQKIHN-LRRT----GEQ-----R----ERQ---AVR
WP_062668507.1__1__[121..234] ---TDSWDFL--TGT-L------GAL-SMS------H-E-MR-T-ALVRAAT-DN-R-VAR---PPAH--AEN----PW-HDFLHMAG-QGAPR-D------------------G-LPPWMLYLDRS-T--DSM--------N-TT--LAGE------VLARNRQWALR-YGLA----GLL-----D-L--ERAHRFRSP
WP_091292750.1__1__[102..216] VPERA-RDEL--LGL-I------SGM-SED--------R-LV---DFVHAAV-GPVA-A-E-L-AID---HQR----PE-EALAFLEQ-VNARP-D------------------G-VPPLLVFVEYL-A--RHL---GD-----Q---RCEQ------LREWNDRQANR-IGIT----EKM-----R----ALR---IEH
WP_064455399.1__1__[107..220] LPATA-TARL--RPL-L------EEL-EIE--------Q-LG---QLCRMAA-GP-L-Q-D---VPA---VTD----PW-HAFEVLGR-MNAQP-G------------------G-LPPQLALVEYL-A--AAA---RP-----LR--RADE------LREWADEQARG-LGLT----PQL-----R----SLR---QQV
WP_099870403.1__1__[98..209] LAESE-LLAL--EGL-L------SQV-PSD--------D-VQ---VIAQASL-QP-L-ASP---LPVH--CTH----AW-SILLHLLR-RNALP-N------------------G-LPPFMAFLEYL-A--AAV--------D-DG--IGEQ------IRSWTFRHAQA-SGLL----PSL-----R----DCR---KRA
SDY41493.1__1__[104..218] VPERA-RDEL--LGL-I------SGM-SED--------R-LV---DFVHAAV-GPVA-A-E-L-AID---HQR----PE-EALAFLEQ-VNARP-D------------------G-VPPLLVFVEYL-A--RHL---GD-----Q---RCEQ------LREWNDRQANR-IGIT----EKM-----R----ALR---IEH
WP_033267594.1__1__[96..207] LAESE-LLAL--EGL-L------SQV-PSD--------D-VQ---VIAQASL-QP-L-ASP---LPVH--CTH----AW-SILLHLLR-RNALP-N------------------G-LPPFMAFLEYL-A--AAV--------D-DG--IGEQ------IRSWTFRHAQA-SGLL----PSL-----R----DCR---KRA
KUL72798.1__1__[108..221] ---TDSWDFL--TGT-L------GAL-SMS------H-E-MR-T-ALVRAAT-DN-R-VAR---PPAH--AEN----PW-HDFLHMAG-QGAPR-D------------------G-LPPWMLYLDRS-T--DSM--------N-TT--LAGE------VLARNRQWALR-YGLA----GLL-----D-L--ERAHRFRSP
WP_084775799.1__1__[92..203] LAESE-LLAL--EGL-L------SQV-PSD--------D-VQ---VIAQASL-QP-L-ASP---LPVH--CDH----AW-SILLHLLR-RNALP-N------------------G-LPPFMAFLEYL-A--AAV--------D-DG--IGDQ------IRSWTLRHAQA-SGLL----PSL-----R----ECR---NRA
WP_046570048.1__1__[85..192] LTDYD-VPWL--RGL-L------STV-DAT--G-----E-LR---RFVAETR-AA-----P---APPW--CRT----AW-DLFTHLAS-ANSHG-S--------------------VPPWLPLLERL-V--TAV----------PE--ASLD--R---MREFVARLAQD-WGVT----DQI-----D----APQ------
WP_033303943.1__1__[105..221] FGPGA-VREA--HRL-L------GEV-WRV--DEA---R-LH-T-LLNHELG-PD---------LPYG--RTP----V--ELFDHLRT-VNTQA-D------------------G-LPPALVFVEAT-A--SLA----------RS--APRE--E---LRNWSDEWARE-AGPD-VV-RAL-----E----ERR---RAI
WP_020641078.1__1__[106..219] VSAAE-QEKF--RRQ-L------EGF-SPP--------G-LR---AAVRRAA-RY-V-V-P---AP-R--YAD----AA-EAFFGLAD-FNAAP-G------------------E-LPPVVAFAVLI-A--AEC----D-----DQ--LAAQ------LRKWADGQAHR-LRLE----DAL-----R----ELR---AHV
WP_062739810.1__1__[91..204] ---TDSWDFL--TGT-L------GAL-SMS------H-E-MR-T-ALVRAAT-DN-R-VAR---PPAH--AEN----PW-HDFLHMAG-QGAPR-D------------------G-LPPWMLYLDRS-T--DSM--------N-TT--LAGE------VLARNRQWALR-YGLA----GLL-----D-L--ERAHRFRSP
WP_013424067.1__1__[93..204] LPDEL-LGRL--GDE-L------ARL-PAG--EAGHA---YR-Q-AAGDLPV----S-------PPPH--CDS----AW-AVLLHLTR-MNSAV-G------------------G-LPPYLPFVDAL-G--DRL--------R-PD--TARQ------VERWIRRRADA-DGLA----GEL-----D----AAR---GRR
WP_034272248.1__1__[331..441] VPDPE-RDDI--VRL-L------DSV-PGL--------D-PH---DLWHRSA-GL-L-V---Q-PPTAR-LRT----VG-EAFDHLCG-LNAD--D------------------G-LPPAVALLEEA-A--RDA--------D-DR--YASK------LRWWADFLAER-LQAA----EPL----------RLR---RGR
WP_086872611.1__1__[91..204] ---TDSWDFL--TGT-L------GAL-SMS------H-E-MR-T-ALVRAAT-DN-R-VAR---PPAH--AEN----PW-HDFLHMAG-QGAPR-D------------------G-LPPWMLYLDRS-T--DSM--------N-TT--LAGE------VLARNRQWALR-YGLA----GLL-----D-L--ERAHRFRSP
WP_053751783.1__1__[120..234] LSRDD-ESSA--RAV-L--AK--GEI-SAS--------R-LR-D-DLVGELN-GL-D-------LPTG--LLP----E--QLFTHVLE-WNTQP-D------------------G-LPPAVLLLDRA----ARL----------AL--APSH--RAA-LSGWTDDWAGR-AGLT----QEL-----E----RRR---AAR
WP_095754659.1__1__[126..240] LSRDD-ESSA--RAV-L--AK--GEL-SAS--------R-LR-D-DLVQELS-GP-D-------LPLG--LNP----E--QLFTHVLE-WNAQP-D------------------G-LPPAVLLLDRA----ARL----------AV--APGH--RAA-LSGWVDDWARR-AGLT----AEL-----K----RRR---EAR
KOU62421.1__1__[101..215] LSRDD-ESSA--RAV-L--AK--GEI-SAS--------R-LR-D-DLVGELN-GL-D-------LPTG--LLP----E--QLFTHVLE-WNTQP-D------------------G-LPPAVLLLDRA----ARL----------AL--APSH--RAA-LSGWTDDWAGR-AGLT----QEL-----E----RRR---AAR
WP_053732577.1__1__[313..425] FDEHD-RRAL--VEL-L------QGS-DFP--------Q-LS---DCYRAAA-GS-Q-ASP---LPPG--RHD----TV-DVIGRLER-MNARP-D------------------G-VPPALALLEHL-A--LHA----------GD--VLSP--R---LRQFSEHQAQE-MGLH----REL--L-------ALR---GSI
WP_055643714.1__1__[90..207] LPEAE-LRDV--RAL-L------ARV-DHL--------D-AH---GQLYAAA-GD-L---P---LPHRP-VAT----LG-EAFDFLGR-ANARP-D------------------G-LLPTMVLVEHV-A--AAL---DRSPAH-RP--TAVG------LREWNDVQAAK-LSLA----AAL-----D----AVR---AES
EPH41306.1__1__[84..199] YDGRD-WTAL--RSG-L-------EF-TLP--------E-LP---SLVAEVS-GD-R-V---R-MPSY--CHT----AW-HAFVHLAG-HNAPV-G------------------G-LEPSMVLLEHL-M--LRT-------EA-AG--IVGE------IRAWNDHFAGV-WERK--A-GRT-----G-LD-ALR---ERL
WP_101420996.1__1__[82..197] LTTEE-LAEI--RGL-L-TGLA-GLP-GLP----------VA---ELHRAAR-GV-Y---E-R-LPPG--PPD----VL-RAFEHLLE-ANARS-D------------------G-LLPCMVYVDHV-A--AFA--------P-AG--PAGL------LRDWNAAVATA-LGLL----PAW-----E----ELR---RTL
WP_069570249.1__1__[98..209] LAESE-LLAL--EGL-L------SQV-PSD--------D-VQ---VIAQASL-QP-L-ASP---LPVH--CTH----AW-SILLHLLR-RNALP-N------------------G-LPPFMAFLEYL-A--AAV--------D-DG--VGEQ------IRSWTLRHAQA-SGLV----SSL-----R----ECR---KRA
SFO06645.1__1__[109..220] LTRQD-VTTA--RAL-LDQVT--DRL-SGP--------E-VH-D-ALADELG--V-P-------LPAG--LTP----G--QLFEHVLE-LNTQP-D------------------G-LPPAVLLVEHA----A----------------ASSR--QVA-LSAWAEDWARR-AGLL----GEL-----E----RRR---ADR
WP_041314506.1__1__[49..154] FEPDD-LTRL--LKL-L------GGI-VVP--------D-IA---DIYRAVA-GD-A-ASG---LG----RAT----TYLEVFSILED-LNSRP-D------------------G-IPRPIVFIEHV-A--VKV----R-----KD--LAIE------LRLWVDEQAAK-REIT----AEV-----A----ALR---ES-
WP_037930280.1__1__[121..236] ISRED-ELGA--RAV-L--AR--GEL-PAT--------R-LR-D-ALVEELN-GL-D-------LPIG--LTP----D--QLLSHVLG-WTAQL-D------------------G-LPPAVLLVDHA----ARL----------AA--TPAH--RAA-LTTWADDWAGR-AGLT----EEL-----E----ERR---RAA
CCH33417.1__1__[105..210] FEPDD-LTRL--LKL-L------GGI-VVP--------D-IA---DIYRAVA-GD-A-ASG---LG----RAT----TYLEVFSILED-LNSRP-D------------------G-IPRPIVFIEHV-A--VKV----R-----KD--LAIE------LRLWVDEQAAK-REIT----AEV-----A----ALR---ES-
CUM41529.1__1__[107..224] LPEAE-LRDV--RAL-L------ARV-DHL--------D-AH---GQLYAAA-GD-L---P---LPHRP-VAT----LG-EAFDFLGR-ANARP-D------------------G-LLPTMVLVEHV-A--AAL---DRSPAH-RP--TAVG------LREWNDVQAAK-LSLA----AAL-----D----AVR---AES
WP_046251589.1__1__[121..235] LDADD-ERGA--RAV-L--AD--GPL-PAD--------R-LR-D-DLAEELN-GL-D-------LPTG--LQP----D--QLFLHVLA-WNVQP-D------------------G-LPPAVLLLDRA----APL----------AA--GHRH--RAA-LTEWADAWAQR-AGLA----QEL-----K----RRR---EAR
WP_101404536.1__1__[139..232] --------------------------------------A-MR-T-ALVRTAT-EA-R-VCA---PPPH--ADT----CW-HDFLHMAG-QGAPR-G------------------G-LPPWMVYLDRA-A--DAM--------G-HP--VSVE------LLARNRQWALS-CGLA----ELL-----D-L--DRA---RTP
SFN86665.1__1__[117..237] LDHAE-RRDL--HQL-I-TSL--EQT-DPG--LPHLA-R-FP---MLYRRAV-GP---AWP-E-LDRE--IRS----LH-DVVALLED-MPAGD-D------------------G-VPPLLAFVDDL-A--EHA--------G-YP--TGPA------FRDWLRRQMAA-QGLD----GVL--F--Q----RRQ---ASL
WP_073732210.1__1__[120..234] LGRDD-ESAA--RAV-L--AG--GEL-PAG--------T-LR-D-DLVEELS-GL-D-------LPTG--LLP----D--QLFLHVLA-WNAQP-D------------------G-LPPAVLLLDRA----VPL----------AA--AHGH--RAA-LRGWVDEWAGR-AGLA----PEL-----K----RRR---EAR
WP_078620803.1__1__[97..212] VDHQD-LDTA--CAL-LRTVQ--GAL-PAG--------A-LR-N-VLASDLH--L-D-------LPPG--LSP----V--QLFTYATE-LNVQP-D------------------G-LPPAVLLIEHA----AEL----------TP--SPDR--RLA-LREWASGWARR-AGLL----AAL-----E----RRR---AER
WP_031015545.1__1__[121..235] LDADD-ERGA--RAV-L--AD--GPL-PAD--------R-LR-D-DLAEELN-GL-D-------LPTG--LQP----D--QLFLHVLA-WNVQP-D------------------G-LPPAVLLLDRA----APL----------AA--GHRH--RAA-LTEWADAWAQR-AGLA----QEL-----K----RRR---EAR
WP_065913168.1__1__[314..429] FEADD-RRTL--VDL-V------QGT-DFP--------Q-LA---ECYRAAA-GS-Q-ATP---LPPG--RHD----TI-DVLHRLEG-MNARP-D------------------G-LPPALALLEHL-A--LHA----------GD--ILSQ--R---LWQFSEDQARE-MGLH----TEL--L-------ALR---GSI
WP_089101512.1__1__[71..188] LPEAE-FRRA--RSL-L------SRL-PHP--------D-PQ---GLLYAAA-GD-L---P---LPARP-VAT----LQ-EAFDFLAD-ANARP-D------------------G-LLPVLVLVEHA-I--AAG---AASGAD-RQ--LVDG------LRSWNDEQGTR-LDLV----EPL-----E----TLR---SQI
WP_019325897.1__1__[121..235] LDADD-ERGA--RAV-L--AD--GPL-PAD--------R-LR-D-DLAEELN-GL-D-------LPTG--LQP----D--QLFLHVLA-WNVQP-D------------------G-LPPAVLLLDRA----APL----------AA--GHRH--RAA-LTEWADAWAQR-AGLA----QEL-----K----RRR---EAR
WP_079194700.1__1__[97..212] LDHQD-LDTA--SAL-LRTVQ--GVL-PAG--------A-LR-N-VLASDLH--L-D-------LPPG--LSP----V--QLFTYATE-LNVQP-D------------------G-LPPAVLLIEHA----AEL----------TS--SPDR--RLA-LSAWASGWARR-AGLL----TAL-----E----RRR---TER
WP_075020769.1__1__[68..188] LDHAE-RRDL--HQL-I-TSL--EQT-DPG--LPHLA-R-FP---MLYRRAV-GP---AWP-E-LDRE--IRS----LH-DVVALLED-MPAGD-D------------------G-VPPLLAFVDDL-A--EHA--------G-YP--TGPA------FRDWLRRQMAA-QGLD----GVL--F--Q----RRQ---ASL
WP_030940649.1__1__[121..238] ------WRYL--AEA-L--HPL-QPL-PYP------Y-K-MR-S-ALVWLAT-GK-R-LTE---PPPH--AEN----PW-HDFLYLAG-QNTAP-G------------------E-LPPWMLHLDVC-A--PYM--------S-RE--LSEE------IIARNRHWSLG-LGLS----ELL-----D-E--ERN---RAR
WP_030244394.1__1__[119..225] LNRKD-EYSA--RAV-L--TR--GEI-PAV--------Q-LR-D-DLVEELN-SL-Y-------LPTG--LSP----D--QLFAHVLE-WNVQP-D------------------G-LPPAVLLLDQA----ARL----------AV--TPAH--RAA-LSGWVDDWARR-EGLA----EEL-----A----RRR---EAR
SEQ80175.1__1__[220..331] FTGDE-VKVL--REL-L------ADA-ETA--------R-LP---MLVSRAT-GS-V-V-P---MP-R--FGS----VW-DAFTHLAD-VNAGP-D------------------G-IPPAVEFLELL-A--EEL----G-----GD--NGAE------LKAWAARKVRG-LRRA----NAR-----Q----ERQ---AAR
WP_033306181.1__1__[83..191] LTEAE-LRHI--QDL-L-R----QSP-KVP----------VG---RIHRAAR-GV-Y---E-R-LPPG--HDD----IV-LAFEHLVE-ANARA-D------------------G-LFPFMLYVEYV-A--ALA--------P-GH--LARR------LREWNAAVAEG-LGVR----DTL-----N----TTR---AAL
OKK13503.1__1__[115..230] LDHQD-LDTA--SAL-LRTVQ--GVL-PAG--------A-LR-N-VLASDLH--L-D-------LPPG--LSP----V--QLFTYATE-LNVQP-D------------------G-LPPAVLLIEHA----AEL----------TS--SPDR--RLA-LSAWASGWARR-AGLL----TAL-----E----RRR---TER
WP_078947852.1__1__[1..74] ---------------------------------------------------------------------------------MFLRLAG-DNAAA-R------------------E-LPVSMAFLSLA-A--DQLMEDGK-----AE--AAEQ------LRRWNRQQALS-WGLE----ERM-----A----EWQ---RGG
WP_089951254.1__1__[207..318] FTGDE-VKVL--REL-L------ADA-ETA--------R-LP---MLVSRAT-GS-V-V-P---MP-R--FGS----VW-DAFTHLAD-VNAGP-D------------------G-IPPAVEFLELL-A--EEL----G-----GD--NGAE------LKAWAARKVRG-LRRA----NAR-----Q----ERQ---AAR
WP_086737467.1__1__[106..221] FDAEE-WNEV--FTL-L------EDV-RVP--DLRRW---YA---QFLGGRG-RP-G-------PPAH--CTE----PW-SVFLHAAT-LNARP-G------------------E-SLPCFQLLRQL-V-------------L-----AGDG-RNFA-LADWADAHDTL-PAPR--D-PEE-----E----RHG---QAP
WP_086559740.1__1__[115..221] LSKED-EKSA--RVA-L--TR--GDL-PAA--------R-LR-D-GLAEELV-GV-D-------LPDG--LTP----E--QLFAHLLE-WNAQD-D------------------G-LPPAVVLLDHA----ARL----------AR--TLDH--RLA-LTAWVEDWAGR-EGLT----AEL-----A----GRR---ERR
WP_084702176.1__1__[200..312] --ASD-LDVL--RSY-L------RSL-NVP--------H-LA---IMTHRAL-GP-A-V-P---LPSFDHVAN----PW-DVVQLLTD-FDAGP-D------------------G-IPPVITFLRLL-A--EEL----D-----DR--TSVL------IDEWVSEHARR-LRLE----PIL-----K----SSP---LDQ
WP_087789236.1__1__[120..234] LGSDD-EAAA--RAV-L--AR--GEL-PAG--------R-LR-D-DLAEELN-GL-D-------LPSG--LLP----E--QLFLHVLA-WNTQP-D------------------G-LPPAVLLLDRA----APL----------AA--TRGH--RTA-LTDWVDDWVKR-AGLP----REL-----E----RRR---QAR
WP_007445176.1__1__[120..234] LGSDD-EAAA--RAV-L--AR--GEL-PAG--------R-LR-D-DLAEELN-GL-D-------LPSG--LLP----E--QLFLHVLA-WNTQP-D------------------G-LPPAVLLLDRA----APL----------AA--TRGH--RTA-LTDWVDDWVKR-AGLP----REL-----E----RRR---QAR
WP_051855988.1__1__[109..201] FPPED-WSRL--MEA-L------GGL-EVL--------D-IA---GAYQEVM-RY-H-ADP---LPAH--CTE----PW-LAVVHAAT-LNARP-G------------------E-LPPCVLLVEHL-A--RYA--------K-GQ--QQQD------LLGWAMEHRAR-------------------------------
AUI59006.1__1__[224..314] MPSED-LTAL--RLH-L------APL-DVP--------H-LA---VMMSRAL-GP-A-T-P---LPNLAGITD----AW-SAFQLLAD-FDAGP-D------------------G-IPPAITFLRLL-A--DHL----G-----GE--VGAI------ITSLVRD-----------------------------------
WP_051857573.1__1__[123..237] IGRDD-ENSA--RAV-L--AK--VDL-PAT--------R-LR-D-DLVEELG-GL-D-------LPIG--LAP----D--QLFGHVLE-WNTQP-D------------------G-LPPAVLLMDHA----ARL----------AA--APGH--RSA-LAGWVDTWASG-AGLV----EEL-----E----RRR---GAR
WP_097221424.1__1__[121..235] LTRDD-EACA--RAL-L--AQ--GDL-PAA--------R-LR-D-ALVEELN-GL-D-------LPTG--LTP----E--QLLAHVLD-WNVQP-D------------------G-LPPAVLLVDHA----ARL----------VA--APAH--RTA-LAGWASDWARR-AALT----GAL-----E----ERR---RVR
WP_018500276.1__1__[121..233] -PEGL-WEEL--RHE-L------SMV-PAT--------E-VA-D-VLHHVTQ-GR-H-SGF---DSTH--CAT----AW-DLLVYLAD-RSAAP-D------------------R-LRPHVEFLEHL-V--DHI--------D-QR--VARR------MEAWHRAAAGT-WQAT----AAL-----R----SLQ---LGR
WP_091291687.1__1__[195..292] VPGEG-LNRL--RGL-L------SGV-TTP--------E-LA---SVTAQAV-GH-Q-------VPLER-DAD----AW-AAFVVLSE-FAAPE-D------------------S-LPPALAFLEFL-A--GHV--------D-DD--LAAA------LRDWNDVQARR-LGLE----SAL-------------------
KUJ68391.1__1__[101..212] LPASA-TDRL--RSL-L------EGL-RVP--------R-LN---QICRESV-AR-F-Q-S---APV---AAD----PC-QAFEELSR-MNAEP-G------------------E-LPPSLAFVERL-A--AEA----P-----YE--QARE------LRAWADEQAAA-IGLT----AKL-----R----SLR---QLV
WP_051834677.1__1__[113..227] FTDRS-VREI--HRL-L------ADV-RRV--DDG---R-LH-A-LLNHELG-VD---------IPYG--QTP----A--QRFDHLCG-VNTQV-D------------------G-LPPALVLVEIT-A--FLE----------QP--ALRE--E---LREWSDAWARE-VGPE-AV-QAL-----G----ERR---RAI
SCD66707.1__1__[126..240] FDDQA-VQEA--RRM-L------AEI-PAR--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--DDQ----------PP--ALRE--K---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---QAI
WP_085574508.1__1__[97..212] VDQQD-VDTA--CAL-LRTVQ--GVL-PAG--------A-LR-N-VLASDLH--L-D-------LPPG--LSP----V--QLFTYAAE-LNVQP-D------------------G-LPPTVLLIEHA----AEL----------TP--SQDR--RLA-LSEWASGWARR-AGLL----TAL-----E----RRR---AER
WP_093675577.1__1__[115..229] FDDQA-VQEA--RRM-L------AEI-PAR--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--DDQ----------PP--ALRE--K---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---QAI
WP_020464354.1__1__[120..219] -GEDL-WTRL--RSE-L---T--ATT-RAA--------A-VA-A-CRLSPQA-GL-S-----L-PPAH--CSN----GW-LVLLHLAG-RNAGP-D------------------G-LPVYISYLEGI-L--DQL--------S-PE--TRAM------VEHWNQRRAYE-LGLT----GKL--N--D-------------
WP_051826854.1__1__[123..237] IGRDD-ENSA--RAV-L--AK--VDL-PAT--------R-LR-D-DLVEELG-GL-D-------LPIG--LAP----D--QLFGHVLE-WNTQP-D------------------G-LPPAVLLMDHA----ARL----------AA--APGH--RSA-LAGWVDTWASG-AGLV----EEL-----E----RRR---GAR
SDY15226.1__1__[170..267] VPGEG-LNRL--RGL-L------SGV-TTP--------E-LA---SVTAQAV-GH-Q-------VPLER-DAD----AW-AAFVVLSE-FAAPE-D------------------S-LPPALAFLEFL-A--GHV--------D-DD--LAAA------LRDWNDVQARR-LGLE----SAL-------------------
WP_093526556.1__1__[115..229] FDDQA-VQEA--RRM-L------AEI-PAR--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--DDQ----------PP--ALRE--K---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---QAI
WP_028442478.1__1__[115..229] FDDQA-VQEA--RRM-L------AEI-PAR--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--DDQ----------PP--ALRE--K---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---QAI
WP_030857528.1__1__[126..242] LSGHD-IGTA--HAL-LADAK--GEL-SAV--------R-LR-D-RLAEELN-GL-Y-------LPAG--LSP----E--QLLAHTLE-WNVQP-D------------------G-LPPAVLLVDVA----ASL----------AA--SPGH--RGA-LLKWVDGWAQR-SGLT----AAV-----A----RHR---SSR
WP_093831551.1__1__[98..220] LDDPA-RDGL--RTL-L------TGL-DRT--TVP---Q-LP---AVYQQAA-GD-H-FGP---LPET--VHS----AW-DAYQRLAL-TNRPA-E------------------G-APRTVLFLQGL-A--MVL--------A-PE--RGDA------LRAWVSRQVRG-TAAD-HL-QAQ-RIL-D----DSR---AHA
ANS68574.1__1__[122..236] LTADE-ESGA--RAV-L--AL--GEL-PAP--------R-LR-D-DLVEELN-GL-S-------LPVG--LSA----E--RLFTYVLD-CTTQA-D------------------H-LPPAVLLLDCA----APL----------AG--APGH--RAA-LSGWVDDWARR-TGLT----EEL-----E----GRR---RAR
WP_030632512.1__1__[115..229] FDDQA-VQEA--RRM-L------AEI-PAR--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--DDQ----------PP--TLRE--K---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---QAI
WP_033433375.1__1__[92..208] WSDEA-RGEV--LAL-L------SGV-VVP--------D-IE---GVYLAVA-GP-S-APP---LR----GST----TYQEVFRTLET-LNARP-D------------------G-VPRSLLFVEHI-A--ARV----R-----TE--LAVR------LHHWVDRQAAA-LDLA----AEV-----ASARWEVR---EGR
WP_103489893.1__1__[115..229] FDDEA-VQEA--RRM-L------AEI-PAH--DDS---R-LY-A-RLHHELA-VD---------LPHG--QSP----S--QRFDYLCE-VSTQA-D------------------G-LPPALVFLEIL-A--ADR----------PP--ALRE--R---LREWSDRWARE-AGTD-AV-AAL-----D----VRR---RAI
SCE18581.1__1__[103..225] LDDPA-RDGL--RTL-L------TGL-DRT--TVP---Q-LP---AVYQQAA-GD-H-FGP---LPET--VHS----AW-DAYQRLAL-TNRPA-E------------------G-APRTVLFLQGL-A--MVL--------A-PE--RGDA------LRAWVSRQVRG-TAAD-HL-QAQ-RIL-D----DSR---AHA
WP_003993640.1__1__[115..222] LSKED-EKSA--RVA-L--AR--GDL-PAA--------R-LR-D-GLAEELV-GL-D-------LPDG--LTP----E--QLFAYLFE-WNAQE-D------------------G-LPPVVVLLDHA----ALL----------AR--TVEH--RLA-LTAWVDDWAGR-AGLA----AEL-----A----LRR---ERR
SCL86357.1__1__[115..229] FDDDA-VQEA--RRM-L------AEI-PAR--DDG---R-LY-A-VLHHELG-VD---------LPHG--QSP----S--QRFDFLCE-VSTQA-D------------------G-LPPALVFLEIL-A--PDQ----------PP--ALRE--R---LREWSDRWARE-AGPD-AV-AAL-----D----FRR---HAI
WP_014049538.1__1__[115..229] FDDDA-VQEA--RRM-L------AEI-PAR--DDG---R-LY-A-VLHHELG-VD---------LPHG--QSP----S--QRFDFLCE-VSTQA-D------------------G-LPPALVFLEIL-A--PDQ----------PP--ALRE--R---LREWSDRWARE-AGPD-AV-AAL-----D----FRR---HAI
WP_067441285.1__1__[120..234] LTADE-ESGA--RAV-L--AL--GEL-PAP--------R-LR-D-DLVEELN-GL-S-------LPVG--LSA----E--RLFTYVLD-CTTQA-D------------------H-LPPAVLLLDCA----APL----------AG--APGH--RAA-LSGWVDDWARR-TGLT----EEL-----E----GRR---RAR
WP_076090753.1__1__[107..229] YDGRD-WTAL--RDA-L-------AV-SLP--------E-LD---TTVAVIT-GG-R-V---R-LPAY--CTT----AW-HAFLHLSG-LTSLP-G------------------TVLSPGMLLLEHL-A--LHP-------DL-AS--HVGE------LHGWNDHFAER-WKLT--D-GED-----G-LA-ELR---ASL
WP_020641868.1__1__[112..226] VTEDD-RQEL--LHL-L------GEN-PSG--------R-LA---ELVRAAA-GP-A-A-E-L-TSA---DHR----PA-DALATLER-INAQP-D------------------G-VPPLLLFVEYLAA--AAA---DD-----R---RAAG------LRAWNDRQAAR-LGMT----EQI-----K----AVR---LMQ
SEG16258.1__1__[80..203] LTSQE-RREL--NRLLL-HDP--AGG-GMR--VADRT-V-IG---DLYGRAV-GP---LGP-P-LNRD--VDD----LR-EVLALLED-ATVGL-D------------------G-VPPLLAFVENL-A--AHA--------D-EP--IAGA------LRAWSERFARR-LGLE----PGT--A--H----AIR---GRV
WP_031085533.1__1__[114..229] FDDGA-VQEA--RRM-L------AEI-PAR--DDS---E-LY-A-LLCHELGLVD---------LPHG--QSP----S--QRFDFLCE-VSAQA-D------------------G-LPPALVFLEVL-A--PGR----------PP--GLRE--K---LREWSDRWARD-AGPE-AV-AAL-----E----TRR---QAI
KPC71890.1__1__[120..234] LGSDD-EAAA--RAV-L--AR--GEL-PAG--------R-LR-D-DLAEELN-GL-D-------LPSG--LLP----E--QLFLHVLA-WNTQP-D------------------G-LPPAVLLLDRA----APL----------AA--TRGH--RTA-LTDWVDDWVKR-AGLP----REL-----E----RRR---QAR
WP_037767258.1__1__[115..222] LSKED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELT-GL-D-------LPDG--LTP----D--QLFTHLLE-WNVQQ-D------------------G-LPPAVLLVDHA----ARL----------AR--TLDH--RHA-LTAWVDDWAAR-AGLT----AEV-----V----ARR---DRR
WP_051769067.1__1__[320..443] FGDED-RRTI--TEL-L------RDT-DFP--------Q-LA---ECYRVAS-GS-Q-AAP---LPPG--RHD----TV-DVLNRLER-MNARP-D------------------G-VPPALALLEHL-A--LHA----------GD--VLSQ--R---LWQFSEDQARA-MGLH----ADL--L-------ALR---GSI
CUU60225.1__1__[121..233] -PEGL-WEEL--QRE-L------SSV-PAS--------R-VA-D-VLHQVTE-GR-H-SGP---ESDH--CRT----AW-DLFVFLCD-RSAPG-G------------------R-LGPRIEFLEHL-V--HDI--------D-QR--VARR------VEAWHQSCADD-WKAT----AAL-----R----ALR---LGR
WP_095753446.1__1__[102..194] FSARS-WERL--MGL-L------GGL-EVL--------D-VA---RAFHEAL-GD-R-PDP---LPAH--CAE----PW-SVVLYSAT-LNARP-G------------------E-PLPCVILVEHL-A--RYA--------K-GQ--QQQE------LLDWVAEHGVR-------------------------------
WP_091284862.1__1__[111..223] -PEGL-WEEL--QRE-L------SSV-PAS--------R-VA-D-VLHQVTE-GR-H-SGP---ESDH--CRT----AW-DLFVFLCD-RSAPG-G------------------R-LGPRIEFLEHL-V--HDI--------D-QR--VARR------VEAWHQSCADD-WKAT----AAL-----R----ALR---LGR
WP_030434390.1__1__[323..435] LPDHD-MDRL--REL-L---E--QPF-DID--------G----P-GMWQLAA-GG-R-I-P---LPDE--SAT----LN-EMAVRLAA-FNAGP-D------------------H-IPPLAAFVEQV-A--ARS--------P-RR--VAEQ------LREWADRMAQR-IGII----GPV-----H----AYR---RAV
SDM15435.1__1__[317..440] FGDQD-RRTI--TEL-L------RDT-DFP--------Q-LA---ECYRVAA-GS-Q-AAP---LPPG--RHD----TV-DVLNRLER-MNARP-D------------------G-VPPALALLEHL-A--LHA----------GD--VLSQ--R---LWQFSEDQARA-MGLH----ADL--L-------ALR---GSI
WP_043226270.1__1__[120..228] -------------GL-L------DRV-RHL--------D-AH---GLLYAAA-DG-I---P---LPLHP-VAT----LG-EAFSFLTR-ANTRP-D------------------G-LLPTMVLVEHV-A--AGL---DGRGPDDTR--TAEA------LREWNDVQAKK-LERR----PAL-----E----AVR---TAL
SCL28510.1__1__[106..217] LPEDD-WGTL--REA-L------TAV-RSV--------P-LT---RLVQEAS-GH-R-EDA---LPTW--CAN----AW-DALVHLAG-LNAGT-D--------------------LPPTIRFLTLL-E--PEV----------DD--VTAD--L---IRRRNRREARQ-FELT----DEL-----D----RQR-V-AVR
WP_073949031.1__1__[121..234] LSRED-ERSA--RSA-L--AR--GAL-PPV--------R-LR-D-ELVADLN-GL-D-------LPTG--LSP----D--QLFTYLLE-RTAQD-D------------------G-LPPAVLLLERA----ARL----------AV--TAGH--RSA-LTGWVDGWAAR-AGHT----AEV-----A----RRR---E-R
WP_033338579.1__1__[93..194] FSDSD-WWLI--EEI-L------KRE-PVG--------N-CG---ELFRAVQ-LH-E---P---PPAH--CGD----AW-QMFANLAG-SSGTD-H------------------G-VPLFMIFLELA-A--DLL--------S-TE--SGRR------IKQLLRRLASE-WGVS----GDL----------ERC------
WP_102927963.1__1__[81..187] LSEAE-LDEL--RGL-L------DPV-PAH--------Q-AT---AAAQACL-PF-L-AAD---LPAH--CTG----TW-PTTLHLLR-RNMLP-T------------------G-LPPLLAYLEHL-A--AA---------R-PA--QESA------LHAWAGRKAED-WGLT----EEL-----Q----ACR---TAA
WP_071066718.1__1__[120..219] -GEDL-WARL--RSE-L---T--ATT-RAA--------A-VA-A-CRLSPQA-GL-S-----L-PPAH--CSN----GW-LVLLHLAG-RNAGP-D------------------G-LPVYISYLEGI-L--DQL--------S-PE--TRAM------VEHWNQRRAYE-LGLT----GRL--N--D-------------
WP_091084055.1__1__[71..182] LPEDD-WGTL--REA-L------TAV-RSV--------P-LT---RLVQEAS-GH-R-EDA---LPTW--CAN----AW-DALVHLAG-LNAGT-D--------------------LPPTIRFLTLL-E--PEV----------DD--VTAD--L---IRRRNRREARQ-FELT----DEL-----D----RQR-V-AVR
GAT82293.1__1__[102..191] FPADS-WKRL--MAL-L------SGL-DLL--------D-VR---GIFQEAL-GW-R-PDP---LPKH--CEE----PW-SAVLHAAT-LNARP-G------------------E-PLPCVLLVERF-A--AYA--------K-GR--QQRE------LLEWVEEH----------------------------------
WP_006541140.1__1__[111..219] -PEGL-WEEL--RRE-L------SSV-PAS--------R-VA-D-VLHQVTE-GR-H-SGP---ESDH--CRT----AW-DLFVFLCD-RSAPG-S------------------R-LGPRIEFLEHL-V--HDI--------D-QR--VARR------VEAWHQSCADD-WKAT----AAL-----R----ALR---LGR
WP_067395195.1__1__[94..183] FPADS-WKRL--MAL-L------SGL-DLL--------D-VR---GIFQEAL-GW-R-PDP---LPKH--CEE----PW-SAVLHAAT-LNARP-G------------------E-PLPCVLLVERF-A--AYA--------K-GR--QQRE------LLEWVEEH----------------------------------
WP_073775784.1__1__[137..229] --------------------------------DQG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--ESDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---TQI
WP_023545804.1__1__[107..229] YDGRD-WTAL--RDV-L-------DA-GLP--------E-LD---ATVALIT-GG-R-V---R-LPAY--CMT----AW-QAFLHLSG-LTSLP-G------------------TALSPGMLLLEHL-A--LHP-------DL-AS--HVGE------LHGWNDHFAER-WKLA--D-GED-----G-LT-ALR---ASL
SFS77570.1__1__[103..217] WPERE-RERL--LML-L------SGV-AIP--------E-IA---DVYVHVT-RP-S-GHR---LPP---TAT----LV-DYLNAVGL-LNSEA-S------------------G-LPRLLSFIEHL-A--PRV--------P-PA--LRAE------MHRWADDQTER-LGLT----DEL-----A----EMR---ARC
WP_069761739.1__1__[104..226] LDDRT-QEQL--KAL-L------EGL-DRT--NVP---E-LP---AVYHAAA-GA-H-FGP---LPDF--VHT----AW-DAHQLLAH-TNRPT-D------------------G-APRTVRFLQGL-A--MVL--------T-PE--RGDA------VRSWVSHQVRA-GARG-HL-EAQ-RIL-D----DSR---ESA
WP_093418370.1__1__[91..205] WPERE-RERL--LML-L------SGV-AIP--------E-IA---DVYVHVT-RP-S-GHR---LPP---TAT----LV-DYLNAVGL-LNSEA-S------------------G-LPRLLSFIEHL-A--PRV--------P-PA--LRAE------MHRWADDQTER-LGLT----DEL-----A----EMR---ARC
WP_018543769.1__1__[112..203] FPAPT-WERL--MTL-L------GGL-EVL--------D-IA---GVFHEAL-GD-R-PDP---LPAH--CAE----PW-SAVLHAAT-LNARP-G------------------R-ALPCVVLVERL-A--RYA--------E-GR--QRQE------LLDWAAEHRQ--------------------------------
WP_062152502.1__1__[106..217] FTVEE-WNEI--FLL-L------DEV-HVP--DLRRW---YA---DFLHCRG-RA-S-------PPTH--CTE----PW-SVFLHAAT-LNARP-G------------------Q-SLPCFDVLRQL-A-------------L-----VADGEQHFA-LADWADAHDLA-LTPQ--G-AEH-----E----PAE---KTA
WP_021593017.1__1__[103..223] LGRVD-RREL--HEL-I-TSL--EQT-DPG--LAHLG-R-FP---MLYRRAV-GP---AWP-E-LDRE--IRS----LH-DVVALLEE-MPAGD-D------------------D-VPPLLAFVDDL-A--EHA--------G-YP--TAHA------FRGWVRRQVEA-QGLD----GVL--F--Q----RRR---ASL
WP_030838507.1__1__[115..221] LSKED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-RLAEELA-GL-D-------LPDG--LAP----E--QLFAHLLE-WNVQD-D------------------G-LPPVVLLLDHA----ARL----------AR--TVEH--RLA-LTGWVDDWTGR-AGLT----AEL-----A----RRR---ERH
WP_012851962.1__1__[102..217] LTFQE-RSDL--HRI-V-RES--TEG-GFR--PIAPA-L-VA---DLYRKAV-EP---LGP-P-LHCD--PGN----LG-EVLAQLEE-LTSGL-D------------------G-VPPLLVFVENL-A--AQI--------A-EP--TASA------LRSWADRFADR-LELA----PET--R--R----AIR---ERA
KPH99927.1__1__[129..244] FEDRE-LKAA--RAL-L------AGH-TGV--DAG---E-LV-D-RLRRELQ-LD---------LPGG--LTA----G--RLFDHLLD-LNAQA-G------------------G-LPPAVVLLECL-A--ELM----------PR--DSER--RRR-LREWCETWAAG-AGAG-TD-EAL-----H----RRR---ERA
WP_076831942.1__1__[111..219] -PEGL-WEEL--QRE-L------SSV-PAS--------R-VA-D-VLHQVTE-GR-H-SGP---ESDH--CRT----AW-ELFVFLCD-RSAPG-S------------------R-LGPRIEFLEHL-V--HDI--------D-QR--VARR------VEAWHQSCADD-WKAT----AAL-----R----ALR---LGR
WP_054568188.1__1__[111..219] -PEGL-WEEL--QRE-L------SSV-PAS--------R-VA-D-VLHQVTE-GR-H-SGP---ESDH--CRT----AW-ELFVFLCD-RSAPG-S------------------R-LGPRIEFLEHL-V--HDI--------D-QR--VARR------VEAWHQSCADD-WKAT----AAL-----R----ALR---LGR
SEG88233.1__1__[100..189] LESED-WDEL--FRL-L------DGV-AIP--DLHRR---YR---EFLQERR-LP-L-------PDMP--CNE----PW-TVFLHAAT-LNARP-G------------------S-ALPCYVVLRQL-L-------------A-----LGAEAGQFD-ILAWAD------------------------------------
WP_055516090.1__1__[121..236] LSRED-VRSA--LTL-LAAAE--PKL-PEV--------G-IR-D-ALARELH--L-D-------LPSG--FSV----L--QLFTHVLE-LNVQP-D------------------G-VPPAVLLMDHA----AEL----------AE--APGR--KLA-LSAWTRRWADH-AGLL----AEL-----E----RRK---AER
WP_054226935.1__1__[120..235] FEDRE-LKAA--RAL-L------AGH-TGV--DAG---E-LV-D-RLRRELQ-LD---------LPGG--LTA----G--RLFDHLLD-LNAQA-G------------------G-LPPAVVLLECL-A--ELM----------PR--DSER--RRR-LREWCETWAAG-AGAG-TD-EAL-----H----RRR---ERA
WP_051716611.1__1__[111..216] LPEAE-LRAA--RAR-L------ASL-RHL--------D-AH---GLLHAAA-GE-L---P---LPQTP-VAG----LG-EAFDLLAR-VNARP-D------------------G-LLPVHVLVEHV-I--TAL---DGSEAH-RS--AADE------LRAWNDAQAAA-LHLA----PQL-----A----A--------
WP_043498198.1__1__[106..221] FDAEE-WNEV--FTL-L------DGV-RVP--DLRRW---YA---RFLGVRG-RP-G-------PPAH--CTE----PW-SVFLHAAT-LNARP-G------------------E-SLPCFQLLRQL-V-------------P-----AGGG-RDFA-LADWADAHDTL-PTPR--D-PGQ-----E----QPG---QAP
WP_030165944.1__1__[106..197] FTTEE-WNEV--LVL-L------DGV-RVP--DLRRW---YA---DFLHGRG-RS-L-------PPAY--CTE----PW-SVFLHAAT-LNARP-G------------------E-SLPCFQVLRQL-A-------------L-----VADGERHLA-LADWADAH----------------------------------
PKK15036.1__1__[16..143] LTFQE-RSDL--HRI-V-RES--AEG-GFR--TITPA-L-VA---DLYRKAV-EP---LGP-P-LHCD--PGD----LS-EVLAQLEE-LTSGL-D------------------G-VPPLLVFVENL-A--ARV--------A-EP--TASA------LRSWADRFADR-LELA----PEA--K--G----AVR---ERA
WP_069782619.1__1__[102..190] FPART-WERL--MTL-L------GGL-EVL--------D-IA---GAYREAL--D-R-PDP---LPAH--CAE----PW-SAVLHAAT-LNARP-G------------------E-PLPCVLLIEHL-A--RYA--------K-GR--QQQE------LLAWVGEH----------------------------------
WP_097883280.1__1__[74..185] VPAPE-LNSL--QEV-L------RAV-SAD--------D-VQ---SIATASM-QP-L-PAP---LPTR--CVD----SW-TILLHLMR-RNAPR-R------------------G-LPPFMAFLEYL-A--AA---------D-ED--KRAE------IQAWTDARAVD-WNLQ----DAV-----V----ECR---SRA
WP_051127395.1__1__[121..228] VSRYD-ESAA--LAL-LDAVK--GEM-SPE--------R-LR-D-ALAVELG-SV-E-------LPLN--ASC----D--QLFRHVMQ-LNVQP-D------------------Q-MPPAVLLIEQA----ASQ----------VA--SPHH--RAA-LEGWARAWAEH-AGLL----PAL-----E----RRR---AER
WP_004003788.1__1__[105..216] FTVEE-WNDV--FLL-L------DEV-HVP--DLRRW---YA---DFLHCRG-RA-S-------PPIH--CTE----PW-SVFLHAAT-LNARP-G------------------Q-SLPCFDVLRQL-A-------------L-----VADGEQHLA-LADWADAHDLA-LTPQ--G-AEH-----E----PAE---KTA
WP_010033819.1__1__[121..235] LSRGD-MTRA--RSL-L--AL--GEL-PAA--------R-LR-D-ALVEELN-GL-D-------LPTG--LAP----E--QLLAHVLD-WNVQP-D------------------G-LPPAVLLIDHA----ARL----------AA--TAEH--RTA-LSGWVKDWAGQ-HGLT----GAL-----E----ERR---RVR
WP_030251255.1__1__[138..238] ------WGYL--EHV-M------AAL-PLP------R-A-VR-S-RFVQEAT-NA-Q-LSA---PPAH--SGT----PW-TDLLYLMG-QNAAP-A------------------R-LPPWMLYLERA-T--SWM--------E-HA--AALE------VRARNRKWAFR-WKIA----GEL-----D----RAR-W----
WP_055613193.1__1__[104..198] LDEPD-QHEL--SAL-L------AGL-DRT--TVP---E-LA---AVYHSAA-GD-H-FGP---LPDI--VHT----AW-DAYQLLGH-TNRPA-D------------------G-APRTLRFLQEL-A--VVL--------T-PE--RGDA------IRSWTNRHVR--------------------------------
WP_031134639.1__1__[115..222] LSRDD-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GL-D-------LPGG--LTP----E--QLFGHLLE-WNVQE-D------------------G-LPPVVLLLDHA----ARL----------AG--TAEH--RLA-LTGWVDDWTGR-AGLT----AEL-----G----RRR---ERR
WP_037691432.1__1__[114..229] FADTA-VQEI--GRL-L------AEV-RDF--DDG---R-VH-A-ILGHELG-VD---------IPYG--LSP----L--QRFDYLRD-VNAQA-D------------------G-LPPAVVLMEVI-A--VDQ----------GA--ILGE--R---LRDWSDRWAGE-AGAE-AV-GAL-----R----ERR---RAI
WP_073719858.1__1__[117..231] FSEGA-LREI--GRL-L------GEV-RDS--DDG---R-LH-A-VLGHELG-VD---------VPYG--LSP----L--QRFDYLRE-VNTQA-D------------------G-LPPALVLVEVI-A---HQ----------SK--AVGG--K---LREWSDRWARE-AGTE-AV-EAL-----A----ERR---RGI
WP_061441115.1__1__[123..229] LSDAE-LDEL--RGL-L------DQV-PAH--------Q-AA---AAAQACL-PF-L-AAD---LPAH--CTG----TW-PTTLHLLR-RNMLP-T------------------G-LPPLLAYLEHL-A--AA---------R-PA--QASA------LHAWAGSKAED-WGLT----EEL-----Q----ACR---TAA
WP_027752547.1__1__[368..472] LGAES-WGGL--RGA-L------RVL-VQD--DLHGV-P-VT---ALYARAT-AG-A-AEP-A-MPAH--CDE----PW-KAFVHLVC-AGTGT-E------------------E-LPAALRFLELV-A--SAV--------G-GS--TADT------VRAHNRRWAVR-LDIA--G-----------------------
WP_062929614.1__1__[115..222] LSKED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GL-D-------LPDG--LTP----E--QLFTHLLE-WNAQD-D------------------G-LPPVVLLLDHA----ARL----------AG--TVEH--RLA-LTGWVDDWTSR-AGLT----AEL-----G----RRR---QRR
WP_020273195.1__1__[121..235] LSRGE-TTRA--RSL-L--AL--GEL-PAA--------R-LR-D-ALVEDLN-GL-D-------LPTG--LAP----E--QLLAHVLD-WNVQP-D------------------G-LPPAVLLVDHA----ARL----------AA--TAEH--STA-LSGWVNDWTGQ-HGLT----GAL-----E----ERR---RAR
WP_055750283.1__1__[126..227] ------WDLL--REE-L------ADM-PAR--------R-VV---RAFHDAC-HP-A-----H-PPAH--CVD----AW-HLFLWAAS-REPEP-A------------------R-LPSHARFLLQC-A--HVL--------T-PG--TRVR------VEAWLRGEAHR-SGLT----HEL-----N----QTQ---LA-
WP_011601501.1__1__[126..227] ------WDLL--REE-L------ADM-PAR--------R-VV---RAFHDAC-HP-A-----H-PPAH--CVD----AW-HLFLWAAS-REPEP-A------------------R-LPSHARFLLQC-A--HVL--------T-PG--TRVR------VEAWLRGEAHR-SGLT----HEL-----N----QTQ---LA-
WP_086604557.1__1__[114..212] LSRED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GL-D-------LPDG--LTP----E--QLFTHLLE-WNVQE-D------------------G-LPPAVLLLDHA----ARL----------AR--TVDH--RHA-LTAWVDDWAVR-ARLI----AEV-------------------
WP_093722067.1__1__[109..222] --PDA-WELL--TQS-L------EPL-PLP--AD----R-RR---RLLSLAT-ES-R-LTD---PPQH--STT----PW-SDFLYLVG-QNSAP-E------------------R-VPPWMAYLDEA-A--GWL----------PD--AGAS--RE--IRALNRRRAAR-WGIA----QSL-----D----RLR---YTR
WP_033328456.1__1__[361..464] MGAQS-WSGL--REA-L------RKL-VQD--DLNGV-P-VP---ALYAQAA-AD-T-ADS-A-LPAH--CDE----PW-KAFVHLVC-AGTDT-E------------------E-LPAALRFLELV-A--SAV--------G-GS--TADT------VRAHNRRWALH-LDIA--------------------------
WP_069169725.1__1__[115..229] FDDTA-VQEI--RRL-L------AEV-RGG--HDS---R-LY-T-ILNHELG-VD---------VPHG--QSP----A--QRFDFLCG-VSAQA-D------------------G-LPPALVLVEVL-A--LDQ----------QP--ALRE--S---LMEWSDRWALG-AGPE-LV-RAL-----E----DRR---RAL
WP_089326450.1__1__[103..224] LDQAE-RREL--HEL-I-TSL--ERT-DPG--LTHLG-R-FP---MLYRRAV-GP---AWP-S-LDRE--VRS----LH-DVVALLEE-MPDGP-D------------------G-TPPLLVFVSDL-A--EYA--------G-YP--TAGP------FRDWVRRQIEA-QGLD----RAV--L--Q----GGG---GPA
WP_059417888.1__1__[114..209] LSKEE-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GI-D-------LPDG--LTP----E--QLFAHLLE-WNVQE-D------------------G-LPPAVLLLDHA----ARL----------TR--TLDH--RHA-LTAWVDDWAVR-VGLT--------------------------
WP_102912576.1__1__[115..213] LSKED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GL-D-------LPDG--LTP----E--QLFAHLLE-WNAQD-D------------------G-LPPAVLLLDHA----ARL----------AG--TVEH--RLA-LAGWVDDWTGR-ASLT----AEL-------------------
KQC35434.1__1__[141..248] ------WDLL--RRE-L------SAL-PAQ--------R-VA---HAFRHAC-HP-A-----Q-PPRH--CTT----AW-QLFLWVAN-RHPEP-A------------------R-LPQHAVFLIRC-A--DVL--------A-PG--TFVR------VEAWLRGEAHR-RDLT----HQM-----Q----LAQ---LAA
WP_067637712.1__1__[103..207] LDQAE-RREL--HEL-I-TSL--ERT-DPE--LKHLG-R-FP---MLYRRAI-GP---AWP-Q-VERE--ISS----LH-DVVALLEE-MPAGP-D------------------G-TPPLLVFVHDL-A--EYA--------G-YP--TAAA------FRDWVRRQVDA-QGLD----G---------------------
WP_089919397.1__1__[223..334] FPADE-MKVL--EGL-L------SGV-ETD--------R-LP---MLVRRAT-RA-R-I-P---LP-R--FPS----VW-EAFLNLAD-VNADS-D------------------G-IPPAIEFLELL-A--EEL----G-----AD--SAAE------LTEWVSQKIYN-LRRT----EQR-----Q----ERR---ETR
SER48083.1__1__[218..329] FPADE-MKVL--EGL-L------SGV-ETD--------R-LP---MLVRRAT-RA-R-I-P---LP-R--FPS----VW-EAFLNLAD-VNADS-D------------------G-IPPAIEFLELL-A--EEL----G-----AD--SAAE------LTEWVSQKIYN-LRRT----EQR-----Q----ERR---ETR
WP_027140709.1__1__[113..246] VPDGV-LHQL--EVE-L------RLL-TPV--------D-VS---GAYRHTA-GD-S-ART---VPAY--CDT----AW-AALLWLFC-QNASP-PDPASDSVAGPGMPTLPAPS-LPPSMTFLEAV-K--DAL--------S-PA--TAGQ------VDAWNRRRARD-AGLV----RQL-----D----EIR---LRR
WP_055409980.1__1__[137..241] ------WDLL--RRE-L------SAL-PAQ--------R-VA---HAFRHAC-HP-A-----Q-PPRH--CTT----AW-QLFLWVAN-RHPEP-A------------------R-LPQHAVFLIRC-A--DVL--------A-PG--TFVR------VEAWLRGEAHR-RDLT----HQM-----Q----LAQ---LAA
WP_030757687.1__1__[122..224] --EAE-LREV--RAL-L------APL-RNL--------D-AL---GLLHAAA-RE-L---P---LPARP-VSG----LD-EVVDLLTR-VNARP-D------------------G-LLPVSVLVEHV-I--AEL---DGSEPH-RP--VVTA------LREWNDAQAAK-LLLT----RQL-----A----A--------
WP_052840002.1__1__[120..215] LGSDD-EAAA--RAV-L--AR--GEL-PAG--------R-LR-D-DLAEELN-GL-D-------LPAG--LLP----E--QLFLHVLA-WNTQP-D------------------G-LPPAVLLLDRA----APL----------AA--TPGH--RAA-LTDWVDDWVKR-AGLP--------------------------
WP_093792705.1__1__[1052..1153] LSTAT-EAGA--RSL-LRAAA--DDL-STD--------A-LR-E-ALSDELN-MI-R-------PPGG--LPT----E--QLFTWALN-FNAQP-D------------------G-LPPAVLLMDCA----AGL----------VR--SPGH--RSA-LFLWVDAWAQA-AGLT----EAL-----E-------------
WP_067428315.1__1__[115..194] ---QA-WDLL--EEA-L--LS--VRL-TAE--------E-RG---RLVMGAT-LS-R-LRR---LPDH--CTT----PW-SDFLHLVG-QNTAP-R------------------Q-VPPWMVYLDKA-T-------------------------------EWMPQEHRG-E-----------------------------
WP_091309346.1__1__[184..280] LPSDE-RAQL--FRL-F----------AAG--RWV---R-LE---EDYRAAA-GP---YAP---EPDEP-PAG----PR-GYFEELER-LNAPP-S------------------G-IPPALVFVERL-A--AQA--------E-PR--LADG------LRQWNRDLAAR-LQVP--------------------------
WP_076821061.1__1__[115..211] -DPAV-WHLL--RSE-F------GPL-LAV--------D-VG-A-AYHRAGL-GL-H-------PPAH--CRT----AW-HVLVHTAA-RYVPP-R------------------S-LPTWLLFLIQS-A--DLL----------KP--ATQR--R---VEQWQRKFAYE-AQLT----PQL-----D-------------
WP_083972666.1__1__[332..444] VPEPE-QQAL--DAL-L------IDV-PAD------V-D-LR---AVWHAAV-PD-L---P---EPDREVFST----PG-AVYHHLAR-YNARA-G------------------E-PHPAFRFVDRL-G--RAM------A-N-SP--TGRE------LRGWAAAR----AGLG--H-QAV----------DER---DSP
KUL21999.1__1__[311..423] VPEPE-QQAL--DAL-L------IDV-PAD------V-D-LR---AVWHAAV-PD-L---P---EPDREVFST----PG-AVYHHLAR-YNARA-G------------------E-PHPAFRFVDRL-G--RAM------A-N-SP--TGRE------LRGWAAAR----AGLG--H-QAV----------DER---DSP
WP_037743260.1__1__[117..231] LTRDD-EYSA--RTV-L--AK--GEV-PVN--------R-LR-D-ELVEELN-GL-H-------LTAG--LSS----D--QLFTHALT-WNVQP-D------------------G-LPPAVLLLDLA----ARL----------AV--APGH--RTA-LSGWVDDWAQR-AGLS----EEL-----E----QRR---EAR
WP_010310066.1__1__[244..348] LRPTE-ISEL--RSL-L------ADL-PVA------G-D-LN---EVYRLAC-GP---AAP-R-LERP--LLD----WR-DVVGALDD-IAAAA-R----------G-------A-LHPLLAFAELT-A--RRC------H-Q-PD--VAGG------LDGWARRVATR-LGQR----AEL--G--Q-------------
WP_018558008.1__1__[111..203] LDDES-WEEL--FDL-L------DGI-RIP--DLDRR---YA---EFLDTLG-RF-A-------PPLP--CTE----PW-TVFLHAAT-LNARP-G------------------S-QLPCFQVLQQL-L-------------A-----LGADGERQQLIIDWAEEH----------------------------------
WP_026401296.1__1__[80..200] LEPGE-RRAL--HEL-V-KVL--QDR-SPD--VLHPG-T-VR---ELFWTVV-DP---VGS---LDID--PGD----IW-PVLDDLED-RTVDA-D------------------G-VPRLLDFVERL-A--FRT--------G-EP--MRKA------LRRWTEQAAER-LGVA----DVV--L-------QRR---ETL
WP_051900043.1__1__[167..284] FTADE-HRRV--QQL-L--ML--DPT-GPQ--QMH---K-LR-D-SIGFELG----F---P---VPGE--PST----TL-DLFDVLVD-FNAPP-D------------------H-IPPSVVALEWV-A--MQT--------P-DK--TAAH--R---CQEWAERWARD-HDCL----PAL--L-------RRR---QAR
WP_046086749.1__1__[368..478] LTRAE-YAEL--AGL-L------ERL-GQR--GRC---D-LA---EAARALF-GL-V-----E-LP----FHD----PA-RLADALEE-LLPKP-D------------------R-LPQLLRVVERF----AAV------D-G-GP--VAAE------LRAWSLRCAER-LGLT----GQL-----M----ERR-G-EAT
WP_007516498.1__1__[129..213] ----------------------------------------YR-L-ALGGLAV----S-------PPTH--CDT----AW-AVLLHLAG-RNAPL-G------------------A-LPPYLAFLDQV-G--VLL--------T-PA--ITNQ------VGRFLRRQVNG-AGLA----DQL-----A----DAH---GRR
WP_082127080.1__1__[227..339] LGDPE-LDEV--RRV-L------SDV-LFE--GTLEA-Y-IA-A-TRHRATR-GA-N-------------FTS----AW-EAFAELRE-LTPRP-D------------------G-LPCEVVFVEEI----ARK----------GV--IAPQ----V-LRAYSDSRYPS--EVP--R-EAL-----E----QLR-E-AGT
WP_055518048.1__1__[104..198] LDEPG-RDEL--SAL-L------AGL-DRT--AVP---E-LA---AVWYSAA-GD-H-FGP---LPES--VHT----AW-DAHQLLAH-TNRPA-D------------------G-APRTLRFLQEL-A--VVL--------T-PE--RGDA------IRSWTNRNVR--------------------------------
EXU70108.1__1__[365..475] LTRAE-YAQL--AGL-L------ERL-GQR--GRS---D-LA---EEARSLF-GL-V-----D-LP----FHD----PA-GLADALEE-LLPRP-D------------------Q-LPQLLRVVERF----AAV------D-D-GP--VAAD------LRAWSLRCAER-LGLT----GQL-----M----ERR-G-EAT
WP_051572569.1__1__[368..478] LTRAE-YAQL--AGL-L------ERL-GQR--GRS---D-LA---EEARSLF-GL-V-----D-LP----FHD----PA-GLADALEE-LLPRP-D------------------Q-LPQLLRVVERF----AAV------D-D-GP--VAAD------LRAWSLRCAER-LGLT----GQL-----M----ERR-G-EAT
WP_100596413.1__1__[90..184] -DPAQ-RAAL--DPL-L------SGL-DRG--SVP---E-LA---DLFRHVA-GD-S-FGP---LPRT--TST----AR-EAYELLEQ-CNVPP-D------------------G-IPRSVRFLNEL----AYL------V-G-PE--RGDP------LRVWLSSHIRS-L-----------------------------
WP_068754477.1__1__[106..198] --RAV-WERL--RRT-L------RDV-AYD------E-R-VD---RAYRAVE-HR-S-AEE-I-AVPV--PRT----AW-EAFLDLKE-IPLGP-S------------------G-EEPGERFLHLL-A--AQP---GR-----EE--VARA------VAEWNAGQGR--------------------------------
WP_067896619.1__1__[97..188] ------------------RAL--RDH-AAE--AVAPA-T-VR---ALYWEVA-GP---SGP-A-LDVD--PGD----LR-GVLARLED-LTLGG-D------------------G-VPPLLAFVDGL-A--AYA--------T-GR--LAAD------LRGWADGRAHR-LGVR----R---------------------
OHV36998.1__1__[120..204] ----------------------------------------YX-L-ALGGLAV----S-------PPTH--CDT----AW-AVLLHLAG-RNAPL-G------------------A-LPPYLAFLDQV-G--VLL--------T-PA--ITNQ------VGRFLRRQVNG-AGLA----DQL-----A----DAH---GRR
EFC81424.1__1__[109..217] ------WDQL--RAE-L------VAV-PVG--------Q-VA---RAFRSAS-HW-M-----Q-PPAH--CAN----AW-QLLVWTAG-RLPPP-G------------------E-LPLYARFLARC-A--HVL--------T-ST--TYVR------VEAWLRPMAYR-LRRS----HEL-----R----QEQ---LDA
WP_083401494.1__1__[129..213] ----------------------------------------YX-L-ALGGLAV----S-------PPTH--CDT----AW-AVLLHLAG-RNAPL-G------------------A-LPPYLAFLDQV-G--VLL--------T-PA--ITNQ------VGRFLRRQVNG-AGLA----DQL-----A----DAH---GRR
WP_035953594.1__1__[95..203] ------WDQL--RAE-L------VAV-PVG--------Q-VA---RAFRSAS-HW-M-----Q-PPAH--CAN----AW-QLLVWTAG-RLPPP-G------------------E-LPLYARFLARC-A--HVL--------T-ST--TYVR------VEAWLRPMAYR-LRRS----HEL-----R----QEQ---LDA
WP_073796943.1__1__[137..229] --------------------------------DRG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--ESDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---AQI
WP_076816417.1__1__[145..258] ------WKSL--RAE-L------ASV-AIA--------D-VL---AAFQEAT-GY-R-AAT---PPWH--CSS----AW-HLFVHLVD-RAGRP-H------------------E-TEPYLVFLVXL-I--TEQ------Y-L-TP--RVER--L---VEAWIRRIGAE-AGYD---------LF-D----PRR-L-PQT
WP_009399214.1__1__[109..221] LSVAD-WLML--REC-L---Q--GRV-LAD----------AA---RVAYEIT-AD-R-L-P---RPLAE-HDT----LW-HLFIQLAP-CNAAP-G------------------Q-APPWLVFLRFA-A--ARL--------D-PP--AGAR------LELLVQTTAER-WDLP----EPA-----A----QPH---PGP
EDX26494.1__1__[147..239] --------------------------------DRG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--DSDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---AQI
AAZ54439.1__1__[87..179] --RDT-WEQL--RKA-L------REV-PYD------D-Q-VD---LLCQRVV-PL-P-PEQ-I-EAPS--PRN----AW-EAFLDLKE-ATLGP-R------------------G-EDPGERFLQLL-A--EYT---GR-----AE--LVRA------VAEWGADQRHA-------------------------------
WP_100580430.1__1__[137..229] --------------------------------DRG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--ESDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---AQI
WP_053065809.1__1__[139..231] --------------------------------DRG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--DSDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---AQI
WP_063483359.1__1__[122..236] LGRDD-ETSA--RAV-L--AK--GDL-PAD--------L-LR-D-DLAVELG-GL-D-------LPIG--LLP----D--QLFQYVLE-RNVQP-D------------------G-LPPAVLLLDRA----ALL----------AD--APDH--RTA-LSGWVDDWARR-ADLT----RAL-----E----QRR---AAR
SCG36832.1__1__[229..343] --PAE-ERDL--RGI-L-AGL--PEI-PAE--------Q-HR---ADYERSA-GP-L-A---K-PPSAP-HHD----YG-DVAADLMG-LVAPP-A------------------G-EPPQVLAY----A--ADL----------AR--RHGE--LPE-LRDWLLYRAGR-LGVS----PVI----------RNR-L-TET
WP_047961136.1__1__[137..229] --------------------------------DRG---R-LL-D-RLAYELR-LE---------LPRE--LTP----A--QLFDHLLD-MNAQA-D------------------G-LPPAVVMLESV-A--ALA----------PR--DSDR--HR--LRDWCDAWAAS-AGA---R-DAL-----A----RRR---AQI
WP_053138632.1__1__[122..236] LGRDD-ETSA--RAV-L--AK--GDL-PAD--------L-LR-D-DLAVELG-GL-D-------LPIG--LLP----D--QLFQYVLE-RNVQP-D------------------G-LPPAVLLLDRA----ALL----------AD--APDH--RTA-LSGWVDDWARR-ADLT----RAL-----E----QRR---AAR
WP_091056316.1__1__[206..320] --PAE-ERDL--RGI-L-AGL--PEI-PAE--------Q-HR---ADYERSA-GP-L-A---K-PPSAP-HHD----YG-DVAADLMG-LVAPP-A------------------G-EPPQVLAY----A--ADL----------AR--RHGE--LPE-LRDWLLYRAGR-LGVS----PVI----------RNR-L-TET
WP_081430385.1__1__[107..199] --RDT-WEQL--RKA-L------REV-PYD------D-Q-VD---LLCQRVV-PL-P-PEQ-I-EAPS--PRN----AW-EAFLDLKE-ATLGP-R------------------G-EDPGERFLQLL-A--EYT---GR-----AE--LVRA------VAEWGADQRHA-------------------------------
WP_016188156.1__1__[107..199] --RDT-WEQL--RKA-L------REV-PYD------D-Q-VD---LLCQRVV-PL-P-PEQ-I-EAPS--PRN----AW-EAFLDLKE-ATLGP-R------------------G-EDPGERFLQLL-A--EYT---GR-----AE--LVRA------VAEWGADQRHA-------------------------------
WP_061783880.1__1__[107..199] --RDT-WEQL--RKA-L------REV-PYD------D-Q-VD---LLCQRVV-PL-P-PEQ-I-EAPS--PRN----AW-EAFLDLKE-ATLGP-R------------------G-EDPGERFLQLL-A--EYT---GR-----AE--LVRA------VAEWGADQRHA-------------------------------
WP_052744285.1__1__[203..301] YPAEE-KRWL--REL-V------AR---CP--ALP-G-P-LG---PLVRAAA-GP-L-GVE---PPAVE-PRS----VW-EAVWYLLS-ES-TP-G------------P-----G-MLPLAELAVRL-A--GLA---GS-AGD-ER--LARE------LRDWSRAHRSR-------------------------------
WP_078615537.1__1__[649..757] LSAGQ-EDAA--LAA-LRDAA--PEL-SVA--------R-LG-E-ALAHDLN-GM-E-------LPAG--LSA----E--RLFAWVLQ-WNAQP-D------------------G-LPPAVLLVERA----SRL----------VT--SPVH--RTA-LTGWVENWAAD-AGLS----ETL-----R----RRR---ARP
AGP57986.1__1__[367..477] LTRAE-YAEL--AGL-L------ERL-GQR--GRC---D-LA---EEGRALF-GL-A-----D-LP----FHD----PA-RLADALEE-LLPKP-D------------------R-LPQLLRVVERF----AAV------D-D-GP--VAAD------LRAWSLGCAER-LGLK----GQL-----M----ERR-G-EAT
WP_044887383.1__1__[131..235] ------WDLL--RRE-L------SAL-PAQ--------R-VA---HAFRHAC-HP-A-----Q-PPRH--CTT----AW-QLFLWVAN-RHPEP-A------------------R-LPQHAVFLIRC-A--DVL--------A-PG--TFVR------VEAWLRGEAHR-RDLT----HQL-----Q----LAQ---LAA
WP_031111170.1__1__[115..209] LSKED-EKSA--RVA-L--SR--GDL-PAA--------R-LR-D-GLAEELA-GL-D-------LPDG--LAP----E--QLFAHLLE-WNVQE-D------------------G-LPPVVLLLDHA----ARL----------AR--TVEH--RLA-LTGWVDDWTGR-AGL---------------------------
WP_083998481.1__1__[107..203] LPESE-SKRI--HDL-L--RR--AET-GPG--EQGWW-R-AG---AMESGVG------------VPVD--ATT----LI-VAFDRLAA-RPTGP-G------------------T-EPSALALVRHV-A--DRV--------T-GS--LAIE------LSHWAADQSDR-LEI---------------------------
WP_052701594.1__1__[368..478] LTRTE-YAEL--AGL-L------ERL-GQR--GRC---D-LA---EAARTLF-GL-V-----D-LV----FHD----PA-RLADALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-D-GP--VAAD------LRAWSLRCAER-LGLK----GQL-----M----ERR-G-EAT
WP_084469201.1__1__[214..323] LSDPE-LEAL--EPL-L------GAL-RFE--AVAGA-Y-LA-A-TLDRLPE-QV-H-------------FAS----AW-DAFEHLRD-MAPRT-D------------------G-LPREVVFVEHV----ARV----------GV--VDAA----V-LRAYSASRPPG--EVP--A-GAL-----A----LLR---GGA
WP_096495324.1__1__[121..220] -----------------------EGT-SLP--------D-LA---ELCASIA-GP-A-ADD---LRGP--VTY----R--QAFALLDN-VNAGA-S------------------G-LPRTLELVERI-A--TRF--------P-AG--LANE------LRDWAFRQALE-LEVV----DQL--L-------ALR-G-AAH
WP_045746971.1__1__[104..206] -DPEQ-WWQI--KDI-L------KQI-PLT----------NG-F-ALFTAAQ-RD-N---P---APAH--CRT----VW-HLFAHLAG-SNSGE-Q------------------G-VPLFMIFLWMV-A--DQI--------E-TR--YARP------LKHLLAQLATE-WNIT----GPF--L--R-L--ALE-R----
WP_020126657.1__1__[127..242] VSQRD-VRAA--VVL-LGQVA--DWL-SGA--------E-LR-D-RLAQELR--I-D-------FPSD--LSP----V--QLFEYVME-FNVQP-D------------------G-LPPAVLLMDQA----AAS----------VR--IPGR--RAS-LSGWAEDWASR-AGLL----TRL-----E----ERR---AAR
WP_055419748.1__1__[120..218] LGSDD-ETGA--RAV-L--AR--GEL-PAG--------R-LR-D-DLAEELN-GL-D-------LPTG--LLP----D--QLFLHVLA-WNAQP-D------------------G-LPPAVLLLDRA----ALL----------AA--TSGH--RAA-LTDWVDDWAKR-AGLP----QEL-------------------
WP_055870159.1__1__[131..235] ------WDLL--RRE-L------SAL-PAQ--------R-VA---HAFRHAC-HP-A-----Q-PPRH--CTT----AW-QLFLWVAN-RHPEP-A------------------R-LPQHAVXLIRC-A--DVL--------A-PG--TFVR------VEAWLRGEAHR-RDLT----HQL-----Q----LAQ---LAA
WP_015655832.1__1__[115..202] --TDS-WEVV--QDA-L------QAI-RLT------I-E-ER-R-LLVERAT-SS---LSS-V-LPRH--STT----AW-SDFLHVAA-RHRAP-A------------------P-EPPWMTYLRAA-S--PRT--------D-PE--HQQR------LEAILER-----------------------------------
WP_093461640.1__1__[368..477] LTRAE-YTEL--VAL-L------GRL-DER--GRY---D-VA---EEARALF-GL-V-----D-LS----FHD----PA-LLADALEE-VLPKP-D------------------Q-LPQLLRVVERF----AAV------E-D-GA--VAAD------LRAWSLRCAER-LGLK----GQL-----K----ERR-G-EAK
WP_037741108.1__1__[359..463] MGAHD-WLGL--REA-L------RKL-VQD--DLNGH-R-VS---ALYARSV-TN-G-TDP-A-MPVH--CDE----PW-KAFVRLVC-EGTDT-E------------------E-LPAALRFLGLL-A--SAV--------G-GS--TADI------IWQCSRRWAVQ-LDIA--G-----------------------
WP_101834852.1__1__[116..207] ------WEVL--RDE-L------TAV-TAR--------R-GT---WAFHEAC-SP-S-----R-TPRH--CAT----AW-HQFVWAAS-RVPAP-G------------------E-LTPPVRFLLRC-Q--DLL--------T-PG--TWVR------VEAWLYRQVHR-SDLS----AQL-------------------
WP_051741755.1__1__[124..219] ---EE-ERDA--RTL-LDSAK--GEV-PAL--------R-LR-D-ELVGELN-GV-D-------LPMG--LSP----E--QLFTYVVE-LNVQP-D------------------G-LPPAVLLLEHA----ALL----------AA--TPDH--RTD-LADWARNWAQR-AGLS----E---------------------
WP_059146324.1__1__[369..478] LTRAE-YVEL--VAL-L------GRL-DER--GRY---D-VA---EEARVLF-GL-V-----D-LS----FHD----PA-LLTDALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-E-GA--VAAD------LRAWSLRCAER-LGLE----GQL-----K----ERR-G-EAK
WP_086708611.1__1__[369..478] LTRAE-YVEL--VAL-L------GRL-DER--GRY---D-VA---EEARVLF-GL-V-----D-LS----FHD----PA-LLTDALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-E-GA--VAAD------LRAWSLRCAER-LGLE----GQL-----K----ERR-G-EAK
WP_097968351.1__1__[112..225] FAEDI-ARQA--RRL-L------VEA-KDI--DGG---R-LA-A-LLGEELP-GD---------LPDS--GTP----A--ELFDHALD-MTALA-D------------------G-LPAAVVLVETA-A--ALS----------AE--QGAP------LRRWTDRWAAGVPGS---A-EAL-----A-AC-RRR---LER
WP_086852839.1__1__[185..280] LPPDA-RAHL--FRL-F----------AAG--RWV---R-LE---EDYRAAA-GP---YAP---EPEEP-PAG----PR-AYFEELER-LNAPP-S------------------G-IPPALVFVERL-A--AQA--------E-PG--LAGE------LRQWNRDAAAR-LRVP--------------------------
WP_030350675.1__1__[202..305] YPAEE-KRWL--REL-V------ARV-GSP--ALA-G-A-LG---RLLRGAA-GP-L-GVE---PPPGE-PGS----LW-EAVWYLLS-EAGRP-E------------P-----G-ALPLAELTARL-A--GLV---G----D-ET--LGAE------LRDWSRAHRAR------HD-PPP-------------------
WP_041992906.1__1__[93..201] FTEDE-IRKG--HDL-L------VPD-RDT--DPR---R-LH-A-ALAHELQ-ID---------LPVG--LTR----A--QLFERLLD-ANAQASD------------------G-LPPAVVLMEVA-A--LHS----------PP--R-AD--A---LRAWSAGWAAR-SAPG-TS-EAL-----E----ARR---RRI
WP_075895037.1__1__[102..219] LEKDE-RRAL--HEL-I-KVL--QAG-DPD--ATAPE-A-TR---ERFWTVA-EW---AGP---LTFD--TGD----IW-PVLNRLEN-CTVDE-D------------------G-VPPLLSFVEGL-A--GGT--------A-SP--VRNP------LLGWTDGVARR-LGVA----PAV--L-------ARR---ELA
WP_089309904.1__1__[105..222] LRPKE-RREL--DRL-L-RIL--GDP-VSE--AVEPA-T-IR---AIYWGVT-GP---SGP-A-LAAD--PGD----LW-SVLAKLED-LTLSV-E------------------G-IPPLVAFVEGL-A--AHA--------A-GP--AAAG------LRAWADRLARR-LGSE----RGL--P--P----APR---REV
WP_037722885.1__1__[122..247] HPDTD-WDAL--RAL-L------SVL-APA--------D-LP---RLVNRAT-EG-R-------LPPG--EGPAGGTAW-LALVHLTT-WNAPP-S------------------G-LPPALAFLLLL-V--HSP----E-V-R-SE--LGQE-RHRQ-LETRARAWARH-SALE----DEY-DR--Q-AE-ECR---SEF
CBG74994.1__1__[120..245] HPDTD-WDAL--RAL-L------SVL-APA--------D-LP---RLVNRAT-EG-R-------LPPG--EGPAGGTAW-LALVHLTT-WNAPP-S------------------G-LPPALAFLLLL-V--HSP----E-V-R-SE--LGQE-RHRQ-LETRARAWARH-SALE----DEY-DR--Q-AE-ECR---SEF
WP_078759919.1__1__[205..325] LTAQE-EATLAVRRW-L------SGL-RFG--------A-IR-S-AFDEAMH-GR-A-----D-HPRED-FGT----AL-DAYDYLAD-LTPDD-D------------------G-LPRDAIFLEEV-R--ARG----------LW--TGEG------LSETIDRHHRN-TLAE----EEW-----R-G--LMR---RSR
WP_060907572.1__1__[119..244] HPDTD-WDAL--RAL-L------SVL-APA--------D-LP---RLVNRAT-EG-R-------LPPG--EGPAGGTAW-LALVHLTT-WNAPP-S------------------G-LPPALAFLLLL-V--HSP----E-V-R-SE--LGQE-RHRQ-LETRARAWARH-SALE----DEY-DR--Q-AE-ECR---SEF
WP_051812527.1__1__[225..315] -------REL--RLL-L---V--GAA-PPA--------D-PL---ELYRSAV-GP-L-GCQ-E-PPTR--PAT----LW-EACWYLLT-ETLAP-P----------G-------R-AHPAVAFVSRT-A--EAA-EAAG---A-IR--LGTD------LRGWLADWA---------------------------------
WP_067031492.1__1__[99..204] LTGDE-RDEL--LSM-L------HPR-END--------S-WR-G-AYAWAAP----L-------VPER--PED-LR----HALELLED-LISPS-R------------------H-VPPLVRFVLAL-A--DRS----------AP--HDRR--R---LREWADRVAER-LGVP-----------------AVR---EAG
WP_078641311.1__1__[369..478] LTRAE-YTEL--VAL-L------GRL-DER--GRY---D-VA---EEARALF-GL-V-----D-LS----CHD----PA-VLADALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-D-GA--VAAG------LRAWSLRCAER-LGLK----GQL-----M----ERR-G-EAE
ASQ94552.1__1__[369..478] LTRAE-YTEL--VAL-L------GRL-DER--GRY---D-VA---EEARALF-GL-V-----D-LS----CHD----PA-VLADALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-E-GA--AAAG------LRAWSLRCAER-LGLK----GQL-----M----ERR-G-EAE
WP_101390734.1__1__[198..298] --AAE-KRAL--AAL-L------ARV-PEG--AA----D-PD---RLFRQAV-GP-L-GLA---PPDG--CFA--D-LW-EAVWHLLA-ESVPR-A------------------G-ALPLAEFAVRL-A--AAA-DEGP-APD-PG--LGSG------LREWARAYRAR-FD----------------------------
WP_086885055.1__1__[368..479] LTRAE-HAEL--VGL-L------ERL-GRR--GRH---D-FA---EVAREKY-PT-M-----A-LP----SLD----PA-ALVDDLEAVLLPPP-K------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LQAWSLECAKR-IDLE----GQL-----H----ERR-G-EAQ
WP_102934613.1__1__[369..480] LTHAE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
WP_099013690.1__1__[369..480] LTHAE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
WP_079257567.1__1__[369..480] LTHAE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
WP_100807289.1__1__[369..480] LTHAE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
AQA16250.1__1__[366..477] LTHAE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
WP_026211908.1__1__[222..325] LRRGE-EIKL--RAL-L---A--RRR-GHS--------D-HE---AGYRRAA-GE-L---S-R-PPRHP-LLT-SG----DVITDLGE-LCPPP-A----------G-------T-APAVLTYAADL-C-------------G-----GGGE------LRDWVFAVAGR-LGVL----EAI----------EER---LAS
WP_086560184.1__1__[320..431] LTQHE-YDEL--ATL-L------GPS-AHP--------E-VR---AAARRAV-PH-F-----S-LPDT--GPP--A-AG-TLIEDLED-RAGEP-G------V-------------VPPVIQVVEEV-A--AAR----------QE--GGDA------LREWSDRVTER-LGVS--P-EAV-----R----QCR-W-SAK
WP_079153087.1__1__[369..480] LTHPE-YTEL--VAL-L------GRL-DQR--ARY---D-FA---EVAREKY-PT-M-----A-LS----SLD----PA-ALVDDLEAVLLPPP-R------------------Q-LPQLLRVVEHF----AAL------C-G-GA--VAGE------LRAWSLECARR-IDLE----GQL-----Y----ERR-G-EAQ
WP_030437218.1__1__[231..331] ---DE-ERQL--RGI-L------AGL-PVP------P-D-HQ-D-RFVRAVG-RE-C-----F-APQRR-LVD----SA-DVITELAV-QLPPP-R----------G-------E-LPYVLRYAADL-A--RDL--------T-GR--DAQA------IRDWVLLTAGR-LRLG----KEA----------TAR------
WP_079038362.1__1__[401..510] LTRAE-YVEL--VAL-L------GRL-DER--GRY---D-VA---AEARALF-GL-V-----D-LA----FHD----PA-GLADALEE-LLPKP-D------------------Q-LPQLLRVVERF----AAV------D-D-GA--VAAD------LRAWSLRCAER-LGME----GQL-----K----ERR-G-EAK
WP_086706668.1__1__[388..500] LTGGE-HVEL--VAL-L------ASL-DIE--------D-LR---ILAGYDR-RL-R---P-H-LPSM--PTD----AA-HLVRAFEA-AGYRT-D--AA--------------S-MPILLRFVALV-A--AEA---GS-P-T-ST--TANG------LRAWCDRVAGR-LRLA--P-QTV----------SAH-W-SEA
WP_059147164.1__1__[388..500] LTGGE-HVEL--VAL-L------ASL-DIE--------D-LR---ILAGYDR-RL-R---P-H-LPSM--PTD----AA-HLVRAFEA-AGYRT-D--AA--------------S-MPILLRFVALV-A--AEA---GS-P-T-ST--TANG------LRAWCDRVAGR-LRLA--P-QTV----------SAH-W-SEA

================================

VMAP-M1

ALIGN --------------------------HHHHH------HHHHHHHHH-HH----------HHHHHHHHHH-H----------------------------------HHHHHHH----------H-H-----------------HHH-HHHHH----------------------------------H-----HHH---
HMM -----------------------------HH------HHHHHHHHH-HH--------HHHHHHHHHHHH-HH--------------------------H---H-HHHHHHHH----------H-HH---------E--------H-HHHHH----------------------------------H-----HHHH--
FREQ -------------------------HHHHHH------HHHHHHHHH-H--H-----HHHHHHHHHHHHH-H---------------------------------------------------H-HHHH--H-------------E-EEEEE----------------------------------E-----EEE---
PSSM -----------------------------HH------HHHHHHHHH-H--H-----HHHHHHHHHHHHH-----------------------------------HHHHHHHH----------H-HHH-------------------HHHHH----------------------------------H-----HH----
FINAL -------------------------HHHHHH------HHHHHHHHH-H--------HHHHHHHHHHHHH-H---------------------------------HHHHHHHH----------H-HHHH--H-------------H-HHHHH----------------------------------H-----HHH---
AFW94521.1 ----------------PAK------IIIESW------SFLSLIQAL-TANL-----DTAINSAIQTAYK-SC--GL----------------VNSP--Q---T-TVEGIVKD----------L-YDWD--KRNLDSNEKFNHNDN-TAQFI----------------------------------S-----KWGISN----------------------
AFY39979.1 PTSLLLRAW----------------KPLEEY--CEDDRIKELFDIL--RLE-KSK-EISINDLLDGLYN-RI--LR------E-KS---DLKQLKD--N-D-I-LLKDLEKR----------L-FSLS--QYS-----R-DEYTE-LERFAIDLRE--------I-VC-K-LEP--ESRL-AKKLD-----VWQKKYID----I-KRN-----------
AOW98260.1 ----------------PNN------PQLKAI-QEKFKITTSLVKIL--LPL-----EKTLIKQMQQSYR-DC--CP-------------DCKNKNH--D-----TFFKIIKN----------L-DEIH--QPT-------DDEKL-IVKFVDHLLV----N----------GKI--TTSE-AEQLK-----QWLERNAN--N-V-SDL-E----FHKQN
AOX04071.1 ----------------------------------------------------------------------------------------------MP--D-----SFYDLLEN----------L-DDIH--QPT-------DDEKL-IVKFVDSLLV----N----------GNI--PKSK-AEQLK-----QWLAKNAK--N-V-YNL-E----SYKQN
AOY78742.1 ----------------PNN------VQLKAI-NKEFKITTSLINIL--IPL-----ERKLIKQMQQAYR-AC--CHYEFW--D------DWKDELP--D-----SFYDILKK----------L-DDIP--QPT-------DYEKL-IVKFVDHLLLSLLVN----------GNI--PKSQ-ADKLE-----QWLKDNAN--N-F-YIL-L----VYKQN
BAZ20013.1 -------------------------------------------------PF-----REKYLEEMKQSYL-TC--CPKDWH--I------NQNTDTA--H-----DLEEILDN----------L-EDMP--QGS-------NLYSR-TEQFVARFLV-DV-E----------NKL--HPEE-FNKLK-----EWGEQSFE--N-F-SEL-LLRKDEKKTS
BAZ33902.1 ----------R-----KSK------FDKKPF-RTQITI-NNLLKILGDLSK-----EQNTAINIQRSYR-AC--SP------E------GWEHLIT--D-----EIEKILEN----------V-YTMP--QGE-------LKYTR-VELFVACLVA----D----------FQN--SPSA-SRKLQ-----GWAEKKIN--E-F-SDL-LNQAKDRLKA
BAZ39553.1 --VISQTQW-------QEL----S-LILSEV----------DYDIL----------QAVCRETLRNITQ--------------------NIEENVP--Q-I-I-NISNLRTL-K----EIF-L-EKYP--LRK-------DNIPT-ILDFAERLTN----N----------KQIT-DVNT-KNKIQ-----LWLKEIAH--N---KNI-KLPIYQEVKP
CCI02681.1 PTDVLLKAW-------NNL------LDIAQI-EGKIPEIISSIKCI---FE-----NKSYQDQLNTAYE-NL--RI------EVGYHLVDLPGAIP--S-----SWFDFIEI----------I-YQLD--ERYFPYASQ-SKFSW-LEIFIGYLII----Q----------LTS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
EGJ31725.1 ----------------PNN------LQLKAI-EEKFKITTSLVNIL--RPL-----QRNFIKQMQQAYI-AC--CP-------------DRKDKTP--G-----SFYDIIEY----------L-DDIH--QPT-------DDEKL-IVKFVDNLLV----N----------GNI--TKSK-AEQLE-----QWLEKNAK--N-V-YNL-L----FYQQN
EKU96830.1 -------------LC-RRQ------LQMENV--------SSLILCL--KSS-YA--EAEERQTINQVFY-QS--LP--------PNSP-GRSESIP--N-----DISIIIKT----------L-ANSI--QDS-----H-APYKP-LVMFVGGLLQ----K---------------NNLF-IPGLR-----EWLTDALT--K---QTD-VDAIDSALDE
EPF21733.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPKIIPSIKCI---FE-----NKNYQDQLNTAYE-NL--VI------EVRDHL-----------------------------------------------------------------------------------------------------------------------------------
GBD52771.1 PTNVLLKAW-------NKL------LDIAQV-EGRIPKIIPSIKCI---FE-----NKNYQDQLNTAYE-NL--VI------EVRDHL-----------------------------------------------------------------------------------------------------------------------------------
GCE62588.1 PTNVLLKAW-------NKL------LDIAEV-EGRIPKIIPSIKCI---FE-----NKNYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--RDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNLKH
KPQ32129.1 -------------------------------------------DVL--RSD-----EAQIGHQIRLAYE-VC------------RGG--VIPGRSH--T-----ELEKMLNE----------L-ANLG----------A-GEQNK-LLAFIACLLN----E---L----A-LPA--VDDL-SIALT-----ALAERFVD--D-L-ESVDFNAIRVQMRE
OBQ03801.1 ----------------PAK------IIIESW------SFLSLIQAL-TANL-----DTSINSAIQTAYK-SC--GL----------------VNSP--Q---T-TVEGIVKD----------L-YDWD--KRNLDSNEKFNHNDN-TAQFIKYLIT----N----------SQI--PQTK----LE-----KWGSDNIE--N-F-DNL-IKNVNQQYQN
OBQ11324.1 ----------------PAK------IIIESW------SFLSLIQVL-TTNL-----DTAINSAIQTAYK-SC--GL----------------VNSP--Q---T-TVEGIVKD----------L-YDWD--KRNLDSNEKFNHNDN-TAQFIKYLIT----N----------SQI--PQTK----LE-----KWGSDNID--N-F-DNL-IKNVNQQYQN
OBQ35049.1 --------------------------NIPQL---------ELIQIL--NAN-----FEDNREILLSTYR-SS--MPNRIL-----------RIQDP--E-----DATKLISQ----------L-RIGM--PQQ-------QTYSY-IEKFVGYLLR---------------KEL--GSLF-RTSLK-----QWVKKNIE--N-Y-EGL-EELLSQEEND
OGJ42563.1 -----------------------------------------------------------FNEYAKKVYE-DL--CI------A------NVRVELD--D-----SRDSLGKK----------I-RNSE--HEK-----------------IPYIFV-VG-E----------KEM--TDK--TVAVR-----DYATKKQE------VMP-LKKF------
OLT57873.1 ----------------PDN------LQLKAI-QENFKITTSVVEIL--RPL-----EKRFIKQMQHAYR-DC--CA-DKL--E------YSEYQLP--D-----SFYDILKQ----------L-DEIS--HPT-------DDEKN-IVKFVDYLLV----N----------VKV--SKSK-ADQLK-----QWLDRNAN--N-V-SDL-L----YKT--
OUC12063.1 ---------------------------------------------L--DVT-----QTATKKIIEPAYR-YA--MP------E------NWIRSEG--D---W-SFDRLLLE----------L-GDTV------------DSEIA-LSKFSAYLLA--------L------SEF-SDDVL-REQFQ-----NWCNQHLE--N-F-HGI-YQQAVKDVAQ
OUC15331.1 ----------------PTQ--KLN-KPLKLI-QKR-----TLLDLL--EPE-----QNSLTEQIQIAYE-VC--RR------E------GTTQSYK--A-----ELSARLDD----------L-AGMA--DGE-------IEEPM-LVQFAACLLN----Q----------SGL--SDNV-RTQLE-----QWAQRYTQ--N-L-NTL-RTKLQDQQNQ
OUL23955.1 -------------------------NQLQQP-RQEEDNVQTILNLL--ITY-----EHEISTCVKKAYI-AC--SP------D------DWPNPVP--D-----KLEGILSE----------L-KKMR--QGE-------SKYTV-IEKFVARLVI----D----------SEI--PQPL-SEQLK-----RWSEENIK--R-Y-LEL-LNEISTQIQN
PSB65245.1 -------------------------LRLEEL--------KRILDIH--LNL-----FPEVLRACQQLFA-IR----------K------YSPGQTL--Q-----NAQELIAE----------L-LRIP--PGR--S----QPYDA-IEQFVACLVS---------------SSQ--NTAL-LTALQ-----GWVEQYVQ--EGW-QEL-LERVEDYQKQ
PZO46784.1 --------------------------------QLNGEHIVAVIRYL--EDY-----WNTERQTCEQAFR-RS--LP--------PNSW-AIEAETP--A-----TIAGIVNT----------L-AKSG--QDS-----D-CLYTP-LAIFVGKLLR-------------------------QNSLY-I-------------------------------
RCJ18357.1 PSIYNYTNI-S-----PPG------FIFP---DKYWETLVDIISQI--DPD-IR--TQACNSTLKDITQ--------------------DVRGSYP--------KIEELKKI-S-ILKKIF-L-KDYP--FNN-------KDIPT-IIEFAQRLSK------Y--------EEV--DKSY-RYELK-----EWIECVTR--E-L-NIE-LPNCDESKLA
RCJ23848.1 -----------------------------SA-SKETQLINDLKEIL--LPW-----EKHFIDQIKQAYL-AC--IPDELR--K------VWKDKTPTPN-----SLEEILAE----------L-QDIP--QGE-------TY----IIRFIGYLLV----D----------TEI--SKNI-GSDLN-----QLGKQNAN--N-F-SVL-LDKLK-----
REJ44264.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTASE-NL--RI------EVRDHLVDLPRVIP--S-----FWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
REJ45320.1 ----------------NKL------LDIAQI-EGKIPDIISSIRCV---FE-----NKNYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
REJ55549.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTASE-NL--RI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
REJ59197.1 PVYMLLRAF-------PEL------LDTPTI--KINGYIPEIIILL--KNN-----YTELEKQLNLAYQ-NL--LSDVGF--Q-LVDF-RSPTEML--L---F-NLTELIDI----------L-DQQV--LQI-STELQ-LKVTW-LQILIGYLIL----E----------IKQ--GKSY-RNELE-----QWLQKYLK--NDW-ESL-VRLL------
WP_002738139.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTASE-NL--RI------EVRDHLVDLPRVIP--S-----FWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNLKH
WP_002750292.1 PVYMLLRAF-------PEL------LDTPTI--KINGYIPEIIILL--KNN-----YTELEKELNLAYQ-NL--LSDVGF--E-LVSF-SLPTEIL--L---S-NLTELIDI----------L-EQQV--SLI-TTESQ-LKVTW-LQILIGYLIL----E----------IQQ--GKSY-RNELN-----QWLQKYLK--NDW-ESL-VRLL------
WP_002777000.1 PVYMLLRAF-------PEL------LDTPTI--KINGYIPEIIILL--KNN-----YTELEKELNLAYQ-NL--LSDVGF--E-LVSF-SLPTEIL--L---S-NLTELIDI----------L-EQQV--SLI-TTESQ-LKVTW-LQILIGYLIL----E----------IQQ--GKSY-RNELN-----QWLQKYLK--NDW-ESL-VRLL------
WP_002788678.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLIRCI---FE-----NKSYQDQLNTAYE-NL--RI------EVRDHLVYLPRVIP--S-----FWSDFIEI----------I-YQLD--EKHLIYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--RDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNLKH
WP_002791732.1 PSNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTASE-NL--RI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
WP_004162657.1 PTNVLLKAW-------KKL------LDIAQI-EGKIPEIISSIKCI---FE-----NKSYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------I-YQLD--ERYFTYASQ-SKFSW-LEIFIGYLII----Q----------LNS--RDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNIKQ
WP_006100574.1 -------------------------LERGNV-EDK---TQRLMAIL--ASV-----DPPTTQRIKAAYL-AS--SP-SSW--S------DFRPTIP--P-----TIEQLLAD----------L-EDMP--SGD-------SGYKR-MDQFVAHLIA----D----------DQI--PQSL-RQQLH-----DWLKQNVD--D-I-AQL-LTQIK-----
WP_006670065.1 ------GIF-E-----DRK----P-MNLEGI-------SQQVLQIL------QR--IGYDKDVIEFAHT------------------------ELP--D-D-A-ILEDKFSP------SE--L-SSLT---------QI-LRYQC-LDKFLNLLEN----Q---T----S-QKE--ADNL-PHPLE-------------------SYV-LVTVESQKKS
WP_008190515.1 -----------------------N-PELNAI-KKKFKITTSLLDLL--YPL-----KKN-NKPKQEVYR-DY--FQKVNF----------SEDKIV--A-----NLNDIIDN----------L-DTIL--DEN--F----YSEKP-IIDFADFLLK----N-----RD---IDI--SQEN-ACQLN-----QWLK------------------------
WP_008319446.1 ----------DQPAA-KIGFMVTG-RQLLAV-RRELE-SLGLMALL--TEG-----AETLADGIKLAYR-LC--CP------Q------GW--EMP--E-----SLESKLAN----------L-QDVK--RGD-------RPFEA-IDQFVGLLSL-P--D----------LNP--NVDL-RERLQ-----SWVQQRVE--D-V-QPL-L----DQAQR
WP_009149139.1 ------------------N------YELKQLYSEEFKIPPSLLSIL--FPL-----PNNIIEAMQQAYQ-AC--CPNNLW--D------DWEDELP--D-----SFYEILKN----------L-DDIP--QAT-------NDEKR-IVKFVARLLE----T----------GDI--PKPI-GDQLK-----QWLEKNAK--S-Y-SDL-LSQTSSHSQN
WP_009149140.1 ----------------PYN------PDLKAI-KEKFKVTTSLVNIL--LPL-----ENNLMKQMQQAYR-GC--CADNLL--D------DSAEEIP--E-----SLEEILES----------L-DKIP--QYY-------NDQEIPIIQFGARLLE----T----------EDI--PNPI-GVQLK-----QWLYENAK--------------------
WP_009787734.1 ---SITHAF-S-ISS-TPK------LLSGTY-EDQLIELLKKVKIK------IL--ISTATNVLREAID----------------HHL-EIHGYQE--G-----EQSKLMNI----------L-LDTP--PHQ-----D-QNLPR-IIEFVRQLSL----D----------DRI--ELSI-RQELE-----SWLQTEAE--N-L-KIK-LPSLSESKPS
WP_011611370.1 -----------------------------------------AIAIL--ENY-----FEDYTTEIRYAYN-LS--LP------E------ISIPLSS--G---K-SLDEYPGS----------L-NEMI--QNL-DDRTK-ENYSL-LERFICFLLL-HLED----------LKK--PSEL-CQKLT-----EWLEKYSQ--N-I-EDL-----------
WP_011611687.1 PKA--FNEF-E-----TDR------QEQTNL-SGSRNKEDKAINDL--GEY--L--QNQSFEKLEKIYL-SC--RP-------------EMADKTV--K-----NIDDILTQ----------L-NRII---------PL-KKYRL-IIPFVVGIQQ----Q---V----S------DSNL-QKTLD-----KWLEEYGNFFG-Y-SEF-KETATPNFRK
WP_011613629.1 HPTYLDLAF-------QET------FQPKEI-VEVDPRLINLKSLE----------AEETQDTLKDNLI-KK--RE-------------QSSREIP--------VVLEFVDY----------L-SRMP--YEQ-------------IDISLQTILS----N-----PN-Y-LPT--KSTI-PNEFK-----TWVSEVSH--Q-L-NIQ-LETQKQKESR
WP_047156925.1 HPTYLDLAF-------QET------FQPKEI-VEVDPRLINLKSLE----------AEETQDTLKDNLI-KK--RE-------------QSSREIP--------VVLEFVDY----------L-SRMP--YKQ-------------IDIFLQERLS----N-----PN-S-IPT--KSTI-PNEFK-----TWVSEVSH--Q-L-NIQ-LETQEKKESR
WP_012168268.1 SKIGYMIPY-------RRL--L---PLIQEI------EVQLLLDLL--KPH-----QKAVEDHLQEAYG-IY--HP--------------ISEDPP--S-----ALADKLRA----------A-MKAK----------K-------LPHLMACLLL-P--E----------AQA--PETL-NQSLR-----QWFSDRGY--D-I-EQY-KFQADQ----
WP_012267111.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLVRCI---FE-----NKSYQDQLNTAYE-NL--KI------EVRDHLVDLPRVIP--S-----SWSDFIEI----------I-YQLD--ERYLTYASQ-SKFSW-LEIFIGYLII----Q----------LTS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLNH
WP_012413245.1 ------------------------------I-TQQ--NIKNQINLL---FL-----NISDDDAINKAFS-KI--APDGWF---------DWRDKPK--------DVNDVLEQ----------L-EEIP--YSN-------PNNSA-LLKFICLLTQ----D----------NNI--PQTI-RQKLK-----Q---------------------------
WP_012628498.1 ---------------------------------------------------------------------------------------------MFP--D-----TLEGLVRL----------L-AGIP--REV-------DEPEP-ILRFVTLLIQ----E----------SSL--TGNQ-RELLK-----RWVRTQGV--D-------VQKEESTTLK
WP_013321027.1 -------------------------------------------------------------ESIQQAYQ-DA--LP-------------------P--D---A-GVWDLKGN-N--------L-TQIL--QNL-------EEFRR-LSNFLNRLSQ----D----------ENV--PQEI-RSTLI-----ALAEGLAS--K---KPQ------NDNNA
WP_015119025.1 ----------K-----PDN------PELQEV-AQKFQTTISLFKIL--KPL-----EGTYIETMQQAYQ-AC--ADDSSF--H------DWEEEIP--ET--PETLIEIFEG----------I-EETS--SQN-------YNEK--LSQFAVNLLN----D----------GDI--PEKK-ASQLN-----KWGEKYVG--K-F-YKQ-LSHRENDVQD
WP_015122013.1 ----FPNIF----NC-AGI----K-ANTSPI---STDKLNDVFLVF----------TEINLDTLKTVCK-ET------------LENS-SQPQDVL--G-----SFPQLINP---KSLGI--F-KTIF--LEN-NYTSY-KDVPS-ILEFAERLSQ----E----------TKV--SKHI-RDKLN-----YWVKTVAQ--S---LNI---KLPTYEKN
WP_015135698.1 PTRLLLRAW----------------EPLASY--CESNTVEDLLDIL------QT--QQPMEALIAQLYF-SI--LK------D-KG---VLPRVAG--D---D-SLNTLEKQ----------L-DDLS--KRS-----E-------LQTLVLQLKA--------I------KAS--DTDF-CEQLE-----TWLTKYFP------SSV------DTKKG
WP_015197941.1 ---------------------------------------------------------------INKAFS-AT--VPDDWY---------IWRNTYK--------TVNEALKQ----------L-EEIP--YQN-------PSDTP-LLKFASLLTQ----D----------NNI--PESI-REKLK-----QLLTNQA---------------------
WP_017290288.1 ----------------RLE------AELQKF-QSKVDETQTLIDLL----------SPIQFEVVIKIYR-NC--LA------E------GRARSIP--D-----TLEALVQQ----------L-TDLP--KDL-------------LVRFVGLLIR----E---------------PIE--QNALK-----AWA-------------------------
WP_017661636.1 ----------------PHK--LLS-EAFRKF------EVCRLSQIL--EPY-----TTQFSEKINNAYL-FC--LSDTSW----------LDNSIP--K-----SLEEKLEK----------L-SEFG--SRN-------TAGSR-LSEFSVCLAL----EIYEIYKNTQNGEF--KKLL--SHLK-----QWVTSQGD--N-F-NTI-ITTV-REKKQ
WP_017742478.1 -----------------------N-KQLKEF-RKQYDAISELFNIL--IPL-----EKSFFHEMTQAYR-SC--RN-IGY--E------DWEDSV---D-----TFEKILTN----------L-IDMP--EAN-------TYPSH-IVKFVAQFLI-LK-K----------NNF--PSET-ADKLR-----DWGKSNNP--D-F-LNL-LTSLENKVNT
WP_017748254.1 ----------KEKEMREVE------DELNSL-TNSEYPLDSLLQIL--QLY-----QKSDISPIKRAYQ-VC--CP-------------QGFLQQS--D-----TVKDILAT----------L-QDLP--SNN-------QKFTP-IDFFVAHLVL----D----------SKI--SQEL-AENIK-----KWGENNIA--Q-F-TQL-LH---DCKQD
WP_019495636.1 NFNLFPEQY-----W-KEI----C-SILVEI---HIDLITDACRCT------LE--NISKNQDVLGAYP-EL------------------TKLDIP--------SLKNIL------------L-QKCP--YND-------KQAPT-IVEFAERLAL------Y-V-----------QQPY-QNKLN-----GWVETVAK--Q---LNI---KLPTYSQS
WP_019496296.1 -------------------------QEIKIS------NIQDLIIIL--NTD-----FDLYKSNILNAYN-LS--LPNRLI----------NKQINP--N-----DAMELIKG----------L-Q-LP--HDK-------DACSY-MEKFVIHLLL----E----------QSL--SVNL-NGRLN-----EWAEQNIN--N-C-QQL-IQHLKSELNE
WP_019496817.1 -----------------------D-VKQESI-ENQINVLVLNIPDS--EKT-----NQEIINAISKAYV-VT--VPDGWF---------DWRPKET--------QLDGILTQ----------L-KEIP--HQK-------AGISP-LLQFVERLVQ----D----------DNV--PKYI-QDKLK-E---LLNVTPIE--N-S-SKY-VS---RQLLQ
WP_023065244.1 -----------------------------------NGRIQKAIAIF--QNY-----FKSLEKEIRYAYY-QS--LP------Q------NSIPLSS--G---K-SLSEFPES----------P-TEMI--QNL-------ENYEL-LDKFIGYLFL-HLKD----------LKH--SPEL-HSQLT-----QWLKFYLK--D-EPENF-L---------
WP_024969525.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTAYE-NL--VI------EVRDHLVDLPRVIP--S-----FWSDFIEI----------I-YQLD--EKHLIYTSQ-SKFSW-SEIFIGYLVI----Q----------LNS--RDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNLKH
WP_026723988.1 ----------------RVE------QKLESI-LQTEVNPYSLLQFL--TPY-----FDSAITSIQRAYQ-AS--CP-------------QGFSQQV--D-----TIEEILEI----------L-QDIK--GDN-------TTFSP-IARFVAHLVI----D----------SNI--PQTL-HEELQ-----IWGENNIQ--N-F-DQL-LQ---HIQTD
WP_027842180.1 SDSINLK---------NKF------STIS---RQQWKDLCLIIAYI----------DLALLKNICRITL-EN--NS-------------KFQDILG--------NLPELIKPENLGIFKTIFL-DKYP--KNN-------RDIPT-IIEFVERLTK----E----------QEI--STNI-REQLN-----CWLNLIAK--E-F-DIS-LPCYEVQKLS
WP_027845146.1 -------------------------IQIKKL-----------IDIL--KPY-----FDKHKDKVIVAYK-LS--LP-DIL---------TDKDKTP--K-----NAAELIYD----------S-LRFP--PQE-----K-DKYSP-LEKFVINLLL----D----------ESL--SCNT---DLE-----IWAKENIG--E-D----------RYKQR
WP_035997103.1 --------------------------------------------IL--QEL-----TEQERSRLDVHYA-AC--CP------E------GFQGAPV--E-----SVGDLLVN----------L-TEML--PPK-------GKPKP-SVQFVAWLVQ----D----------TVI--GSEI-RQQLR-----EWGESQ-K--G-F-AEL-----------
WP_036017754.1 -------------LC-RRQ------LQMENV--------SSLILCL--KSS-YA--EAEERQTINQVFY-QS--LP--------PNSP-GRSESIP--N-----DISIIIKT----------L-ANSI--QDS-----H-APYKP-LVMFVGGLLQ----K---------------NNLF-IPGLR-----EWLTDALT--K---QTD-VDAIDSALDE
WP_039727594.1 DRPDAKIAYLI-----PYR------QLIDAL---KGGEAISLLALL---EG-----AAVPSESVEGAYR-VC--RP------E------GALQPVP--E-----DLPSKVKA----------L-ARM---KDQ-------GGYSA-LVRFAVCLTL-A--E----------FPV--ALPL-KQQLR-----AWLKQREI--D---TE------------
WP_046277364.1 --------------------------------------------------------------------------------------------------------------------------------------------ENYGL-LDRFIGYLFL-HLED----------LNR--SPEL-RPQLE-----NFLNFYFK--D-EAQNF-L---------
WP_047854152.1 --------------------------ELVKI-LQEGGLPWSLLE------------QHFWPSILPSTWP-GS--FT-------------QLQEERE--------CVEELVDV----------L-AEFP--DRD----PR-GRASP-LFEFVLRLCK-GL-D---------------AGSV-AERLM-----QWLESTAL--A-L-GKD-LNRIKEQGHQ
WP_051188825.1 PTSLLLRAW----------------KPLEEY--CEDDRIKELFDIL--RLE-KSK-EISINDLLDGLYN-RI--LR------E-KS---DLKQLKD--N-D-I-LLKDLEKR----------L-FSLS--QYS-----R-DEYTE-LERFAIDLRE--------I-VC-K-LEP--ESRL-AKKLD-----VWQKKYID----I-KRN-----------
WP_051424305.1 ----------------PAK------VLVETW------SFLSLIQIL-TANL-----DEHINSAIKTAYQSSCRDNL----------------SQNI--R---T-TVADIVQD----------L-YDVD--KRNLDSNIKFNHNDN-TAKFIKYLIT----N----------SQI--PQTK----LE-----KWGSDNID--N-F-DNL-IKNVNQQYQN
WP_052277848.1 ----------------KKL------LDIAQI-AGKIPEIISSIRCI---FE-----NKSYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLII----Q----------LNL--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLNH
WP_052331056.1 --------------------------------------------------------DKNIDESIRKAYQ-ES--LP--------PDAS-LWLWNLE--R---N-NITQMLQE----------L-----------------EGFRR-LFEFFTRLSK----D----------EKL--PEEN-RNQLS-----NLAERLDT------KKY---PVTTNSSD
WP_053459116.1 --------------------------------------------------------------AINTALR-HC--NP--------KGG-----------D---R-SLEQQLVD----------L-IDRP--PPP-GW----EAEGR-LVYFVMMLAS--------M------KDT--PTSA-LKELE-----AWVERCGH--K-F-SDL-FVRIHDEMRQ
WP_061432246.1 ----------------NKL------LDIAQI-EGKIPEIISSIICV---FE-----NKNCQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIVYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKQ
WP_069071883.1 ----------------PNN------KKLKFA-----NAVITLNHIL--EPF-----EGQHLVGMQNSYL-AC--CPEKYQGKN------NHQKSVP--N-----SFEKLLNE----------I-LELE--ELD-----R-------LLRFAAYFYV----Q----------GNI--PDLR---ELK-----EWGEKIND--N-F-SDL-L----TKITN
WP_070390781.1 ---------------------------------------------------------------MQQSYK-DC--CP-------------DCKNKIP--G-----SFYDIIKN----------L-DDIH--QPT-------DDEKL-IVKFVDYLLV----N----------GNV--PKSK-AQQLK-----QWLERNAN--N-V-SDL-E----SHKQN
WP_070390783.1 ----------------QNN------AKLKAI-EQNFKITTSLINIL--IPL-----EKKLLKQMQKSYR-DC--CP-------------DCQNKNP--N-----TFYEILEN----------L-DHIHIHQRN-------NDEKF-IVKFVGHLLV----N----------GNI--PESD-AEQLK-----QWLEKNAN--D-I-SNL-L----VYKQT
WP_070390784.1 ----------------PNN------VKLKAI-NKEFEITTSLINIL--IPL-----EMKLIKQMQQAYR-AC--CHYEFR--D------DRKDELP--D-----SFYDILKK----------L-DDIP--QPT-------DDEKL-IVKFVDHLLF----N----------GNI--PKSQ-AEQLK-----QWLEKNAK--N-V-SDL-L----VHNQN
WP_070391590.1 ------------------N------YDLRQLYSQEFNIPPSLLTIL--FPL-----PNNIIEAMQQAYQ-AC--CPNNFW--D------DWEDELP--D-----SLAEILEN----------L-DDIP--QPT-------DEEKL-IVQFVAHLLK----T----------GDI--SKPD-ADKLK-----QWLEKNAN--N-P-SDL-LSQSSSHYQN
WP_071102288.1 ----------------QNN------AKLKAI-EENFKITTSLINIL--ITL-----EKKMLRQMQKSYR-NC--CP-------------DCQNQIP--K-----TFYEILEK----------L-DDIHIHKRN-------NDEKF-IVKFVDHLLV----N----------GNI--PNSE-AEQLK-----QWLEKNAN--D-I-SNL-L----VYKQT
WP_071102795.1 ----------------PYN------PDLKAI-KEKFKVTTSLVNIL--LPL-----ENNLMKQMQQAYR-GC--CADNLL--D------DSAEEIP--E-----SLEEILES----------L-DKIP--QYY-------NDQEIPIIQFGARLLE----T----------EDI--PNPI-GVQLK-----QWLYENAK--------------------
WP_071102796.1 ----------------PDN------LHLKAI-KEEFKITTSLINLL--LPL-----ENNFFKQMQQAYQ-AC--CPNNLW--D------DWEDELP--D-----SFYEILKK----------L-DDIP--QAT-------NDQKR-IVKFVDRLLK----T----------GDI--PKQT-GKELK-----QWIKENAN--N-P-SDL-LPQTSSHSQN
WP_071190788.1 NQSAINSNF-L-----EQQ----Y-KELSKI---IYDIEWNIIKSI--CYE--I--LLQFSNDPQGSYS-EL-----------------SQTDNFP--------YLKDIFLN----------I-QHKD--SYQ-------VDIKL-MLGFAYHLYQ-Y--Q---S----T-EQA--ILDK-KSDLE-----TWINKTKE--S-F-------SITEDTFN
WP_071824461.1 PTDVLLKAW-------NNL------LDIAQI-EGKIPEIISSIKCI---FE-----NKSYQDQLNTAYE-NL--RI------EVGYHLVDLPGAIP--S-----SWFDFIEI----------I-YQLD--ERYFPYASQ-SKFSW-LEIFIGYLII----Q----------LTS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
WP_072927159.1 ----------------KKL------LDIAQI-AGKIPEIISSIRCI---FE-----NKSYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLII----Q----------LNL--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLNH
WP_073595268.1 -------------------------DKQPQP-LK-QNDLKAFLTLL--TPL-----NLEL-LLIKKAYQ-AC--SP------P------DWPYPIP--D-----TLEEILTQ----------L-NTMP--PGK-------SKYTK-TEQFLAYLVA----D----------STL--SQSV-SQNLK-----IWGEQNIQ--D-F-PQL-LNEVQQTLGI
WP_073631993.1 -----------------IE------QKLKSI-SQTKVTAHPLLQIL--EPY-----VDSTITYINRAYQ-AC--CP-------------EGFSQQP--D-----TVEGILEI----------L-QDIR--GNN-------PQFAP-IARFVAHLVL----D----------FNI--PKAL-RDELQ-----KWGENNIK--D-F-NQL-RE---DIQKD
WP_075897249.1 ----------------PDN------PDLKAI-KEKFKITTSLIDIL--RPL-----EKHFINQMQQAYQ-AC--CINKSW--D------DWENKSP--D-----SLDEILKE----------L-DEQP--QGT-------HNEKP-IVQFVDHLLK----T----------GDI--PNSH-ADQLN-----QWIRENAN--N-P-SDL-L---------
WP_079209939.1 PTNVLLKAW-------KKL------LDIAQI-EGKISEIISSIRCV---FE-----NKSYQDQLNTAYE-NL--KI------EVRDHLVDLPRVIP--S-----SWSDFIEI----------I-YQLD--ERYLTYASQ-SKFSW-LEIFIGYLII----Q----------LTS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLNH
WP_081431089.1 ----------------PKN------AELKAI-KEKFKITTSLVNLL--LPL-----ENNFMTQMQQAYQ-VC--CAD-LL--Y------NSAEEIP--E-----SLEEILKN----------L-DKIP--QYY-------NDQEIPIIQFGARLLE----T----------EDI--PNPI-GDQLK-----QWLDKNAK--------------------
WP_081431433.1 ----------------PDN------LQLKAI-QENFKITTSVVEIL--RPL-----EKRFIKQMQHAYR-DC--CA-DKL--E------YSEYQLP--D-----SFYDILKQ----------L-DEIS--HPT-------DDEKN-IVKFVDYLLV----N----------VKV--SKSK-ADQLK-----QWLDRNAN--N-V-SDL-L----YKT--
WP_081431957.1 ---------------------------------------------------------------MQQAYI-AC--CP-------------DRKDKTP--G-----SFYDIIEY----------L-DDIH--QPT-------DDEKL-IVKFVDNLLV----N----------GNI--TKSK-AEQLE-----QWLEKNAK--N-V-YNL-L----FYQQN
WP_083305522.1 ----------------PNN------PQLKAI-QEKFKITTSLVKIL--LPL-----EKTLIKQMQQSYR-DC--CP-------------DCKNKNH--D-----TFFKIIKN----------L-DEIH--QPT-------DDEKL-IVKFVDHLLV----N----------GKI--TTSE-AEQLK-----QWLERNAN--N-V-SDL-E----FHKQN
WP_083305524.1 ----------------QNN------FELNAI-EEKFEITISLVKIL--LPL-----EKNLTKQMQQAYR-DC--CP-------------DWKNNIP--D-----SFYDLLEN----------L-DDIH--QPT-------DDEKL-IVKFVDSLLV----N----------GNI--PKSK-AEQLK-----QWLAKNAK--N-V-YNL-E----SYKQN
WP_083374050.1 ---------------------------------------------------------------MKQAYR-DC--CAYELL--E------DSEYQIP--D-----RFYEIIKN----------L-DEIS--QQT-------DDEKM-IVKFVDRLLV----N----------GNI--PTSE-AQQLK-----QWLSRNAN--N-V-YDL-E----FHKQN
WP_083374052.1 ---------------------------------------------------------------MQQAYR-AC--CHYEFW--D------DWKDELP--D-----SFYDILKK----------L-DDIP--QPT-------DYEKL-IVKFVDHLLLSLLVN----------GNI--PKSQ-ADKLE-----QWLKDNAN--N-F-YIL-L----VYKQN
WP_086835262.1 -------------------------NQLQQP-RQEEDNVQTILNLL--ITY-----EHEISTCVKKAYI-AC--SP------D------DWPNPVP--D-----KLEGILSE----------L-KKMR--QGE-------SKYTV-IEKFVARLVI----D----------SEI--PQPL-SEQLK-----RWSEENIK--R-Y-LEL-LNEISTQIQN
WP_087588938.1 --------------------------------------LQELRNIL--SNY--N--DLTIIGSIQQYYL-EQ----------S------GWKTQRR--Q-----KQNAPLTY----------L-SDSR--KNQ-----K-GEETT-LLRYVAHLIQ----S--------T------NNDL-AEKLT-----NWLTVKGC--F-F-SQN-PQEFDVNEFL
WP_088892456.1 --------------------------------------IQELLRIL----G-----QSDSAESVGKAYR-SS--LP--------PDSQ-VWRPRID--N-S-R-TDHSRTDH----------S-EKMV--AQI-------QEFGK-LSEFVGRLVQ----D----------QSL--PQSS-REQLE-----KLMPQGN-----L-PDP-VQTIQEPQPY
WP_094329325.1 ----------------RINAIEKEMNQLQQP-EQGENNIQILLILL--IPY-----EDKISNCVKRIYQ-TC--SP------D------DWQNPLP--D-----KLEGILVE----------L-KKMP--QGE-------SKYTV-IEKFIARLVI----D----------SEI--PQSL-SEQLK-----IWAKSNIN--G-Y-SEL-LKLISTQIQ-
WP_094535482.1 -------------------------------------KFDELIGIL---QP-----NESLWEKIHQAYQ-NT--LL--HW--A------VRVKQNV--D-----DVQSIVAE----------L-NKIS--QGS-------LSYSA-LEEFIANLFN----E---IF----------DVGV-SNALT-----QWEREYCQ--D---RDW-LRLYEQIQKS
WP_096561468.1 -------------------------------------------------PF-----REKYLEEMKQSYL-TC--CPKDWH--I------NQNTDTA--H-----DLEEILDN----------L-EDMP--QGS-------NLYSR-TEQFVARFLV-DV-E----------NKL--HPEE-FNKLK-----EWGEQSFE--N-F-SEL-LLRKDEKKTS
WP_096563726.1 --------------------------------VNILWLNDILTKSL--NEGHSNDERDQFRKTIDAALR-HC--NP--------QGG-----------D---H-SWEQQLEH----------L-SNHP--APG-GW----E-EGK-LVYFVMMLAC--------M------KDT--PPSV-LEELQ-----AWVDRCGH--K-Y-PDL-FVRIDKEIRE
WP_096571471.1 ----------------PTT------VLVEAW------SFLNLINIL-TTNP-----NTSITSAIQTAYQ-TC--CL----------------ENPP--QKIPT-TIEAIVQD----------L-YDLD--KINLDSKVKFNPNGH-TAKFIKSLIT-LITN----------DHI--LQTT----LKDLR--KWGSNNIE--N-F-DKL-IQDVNQQDRN
WP_096585528.1 ---------------------------------QEEQAIYELQKIL--KTL-----ELDYFTQIQQSYS-IC--VP-RYS--S------DW---LP--E-----NIEDIYQA----------L-QDIY--HQE-------DSLDS-ITKFVALLLN----N----------SELCENTAI-AKLLK-----QWGQHNNP--Q-F-YHL-LKQTKQDSQH
WP_096594145.1 NYFVQNSLF-------SNI--P-S-ITLEAW-EKLKNILEKLIDSE-------E--EADKFFAIQDACR-KT--LP--------RSER-HYALTIK--------AVDQVLKR----------L-DKYN--PRY--------GIPR-IAEFAFHLTK----D----------EYV--DKAI-NGEIK-----TWLETYRF--K---QPP-ISTSESQSLL
WP_096598853.1 ----------K-----PDN--PKL-KELEQQ-YQNQEKLDKLINVL--QKY-----FEPEKAIIFTAYE-SS--LY--QV--R------KLNKTKP--Q-----TVEEIINE----------L-N-MP---------LQ-GNYSY-LDKFVGYLSL---------------SNT--GTSL-SNDLT-----NWGTENIK--D-F-DEL-IQQL------
WP_096689472.1 -----------------------------------------LYQIL--ARL-----EKDFIEQIKIAYK-AC--CPEDWH--L------DGESSLP--N-----NIQQVLDN----------L-EDMP--LGT-------NDYNQ-IALFTAYFLV-TT-G----------SKL--PVAE-LNKLK-----KWGEQHVS--Y-F-SQL-LAKT-HLETK
WP_100898010.1 --------------------------------------------------------QDQFRKAIDKALL-DC--NP--------QGS-----------G---R-TWQQQLVD----------LSIDRP--PPT-GW----ETEGR-LVYFVMMLAL--------I------NGR--PTSA-LEELK-----AWVERCGH--K-Y-SDL-FVRFNDEMKQ
WP_100904340.1 -----------------------D-LTTRDI-TQQNINIKNQINLL---FL-----NISDDDAINKAFS-KI--APDGWF---------DWRDKPK--------DVNDVLEQ----------L-EEIP--YSN-------PNNSA-LLKFVCLLTQ----D----------NNI--PQTI-RQKLK-----QLLTN-----------------------
WP_106170321.1 -------------------------LRLEEL--------KRILDIH--LNL-----FPEVLRACQQLFA-IR----------K------YSPGQTL--Q-----NAQELIAE----------L-LRIP--PGR--S----QPYDA-IEQFVACLVS---------------SSQ--NTAL-LTALQ-----GWVEQYVQ--EGW-QEL-LERVEDYQKQ
WP_106254906.1 -------------------------------------KIDHLIEIL-QSSS-----SQRQLDTMRAAYL-NV--LKHR----A------GKIQHNP--T-----LPDEMITQ----------L-LRLP--KGH-------FDYGA-LEEFVAHLVL----K---L------QEV----DV-IAALQ-----RWGEEQLD--KRW-ADL-LQHVEQQQTQ
WP_106286930.1 -----------------------------------------------------L-------ESIQQAYQ-DS--LP-------------------P--D---A-GVWNLAEN-D--------I-AQRL--QTI-------EQFRR-LPEFFERLSQ----D----------KNV--PLEI-RHQLK-----EISNELAS--K---KHP------ENIKN
WP_106289899.1 ----------E-----IEN---LE-ERLKEI---KISSEEELIEIL--RGY-----FEQEKLIFQKAYR-LS--LPDRL-----------IDKELP--S-----SLEALISN----------L-Q-LP--QQQ-------ESYSF-QEKFIGNLFI----E----------QNL--TSKL-KRKLK-----EWAEENIK--D-C-HQL-L----IQLNQ
WP_111892959.1 ------GIF-E-----DRK----P-MNLEGI-------SQQVLQIL------QR--IGYDKDVIEFAHT------------------------ELP--D-D-A-ILEDKFSP------SE--L-SSLT---------QI-LRYQC-LDKFLNLLEN----Q---T----S-QKE--ADNL-PHPLE-------------------SYV-LVTVESQKKS
WP_123229901.1 PTNVLLKAW-------DKL------LYIAQV-EGRIPRIISLLRCI---FE-----NKSYQDQLNTASE-NL--RI------EVRDHLVDLPRVIP--S-----FWSDFIEI----------L-YQLD--ERHFTYTSQ-SKFSW-LEIFIGYLVI----Q----------LNS--TDAL-AKLLK-----EWLKKYQT--K-W-EVL-INTLENNLKH
WP_124143443.1 -----------------------------------FDLQFQLNSLV--FSA-----EEKDWKIFQKVYG-NC--CP------E------DWPYTDP--Q-----NIKEMINY----------L-LDMP--PRK-------NSYSS-LIEFIARLLI----E----------PEI--KKSEYYQQLK-----NWGENNYT--D-L-DKL-L----EKLKN
WP_124143583.1 -----------------------------------DGRIQQAIAIL--ENY-----F--LSDEIRYAYY-QS--LP------E------NSIPLSS--G---K-SLHEFPES----------L-REMI--QNL-DNWMK-ENYSL-LERFICFLLL-HLQD----------LET--LPKL-CQELE-----KWLESYLQ--N-H-QNL-M---------
WP_125730722.1 PTNVLLKAW-------KKL------LDIAQI-EGKIPEIISSIKCI---FE-----NKSYQDQLNTAYE-NL--VI------EVRDHLVDLPRKIP--S-----SWSDFIEI----------I-YQLD--ERYFTYASQ-SKFSW-LEIFIGYLII----Q----------LNS--RDAL-ANLLK-DNFTEWLKKYQT--K-W-EVL-INTLENNIKQ

================================

VMAP-M2
ALIGN ------HHHHH-HHHHHHHHH--------------EE------------HHHHHH---------------------------------HHHHHHHHHHHHH--------------------------------------------HHHHHHHHHHHH-------------H---H----HHHHHHHHHHHHHHHHHHHH-HH--------HHHHHHHHHHH-H--------------------------------HHH---HHHHHHHHHH------------------HHHHHHHHHHHHHH-------H-HHHHHHHH--H-HH-HHHH-----
HMM --------HHH-HHHHHHHEE--------E-EEEEEEEEE----------EEEE---EE---E------------------------HHHHHHHHHHHHHH--------------------------------------------HHHHHHHHHHH-------------HH---H----HHHHHHHHHHHHHHHHHHHH-HHH--------HHHHHHHHHH-H--------------------------------HHH---HHHHHHHHHH-------------------HHHHHHHHHHHHHH-----HH-HHHHHHHHH---HH-HHHHHHHH-
FREQ ------HHHHH-HHHHHHHH---------------EEE-------H-HHHHHHHH-HHH---H--------------------------HHHHHHHHHHHH-----------------------------------------H--HHHHHHHHHHHH------------HH---H----HHHHHHHHHHHHHHHHHHHH-HH-------HHHHHHHHHHHH-H-H-------------------------------HH---HHHHHHHHHH-------------------HHHHHHHHHHHHH-------H-HHHHHHHHH-H-HH-HHHHHHHH-
PSSM --------HHH-HHHHH----------------EEEEEE-------------------------------------------------HHHHHHHHHHH----------------------------------------------HHHHHHHHHHH----------H--HH---H----HHHHHHHHHHHHHHHHHHHH-HH---------HHHHHHHHHH-H----------------------------------H---HHHHHHHHH---------------------HHHHHHHHHHH--------H-HHHHHHHH-----H-HHHHHHH--
FINAL ------HHHHH-HHHHHHHH------------EEEEEEE---------HHHHHHHHHHH---H---H---------------------HHHHHHHHHHHH------------------------------------------H--HHHHHHHHHHHH------------HH---H----HHHHHHHHHHHHHHHHHHHH-HH--------HHHHHHHHHHH-H-H-------------------------------HH---HHHHHHHHHH-------------------HHHHHHHHHHHHH------HH-HHHHHHHH----HH-HHHHHHHH-
WP_087764867.1 -A-GPRLGVDD-VRGALRGSV---V----G-QDVTVSQHDG-DPFA-GERLWVAHNTRG---H---H-V----------A-G---LIGPMAREDLAEAFDAL-A-----------A--DMP-FP-VP----H----------D--VKSATDSLESLAG-----LSPS--AA---R----DRAAEVVRCLLLALRTVGFL-RDWL-G-GELTTARLRHALRF-L-L-------A-SE-RR-----TLPS---ALPEYTD---IAILDQLAFDH----P---VTR-KN-G-KPSVAEFVVRLALAAGKDPESP-ELLAWARSVDA-QQ-ELNDAVATA
WP_047178919.1 -A-GTRLGVDD-VRGALRGSV---V----G-QDVTVSQHDG-DPFA-GERLWVAHNTRG---H---H-V----------A-G---LIGPMAREDLAEAFDAL-A-----------A--DMP-FP-VP----H----------D--VKSATDSLESLAG-----LSPS--AA---R----DRAAEVVRCLLLALRTVGFL-RDWL-G-GELTTARLRHALRF-L-L-------A-SE-RR-----TLPS---ALPEYTD---IAILDQLAFDH----P---VTR-KN-G-KPSVAEFVVRLALAAGKDLESP-ELLAWARSVDA-QQ-ELNDAVATA
WP_093682877.1 -A-GPRLGVDD-VRGALRGSV---A----G-QDVTVSQHDG-DPFA-GERLWVTHNTRV---H---Q-V----------A-G---LIGPMAREDLAEAFDAL-A-----------A--DVP-LS-VP----H----------D--VKSATDSLESLAG-----LRPS--SA---R----DRAEEVVRCLLLALRTVGFL-RDWL-G-GELTTARLRHALRF-L-L-------A-SE-RR-----TLPS---ALPEFTD---IAILDQLAFDH----P---VTR-KD-G-KQSVAEFVVRLALAAGKDLDSP-ELLAWARSVDA-QQ-ELNDAVATA
WP_030705579.1 -A-GPRLGVDD-VRGALRGSV---A----G-QDVTVSQHDG-DPFA-GERLWVTHNTRV---H---Q-V----------S-G---LIGPMAREDLAEAFDAL-A-----------A--DVP-LS-VP----H----------D--VKSATDSLESLAG-----LRPS--SA---R----DRAEEVVRCLLLALRTVGFL-RDWL-G-GELTTARLRHALRF-L-L-------A-SE-RR-----TLPS---ALPEFTD---IAILDQLAFDH----P---VTR-KD-G-KQSVAEFVVRLALAAGKDLDSP-ELLAWARSVDA-QQ-ELNDAVATA
WP_003966128.1 -A-GPRLGVDD-VRGALRGSV---A----G-QDVTVSQHDG-DPFA-GERLWVTHNTRV---H---Q-V----------A-G---LIGPMAREDLAEAFDAL-A-----------A--DVP-LS-VP----H----------D--VKSATDSLESLAG-----LRPS--SA---R----DRAEEVVRCLLLALRTVGFL-RDWL-G-GELTTARLRHALRF-L-L-------A-SE-RR-----TLPS---ALPEFTD---IAILDQLAFDH----P---VTR-KD-G-KQSVAEFVVRLALAAGKDLDSP-ELLAWARSVDA-QQ-ELNDAVATA
WP_107461577.1 -A-GPALYIDRTLAETLRDQV---S----G-QVIGRAEYDQ-DPFP-LEGLWLARNPS--N-I---A-N-AH-------G-D---VVGPLGLQDLGQSVEMW-R-GP-R--R---S--PGR----LT------------------RSTLLELEKFIAC-SRVDDELD--SAA--R----AWVDDVVTALLEVFRTKEFL-ADVL-A-GSLTSDLLRSAGRL---A-------G------------FPS--RAEGTVPL---RDLLEYAVLRA----Q---PLD-GA-P-WKGLARFVAALLHESGISHVDP-RLQEWARRLHI-VT-EVNDAFGE-
SPE99943.1 -A-GPALYIDRTLAETLRDQV---S----G-QVIGRAEYDQ-DPFP-LEGLWLARNPS--N-I---A-N-AH-------G-D---VVGPLGLQDLGQSVEMW-R-GP-R--R---S--PGR----LT------------------RSTLLELEKFIAC-SRVDDELD--SAA--R----AWVDDVVTALLEVFRTKEFL-ADVL-A-GSLTSDLLRSAGRL---A-------G------------FPS--RAEGTVPL---RDLLEYAVLRA----Q---PLD-GA-P-WKGLARFVAALLHESGISHVDP-RLQEWARRLHI-VT-EVNDAFGE-
WP_010470742.1 -A-GETLAPEA-VVEAVRGDG-GTA----G-QTILRAEFDG-ARFA-PGPLWLARNPR----Y-----A-AA-------G-A---LLGRVGTEELARVVEAV-G-GA-P------P--AGP----VT---------------T--ARDLDAVRHGLAA-----APPS--PA---R----EWALEVMDALDAAARTVALL-GAWP-G-EPLTSGLLRRTFTA-A-C-------P----GP-VES--PPA---SSGTDLL---RDTVEHLLLRA----P---AAG-GR-R-LGPLVDFVALLAHGTGVDPGTP-AVRGWAAALGA-VI-DLNDAFER-
WP_127892829.1 -A-GSEVFVDRTLTKELRERV---S----G-QAIGRMELDN-DPFA-LEGLWLARNRR--Y-R---SQR-AA-------D-E---VVGPLGRQELQQAVEMW-R-VQ-Q--H---L--PER----LT------------------RTALTELHDFVRT-GQVEDKDE--TSADWR----IRVGDVAGALVECAQTGELL-SGVF-A-TALTSDLLRAAGRL---A-------G------------FPP--EAEGAVPL---RDLLEYAALRA----Q---PVD-GA-R-WQGLARFMAAVEHQVDSGDESP-QMREWARQHGV-IP-QFNDALAE-
WP_069979054.1 -A-GETLAPEA-VVEAVRGDG-GTV----G-QTILRTEFDG-SRFA-PGPLWLARNAR----H---P-A-AA-------G-S---LLGPVGAQELARAVRAV-D-ES-L------L--PAS----VT---------------S--APDVAKVRDGLAA-----APWS--PA---R----QWALDVVDALDTGARTVGLL-GSWP-G-TPLTSSVLRRTFTA-A-C-------P----GP-VES--PPA---SSGTDLL---RDAVEYLLLRA----P---LAG-RR-R-VAPLVDFVALLAHETGVGPQTP-ELRGWAAGIGA-LI-DLNDAFDR-
WP_058941201.1 -A-GETLPPHA-VVEAVREDG-GTA----G-QAILRTEFDG-ALFA-PAGLWLARNAR----H---G-THPA-------G-G---LLGPVGAEELARAVGAV-D-EP-L------P--AGP----LT---------------T--VQDLEALRRGLAA-----ASPS--PA---R----AWALDVVDGLGAAVRTVGLL-DAWP-G-APLTSGLLRRTLAA-A-C-------P----GP-VEA--PPE---SSGRELL---RDAVEYLLLRA----P---TAG-QR-R-TRPLADFVALLAHETRVDPSTP-AIRGWAAALGV-GI-DLNDAFER-
CAF33300.1 -A-GGTLAPEA-VVEAVRGDG-GTV----G-QTILRAEFDG-SRFA-PGPLWLARNAR----H---P-A-AA-------G-S---LLGPVGAQELARAVRAV-D-ES-L------L--PAS----VT---------------S--APDVAKVRDGLAA-----APWS--PA---R----QWALDVVDALDTGARTVGLL-GSWP-G-TPLTSSVLRRTFTA-A-C-------P----GP-VES--PPA---SSGTDLL---RDAVEYLLLRA----P---LAG-RR-R-VAPLVDFVALLAHETGVGPQTP-ELRGWAAGIGA-LI-DLNDAFDR-
WP_031129635.1 -A-GGTLAPEA-VVEAVRGDG-GTV----G-QTILRAEFDG-SRFA-PGPLWLARNAR----H---P-A-AA-------G-S---LLGPVGAQELARAVRAV-D-ES-L------L--PAS----VT---------------S--APDVAKVRDGLAA-----APWS--PA---R----QWALDVVDALDTGARTVGLL-GSWP-G-TPLTSSVLRRTFTA-A-C-------P----GP-VES--PPA---SSGTDLL---RDAVEYLLLRA----P---LAG-RR-R-VAPLVDFVALLAHETGVGPQTP-ELRGWAAGIGA-LI-DLNDAFDR-
WP_073938121.1 -A-GSEVFVDRTLTKELRERV---S----G-QAIGRMELDN-DPFA-LEGLWLSRNRR--Y-R---SQR-AA-------D-D---VVGPLGRQELQQAVEMW-R-VQ-R--H---L--PER----LT------------------RTALTELHDFVRT-CQVEDKDE--TSADWR----IRVGDVAGALVECAQTGELL-SRVF-A-TALTSDLLRAAGRL---A-------G------------FPP--EAEGAVPL---RDLLEYAALRA----Q---PVD-GA-R-WQGLARFMAAVEHQVDSAGEYP-QMREWARQHGV-IP-QFNDALAE-
WP_128840820.1 -A-GPAVYADARLTEALRERI---V----G-QVVGRFDYDN-DPFT-AEGLWLARNVR--S-T---P-G-TA-------G-G---VVGPLGRQDLEEAVAMW-R-GDGL--R---L--PAP----LT------------------LAALGELDASAGE-GKADGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-T-SVLTSDVLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_112492167.1 -A-GPAVYADARLTEALRERI---V----G-QVVGRFDYDN-DPFT-AEGLWLARNVR--S-A---P-G-TA-------G-G---VVGPLGRQDLEEAVAMW-R-GDGL--R---L--PAP----LT------------------LAALGELDAFARE-GKADGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-T-SVLTSDVLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_070202823.1 -A-GPAVYADARLTEALRERI---V----G-QVVGRFDYDN-DPFT-AEGLWLARNVR--S-T---P-G-TA-------G-G---VVGPLGLQDLAEAVAMW-R-GDGL--R---L--PAP----LT------------------LAALGELDAFARE-AEVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSDVLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
KUN49125.1 -A-GETLSPAA-VADAVRTDG-GAE----G-QAILRTEFDG-AQLA-QERLWLARNAR----H---S-T-PT-------G-P---LLGPVGAEELARALERL-G-GD-PDSSGVSH--PAK----VT---------------G--LRDLDSLKPALSA-----LPSS--AE---R----AWALGVLDALRDAVRTTALL-TAWP-G-ADLTTPLLRRTLAE-V-S-------P----AS-TAT--LPE---SRGTGLL---RDAVEHLLLRS----P---RAG-QR-R-TVPLADFVAALARDTGVDPGTP-ELRRWAADLDA-EI-DLNDAFVR-
WP_041133042.1 -A-GAKVRVDALLTSGLRERI---A----G-QVVGRFEYDN-DPFA-QEDLWLARNVC--F-A---T-G-TT-------G-G---VIGKVGRQALEQAVTMW-Q-AG-K--S---L--PTP----LT------------------RSVLEDLYAFVRQ-PEAAGTGD--RN--WH----DRVTQLVAALLVCARIVPLL-DNTL-A-SVMSTDLLREARRL---S-------G------------LPP--EAEGSELL---RDLVEYAAVRA----P---RGG-EH-P-LKAPTRFVGALAHLSGSGTVVE-ELRKWAVDHGV-IA-EFNDAVT--
BAC70049.1 -A-GETLSPAA-VADAVRTDG-GAE----G-QAILRTEFDG-AQLA-QERLWLARNAR----H---S-T-PT-------G-P---LLGPVGAEELARALERL-G-GD-PDSSGVSH--PAK----VT---------------G--LRDLDSLKPALSA-----LPSS--AE---R----AWALGVLDALRDAVRTTALL-TAWP-G-ADLTTPLLRRTLAE-V-S-------P----AS-TAT--LPE---SRGTGLL---RDAVEHLLLRS----P---RAG-QR-R-TVPLADFVAALARDTGVDPGTP-ELRRWAADLDA-EI-DLNDAFVR-
WP_119823218.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-G-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDDI--R---L--PAP----LT------------------LADLGELDAFARE-GKVDGSAD--PR--WY----GRVRQVVATLLRCAGTVDLL-TTVL-A-PVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_103419167.1 -A-GPAVHADARLTEALRERI---V----G-QVVGRFDYDN-DPFT-AEGLWLARNVR--S-T---P-G-TA-------G-G---VVGPLGRQDLEEAVAMW-R-GDGL--R---L--PAP----LT------------------LAALGELDAFARE-GKADGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-T-SVLTSDVLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_114929116.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-G-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDDI--R---L--PAP----LT------------------LADLGELDAFARE-GKVDGSAD--PR--WY----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSDDVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_030992325.1 -A-GEFLRPSS-VLDAVRTAAPGQD----A-RLV---EYDG-ALFG-ERL-WLARNAL----R---H-D-RC-------G-S---VLGPTGTEELDRALQPL-GGAE-L------L--TGS----VT---------------G--PDVLERLRGTLRA---TSSACP--SE---Q----SWALRVLDGLLDCLRTIELL-MSWP-G-RPLTSERLRRATAV---G-------S----GRSGTP--LPD---TAGTELL---RDAVEYLRMRA----P---RVG-ET-G-TTPLARFVAALAAEDQLARDDA-RLTAWAHSVRA-AV-ELSDAFDA-
WP_030078860.1 -A-GEFLRPSS-VLDAVRTAAPGQD----A-RLV---EYDG-ALFG-ERL-WLARNAL----R---H-D-RC-------G-S---VLGPTGTEELDRALQPL-GGAE-L------L--TGS----VT---------------G--PDVLERLRGTLRA---TSSACP--SE---Q----SWALRVLDGLLDCLRTIELL-MSWP-G-RPLTSERLRRATAV---G-------S----GRSGTP--LPD---TAGTELL---RDAVEYLRMRA----P---RVG-ET-G-TTPLARFVAALAAEDQLARDDA-RLTAWAHSVRA-AV-ELSDAFDA-
WP_073738625.1 -A-GPLLGVDD-VQRALRGSV---V----G-QDVTVSQHDG-DPFA-SERFWVARNVRG---Q---N-A-AS-------I-G---LVGRLALEDLVEAFGVL-A-----------A--AAPTLC-AP----H----------D--VKSALDILEVLNG-----LRPS--PA---R----DRAKEVVCFMLTAVRTVEFL-RDWL-G-SELTTARLRQALRV-L-L-------V-SE-RR-----ALPS---SLTEFTD---VAIVDQLVFDH----P---VTR-SN-G-KPSLAEFVVRLGLASGKDLASS-ELRAWARSVDA-QQ-ELNDAVTKA
WP_071365821.1 NA-GELLAVDAQLIKELRSRI---R----G-QEPGGFVFDG-APVS-GESLWLARNAQ--A-A---V-R-RS-------A-G---SLGAVACDRLRKLLRPL-E-------G------TEG------------------------IHSREQLADWLGG-PGQEHLGH--PA---L----QRVLEFDRDLDICTYAVAVL-EETF-G-GALTDDLLRKAAAR---A-------G-FP-LE------VVV---RVPCPSL---RDLVEHAVLDQ-S--A---VTA-AG-Q-HRTLVHFVAALAHLIGPPGVLPQQLAVWAAKSGA-TI-ALNSRLKE-
WP_123995103.1 DA-GRHASVSA-LRDKLRHTI---I----G-QDVVSTEHDG-DHLA-VQGLWLAHNSC----H---V-G-AD-------R-A---GPGALGAEDLRAALETV-G-PT-V--A---W--PQP---------------W-----S--LAELDRLRRDIQTVKESGTGFG--PMA-LL----HRAVHVVDGLRICLATQSFL-TSWA-G-SKLTTQRLRRALPA---L-------P----AD-VYAL-VPD---TTGTALL---TDILELLVLRA----P---RFG-DS-R-TALLTKFVAALGADAGLDLSAS-EVAAWADACGA-RI-ELNDAQEA-
RPE47543.1 DA-GRHASVSA-LRDKLRHTI---I----G-QDVVSTEHDG-DHLA-VQGLWLAHNSC----H---V-G-AD-------R-A---GPGALGAEDLRAALETV-G-PT-V--A---W--PQP---------------W-----S--LAELDRLRRDIQTVKESGTGFG--PMA-LL----HRAVHVVDGLRICLATQSFL-TSWA-G-SKLTTQRLRRALPA---L-------P----AD-VYAL-VPD---TTGTALL---TDILELLVLRA----P---RFG-DS-R-TALLTKFVAALGADAGLDLSAS-EVAAWADACGA-RI-ELNDAQEA-
WP_053562291.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-G-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDGI--R---L--PAP----LT------------------LSDLGELDAFARE-GKVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSEEVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_093752822.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-D-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDGI--R---L--PVP----LT------------------LADLGELDAFARE-GKVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSEEVAA-RLRAWARDLGA-VT-EFNDALAE-
ALC32265.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-G-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDGI--R---L--PAP----LT------------------LSDLGELDAFARE-GKVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSEEVAA-RLRAWARDLGA-VT-EFNDALAE-
SCD89023.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-D-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDGI--R---L--PVP----LT------------------LADLGELDAFARE-GKVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSEEVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_125622500.1 -A-GPAVYADARLTDALRART---V----G-QVVGRFEYDN-DPFA-AEGLWLARNVR--P-A---P-G-AA-------G-G---VVGPLGLQDLAEAVTMW-R-RDGI--R---L--PVP----LT------------------LADLGELDVFARE-GKVDGSAD--PR--WH----GRVRQVVATLLRCAGTVDLL-TTVL-A-SVLTSELLREARRL---S-------G------------LPA--EAEGAELL---RGLVEYAALRA----P---GAD-EP-P-WKASARFLAALAQVSGSEEVAA-RLRAWARDLGA-VT-EFNDALAE-
WP_023590988.1 -A-GETLAPDA-VVEAVRDDG-GTV----G-QAILRAEFDG-ARFG-PGPLWLARNSR----H---P-A-AA-------G-A---LLGRVGAEELARAVAAV-D-ES-P------H--TGP----VT---------------A--AQDLHAVRAEVAA-----AAPS--PA---R----AWALDVLDALDAALRTVALL-GSWP-G-APLTSGLLRRTFST-A-C-------P----GP-VES--PPA---SSGTDLL---RDVIEYLLLRA----P---LAG-QR-R-MAPLVDFVALLAHGTGVAPDTP-AVRGWAAGLGA-VI-DLNDAFER-
SDE26942.1 NA-GEFLAVDEQLIKELRSRI---H----T-QEPGSSVFNG-VPVP-GESLWLAYNVR--A-A---V-Q-RS-------T-G---SLGSVACERLHKLLGPL-E-------G------TEG------------------------INSRKRLADWLGG-LGEERLGH--PA---V----RRVLEFERDLGICASAVAVL-EETF-G-GALTDDLLRKAAAR---A-------G-FP-LE------VVV---RVPCLSL---RDLVEYAVLHQ-S--A---VAT-AG-Q-HRTLVHFVAALAHLISPPDVLPRQLTAWAATSGA-TT-ALNSRLKE-
WP_097915588.1 -A-GEVLKVDDDLMEQLRERI---H----G-QQPGRSLFDG-GPYF-GDALWLARNRA--A-F---L-N------------R---TLGSIASKAVQNAVRRI-D-------A------NLR------------------------LSTEIQLAAWLKE-NDQTANGGSWPA---V----HRLREVQAELEVGRKTLNVA-NKVF-G-PGLTEDSLRLASML---A-------G-LP-LH------LMQ---HEPPRTL---RDVVEYAAHHG-G--T---A---AG-Q-HRALAHLIAAMTHVTGHGN-LPEDIVIWAQDLEL-TA-TVNSRLHE-
WP_109539231.1 NA-GDFLAVDDHLIKELRSRI---H----T-QEPGGFMFDG-AATS-GDSLWLAHNVR--T-T---G-R-RS-------A-G---SLGLLACERLHKLLSPL-H-------G------TQG------------------------INSQDQLTDWLGG-LEPESLGH--PA---V----QRVIEFKRDLAVCAAAVTVL-EETF-R-DALTEDLLRKAAVR---A-------G-FP-LE------VVH---Q-PCPSL---RDMVEYAVLCQ-S--A---VAP-AG-Q-SRTLVHFVAALAHLISPRDVLPQQLAVWAARSGA-VT-ALNSRLIE-
KKZ69229.1 DA-GETLVPSA-VVRAVREDG-GAA----G-QGVHHTDHDG-AQFA-DGALWLARNAR----H---A-TGGA-------G-S---LLGPVGRAALDRALGAA-D-PT-A---------ADT----VA---------------H--PGDLDALRARLDT-----LS-A--PQ---R----DWASKVVTALDHAVRTQALL-TGWP-G-DDLTSALLRRALAE-A-C-------P----AP-LSP--LPE---SSGGELL---RDAVEYLLLRA----P---RFE-QR-P-TAPLAAFVAVLATETRVEPRNH-ALRGWAFALDA-VI-DLNDAFAR-
WP_103508586.1 QA-AERLSPEA-VLQAVRLDG-GTV----G-QDIYRMDWDG-AQFE-ETGLWLAYNRR----H---T-VRQV-------G-R---LLGPLAHSDLARVLPAW-L-------T---V--PGG----LN---------------D--MRQLDEVEKETAFLE------P--QQ---G----VRAHALIEAVRHCIRTRALL-AAWP-G-RELTSKVLRRSLVA-A-T-------P-QA-DG------LPT---AAGNDLL---RDAVEYVRLRA----P---RVG-QR-S-VVPLVHFVTSLAVATDVPPGHP-DLQQWAADVGA-DI-DLNDAWE--
WP_051837998.1 -A-GGTLGVSD-VRDALRTVV---I----G-QNVTGFDYDG-DGSA-REALWIARNARV---R---E-G-LL-------G-G---LGGRLAAEELTEALSAV-D-----------P--RMA----VP----DAAP-------D--LQAALRCRAELLS-----HPPA--AA---R----ERALRGVDGLLVAVRTVQFV-RGWT-G-SELTTTRIRHALHT-M-L-------A-AE-GR------LPA---DNPHLTD---VAVIDELTFNH----P---ATD-PD-G-RRAVARFVALLGQACGKDLKEP-ELRSWAQQIEA-LV-EVNDAIEHA
WP_059084490.1 NA-EEFLTVDARLVNELRSRI---H----T-QEPGSFTFDG-TPGD-SESLWLAHNVQ--A-A---A-R-RS-------A-G---SLGSVACERLRKLLHPL-E-------G------TEG------------------------IHSREQLTDWLGG-LGNEQLGL--PA---V----RRVLEFEHDLRRCASAFAVL-EEAF-G-DALTDDLLRKAAAR---A-------Q-FP-RE------VVV---RVPCHSL---RDLVEYAILDQ-P--A---VVTPAG-Q-RRTLVHFVAALAHLIKPEDVLPRQLTAWAAKTGD-GA-ALNSRLKE-
WP_086672179.1 QA-AERLSPEA-VLQAVRLDG-GTV----G-QDIYRMDWDG-AQFE-ETGLWLAYNRR----H---T-VRQV-------G-R---LLGPLAHSDLARVLPAW-L-------T---V--PGG----LD---------------D--MRQLDEVEKETAFLE------P--QQ---G----VRAHALIEAVRHCIRTRALL-AAWP-G-RELTSKVLRRSLVA-A-T-------P-QA-DG------LPT---AAGNDLL---RDAVEYVRLRA----P---RVG-QR-S-VVPLVHFVTSLAVATDVPPGHP-DLQQWAADVGA-DI-DLNDAWE--
WP_051947364.1 -A-GPVLDART-LCDVIRLNA---V----G-QDVSYWSHDG-DALA-AEPLWLSRNRRH---A---Q-L-PP-------G-S---AVGPLARAEITRALEAL-G-----------CE-DLS----PP----SGW--------D--ADGARQMVEELRD-----LSES--PA---R----LRTLEALDSFLVAVSTVTLL-RSWL-G-SALDTSAIRRALYT-L-L-------T-HE-RP------LST---PVQALSD---AEVVDYLAFRY----P---ASD-RD-C-RRWMTRFIALLGTQTGADLQAP-ELARWLADTEADIQ-SFNDAVTFA
WP_097868526.1 -A-GPRLGVDD-VQGALRGSV---V----G-QDVTVSQHDG-EPLA-GERVWVTHNTRV---H---N-T----------AGG---LVGPMARADLAEAFGAL-A-----------A--DVP-SPAVP----H----------D--VKSALGSLELLEG-----LRPS--PA---R----DRAEEAVRFLLIALRTVGFL-RDWL-G-GELTTARLRHALRL-L-L-------A-SE-RR-----ALPS---ALPEFTD---IAIVDQLVFDH----P---VTR-RD-G-KPSVAAFVVRLGLASGKDLGSP-ELLAWARSVDA-QQ-ELNDAVTKA
WP_019075231.1 -A-GKHTGVST-LRELLRHTI---V----G-QDIVSLEHDG-DHFA-AQGLWLSHNPL----C---A-D-TD-------R-P---GPGTLGAEDLRSALEAV-G-PA-V--A---W--PEP---------------W-----S--LHELERVRHEIQTIKETGTAIG--PIA-LV----YRAIHVVDALRTCLLTQSFL-VSWM-G-YKLTTHGLRKALPP---L-------P----ND-VYAL-MPA---TTGTALL---TDLLELLVLRA----P---RVG-DS-R-TALLTRFVAALGADAGLDLSAP-EITDWADACGA-RI-ELNDAQE--
WP_055571909.1 NA-GEFLAVDEQLIKELRSRI---H----T-QEPGSSVFNG-VPVP-GESLWLAYNVR--A-A---V-Q-RS-------T-G---SLGSVACERLHKLLGPL-E-------G------TEG------------------------INSRKRLADWLGG-LGEERLGH--PA---V----RRVLEFERDLGICASAVAVL-EETF-G-GALTDDLLRKAAAR---A-------G-FP-LE------VVV---RVPCLSL---RDLVEYAVLHQ-S--A---VAT-AG-Q-HRTLVHFVAALAHLISPPDVLPRQLTAWAATSGA-TT-ALNSRLKE-
WP_114531518.1 -A-GKYAGVSE-LREVLRHSV---I----G-QDVVSLEHDG-DHFA-AQALWLSRNPR----V---V-G-GE-------R-P---GPGWLGAADLKSAIEAV-G-PA-M--A---W--PEP---------------W-----S--LLELDRLRHDIQTIKETGTGIG--PVT-LV----HRAVHIVDSLRTCFVTQSFL-TSWI-G-DKLTTQRLRRALPT---L-------P----AD-VYAL-MPD---STGTALL---TDLLELLVLRA----P---RVG-AS-D-TALLTRFVAALGADVGRDLSAD-DIADWADSCGA-RI-ELNDAIEA-
GAQ67489.1 NA-EEFLTVDARLVNELRSRI---H----T-QEPGSFTFDG-TPGD-SESLWLAHNVQ--A-A---A-R-RS-------A-G---SLGSVACERLRKLLHPL-E-------G------TEG------------------------IHSREQLTDWLGG-LGNEQLGL--PA---V----RRVLEFEHDLRRCASAFAVL-EEAF-G-DALTDDLLRKAAAR---A-------Q-FP-RE------VVV---RVPCHSL---RDLVEYAILDQ-P--A---VVTPAG-Q-RRTLVHFVAALAHLIKPEDVLPRQLTAWAAKTGD-GA-ALNSRLKE-
WP_093445576.1 -A-GATITPDARLTEELRSRA---S----G-QDIGRFAYDN-ARFD-AADLWLARNVR--S-V---P-E-AP-------G-G---VVGPLGRQDLEEAVALW-R-AD-A--W---L--PAH----LS------------------LDGLRSLETAVLQ-GDEGEGVD--PR--WG----DRVGDVVASLLRCAATVELL-NTVL-A-DVLSSDFLREARQL---A-------G------------LPAGAETEAHDLL---RGLVEYAALRA----V---GAD-EP-G-WRASTRFVAALAHLSGAADVVA-RLREWARDLGA-VT-GFNDALAE-
SCF93405.1 -A-GATITPDARLTEELRSRA---S----G-QDIGRFAYDN-ARFD-AADLWLARNVR--S-V---P-E-AP-------G-G---VVGPLGRQDLEEAVALW-R-AD-A--W---L--PAH----LS------------------LDGLRSLETAVLQ-GDEGEGVD--PR--WG----DRVGDVVASLLRCAATVELL-NTVL-A-DVLSSDFLREARQL---A-------G------------LPAGAETEAHDLL---RGLVEYAALRA----V---GAD-EP-G-WRASTRFVAALAHLSGAADVVA-RLREWARDLGA-VT-GFNDALAE-
WP_099502249.1 -A-GEFLRADA-VLDAVRDAAPGQD----A-RRV---EYDG-AMVG-EQP-WLARNAS----R---R-V-RS-------G-S---VLGPVATEELEQALAPL-GCPE-L------L--ATP----VT---------------G--ADVLEHLRGVLPE---RSPGSG--IE---L----SWCLVVVDGLLDCLRTIDLL-TSWP-G-RRLTSERLRRALWL---A-------A----GRSADR--LPD---TSGSELL---RDAVEYLRLRAAAVDP---DAG-RT-R-VAPLADFVAALAVEDQLAEDGA-ELTAWADAV-G-VV-ELGDAFER-
WP_102637948.1 -A-GEFLFPDA-LFEAVRDEVPGQD----A-RLV---QFVG-ARFG-ERP-WASRNAG----H---L-A-RA-------G-S---RLGPIGLEELERTLVPL-GGSA-L------V--PAP----VS---------------G--VDVLDRLHVTLRE---RAAPGE--------------ALDVVDGLRDVLRTVHLL-NSWP-G-GHLTSGRLRGALWR---A-------A----GRCAEP--IPH---TSGQALL---RDAAEYLRFRA----Q---RQG-ET-P-MARPAAFVAELAVEEGLGKDLP-EFRAWRDAVNA-KV-EFDDAFAA-
WP_030042319.1 EA-GSMLYVDRVFATALRDRI---Q----G-QVVGWNEYDN-DPFA-LEGFWLARNPC--V-T---S---VA-------D-E---IVGPLGRRKLAEAVALW-R-DR-G--R---L--PER----LT------------------QAALIELHDFLHT-GHAEDETH--RH--WR----FRVSDLVATLLECTRLADLL-SRTL-S-GVLTGDLLRTAGRQ---A-------T------------LPL--EAAGTAPL---RDLLEYAALH-----P---RPG-CG-P-WQSVARLVAAVVHQTEHDREDE-RLLEWLLRHRV-VT-DFNDALKE-
OLZ55182.1 -V-GPRLHLDHDLVTRLRDRI---V----G-QAVGSLNYDA-NPYA-MGELWLARNTA--H-Q---A-E-TV-------T-D---VVGPTGQEQLRTTVSVW-R-PD-Y--A---F--PER---------------W-----S--ESALNELAEYLAG------AST--PA---E----QMVLRQVRTILDCVHTAAVL-TDIS-G-SSLTTESLRTAARL---S-------K-------I----EPN-RTLSGTALL---RDLLERAALRQ----T---RIR-GH-R-LEAVVRFVAALAIVTSNGEADP-GLRAWAADRQM-TT-ELNDAFA--
WP_112490045.1 ---GTHLSTTD-VRDALRAVV---V----G-QNVTCFEYDG-DGLA-DGPLWVARNAAV---V---K-A-RG-------G-S---LSGTLATEELTRALTAL-D-----------P--AAP----VP----DGAP-------D--LGEALHCRTAVLR-----HPPG--PA---R----ERALRAVDGLITAVTTVAFI-REWI-G-TGLTTARLRQAHHT-L-S-------A-AA-GR-------PP---GACAPTD---VAIVDELTFNH----P---VSE-SD-G-RRGLAQFVALLAQICGKSSDDP-ALRSWAVRIQA-LV-EVNDAVEA-
WP_084749366.1 -V-GPRLHLDHDLVTRLRDRI---V----G-QAVGSLNYDA-NPYA-MGELWLARNTA--H-Q---A-E-TV-------T-D---VVGPTGQEQLRTTVSVW-R-PD-Y--A---F--PER---------------W-----S--ESALNELAEYLAG------AST--PA---E----QMVLRQVRTILDCVHTAAVL-TDIS-G-SSLTTESLRTAARL---S-------K-------I----EPN-RTLSGTALL---RDLLERAALRQ----T---RIR-GH-R-LEAVVRFVAALAIVTSNGEADP-GLRAWAADRQM-TT-ELNDAFA--
WP_128981941.1 DA-GETLTGAA-VAQAVRQDG-GAI----G-QNVHYVDYDG-AAFA-TGPLWLARNAR----H---A-TAGA-------G-S---PLGPVARAELARAFRSL-P--H-P------G--PSG----DPVDLPPAGGALADSLLH--PSDLDALRARLPE-----LP-G--PA---R----HWARGVLDALRDAARTLTLF-DTWP-G-ADLTTPLLRRALAA-V-G-------TEAPAAP-AAA--LPD---STGAALL---RDAVEHLLLRA----P---RAG-RS-R-TAPLAGFVTHLARDTGVDPQDP-ALRAWAKDTGA-VI-DLNDAFAR-
WP_108155063.1 -V-GSALGVAA-TRDVLRTVL---V----G-QNVSGLDYDG-DGSA-GEPVWIALNARV---S---D-G-LL-------G-G---LGGRLAGEELAEALSAV-D-----------P--CIP----VP----SASA-------D--LRSALRCREDLLG-----HPAS--AT---R----GRALRAVDGLLIAVRTVTFI-RRWI-G-GDLTTARMRQALHT-M-L-------A-AE-GR------LPA---TDLNVTD---VGIIDELTFNH----P---ASD-GD-G-RRTVARFVALLAQSCGKDLGDP-ELRGWAQQIEA-LV-EVNDAVEYA
WP_053644306.1 -A-GDFLTVDDQLIKELRSRI---H----T-QEPGGFMFDG-AAMS-GDSLWLAHNVR--A-A---G-R-RS-------T-G---SLGLLACERLHKLLSRL-H-------G------TQG------------------------INSQDQLKDWLGG-LEPERLGH--PA---V----QRVMEFKRDLAVCAVAVTVL-EETF-G-DALTDDLLRKAAVR---A-------G-FP-LE------VVV---RLPCPSL---RDMVEYAVLCQ-S--A---VAP-AG-Q-SRTLVHFVAALAHLISPGEVLPQQLAVWATRSGA-SS-ALNSRLIE-
WP_086881909.1 -G-GEFLKIDEGLMERLRERI---D----G-QQPGRIDFDG-SSYT-GDGLWLARNRA--A-F---L-R------------G---TLGPIASKALVDAARRV-D-------V------NLR------------------------LSSEEQLTAWLKD-NEQKDSGGSWIA---V----QRLREVRDELEVGRKTLNVV-NKVF-G-PDLTEGSLRLIGML---A-------G-LP-LH------FVQ---QEPPPTL---RDVVEYAVHHG-N--T---M---MG-Q-HRALAHAVAAMTHVTGHGDHLPADVATWAQDLEL-TP-AVNSRLR--
WP_053669241.1 -A-GDFLTVDDQLIKELRSRI---H----T-QEPGGFMFDG-AAMS-GDSLWLAHNVR--A-A---G-R-RS-------T-G---SLGLLACERLHKLLSRL-H-------G------TQG------------------------INSQDQLKDWLGG-LEPERLGH--PA---V----QRVMEFKRDLAVCAVAVTVL-EETF-G-DALTDDLLRKAAVR---A-------G-FP-LE------VVV---RLPCPSL---RDMVEYAVLCQ-S--A---VAP-AG-Q-SRTLVHFVAALAHLISPGEVLPQQLAVWATRSGA-SS-ALNSRLIE-
WP_073759598.1 DA-GEFLTVDDRLIEELRDRI---T----V-QEPGGCTFNG-SPVP-GGSLWLARNVQ--A-P---A-G-RS-------S-G---CLGPRAYARMRKVLRPL-D-------G------TNA------------------------INSAEQLADWLAR-LGEESRSR--PA---V----RRVLEFHRDLRTCGATLTVL-EETF-S-RALTDDLLRKAAAR---S-------G-FP-LD------VVV---QVPCPSL---RDLVEYAVLDA-S--P---VDP-DR-R-LRTLVHFVAALTHLTGPGEVPPERLTTWATKLGA-MT-ALNSRLRE-
WP_093563996.1 DR-GPHLLVDDDLMSTVRAEV---SRQGSG-QSIGRSVFDQ-SDFA-EGPLWLAHNAR----A---S-H-AT-------G-A---ELGPVAVSLLNEATQEW-S-NK-----------PAR---------------W-----S--HLSLTALLASGGT---DQTPAQ-------R----IRVEEIKAELQECKKTVRFL-REQL-P-EAMHTEVLRKAARR---A-------G------------FPA--SLVSDPQL---RDLVEYAILEG-S--P---YVR-SA---HSSLGRLVAALLVESGVAAPP--ELDQWIATHRD-VV-SFKDSHKE-
WP_109916952.1 ---ATHLSTTD-VRDALRAVV---V----G-QNVTCFEYDG-DGLA-DGPLWVARNAAV---V---K-A-RG-------G-S---LSGTLATEELTRALTAL-D-----------P--AAP----VP----DGAP-------D--LGEALHCRTAVLR-----HPPG--PA---R----ERALRAVDGLITAVTTVAFI-REWI-G-TGLTTARLRQAHHT-L-S-------A-AV-GR-------PP---GACAPTD---VAIVDELTFNH----P---VSE-SD-G-RRGLAQFVALLAQICGKSSDDP-ALRSWAVRIQA-LV-EVNDAVEA-
WP_086828563.1 DA-GKFLKVDDNLMEQLRERI---R----G-QQPGRSVFDG-SSRV-DDALWLARNCV--A-F---R-N------------G---PLGPIAKQALQNAGRRV-D-------H------NLL------------------------LSTEDELAAWLKD-NEHTTDGVSWAA---V----QRLREVQAELEAGRKTLNVV-SKVF-G-PVLTEGRLRLVGVL---A-------G-LP-LS------FVR---QEPPRTL---RDIIEHAAHRG-S--T---A---EG-Q-QRALAHVVAAMAHVTGHRGQLPPEVLAWAQDLEL-TA-VVNSRLDE-
EYU68529.1 ---GPLLTVAG-AATRLRELI---V----G-QSVLSNVHDG-DHFS-YGELWLARNTGH---R---A-V-PG-------V-R---RSGRLAVDELAEALGAV-T-----------GL-SLT-GA-VD----PEAG-------DFGIPTVLEARRRLTA-----LPAS--PA---R----DRALRAVDGQLIALRTVDFI-GSWM-G-AGLTTLMLRRAVHT-L-L-------S-AE-GR------LPA---DTRLLTRPTLTDVVDQMVFDH----P---VTD-PD-C-RPGLTTLVLLLAHEAGMDDTAP-ELRRWAEQIDA-VV-ALNDAVDLA
WP_070202376.1 ---GTHLSTTD-VRDALRAVV---V----G-QNVTCFEYDG-DGLA-DGPLWVARNAAV---V---K-A-RG-------G-N---LSGTLATEELTRALTAL-D-----------P--AAP----VP----DGAP-------D--LGEALHCRTAVLR-----HPPG--PA---R----ERALRAVDGLITAVTTVAFI-REWI-G-TGLTTARLRQAHHT-L-S-------A-AA-GR-------PP---GACAPTD---VAIVDELTFNH----P---VSE-SD-G-RRGLTQFVALLAQICGKSSDDP-ALRSWAVGIQA-LV-EVNDAVEA-
WP_030154383.1 -A-GEFLSAET-LRDAVNESA-DTG----A-RLV---QMDG-DPFG-RLR-WVARNVR----H---A-R-DG-------G-P---VLGPAGEEELAWALEPF-D-AE-A------L--PGP----VH---------------C--AADLEKLREALRGPRSGGAGSE--VE---V----TCALRTVDGLIDACHTIRLL-RSWP-G-APLTSERIRRAAWSAWPA-------A----AA---AGSLPD---TDGSDLL---RDCVELLRLRA----P---RAG-GS-R-TAPIAAFVAALAEEDGLKPDCP-DLAAWAGAGNA-VV-ELNDAFAA-
WP_003969338.1 DR-GPHLLVDDDLMSTVRAEV---SRQGSG-QSIGRSVFDQ-SDFA-EGPLWLAHNAR----A---S-H-AT-------G-A---ELGPVAVSLLNEATQEW-S-NK-----------PAR---------------W-----S--HLSLTALLDSGGT---DQTPAQ-------R----IRVEEIKAELQECKKTVRFL-REQL-P-EAMHTEVLRKAARR---A-------G------------FPA--SLVSDPQL---RDLVEYAILEG-S--P---YVR-SA---HSSLGRLVAALLVESGVAAPP--ELDQWIATHRD-VV-SFKDSHKE-
WP_042196288.1 -A-RKRLDVHT-ALEELRQSG------N-G-HQVVKFDYDG-DPLA-PDTLWLGHNRR--H-H---P-G-RA-------P-S---TTGRAGRAELRQVLGEL-P-AC----R------TKP----VH---------W-----H--VSELRELTAELAT-----LPNT--PT---A----NRALQIADSLLVAARTTELL-HTWI-P-DFLGTSQLRQAIAT---A-------C-VA-SS-GGG--------VSTNDDV---ADVVERLALFH----P---ATN-GD-C-RDQMSRFVVALAAAAGKQPNAK-EIRAWAQSIGA-NR-QVGDAV---
WP_123962344.1 -A-GKHTGVSA-FREELRRTV---I----G-QDIVSHEHDG-DHFA-VQGLWLSHNPR----N---A-G-AD-------R-P---GPGALGAEDLRIALEAV-G-PA-V--A---W--PEP---------------W-----S--LHELDRLRHEIQKIKETGTGIG--PAT-LV----HQAAYIVKGLRVCLATQTFL-MSWM-G-SKLTTQRLRTALPA---L-------P----AD-AYAL-VPD---TTGTALL---TDLLELLVLRA----P---RLG-DS-Q-TALLTGFVAALGADADLDLSAP-EPSAWADACGA-RI-EFNDAQEE-
WP_126387414.1 NA-EEFLTVDAQLIKELRGRI---H----T-QEPGSYTFDG-TPGD-SESLWLARNAQ--A-A---A-R-RS-------A-G---SLGAVACERLAKLLRPL-E-------G------TEG------------------------IHSREQLTDWLSG-LEQERVGH--PA---V----QRVLEFERDLDLCTYAVAVL-EEVF-G-GALTDDLLRKAAAR---A-------G-FP-LK------VVV---RVPCPSL---RDLVEHAVLDQ-S--A---ITT-AG-Q-HRILVHFVAALAHLLSPADLLPQQLTTWAAKSAA-TI-ALNSRLKE-
WP_093685415.1 DR-GPHLLVDDDLMSTVRAEV---SRQGSG-QSIGRSVFDQ-SDFA-EGPLWLAHNAR----A---S-H-AT-------G-A---ELGPVAVSLLNEATQGW-P-NK-----------PAR---------------W-----S--HLSLTALLASGGT---DQTPAQ-------R----IRVEEIKAELQECKKTVRFL-REQL-T-EAMHTEVLRKAARR---A-------G------------FPA--FLVSDPQL---RDLVEYAILEG-S--P---YVR-SE---HSSLGRLVAALLVESGVAAPP--ELDQWIATHRD-VV-SFKDSHKE-
WP_012381062.1 DR-GPHLLVDDDLMSTVRAEV---LRQGSG-QSIGRSVFDQ-SDFA-EGPLWLAHNAR----A---S-H-AT-------G-A---ELGPVAVSLLNEATQEW-S-NK-----------PAR---------------W-----S--HLSLTALLDSGGT---DQTPAQ-------R----IRVEEIKAELQECKKTVRFL-REQL-P-EAMHTEVLRKAARR---A-------G------------FPA--SLVSDPQL---RDLVEYAILEG-S--P---YVR-SA---HSSLGRLVAALLVESGVAAPP--ELDQWIATHRD-VV-SFKDSHKE-
BAU87438.1 DA-GEALTGET-VVHAVRAAG-GAA----G-QAVQHAAYDG-AQFA-PGPLWLARNAR----H---T-AARP-------G-A---PLGPVGRAALDQALAPL-G-GA-P------D--PEG----PT---------------R--PEDFTALRERAGR-----LP-A--AE---R----DWAYGVLDNLRDAARTVHLL-TAWP-G-QALTSPLLRRTLVA-S-V-------TTVEGAA-PVD--LPE---TTGAELL---RDIVEHLLLRA----P---RAR-GG-R-TAPLAAFLAHLARCTGVDPHHT-DLRAWAKETGA-VI-DLNDAFA--
WP_087767335.1 DG-GEYLSVEA-VRDAVNTAA-DAG----A-RLV---RMDG-DPFG-QHR-WLARNVR----H---V-Q-TR-------G-P---LLGAVGEEELAWALEPL-G-ET-S------R--HSA----PH---------------S--TADLERLRKELLGIPCGLSGSA--AD---V----TVALRVVDGLLDALRTADLL-RSWP-G-TPLTSERIRRAARA---A-------G----GT---TATPPG---ADGSDLL---RDCLERLRLRV----H---RPG-CS-R-TAPMAAFVAALAGDDRLGPDRP-ELTAWARTVGA-VV-ELNDAFAA-
WP_030700701.1 DR-GPHLLVDDDLMSTVRAEV---SRQGSG-QSIGRSVFDQ-SDFA-EGPLWLAHNAR----A---S-H-AT-------G-A---ELGPVAVSLLNEATQGW-P-NK-----------PAR---------------W-----S--HLSLTALLASGGT---DQTPAQ-------R----IRVEEIKAELQECKKTVRFL-REQL-T-EAMHTEVLRKAARR---A-------G------------FPA--FLVSDPQL---RDLVEYAILEG-S--S---YVR-SA---HSSLGRLVAALLVEAGVAAPP--ELDHWIATHRE-VV-SFKDSHKE-
WP_073791954.1 -A-GKFLKVDDDLMERLRERI---R----G-QQPGRSDFDG-SSRV-GDALWLARNRV--A-F---R-N------------G---PLGPIARQALQDAGRRV-D-------R------SLL------------------------LSTEDELAAWLKD-NEHTTGGASWVA---V----QRLREVQAELEAGRKTLNVV-SKVF-G-PVLTEESLRLVGVL---A-------G-LP-LG------FVR---QEPPRTL---RDTIEHAAHHG-S--T---A---EG-Q-QRALAYVVAAMAHMTGHRGQLPPEVLAWAQDLEL-TA-VVNSRLVE-
WP_073748302.1 DR-GQHLLVDDELMSSVRAEV---RKLDSG-QSIGRSVFDQ-YDFA-VGPLWLAHNAR----A---S-Y-GA-------G-S---EIGPVAARLLDEASEGW-P-DR-----------PTR---------------W-----T--HASLAALLTSSAA---DQHPAQ-------K----MWVEEIKAGLQECRKTVHVL-KEHL-P-DAMRTNVLRTAASR---A-------G------------FPT--SLVSDPLL---RDLVEHAVLVG-D--R---FER-TGRSRHASPGRLVAALLVGAGITPPA--ELIEWIEGHRD-VV-SFKDAYKE-
WP_018956873.1 -A-GPALYVDRKLADALRDQV---S----G-QVIGRAEYDQ-DPFP-VEGLWLARNAA--D-T---PYT-GR-------D-Q---AVGPLGIQDLAESVELW-R-GP-G--R---R--LEH----VT------------------PAALRELRAFVDC-EPVDGERD--PAA--R----AGVEDVVTSLLEAVATKEFL-TDVL-A-DSLTTDLLRSARRL---A-------G------------FPA--EAEGAVPL---RDLLEYAALRT----R---RRR-EA-R-WKGLARIVTALFHLAELPKTHP-RLQAWARRCDV-LT-EVNDAYGE-
WP_014043990.1 DA-GMFLSPQD-VQEAVDKEA-GTS----S-QLV---TLNG-LSLD-ARP-WFARNAR----H---R-A--D-------G-A---LLGPLGEEDLRLALDPL-G-DA-A------P--ALP----IV---------------T--SGDLARLRRTLAALDRYQATAD--QH---L----AHALRTVDRLATAVRTREFLLSSWP-G-SLPESERIRRAYVT---A-------A----GR---P--ASA---SDGDELL---RDCVESLCLRV----P---RAK-GS-P-TAPLATFVAALAVEDGLAAGTP-GLTGWARGIGA-GV-ELVD-----
WP_048581572.1 DA-GEFLKVDDDLLEQLRKRI---N----G-QQPGRIVFDG-GAYL-GDALWLARNRA--A-F---L-D------------R---ALGSIASNAVREAVRRV-D-------S------NLR------------------------LSTEDEVAAWLKE-NQRTASGHSRAA---V----HRLGEVLTELEAGRKTLTIV-SKVF-G-PDLTEDSLRLVGML---A-------G-LP-LH------LMR---YEQPPAL---RDMVDYAAHHG-G--A---A---EG-R-HRALAHLVAAMAHVTGHGDRLPDDVVGWAQDLEL-TI-TVNSRLRE-
WP_104791463.1 DA-GTFLSPQD-VQETVDKEA-GTS----S-QLV---TLNG-LSLD-ARP-WFARNAR----H---R-A--Y-------G-A---LLGPLGEEDLQLALASL-G-DA-A------P--ALP----IV---------------T--SGDLARLRRTLAALDRHQATAD--QH---L----PHALRTVDRLATAVRTREFLLSSWP-G-SLPDSERIRRAYVT---A-------A----GR---P--ASA---SDGDELL---RDCVESLCLRV----P---RAK-GS-P-TAPLATFVAALAVEDGLAAGTP-GLTGWARGIGA-GV-ELVD-----
WP_086681649.1 -A-GEFLSPAE-VSESVSKET-GTD----S-RLV---TMDG-LTFQ-PRP-WLTRNAG----H---T-P-GN-------G-G---LLRAVGEEDLRRALEPL-G-EA-V------A--AFP----LA---------------T--ASDLGRLRRTLEALGQHLARPD--QH---I----TYALRTIDRLTDAVRTCEFLSSSWP-G-KPLESDRIRRAYAV---A-------A----RQ---P--APE---SNADELL---RDCVESLCLRV----P---LAK-GS-P-TAPLTDFVAMLAVEDGLGRDTP-QLTTWSRSRGA-VV-ELTDAFA--
WP_128381927.1 DA-QEFLAVDAHLIKELRSRI---R----T-QEPGGFVFDG-APGS-GESLWLAHNVQ--V-----L-R-RS-------A-S---PLGSVACERLHKLLRPL-E-------G------TEG------------------------IHSRERLTDWLDG-LGKEHLGH--PA---V----QRVLEFNRDLGTCAYAVAVL-EETF-G-DALTDDLLRKAAAR---A-------R-FP-LE------VVV---RVPCPSL---RDLVEHAVLDQ-P--A---VVAPAG-Q-RLTLVHFAAALAHLISPEDVLPQQLTAWAAKSGA-AA-ALNSRLKE-
WP_094221795.1 -A-GAMVFADTRLTEELRGRI---V----G-QVVGRFEYDN-DPFA-LDGLWLARNVR--S-A---T-A-GG-------G-G---VVGLVGRQDLEEAVTLW-R-AN-V--R---L--PER----LT------------------LGELDDLHRFAQQ-GRIEGPTD--SR--WQ----ARVIEMVGTLLECARTVTLL-NKVL-A-EVLTSDLLREARQL---S-------G------------LPH--EAEGTELL---RDLVEYAALRA----R---KLH-TP-P-WQAPARLLAALAHLSEADDVIP-RLRPWAQEHGV-VT-AFNDALTE-
WP_100829540.1 -A-GEFLSPAE-VSESVSKET-GTD----S-RLV---IMDG-LTFQ-PRP-WLTRNAR----H---T-A-GN-------G-G---LLRAVGEEDLRRALEPI-G-EA-V------A--AFP----LA---------------T--AGDLGRLRRTLEALGQHLARPD--QH---I----TYALRTIDRLTDAVRTCEFLSSSWP-G-KPLESDRIRRAYAV---A-------A----RQ---P--APE---SNADELL---RDCVESLCLRV----P---LAK-GS-P-TAPLTDFVAMLAVEDGLGRDTP-QLTTWSRNRGA-VV-ELTDAFA--
PKV34493.1 -A-GAMVFADTRLTEELRGRI---V----G-QVVGRFEYDN-DPFA-LDGLWLARNVR--S-A---N-P-GG-------G-G---VVGLVGRQDLEEAVTLW-R-AN-V--R---L--PER----LT------------------LGELDDLHRFAQR-GKIEGPTD--SR--WQ----ARVIEMVGTLLECARTVTLL-NKVL-A-EVLTSDLLREARQL---S-------G------------LPH--EAEGTELL---RDLVEYAALRA----R---KLH-TP-P-WQAPARLLAALAHLSEADDVIP-RLRPWAQEHGV-VT-AFNDALTE-
WP_086757907.1 -G-GEYLYPAA-VLGAVRATVPGQD----A-RLV---EYDG-AQFG-DPP-WLARNGR----H---P-V-HT-------A-P---LLGPIASEELELALAPL-GCSA-L------L--TAP----LA---------------D--AQALERLRHALPE---HCSGSA--AE---L----TWALRVVGGILDGLRTVGLLTTSWP-G-RRPTSQRLRRALSS---A-------A----GRAAAR--PPE---TSGRELL---RDAVEFLRLRA----P---RLH-EA-R-TAALATFVAALAVDDALPEDHG-ELASWAHAVGC-EV-ELSDAFE--
WP_101375879.1 -A-GAMVFADTRLTEELRGRI---V----G-QVVGRFEYDN-DPFA-LDGLWLARNVR--S-A---N-P-GG-------G-G---VVGLVGRQDLEEAVTLW-R-AN-V--R---L--PER----LT------------------LGELDDLHRFAQR-GKIEGPTD--SR--WQ----ARVIEMVGTLLECARTVTLL-NKVL-A-EVLTSDLLREARQL---S-------G------------LPH--EAEGTELL---RDLVEYAALRA----R---KLH-TP-P-WQAPARLLAALAHLSEADDVIP-RLRPWAQEHGV-VT-AFNDALTE-
SOD90334.1 -A-GAMVFADTRLTEELRGRI---V----G-QVVGRFEYDN-DPFA-LDGLWLARNVR--S-A---N-P-GG-------G-G---VVGLVGRQDLEEAVTLW-R-AN-V--R---L--PER----LT------------------LGELDDLHRFAQR-GRIEGPTD--SR--WQ----ARVIEMVGTLLECARTVTLL-NKVL-A-EVLTSDLLREARQL---S-------G------------LPH--EAEGTELL---RDLVEYAALRA----R---KLH-TP-P-WQAPARLLAALAHLSEADDVIP-RLRPWAQEHGV-VT-AFNDALTE-
WP_109915070.1 ---GPHLLVDDALMSGVRAEV---LKQGSG-QSIGRSVFDQ-YDFA-ESPLWLARNAR----A---S-Y-GT-------G-S---EIGPVAVQLLDESTEGW-P-NR-----------PTR---------------W-----T--HASLTAFLSSGGP---DQSPAQ-------K----IRVEEIQAGLQECRKTVQVL-KEHL-P-EAMCTPVLRKATRR---A-------G------------FPA--FLVSDPQP---RDLVEYAVLEG-S--P---YLG-SG---CSSLGRLVAALLVEADTTAPA--ELDDWIGDHRD-LV-SFKDAYKE-
WP_097257654.1 -A-GAMVFADTRLTEELRGRI---V----G-QVVGRFEYDN-DPFA-LDGLWLARNVR--S-A---N-P-GG-------G-G---VVGLVGRQDLEEAVTLW-R-AN-V--R---L--PER----LT------------------LGELDDLHRFAQR-GRIEGPTD--SR--WQ----ARVIEMVGTLLECARTVTLL-NKVL-A-EVLTSDLLREARQL---S-------G------------LPH--EAEGTELL---RDLVEYAALRA----R---KLH-TP-P-WQAPARLLAALAHLSEADDVIP-RLRPWAQEHGV-VT-AFNDALTE-
WP_088577375.1 -A-GTFLSPQD-VQEAVDKEA-GTS----S-QLV---TLNG-FSLD-ARP-WFARNAR----H---R-A--D-------G-A---LLGPLGEEDLRLALDPL-G-DA-A------P--ALP----IV---------------T--SGDLARLRRTLAALDRHPATAD--QH---L----AHALRTVDRLATAVRTREFLLSSWP-V-SLPESERIRRAYVT---A-------A----GR---P--ASA---SDGDELL---RDCVESLCLRV----P---RAK-GS-P-TAPLATFVAALAVEDGLAAGTP-GLTGWARGIGA-GV-ELVD-----
WP_037695275.1 EA-GEFVSVAR-YRAALAADL-----P--S-QDPLSLEYDG-VPTAVEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----G---A--DAT-AC-VE---------------D--LQDLAALRDRAGA----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGMDAAGE-EVLKWAEAHGL-TV-ELTDAVERA
WP_053633443.1 EA-GEFVSVAR-YRAALAADL-----R--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAT-AC-VE---------------D--LQDLA------------GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_030246718.1 -----FVDVAT-AAGALRGRL---P----R-QSVGCGILDS-HPLA-REPLWLARNLRHAGNS---A-L-PR-------T-G---TPGPRARAELSAALSAL-D-----------P--PLD-HSQVP----A----------T--LDDASALLTALAS-----RPAD--PM---T----VRATRAAEGLVMAFRTVELL-SGRL-G-GEVTTAHLRHALGA-V-L-------T-AE-TE------LPR---VRPQPTV---ADAVDHFVYDH----P---LSD-PE-R-LRGLTRFVALLALETGQDPSDP-VVRQWAQAINA-ST-ALNDALAFA
WP_030898481.1 -----FVDVAT-AAGALRGRL---P----R-QSVGCGILDS-HPLA-REPLWLARNLRHAGNS---A-L-PR-------T-G---TPGPRARAELSAALSAL-D-----------P--PLD-HSQVP----A----------T--LDDASALLTALAS-----RPAD--PM---T----VRATRAAEGLVMAFRTVELL-SGRL-G-GEVTTAHLRHALGA-V-L-------T-AE-TE------LPR---VRPQPTV---ADAVDHFVYDH----P---LSD-PE-R-LRGLTRFVALLALETGQDPSDP-VVRQWAQAINA-ST-ALNDALAFA
WP_053706139.1 EA-GEFVSVAR-YRAALAADL-----R--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAT-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_053713047.1 EA-GEFVSVAR-YRAALAADL-----R--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--KAT-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_053679429.1 EA-GEFVSVAR-YRAALAADL-----R--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAT-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_053629373.1 EA-GEFVSVAR-YRAALAADL-----R--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAT-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_030899224.1 EA-GEFVSVAR-YRAALAADL-----P--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAA-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
WP_030821758.1 EA-GEFVSVAR-YRAALAADL-----P--S-QDPLSLEYDG-VPTALEEGLWLAKNSS--R-R---P-V-AI-------A-V---GLGPIGAAQLGDALRSW-P-QG----A---A--EAA-AC-VE---------------D--LQDLAALRERAGT----GHDIG-------A----LRVYEVADALLLVRETELFL-VMWA-G-QQLTSYDVRRAMTE-LNA-------G-SE-GF-RKPLTAPP--ELTAGELL---RHFLEDAALHD----P-HGGSR-RP-Y-ARALARCLVAVAHACGLDAAGD-EVLKWADAHGL-TV-ELTDAVERA
SFF65852.1 -A-GTFLSPED-VQEAVDKEA-GTS----S-QLL---TVIG-LSLD-ARS-WFTRNAR----H---R-A--G-------G-T---LLGPLGEEDLRLALDPL-G-DA-A------P--ALP----VL---------------T--SDDLTRLRRTLAALGRHPATAD--PP---L----AYALRTVDRLATAVRTREFLLSSWP-G-SLPKSERIRRAYVT---A-------V----GR---P--ASA---SDGDELL---RDCVESLCLRV----P---RAK-GS-P-TAPLATFVAALAVEDGLAAETP-GLTGWARGIGA-GV-ELVD-----
WP_093594430.1 -A-GALLGVDE-TLRSLRGAV---A----G-QDVTGFLHDG-DHFA-REPVWISRNAHH---R---E-V-AP-------G-G---LRGPLADEELAAAFGAL-A-----------GHGSVP--A-LP----F----------D--VKSCLASLAELKG-----QVPS--AA---R----DRAVVAVDCLLTALRTVEFL-RGWL-G-ADLTTAGLRHALRL-L-L-------A-SE-ER-----TL-T---TVPDTTD---VGILDQLTFDF----P---MSK-GS-C-RPSVAEFVVRLAHTAGRDLAAP-ELHRWAHAIHA-QQ-EVNDAVAR-
WP_065917438.1 FD-EAARTGLTQLTDTVMGAL---T-QV---VDVAFFHLQD-TPYK---SYQLPPRPA--H-A---T-D-AD-------E-V---VLGDAAVEAITELAARL-E-PA--------P--AVP----LR---------W-----N--ATGLQSMLATVPR----------------T----SELGVLVAGLVQVLGAARFA-RSWM-P-HALTSRRLRAALIE-T-----------FR-GR------LPA-----PGSGD---TDYLAHVFLHR----P---VTQ-TD-W-QTELVRYVVAVARGAGLDLRDI-MLRDWAISVIG-TV-RTNEVLEEA
WP_086663633.1 FD-DAVVKARSRLTGAASGAL---T-QV---VDVTLLLLNNKSPYR---PYAVTAQSA--S-S---V-D-AA-------D-V---VLGNTALEVVKTYLARL-D-NP--------P--PEP----PR---------W-----N--ADGLHTMLTAVGG----------------G----SALGVVLEGLGKALEAAAFA-VNWM-P-HELTTERLRAAMME-I-----------LP-GK---P--LPD-----AAAVE---TDYFSHVFLHR----A---PRG-DR-W-EAALVDYLAAVALGGGLDVRHP-RFRGWAASVLT-VV-GANDAIKAA
WP_110635980.1 -A-GPLVYPDARLTEELRGRV---V----G-QVVGRFEYDS-DPYA-ADGLWLARNAL--P-A---P-G-AG-------G-G---AVGAAGRADLEEAVTLW-R-AG-T--R---L--PAR----LT------------------RSALDELHTFARL-ADVTEGAD--PL--WQ----DRVTDVLATLLGCCDLVALL-NTVF-A-EVLNSGLLRTARQL---A-------G------------LPP--SAEGPDLL---RDLVEYAALRA----T---KVD-ES-P-WKAPARLVAALALLAPRGEVDA-RLREWARRHGV-VT-EFNDALTE-
EDY64238.1 -A-GRKLTLAD-LGHALRREL---V----G-QNITAFDYAG---AA-SEPLWIARNASA---R---M-A-LL-------G-G---LTGPLAHEELTESLGRV-D-----------P--PVP----VP----TPGA-------S--LQSVLQCRKDVLG-----RAPS--EE---R----DRAVRALDGAIIAIHTVTFI-RGWI-G-GKLTTEAMRHALHT-M-L-------A-AD-RR------VPG---ASVSITD---VGIIDELAFNH----P---ESE-TD-G-LRSIARFVALLGQACGMSLDDP-ALEDWGQRIEA-PA-LVNDARRHA
WP_054288242.1 ---AELLFTND-LIPPLRASL---T----R-QKPAQFVFGG-EN---AGLLWLARNRT--H-A---S-S-AI-------L-G---SIGRLGRTELESALDAW-D-PG--------Y--PRP----AG---------W-----S--TASLGELRAVAAL----STDFP-------A----KHVVRVVDAITLALSAADLI-RTGF-G-E-VSTRTLRCAAQR----------------AR-V----FTQ--RLSGSALV---VELLEQAALRV----A---TVG-GN-P-WQPLVELVTALAIETGTPACET-RLREWAQSRGL-VA-ELNDAYTA-
WP_050791573.1 -A-GRKLTLAD-LGHALRREL---V----G-QNITAFDYAG---AA-SEPLWIARNASA---R---M-A-LL-------G-G---LTGPLAHEELTESLGRV-D-----------P--PVP----VP----TPGA-------S--LQSVLQCRKDVLG-----RAPS--EE---R----DRAVRALDGAIIAIHTVTFI-RGWI-G-GKLTTEAMRHALHT-M-L-------A-AD-RR------VPG---ASVSITD---VGIIDELAFNH----P---ESE-TD-G-LRSIARFVALLGQACGMSLDDP-ALEDWGQRIEA-PA-LVNDARRHA
WP_100824571.1 DV-DEFVPLRR-YRSALTEKL-----V--Q-QESAALEYDG-SLSAAEEGLWLAVNAG--H-L---V-Q-RS-------S-V---QLSDVGEEDLREALRTW-P-EA----A---V--APR-T---D---------------G--QLDLEDLRDRAAR----SGTLG-------G----VRVAEVAHALVQAGRTEAFL-VGWA-G-KALSTFTMTRAMKQ-LNK-------R-RR-VG-THPLRPPA--ELQGDDLL---RYFLQHEALRG----T-SMDGR-TT-C-DLSLARCLVAIAEVCMMDLTDP-ALDEWAAKNGT-IV-ALNDACDE-
WP_107065023.1 -A-GEFVTVGH-YRAALAEDL-----P--V-QDPLTMEYCG-VPRTADERLWLAMNVQ--R-R---A-V-RV-------A-E---GLGTIGASDLSAALRSWRP-QD----D---T--DGT-PY-GM---------------D--QTDLTALRDRAAL----SPDLG-------A----MRVREVTDALLLVRETELFL-VAWA-G-KVLTSYAVRRAMTE-LNA-------G-SL-GL-REPMTAAP--DLSVSELL---RHFLEHAALLH----PGRDGRR-HT-S-ARELLRCLVTVAQVCGLDPSGE-DVRKWADAHGL-TL-DLTDALDWA
PKB34129.1 DV-DEFVPLRR-YRSALTEKL-----V--Q-QESAALEYDG-SLSAAEEGLWLAVNAG--H-L---V-Q-RS-------S-V---QLSDVGEEDLREALRTW-P-EA----A---V--APR-T---D---------------G--QLDLEDLRDRAAR----SGTLG-------G----VRVAEVAHALVQAGRTEAFL-VGWA-G-KALSTFTMTRAMKQ-LNK-------R-RR-VG-THPLRPPA--ELQGDDLL---RYFLQHEALRG----T-SMDGR-TT-C-DLSLARCLVAIAEVCMMDLTDP-ALDEWAAKNGT-IV-ALNDACDE-
WP_061264355.1 ---GDVLSAQQ-LMGELTKRI-----P--S-QRITANQFSG-DY---PDNLWVSRNRL--M-A---V-H-RP-------R-G---VVGSIALKSIRDALGKE-G----L--D------DQR----IN-EV-AAG--------Q--LDALDGLAASLPN-----GSAA-------K----TRAEQLARKLHIALSTVRFL-RAQL-G-PALSTVRLRRALAS-V-H-------R-LS-GI---P--LPT--MVERLEDE---VDFTEHIVFGM----A---GPR-RS-S-RLQIVRFVAVLASEIGFSLDEP-AYIHWALDIGA-TV-ETNDVVAE-
WP_093606236.1 FD-DSVTRGLSQLTGVVKGAL---T-QV---VDVGLFLMHERSRYR---PYEVTAHEV--S-S---A-D-AA-------E-V---VLGEAAITVVRAYLARL-D-AP--------P--PEP----ER---------W-----N--VSGLGTMLAAAGQ----------------V----SELGVVLRGLCEVLKAGAFV-KSWM-P-HHLTSQRLGAAMIT-T-----------FP-GK---P--GPV-----NAITV---TDYLAHVFLHR----T---PGN-DS-W-KTAMVDYIATVALNAGLDVLHP-RFYAWAVGLLD-EV-RANDTLQAA
GAT03820.1 ---GDVLSAQQ-LMGELTKRI-----P--S-QRITANQFSG-DY---PDNLWVSRNRL--M-A---V-H-RP-------R-G---VVGSIALKSIRDALGKE-G----L--D------DQR----IN-EV-AAG--------Q--LDALDGLAASLPN-----GSAA-------K----TRAEQLARKLHIALSTVRFL-RAQL-G-PALSTVRLRRALAS-V-H-------R-LS-GI---P--LPT--MVERLEDE---VDFTEHIVFGM----A---GPR-RS-S-RLQIVRFVAVLASEIGFSLDEP-AYIHWALDIGA-TV-ETNDVVAE-
OBG53703.1 ---GDVLSAQQ-LMGELTKRI-----P--S-QRITANQFSG-DY---PDNLWVSRNRL--M-A---V-N-RP-------R-G---VVGSIALKSIRDALGKV-G----L--D------DQR----IN-DV-AAG--------Q--LDALDGLAASLPN-----GSAA-------R----TRAEQLARKLHIACSTVRFL-RAQL-S-PALSTVRLRRALAS-V-H-------R-LS-GI---P--LPT--MVERLEDE---VDFTEHIVFGM----A---GPR-RS-S-RLQIVRFVAVLASEIGFSLDEP-AYIHWALDIGA-TV-ETNDVVAE-
WP_091250860.1 -----TLGVDA-ILPELRIRA-----RW---QSIVFHRYDG-Q----AEDLWLSRNPR----V---A---PV-------S-S---RYGSFGFGQYQRAMRAA-------------L--PQL-HA-LP-PV---------------AEALDLLLDAPES-----------PQ---R----SRAESVVRDLYSVLRTCELLRSSLL-R-DAVTHEALRRASPV-I----------------------LPP-EFFAPGAFT-E-AEVAAYLALN-----P---QVG-QS-G-PAQLVRFILTLAEQAGRDLQAP-ELRRWVDELGL-LA-YANEVIAE-
WP_064912401.1 ---GDVLSAQQ-LMGELTKRI-----P--S-QRITANQFSG-DY---PDNLWVSRNRL--M-A---V-N-RP-------R-G---VVGSIALKSIRDALGKV-G----L--D------DQR----IN-DV-AAG--------Q--LDALDGLAASLPN-----GSAA-------R----TRAEQLARKLHIACSTVRFL-RAQL-S-PALSTVRLRRALAS-V-H-------R-LS-GI---P--LPT--MVERLEDE---VDFTEHIVFGM----A---GPR-RS-S-RLQIVRFVAVLASEIGFSLDEP-AYIHWALDIGA-TV-ETNDVVAE-
WP_067443112.1 -A-GEFLSADV-VCVAVNAAV-HTA----A-RFV---VADG-APVG-PRP-WLARNTR----H---R-T-GG-------G-S---LLGPLGEEELRWALEPL-G-ET-A------P--PGP----WV---------------T--VADLERIRQTLRGP----AAHP--HA---L----AYATRVLDRLSDTVRTTDLL-RTWP-G-APLTSDRLRGAFRA---A-------A----GR---A--APR---TSGGELL---RDCVEFLRLRA----P---RTG-TG-S-MAPLAAFVAALATEDGLDCTTP-RLSGWATALDA-GV-ELNDAFAA-
WP_051572813.1 ---GPTLRAAT-LKLALGESL---L----K-QNTSVLELDG-SPDA-TEELWITVNAR----R---P-D-RL-------G-GRTGRTGPLGEHDLSEAMAAE-------------L--PGH-SH-PP-GG------W-----T--RTALEELHDTAAG-----------PVG--A----LWVEDVAGALIRAADTVTAV-EDWA-E-GELTLTGLRKALRE-L-SRLRPPGAG-PE-DE-RSA--PPD--GLSTSELL---RYLVEYAVLRL----A---RVG-SG---ANPLARAVAAVGIHCGLDTSDP-RIQAWARRTGC-AA-ELRQAHEA-
WP_125500720.1 DA-GKFLKVDDHLMKRLREQI---S----G-QLPGRYEFDR-AARY-GEEIWLARNRA--V-S---A-V------------H---DLGPISIKVINDAARRH-E-------S------GLR------------------------FQTEEEFVAWTEE-HLDTTPAALPYT---A----RRLLEVRDELEVGRKTLNVM-DRIF-G-PSLTEDDLRLAGML---S-------G-LP-LD------LLS---GDNPVDL---RLLVEYCTHYG-R--S---A---TG-E-YRALAHLAAALTHVTRQFDTPPEDLAAWAHNLRL-NP-AFNSRLHE-
WP_035869401.1 ---GEFLPVGT-LAPLVRDAT------D-R-QLAADFAYNG-T----GGVLWLARNRR----H---D-R-AP-------A-G---RAGTLGAETLAAALRRW-P-AA--------P--PGP----PP---------H-----T--RDGLTALAEQAES-----------AQ---A----WGVQEAADGILAAMDAAAVL-TELA-G-ASLTTAQLRSLVAE-F-N--RQWL-G-LR-PG-PVQ--PPE--GLGDRALL---QYLLEDAVLRV----P----VG-AS-R-HGALAWYLVAAAHACGRDPQDR-LIRDWAREADA-EI-ALNDA-AK-
WP_015620663.1 ------LRPES-LLAELRRQS---T----S-PLPVHHRHDG-DGSA-EEPLWLAHNLR--------A--------------G---PVASPAPPLLREALVRA-G-LS-A--R---L--PLR----LD------------------VAELRDIEKQVTG----TGQAA------------EQARAVIANLLTAHETAAFL-NRTM-P-DVLNTGAFERALHL---A--RIVD-D----EE------IPT---SDEYALL-------HHIATRH----P---MTD-SD-G-RPQVARFVAALVAGRHEADTAA--AETWATSTGA-RT-AFNNAVIE-
WP_097936342.1 -A-GEFLSPAE-VRDVVNRAT-DTD----S-RLV---TMDG-LAYQ-PEP-WLARNAQ----H---T-A-RA-------G-G---LLRAVGAADLRRALEPF-G-EA-V------T--SLP----IT---------------T--VNDLGRLRGTLDALDQHAATTR--QY---I----GYAQRVLDRLMDAVRTCEFLSSDWP-G-KPLESDRIRRAYAV---A-------A----RR---P--APE---SEADELL---RDCIESLCLRV----P---LAK-GS-P-TAPLTDFVATLAVVDGLGRETP-RLAAWARGRGA-AV-EL-------
WP_079663894.1 -A-GEFLSAQE-VRDAVNAVT-GTG----A-QAL---VQEG-DLFG-QRP-WIARNAR----H---A-A-HG-------G-T---LLGPLGAEELRWALEPL-G-EA-V------P--PSP----PD---------------A--AEDLTRLRETLSELSRDGTADA--CD---V----TSALHVVGGLSDALRTTALL-RRWP-G-APLTSPRLRRAFSA---A-------A----GS---TVRAPL---TDGGELL---RDCVESLRLRV----A---GVR-GN-R-RAPLAAFVAALAAEDQLSSATP-ELAAWADAVDA-VL-ELNDAFAE-
WP_099937852.1 -A-GEFLSAQE-VRDAVNAVT-GTG----A-QAL---VQEG-DLFG-QRP-WIARNAR----H---A-A-HG-------G-T---LLGPLGAEELRWALEPL-G-EA-V------P--PSP----PD---------------A--AEDLTRLRETLSELSRDGTADA--CD---V----TSALHVVGGLSDALRTTALL-RRWP-G-APLTSPRLRRAFSA---A-------A----GS---TVRAPL---TDGGELL---RDCVESLRLRV----A---GVR-GN-R-RAPLAAFVAALAAEDQLSAATP-ELAAWADAVDA-VL-ELNDAFAE-
WP_051778602.1 -DGGEYLGVGD-LHAAADGEL-----VR-E-QAPKAIDYHG-DTDA-GRSVWLGRNRR--H-HRHAE-R-TA-------G-A---CAGPYAAAALADALRGW-P-GA--------P--AGP----VP---------R-----T--RQALADLAEQAGR-----------AG---TVPADW-VADTVAGILAAADTAAAV-LDVT-G-TALTTRHLHRIGHA-F-N--RQWI-D-RL-AE-PVR--PPA--GLGDRALL---QHLLEHAALRA----P-----A-TA-P-HAMLAWYLVAVAHLCDQDPRHE-RILRWARDHDA-EL-ALNDAADR-
WP_029383959.1 -V-GGHMQGNA-LGDGSRVTY---I----GRQTVVQVLRDG-SSVA-------APDVR--R-A---M---GR-------D-D---VAGAVGSDELREALADW-R-PG-I--A---V--PAA----VS------------------FALLVRWQRELVA-EERPSAAA--DR----------MACAVAGLMECAVTAEFL-AGLL-P-GALTSERLSAAARL---A-------G------------LPP--GVLGADPL---RDLLEYAVFEA----Q---PLT-AA-P-GAALARVVAALVCLARADRADT-RLTEWAGARGL-LV-QLNDAIDE-
WP_048573412.1 -V-GGHMQGNA-LGDGSRVTY---I----GRQTVVQVLRDG-SSVA-------APDVR--R-A---M---GR-------D-D---VAGAVGSDELREALADW-R-PG-T--A---V--PAA----VS------------------FALLVRWQRELVA-EERPSAAA--DR----------MACAVAGLMECAVTAEFL-AGLL-P-GALTSERLSAAARL---A-------G------------LPP--GVLGADPL---RDLLEYAVFEA----Q---PLT-AA-P-GAALARVVAALVCLARADRADT-RLTEWAGARGL-LV-QLNDAIDE-
WP_030395461.1 ----EFLSFDA-VREAVAGAV-----AE-K-QTVAGFTYNG-D----GDTLWLARNRQ--W-P---P-R-QQ-------A-A---SPSGFGAADLAAALAEW-P-DA--------P--PGP----PP---------R-----D--LRALSALADRAAA-----------AG---A----WRVQETAEAVIASMQAVALL-VDVA-G-PALTSPVLRRLAAG-F-N--RRWA-G-VI-PE-PVR--PPS--ALTGRALL---QYLLEHAALRA----S-GAAGG-AS-V-YAAVAWYLVAGAHACGADPQDP-RIRDWARRTGA-EI-ALNDALA--
WP_100584393.1 ---GELLRVGT-LAPHIRDAL------D-R-QLAADFSYNG-T----DGGLWLARNRR----S---A-R-PP-------G-G---RAGTLGTEILAAALRTW-P-QA--------P--PGP----PP---------H-----T--RDGLAALADRAAA-----------AE---V----WSVHDAADDLLAAMDAADVL-VELA-G-ASLTTDQLRVLAAE-F-N--RQWI-G-DR-PG-RVE--PPE--GLGDRALL---QYLLEDAVVLT----P----AT-AS-R-HGALAWYLVAAAHACGRDPRDA-LISDWARGNEA-EI-ALNDALAR-
EFC84335.1 ------------RQQNTGSQR-P-A-PA-G-GRASTGSLER-AP---APASW----------A-L-P--------------A---TLDGWALTELEAALSPL-H-AT--------V--RTP----VV---------W-----D--DEALSALKADMDS-----RLPS--LE---T----SYVAWVAENLTFALRTTTFL-RQWI-P-G-LTTTALRRALNA---T----LT-G-VA-GT--ER--MPV---AQTTRAL----DYVAWVALRY----P-D-AAG-PT-C-QRTLVDFVIRLACETGSDPWSG-AFTEWAVSMED-WN-EVNER----
WP_063745298.1 ------------RQQNTGSQR-P-A-PA-G-GRASTGSLER-AP---APASW----------A-L-P--------------A---TLDGWALTELEAALSPL-H-AT--------V--RTP----VV---------W-----D--DEALSALKADMDS-----RLPS--LE---T----SYVAWVAENLTFALRTTTFL-RQWI-P-G-LTTTALRRALNA---T----LT-G-VA-GT--ER--MPV---AQTTRAL----DYVAWVALRY----P-D-AAG-PT-C-QRTLVDFVIRLACETGSDPWSG-AFTEWAVSMED-WN-EVNER----
WP_044382454.1 -V-GGHMQGNA-LGDGSSVTY---I----GRQTVVQVLRDG-SSVA-------APDVR--R-A---M---GR-------D-N---VAGAVGSDELREALADW-R-PG-T--A---V--PAA----VS------------------FTQLVRWQRELDA-EKRPCAAA--DR----------MACAVAGLMECAVTAEFL-AALL-P-GALTSERLSAAARL---A-------G------------LPP--GVLGADPL---RDLLEYAVFEA----Q---PLT-AA-P-GAALARVVAALVCLARADRADA-RLTEWAGARSL-WV-QLNDAIDE-
WP_053736429.1 -F-EAAVTAGE---DAIRRGD---V-L--N-VVDVSFCHKN------GHTPYLTTSGL--Q-V---T-S------------E-L-ALGPVAVHHLRSRMARV-N----V--V---E--PSQ---------------W-----H--CQALRAVET---------------TD--------RRLREELANLERALSAAEFA-KEWL-G-NELTSRRLRSVLWL-R-S-------R-VE---------MPT-----EQVMA-W-QDYFAHVALNH----P---STE-TS---GCAMVGYVLALGLDVGRRSDDT-AFSAWAESVLD-AA-VVNDV----
WP_043465553.1 ----EFLSFDA-VREAVAGAV-----AE-K-QTVAGFTYNG-D----GHTLWLARNRQ--W-P---P-R-QQ-------A-A---SPSGFGAADLAAALAEW-P-DA--------P--PGP----PP---------R-----D--LRALSALADRAAA-----------AG---A----WRVQETAEAVIASMQSVALL-VDVA-G-PALTSPVLRRLAAG-F-N--RRWA-G-VI-PE-PVR--PPS--ALTGRALL---QYLLEHAALRA----S-GAAGG-AS-V-YAAVAWYLVAGAHACGADPQDP-RIRDWARRTGA-EI-ALNDALA--
WP_091294871.1 -----------------RAVE--------G-ADVVDIAHQD-D----SEAFWLARNRGYSL-G-Y-Q-L-GR-------A-P-S-VVGRPGRAELAVALKDR---FD----G-------------VD---------Y-----T--PERLYELWQKLGR-----EPRT--PA---V----LRATHVLDTLLVAARTSSLL-HRVL-T-GALSTSRLRRAAPV-----------A------------------VADGEDV---ADVVERVALEH----P---AVE-GS-C-RAQLARFVVKLAAFDN-RLDDP-QLLEWAQAVSA-VK-AFKEAEKA-
WP_059142187.1 ---FDVAVAEG-LDRVKGSKV----------TDIVDIAFQY-RHRT-QRPNCIPEQSL--S-Q---P-A-AAAAPETVPG-L---WLSDIGRDGLAAALRDS---VA----A---I--PES----DA-YR-AWPR-W-----S--RPDIAQLLDMLSR-----APQC--LE---R----DRLVWLAQGLDLALDAGEFI-TAWM-P-RAATEKALRRALLA---C----TN-G-LG-DM------TPQ--------GL---SQHLDAVILRR----P---ACD-AD-G-RMALLSFILRLAAEAGIDTEDQ-AFTNWCRDNGY-DI----------
WP_092782660.1 ------------VDPALAATI--------G----ATLTGDP-VPLV-PNRVWVPH-------L---L------------G-E---VIGPLGRATVDRLLHAW-G-------E---F--PVP----PV---------W-----T--RERFDELRAAAES---APDTLG-------T----RRILHTHSALFYAVRAAECA-REL-----DLSTDAIRAAATA---V-------G------------VTG--DGSGSGLL---VRVLEDAALNG--------SAR-GK-P-KAAVARLLVALAKAVGADGEHP-ALRTWAADAHA-EP-ELRDAVTE-
WP_026423708.1 --------------------------------------FTG-LPVA------LGPNPA--W-T---A---EI---------D---LLGPVGRSTLDKAVQGW-D-QH--------Y--PIP----SA---------W-----T--QERLTTLRAAAER----SRDLI--PA--------RRVIKLCNQLDVAVSAVEYL-REHF-G-ADLSTEAMRLAGAK---V-------G-LT-RA------LSF----NGTQLL---RSATEEAALAA--------AVG-ES-P-EVPVTRFLVALARELGISPR---ALDSWASQHNA-EP-EL-------
RLK61723.1 -------------DPALAATI--------G----ATLTGDP-VPLV-PNRVWVPH-------L---L------------G-E---VIGPLGRATVDRLLHAW-G-------E---F--PVP----PV---------W-----T--RERFDELRAAVES---AQDTLG-------T----RRILHTHSALFYAVRAAECA-REL-----DLSTDAIRAAATA---V-------G------------LTG--DGSGSGLL---VRVLEDAALNG--------SAR-GK-P-KAAVARLLVALAKAVGAGGEHP-ALRTWAADAHA-EP-ELRDAASE-
WP_121390324.1 -------------DPALAATI--------G----ATLTGDP-VPLV-PNRVWVPH-------L---L------------G-E---VIGPLGRATVDRLLHAW-G-------E---F--PVP----PV---------W-----T--RERFDELRAAVES---AQDTLG-------T----RRILHTHSALFYAVRAAECA-REL-----DLSTDAIRAAATA---V-------G------------LTG--DGSGSGLL---VRVLEDAALNG--------SAR-GK-P-KAAVARLLVALAKAVGAGGEHP-ALRTWAADAHA-EP-ELRDAASE-
AYV25574.1 -----------------------------------------------------------------------------------------------------------------------------------DRPY-W-----T--REDLARLLTDLAP-----APAG--PE---G----IRLRDVARGLALAMDAHAFI-AAWM-P-QAADPAALRRVLLD---C----VA-D-SA-RV------RPH--------GL---AEHLDAVVLYR----P---AAD-PD-S-RPALLRFVVHLAAAAGVDTADP-AFHDWCRAGGY-DI-A--------
WP_123075253.1 -----------------------------------------------------------------------------------------------------------------------------------DRPY-W-----T--REDLARLLTDLAP-----APAG--PE---G----IRLRDVARGLALAMDAHAFI-AAWM-P-QAADPAALRRVLLD---C----VA-D-SA-RV------RPH--------GL---AEHLDAVVLYR----P---AAD-PD-S-RPALLRFVVHLAAAAGVDTADP-AFHDWCRAGGY-DI-A--------
WP_125824412.1 -------------------------------------------------------------------------------P-E---RPSALGEQALDTALRRA---AA----V---H--PAL----AA-GL-DAAR-H-----S--PAALVRVLDAAGT-----APAT--PE---A----LRLREVAAALALALDAHAFI-AAWM-P-QAAHPAALRRALLD---C----VA-D-TP-GL------RPS--------GL---AEHLDAAVLHR----P---VDD-PD-G-RATLLRFVVRLAATAGLDTGEA-AFTDWCRRAG--------------
WP_054236612.1 -A-GPFLYPGQPLRSVLQHRI---T----D-QTIVHEGGAG-GLVA-DEVLWLARNPR--S-R---P--------------A---DFGEYATRALDRAYRGA-------------F--PGR-----------------N---R--PDSLTEILDQVRA-EPPVEELG--RW---S-RQ-RQLKEMAEALKKSQQVLNLV-TQEI-G-DTLTEENVQAAAVL---A-------G-FP-GE-MV---WPV-----SSPRL---RDAVEYAALER-HG-P-------SG-E-FVLLARFLAALAHVHGRTALPP-AWGEWLHGCGV-RE-TAN------
KPH99461.1 -A-GPFLYPGQPLRSVLQHRI---T----D-QTIVHEGGAG-GLVA-DEVLWLARNPR--S-R---P--------------A---DFGEYATRALDRAYRGA-------------F--PGR-----------------N---R--PDSLTEILDQVRA-EPPVEELG--RW---S-RQ-RQLKEMAEALKKSQQVLNLV-TQEI-G-DTLTEENVQAAAVL---A-------G-FP-GE-MV---WPV-----SSPRL---RDAVEYAALER-HG-P-------SG-E-FVLLARFLAALAHVHGRTALPP-AWGEWLHGCGV-RE-TAN------
WP_020513974.1 -------------------------------------------------SIWHARLRE----A---D-G----------R-E-V-DARSRARGWAEEQFAAL-G----V--A---P--PAA---------------W-----T--AQALVGHRDLVAG-SAELAAED-------R----EFLAGVLDTLVLALSAESLA-HALI-KKTAFTEDALRSALRT---A-------T----RR-FDV--PPL---TRQFDLF---HDAATRRGRTY----P-------VT-P-GEAMVRFVARLAYACGANPEDR-ALYDWADARNL-QA----------
WP_054289255.1 ---------------------------------------------------WHTRTRE----L---T-T----------D-S-V-DERSRARQQAVEVLGRH-G----I--A---L--PPA---------------W-----T--GKALEAHGIVVAG-TRGLDEYE-------R----AFLGEVIGSLRLALSAQKLA-LTLI-ARTSFTEPALRSA-RR---A-------V----TK-FDD--SPI---NRQFDLF---HDIARKRAFQS----A-------TS-P-VEALIRFIARLAYECGTDPHDS-RMYDWAASHGV-ESHEVNRILTE-
WP_045876717.1 --------------------------------------------------------------R---P-V------LRV---P---ALGPIGIAHLTQALSSL-P-RS-V--D---P--PSR---------------H-----D--EAGLATLRARVTR-----LPSS--DA---R----LWVLAAIDALADALAATVLL-RRCLAG-RTLYHEDYSRALFE---A--L----P-AL-DT------APA--HPAGPHDD---IDYVTQSVLFR----P---DHA-PD-H-HRALVTFALSLCLNAGVDIEV--DLTTWAVELVG-EP-SFN------
WP_069993013.1 -A-GSAIYVDQTLCEALRERI---S----G-QAVGRADYDN-DPYA-SEGLWLARNTY----R----------------------IMGAAGY-----YLPVL-P--------------DLP---------------------D--LPERRDLQPAVQV-------------------F-PGAGYATNPYQQAAERAAIE--------QHMSARRHEQALRS-L-----------------------------------------------------------------------------------------------------------------
WP_019354863.1 -A-GSAIYVDQTLCEALRERI---S----G-QAVGRADYDN-DPYA-SEGLWLARNTY----R----------------------IMGAAGY-----YLPVL-P--------------DLP---------------------D--LPERRDLQPAVQV-------------------F-PGAGYATNPYQQAAERAEIE--------QHMSARRHEQALRS-L-----------------------------------------------------------------------------------------------------------------
WP_027760800.1 -A-GSAIYVDQTLCEALRERI---S----G-QAVGRADYDN-DPYA-SEGLWLARNTY----R----------------------IMGAAGY-----YLPVL-P--------------DLP---------------------D--LPERRDLQPAVQV-------------------F-PGAGYATNPYQQAAERATIE--------QHMSARRHEQALRS-L-----------------------------------------------------------------------------------------------------------------

================================

VMAP-M3
ALIGN ---------------------------HHHHHHHHHHHHHHH---------HHHHHHHHHH------------HH------------------HHHHHHHHHHHHHHHHHH------HHHH---HHHHHH---------------HHHHHHHHHHHHHHHH-------HHH----HHH-----------------HEHHEEEEH---HHHHHHH-------
HMM ------EEEE------HHHHHHHHHHHHHHHHHHHHHHHHHHH--HHHHHHHHHHHHHHHH--------------EEEEE-----------HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-----------HHHEEEEEEE------HH-----HHHHHHHHHHHHHHHH------EEEEE--HHHHHHHHHHHHHHHHH----------
FREQ -------EEEE-------------HHHHHHH--HHHH--H-------HHHHHHHHHHHHHH----------HHHHHHHH---------------HHHHHHHHHH-----HHHHHHHHHHHHHHHHHHHHHH------HHHH-----EEE-----------E---HHEHHEEEEE------HHHHH-EEEEEE-----H--HHHHHHHHHHHHH--------
PSSM ---HHHHHH----------H--HHHHHHHHHHHHHHHHHHHH----------HHHHHHHHH----------HHHHHHH----------------EEEEEEEEEE------HHHHHHHHHHHHH----EEEE--------------HHEEE----------------EEEEEEEE----HHHHHHHHHHHHHH--------HHHHHHHHHH-----------
FINAL -----HHHEEE-----------HHHHHHHHHHHHHHHHHHHH------HHHHHHHHHHHHH----------HHHHHHHH---------------HHHHHHHHHH-----HHHHHHHHHHHHHHHHHHHHHH---------------EEEEE--------------HHHEEEEEE------HHHHHHHEEEEE----HHHHHHHHHHHHHHHH---------
WP_049559601.1 CPQTQEKLISESIFPPIPELNSIPEKLNSEHLDNLLQNHWERL-NNTEKNNLENAIQAAFQLCDPAQDWIEGDRLDKFINLSQVSYPGWSEIDGLTQFAVFLATFSDNLSSELFDEIKVFVESRQIQAAFQLCDPAQDWIEGDRLDKFINLSQVSYPGWSEIDGLTQFAVFLATFSDNLSSELFDEIKVFVESRQTKLNFNNLLIKAIREKSERNISPKNT--
WP_046277463.1 CPQTQEKLISESIFPPIPELNSIPEKLNSEHLDNLLQNHWERL-NNTEKNNLENAIQAAFQLCDPAQDWIEGDRLDKFINLSQVSYPGWSEIDGLTQFAVFLATFSDNLSSELFDEIKVFVESRQTKLNF----------------------------------------------------------------------NNLLIKAIREKSERNISPKNT--
WP_009786359.1 CPQSQENLISESIFPPTAELNLIPEKLNLEHLDKLLQDHLERL-NNNEQNNLENAIKAAFQLCDPAQDWIEGDRLDKFINLSQVSYPGWSEIDGLTQFAVFLATFSDNLTRELFDNIKTFVEFRNPKQNF----------------------------------------------------------------------NKLLIKAIREKSERNISPKNT--
WP_075598586.1 ---------------PTKELQPVLKQIEAFHLHDVLMQSLAACGSDDEKHRLEIAINAALRHCNPNGGDLSPQKQLRDLSTDRAPTPGWESEGRLVHFAMVLARMDDT-PLHAYENLKTWIE-KQCRLDF----------------------------------------------------------------------PRLLDRATIEMKQQKVPFINECQ

================================

VMAP-M4
ALIGN -----------HHHHH--H---HHHHHHHHH------------------H-HHHHHHHHH------------HHHHHHHH----HH-H----HHHHHHHH------HHHHHHHHHHHHH-HHHH----
HMM ---------HHHHHH-------HHHHHHHHHE-------H---HHH----HHHHHHHHH-----------HHHHHHHHHH----HH-H---HHHHHHHHHHHHH-HHHHHHHHHHHHHH-HHH-----
FREQ ---------HHHHHHH-----HHHHHHHHHH-------------------HHHHHHHHH-------------HHHHHHHH----HH-H---HHHHHHHHHH-HHHHHHHHHHHHHHHHH-HHHHHH--
PSSM ---------HHHHH--------HHHHHHHHHH------------------HHHHHHHHH------------HHHHHHHHH----H------HHHHHHHH------HHHHHHHHHHHHHH-HH------
FINAL ---------HHHHHH------HHHHHHHHHH-------------------HHHHHHHHH------------HHHHHHHHH----HH-H---HHHHHHHHHH--HHHHHHHHHHHHHHHH-HHHH----
WP_124543035.1 --------LLKLVNKV--SPAPALLYRLYLRS-L-----PDASRSI-GHVAIEKWLRDLEDKRPREDNFPSPLVEFGERL----AR-EAKSAEIASWVDTATRDNASARQALRSALDAE-AQGQRPRA-
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WP_114950516.1 ILTPLAASLLVLLKKM--AVGNARLHRIYVRS-L-----PNPMREL-GNVSIERWLEDLVDSRRRTESFPSPLIEFAERL----AR-ELKDEKLKNWVCDATCDALNERASLYNALEAE-ALANLPKA-
WP_107142264.1 ------------VDQV--ALGNSTLYRLYVQS-L-----PQAADAQDASVSPAAALRHLSELHPRKPGAPSPLAEFMVRL----AA-ECANTKVDDWINQNVTPQ--ARTQLEQVLAKE-GAAD-----
WP_100179618.1 ---QIADDLTELVMAL--GVSRSTLERHFLAT---ARA-MKNDRLL-LAQGISGMIRELNGVGERVPRATYAIVQFVLRLCGDPSN-AKHKSALKDWLSLHATEAVIS---------------------
WP_093391206.1 ---PRLDDALAAIQQV--AITDAQVYRLYVRS-L-----TLSADAVTPPVGLAVVLKLLHDLNPSRPGGPDPMSEFMMRA----GR-EFPDAAIQAWIHKHLTPQF--RAQIDATLDKE-A--------
WP_093036291.1 -GSALFGSVWSSLCAI--PVPDSFYRLHFRRT-VSSLGRPDLDHAQ-GLSGMLRELTSLCDTAGTTQA-PYGLLEFLLRL----SSDARLAEAVEAWLNEHAAAQGNA---------------------
WP_092797644.1 ------ADLLALVRTHIPDVTLARYERLYLRS-L-----PNPTRAV-QQGGAEDWLRHLHDVPVADTHRPPPLAEFAIRL----AK-ETGATVLEDWAASA----------------------------
WP_076913892.1 ---ALFESAWNLLRGL---DAHAFFRRHYERT-V-----ADLGVPA-RAHDLTSALQDLCEMRDDKGAVPHGLMQFMMRL----ATVPALSAPIKNWLDIEAKDQPHSRQEIADKLARE-GLQRLLLVE
WP_064832779.1 ILTPLAASLLVLLKKM--AVGNARLHRIYVRS-L-----PNPMREL-GNVSIERWLEDLVDSRRRTESFPSPLIEFAERL----AR-ELKDEKLKNWVCDATCDALNERASLYNALEAE-ALANLPKA-
WP_048244481.1 -LSSLARDLLSVTAGL--RLNPKSTQRAYLRS-L-----PSSGRSV-TGTDLQAYIKDLDDTRPEFDDAAPPLIEFAKRL----AD-ICNKPELAQWARANAPDG--TYMLLEGKLDAELRVAQRPHA-
WP_045051688.1 AGLAYLDSATNLLRRL--DVTDTEVRFHYERTAI-----AMKFATLPGGTKRQDVLSHLCDLHGDVGLMPFGLLQFMMRL----SRVEDYGKEIANWLDAEAPEQQSARDAVHRLLIEE----------
VBQ80020.1 ---ALFESAWNLLRGL---DAHAFFRRHYERT-V-----ADLGVPA-RAHDLTSALQDLCEMRDDKGAVPHGLMQFMMRL----ATVPALSAPIKNWLDIEAKDQPHSRQEIADKLARE-GLQRLLLVE
ANL87879.1 ILTPLAASLLVLLKKM--AVGNARLHRIYVRS-L-----PNPMREL-GNVSIERWLEDLVDSRRRTESFPSPLIEFAERL----AR-ELKDEKLKNWVCDATCDALNERASLYNALEAE-ALANLPKA-

================================

VMAP-M5
HMM --HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH---HEEHHHHHHHHH--------E---EHHHHHHHHEEEEE-------EE-------HHHHHHHHHHHH-EEEHHHHHHHHHHHHHH---HHHHHHHE-----
FREQ --HHHHHH-HHHHHHHH-----HHEHEEEE--------H--HHHHHHHH--------------------HHH--------EEEEE------EEEEEEE-EEEEEHHHH-HHHHHHHH------HHHHHHHHHHH--
PSSM ----HHHHH----HHHHH----HHHHHHHHHH----HHHH----------------------HHHHHHHEEEEE----------------HEHHHHHHHHHH-EEEE--HHHHHHHHHH------EE---------
FINAL --HHHHHHHHHHHHHHHHHH--HHHHHHHHH------HHHHHHHHHHHH--------------------EEEEE-------EEEE-------HHHHHHHHH-EEEEEE-HHHHHHHHHH----HHHHHHHHHHH--
WP_006194995.1 KTELKNFYSQRLKAKEVFNKYNFQTLINILQKVNEDKSVINSYNNYLENNDIPKGKINSFDISQAIDDLLMLMCSKSDGDNHISDNPHDSCYLLDFVEKFLCEIVYIQNITEDLQEWIKRNFPEVAFRNKIQIQNL
WP_017804267.1 KTELKNFYSQRLKAKEVFNKYNFQTLINILQKVNEDKSVINSYNNYLENNDIPKGKINSFDISQAIDDLLMLMCSKSDGDNHISDNPHDSCYLLDFVEKFLCEIVYIQNITEDLQEWIKRNFPEVAFRNKIQIQNL

================================

VMAP-M6
ALIGN ---------EEHHHHHHH-----HHHHHHHH------------------------HHHHHHHHHHHH-----------------------------EEHHHHHHHHHHH--------HHHHHHHHH-------HHHHHHHH--------------------
HMM --------EEEEEHHHHHH----HHHHHH-------------------------HHHHHHHHHHHHHH-H----HH-HHH--------------HHHHHHHHHHHHHHH------HHHHHHHHHHH--------EEEEEEE--------------------
FREQ --------HEE-HHHHHH-----HHHHHHHH------------------------HHHHHHHHHHHH-------HEE-------------------EEEEEHHHHHH---------HHHHHHHHHH-------HHHHHHHHH--------------HH---
PSSM ---------EEEEHHHHHH-----HHHHH---------------------------HHHHHHHHHHHH-----HHHHH-----------------HHHHHHHHHHHHHH------HHHHHHHHHH--------HHHHHHHH--------------H-----
FINAL --------EEEEEHHHHHH----HHHHHHHH-----------------------HHHHHHHHHHHHH-------HHHH-----------------HHHHHHHHHHHHHH------HHHHHHHHHHH-------HHHHHHHH-------------HHHHH--
WP_055491863.1 RDKSPEAGVTWMIPMARLAESWPPLRAALALSEERASARHLPRFPDHPEDDPFDPEAMDDLYRLLLDGAFSLPGLVALRDEALGPVRRPWQGAPEDILGIVHDLQHIAQAGRPVPPLLAFVAALSRRMPGTRGQELARWVRGRAGHCTPVVDPAPLLARRV
WP_055491863.1 RDKSPEAGVTWMIPMARLAESWPPLRAALALSEERASARHLPRFPDHPEDDPFDPEAMDDLYRLLLDGAFSLPGLVALRDEALGPVRRPWQGAPEDILGIVHDLQHIAQAGRPVPPLLAFVAALSRRMPGTRGQELARWVRGRAGHCTPVVDPAPLLARRV
WP_123623414.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPGPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLSMPGLVGLRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_121703873.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPGPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGLVGLRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_076973924.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPGPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGLVGLRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_107275064.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPGPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGLVGLRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_087809822.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPLPAPEPPD-PDDGPFDDEAMDDLYRLLLDGRLSMPGLVGLRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_104636012.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPPPPPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGLVALRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
PPS76983.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPPPPPAPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGLVALRDDALGPVRRPWQGSPEDILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV
WP_030186452.1 RDKSPEAGVTWMIPLERLARDWPPLRAALALSGDRPAPPPGPGPPD-PDDGPFDDEAMDDLYRLLLDGRLAMPGPVALRDDALGPVRRPWQGSPEYILGIVHDLRHIAQAGRPVPPLLTFVAALSRRVPGPRGQELARWVRGRAGHCTPAVDPGPLLERRV

================================

VMAP-M7
ALIGN ------E----H--------------------HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH------HHHHHHHH----------HHHHHHHHHH-------------HHHHHHHHHHHHH-------------------------HHHHHHH----------
HMM ---------HHHHHHHHHHHHHHH------HHHHHHHHHHHH----HHHEE-HHHHHHHHHHHHH----HHHHHHHHHHHH-----HHHHHHHHHHHHHHHH-HHH----HHHHHHHHHHHHHH----------------------HHHHHHHHHHH----------
FREQ ------H-HHHHHH---HHHHHH--------HHHHHHHHHHHHH--------HHHHHHHHHHHH------HHHHHHH-----------HHHHHHHHHHHHH--HHH------HHHHHHHHHHHH----------------------H--HHHHHHH-----------
PSSM ---------HHHHHHH-HHHHH---------HHHHHHHHHHHH---HHHH---HH-HHHHHHHHH-----HHHHHHHHH---------HHHHHHHHHHH-----------HHHHHHHHHHHHHH-------------------------HHHHHHH-----------
FINAL --------HHHHHHHHHHHHHHH--------HHHHHHHHHHHHH--------HHHHHHHHHHHHH----HHHHHHHHHH---------HHHHHHHHHHHHHH-HHHH----HHHHHHHHHHHHH----------------------HHHHHHHHHHH----------
WP_015655514.1 LPMGGRAIGVSTVRSLFPAVWEANRAPNPLDTELWRLRAALQHEYAPGAVLSLREENALLRAARRSRLAPAALYWRSVHRDYGEPAGPIDTVADALREVADA-PAMLDGPHPLLQFIKQVMDAALPQDSG---------------PLAGLVDLVAQRLGVPTPSPVA
WP_100110114.1 --MGGLALPAAAVREYFPDVWADNQQADRPDDRLWDLVTELRHESAHRRLLSPAEHGELVAAAAGLGMDPHALYWQAVGSLGRAPDKPLEDFTALVRECADAQPARLGAVHPLVRLVELVRAEQIRGDR---ARITRAETTPDPDRLRDLPAVVASRLGQPYTPP--
WP_078951211.1 --LGGLALPASAVRDRFPDVWADNQHADRPDDHLWDLVTELRHESAHRRLLSHAERRELVAAAAGLGMDPNALYWQAVGRLGRAPDKPLEDFTALVRECADAQPAQLGAVHPLVRLVELVRAEQARGSRGHQGRIDPAGTTGVPDRIRDLPAAIASRLGQPYTPP--
WP_005309391.1 --LGGLALPASAVRDRFPDVWADNQHADRPDDHLWDLVTELRHESAHRRLLSHAERRELVAAAAGLGMDPNALYWQAVGRLGRAPDKPLEDFTALVRECADAQPAQLGAVHPLVRLVELVRAEQARGSRGHQGRIDPAGTTGVPDRIRDLPAAIASRLGQPYTPP--

================================

VMAP-M8
ALIGN ----------HHHHHHHHHHHHHH-------EE--EEEH---------------HHHHHHHHHH--------H-----------HHHH-------------HHHHHH---------
HMM -----------HHHHHHHHHHHHH-----HHHH--HHHHHHH--------HHHHHHHHHHHEEE-------EE-----------EEEEE------------HHHHHHHH-------
FREQ -------------HHHHHHHHH-------------HHHHH---------------EEE-EEEEE-E---HHHH-----------HHHHHH-----------HH-------------
PSSM -----------HHHHHHHHHHH-------HHHH--HHHHH---------------HHHHHHHH-------HHH-----------HHHHH----------HHHHHHHHHH-------
FINAL -----------HHHHHHHHHHHH------HHHH--HHHHHH-------------HHHHHHHHH-------HHH-----------HHHHH-----------HHHHHHHH--------
WP_125516244.1 DDFLPLDWLPDTPRRELRALFDGVRLDPGTLEL--TVRRAFPTFRR--PLPAFRSLWHAIRYVG-EELTGGER-----------LLKLLPELGAVA---RVPVGPWLRRW---MPD-
WP_103938653.1 DDLLPLDWLPPEPRRELRALVTGATSDRDLG---SVFREAFPTFLR--PPETFGSVWEAVRFVG-ETVPGQDR-------LRRFLVTLTPRLDQEA---RPRLADWLRRR---LP--
WP_090768636.1 DDVLDLPWLPQAERRELRGIVAAARSGTDLR---ELVLRVFPGSGA--HPD-FRSVWDAIRHVA-EHLSGDDR-------LRRFLYELVRTLTPAS-A-RSELRQWIREH---L---
WP_089000284.1 LDRICLGPFGAKAYRELHAILHGLELAETHRLLLEVLRQRGPLFPQ--PPAVLSNVLAAVEWLAVGTTFPREE-------VVDLVITLLRRIGQESPQRAALLHEWVGQHGWGAGAA
WP_083946411.1 DDLLPLTWLTAPARRELRGILAGVPFT-------PVLAAELAVVTGRPSPAVFQSAWHSVRHVA-EGF--REEQ------LVRYLRAVRRASPASA---ARRLTTWSRRH---LPDG
WP_067817610.1 DDHLPLTWLDATARRELRRALAGLPAD-------PAAAARVLDLP---PTRPLRSAWDAARYIA-EGF-DEER-------LARYLAALSPD--------VPRLAGWRRRH---LPAP
WP_067464069.1 DDRLPFDWFSLPARRELRRLLAQAPSRPDPN---DVLRTAFPYLAF--APD-LTSHWEAICYIGEEVMVSVERESLRDEMLAHYLESLSPRLERTG---RRELDTWFQKW---LPDH
WP_027344132.1 GHRLRLGQYDATAYAELRGLLLRATRVRGGNLV-PWLKSRVHGLPELSDPRMLDQPMEVVEWLATQPLGDPEK-------INLYMSTLLRHIGDQENDLRPDLDGWIERH-ARATPA

================================

VMAP-M9
ALIGN -----------EEEEEEHHH-H-----EEEEEEE-----EEEEEEH-----H-HHHHHH-HHEE------------HHHHHHHHHHH----HHHHHHHHHHH-----------HHHHHHHHHHHHH--------HHHHHHHHHH-----
HMM ------EEEHHEEEHHHHHH-HHHH---EEHHHHH---HHHHHHHHHHHHHH-----HHHHHHHHH-------HHHHHHHHHHHHHHH--HHHHHHHHHHHHHHH----HHHHHHHHHHHHHHHHH----HHHHHHHHHHHHHH-----
FREQ ---E-EE----EEEEEEEHH-H-----EEEE-EEE----EEEEEEHHHHHHH-HHHHH--EEEEE------------HHHHHHHHE-----HHHHHHHHHH----------HEEEHHHHHHHHHHH------HHHHHHHHHH-------
PSSM ------H-----EEEHHHHH-------EEEEHHHHH----EEEHHHH--------HHHHHHHHHH------------HHHHHHHHH-----HHHHHHHHHH----------HHHHHHHHHHHHHHHH------HHHHHHHHHH------
FINAL ---E-EEE---EEEEEHHHH-H-----EEEEHHHH----EEEEHHHHHHHHH-HHHHHHHHHHHH-----------HHHHHHHHHH-----HHHHHHHHHHH---------HHHHHHHHHHHHHHHH-----HHHHHHHHHHH------
WP_110578239.1 ENRE-KIQKNQFVPLITEYI-NLKNKSQIINKINVENNDKIKIFEKLNNELK-IKRPMTAAIIKSYLSDDPKIQNSNLKELIEKIKDY-EESFLFSLLHNVAYDQRLDDPLIQLIFEQTVNDLKMQTNISDLDYEQLTSTQLERIELPK
WP_103111423.1 -----KVQKTNFITLIEHWN-AIDNKGTSVENSFVKSKTKINIFTELKNKLSGQQQSELSPIIKSYLPDN---DNANFEEIIDKIINIRDDKDLLRILFRLTQDSRINSDTRSYI-EQTIQELKKLLNINDNAN---FEEIIDKIINIR
WP_079210028.1 ENRE-KIQKNQFVPLITEYI-NLKNKSQIINKINVENNDKIKIFEKLNNELK-IKRPMTAAIIKSYLSDDPKIQNSNLKELIEKIKDY-EESFLFSLLHNVAYDQRLDDPLIQLIFEQTVNDLKMQTNISDLDYEQLTSTQLERIELPK
WP_072926262.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKIDIFTKLKNKLSGQQQSELNQIIKSYLPDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
WP_061432002.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKINIFTELKNNLSGQQQAELSPIIKSYLPDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
WP_052276528.1 ENRE-KIQKNQFVPLITEYI-NLKNKSQIINKMNEENNNKIKIFEKLNNELK-IKRPMTAAIIKSYLSDDPKIQNSNLKELIEKIKDY-EESFLFSLLHNVAYDQRLDDPLIQSIFEQTVNDLKMQTNISDLDYEQLTSTQLERIELPK
WP_016516065.1 ERDIKKVNKDSVISLVEEYNRKISDNGTFLQDKLKENKTKINIFTELKNKLSGQQQAELSPIIKSYLPDN---DNANFEKIIDKIINIQDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
WP_012266974.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKIDIFTELKNKLSGQQQAELNLIIKSYLLDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWTA----EITEID
WP_004268273.1 -----EVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKINIFTELKNKLSGQQQAELNLIIKSYLPDN---DNANFEEIIDKIINIQDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKPLNITDTDYNAWIA----EIPAIN
WP_004162809.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKINILTELKNNLSRQQQAELSPIIKSYLPDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
WP_002786763.1 -----KVQKTNFITLIEHWN-AIGNKGISVENSLVKSKTKIDIFTKLKNKLSGQQQSELSPIIKSYLPDN---DKANFEEIIDKIINLPDKDSLI-ILFRL---SRVNSSTRSDI-EQTIQELKELLKITDTDYNAWIA----EITEIN
WP_002769615.1 -----KVQKTNFITLIEHWN-AIDDKGISVENSLVQNKTKIDIFTKLKNKLSGQQQSELSPIIKSYLPDN---DKANFEEIIDKIINLPNKDSLI-ILFRL---SRVNSSTRSDI-EQTIQELKELLKITDTDYNAWIA----EITETN
WP_002757186.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKINIFTELKNNLSGQQQSELNRIIKSYLPDN---DNANFEKIIDKIINIRDDKDLLRILFRLTQDSRINSDTRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
WP_002755874.1 -----EVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKIDIFTELKNNLSGQQKSELNRIIKSYLPDN---DNANFEKIIDKIIDSPDKDSLI-ILFRLTQDSRVNSSTCSKI-EQTIQDLKELLKITDTDYNAWTG----EITEIN
WP_002743978.1 -----KVQKTNFITLIEHWK-SIDDKGISVENSLVQSKKKIDIFTKLKNKLSGQQQSELNRIIKSYLPDN---DNADFEEIISKIIDSPDKDSLI-ILFRLTQDSRVNSSTCPYI-EQTIQELKELLKITDTDYNAWIA----EIPEIN
WP_002739618.1 -----KVQKTNFITLIEHWN-AIDNKGTSVENSFVKSKTKINILTKLKNKLSGQQQSELNQIIKSYLPDN---DNADFEEIIDKIINLPDKDSLI-ILFRLTQDSRINSSTRSDI-EQTIQELKELLKITDTDYNAWIA----EIPAIN
RPH88567.1 ERDIEKVNKANVISLVEEYNRKISDNGTFLQDKLKENKTKINILTELKNNLSRQQQSELNRIIKSYLPDN---DNANFEKIIDKIIDSPDKDSLI-ILFRLTQDSRINSDTRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
REJ58854.1 -----KVQKTNFITLIEHWN-AIDNKGTSVENSFVKSKTKINILTKLKNKLSGQQQSELNQIIKSYLPDN---DNADFEEIIDKIINLPDKDSLI-ILFRLTQDSRINSSTRSDI-EQTIQELKELLKITDTDYNAWIA----EIPAIN
REJ48148.1 ERDIEKVNKANVISLVEEYNRKISDNGTFLQDKLKENKTKINIFTELKNKLSGQQQAELSPIIKSYLPDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
REJ44622.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKINIFTELKNKLSGQQQAELNLIIKSYLPDN---DNANFEEIIDKIINIQDDKDLLRILFRLTQDSRINSDTRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPVIN
GCE62427.1 ERDIEKVNKANVISLVEEYNRKISDNGTFLRDKLKENKTKIDIFTKLKNNLSGQQQSELSPIIKSYLPDN---DNANFEEIIDKIINIRDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKPLNITDTDYNAWIA----EIPAIN
GBE98366.1 -----KVQKTNFITLIEHWN-AIDNKGTSVENSFVKSKTKINIFTELKNKLSGQQQSELSPIIKSYLPDN---DNANFEEIIDKIINIRDDKDLLRILFRLTQDSRINSDTRSYI-EQTIQELKKLLNINDNAN---FEEIIDKIINIR
EPF21674.1 ERDIKKVNKDSVISLVEEYNRKISDNGTFLQDKLKENKTKINIFTELKNKLSGQQQAELSPIIKSYLPDN---DNANFEKIIDKIINIQDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWIA----EIPAIN
BBH39233.1 -----KVQKTNFITLIEHWN-AIDNKGISVENSFVKSKTKIDI----------------------------------------------------------------------------------------------------------
BBH39230.1 ---------------------------------------RIAIFTELKNKLSGQQQAELNLIIKSYLLDN---DNANFEEIIDKIINLPDDKDLLRILFRLTQDSRINSYNRSYI-EQTIQELKKLLNITDTDYNAWTA----EITEID

================================

VMAP-M10
ALIGN ----HHHHHHHHHHHH---------H-HHH-------E-EE-------HHHHHHHHH---------EEHHEEE-------------HHHHHHHH------
HMM ---HHHHHHHHHHHHHH-------HHHHHH-------E-EEE-----HHHHHHHHHHH-------EEEEEEEE-------------HHHHHHHH------
FREQ -----HHHHHHHHHHH--------------------------------HHHHHHHH---------HHHHHHH---------------HHHHHHH------
PSSM ----HHHHHHHHHHHH-------------------------------HHHHHHHHHHH-------HHHHHHHH-------------HHHHHHH-------
FINAL ----HHHHHHHHHHHH--------HHHH-----------EEE-----HHHHHHHHHH--------HHHHHHHH-------------HHHHHHHH------
WP_035845011.1 PLPVETMLALIDRLRRIPPQQ-PERLRRYLTER-QGV-ALLRPEATLPEIMLRLADRRGAPDPGPLVRFLTALTADESNPSHHELAALKVLLTGFEVPVD
WP_057232847.1 -LPTEALLKVVQLLRALTPSPGPEQLRRHLPEGVGGL-ALLPAGATLPEILRRLLDRRGAVDPGPVLYFLHAVSTD------------------------
WP_128863428.1 PVPIQSMGPLLRALRALHPQPRPAELRLYAGRAGKGL-TILEGHETLPEILDRIANQRGDQGPTLLARFLRSFAGDTTSSHYGNLAPVRDILDRMDLPED
RDL05191.1 PVPIQSMGPLLRALRALHPQPRPAELRLYAGRAGKGL-TILEGHETLPEILDRIANQRGDQGPTLLARFLRSFAGDTTSSHYGNLAPVRDILDRMDLPED
WP_030310563.1 -LPVGELLAVIGELHEIPA---PAKPARHLPRNTRGLRNRAVEEETLPVLLQLLVDRRDGDPLGPLLAFLGALGGDPEVARHHDLPALRRLL--------

================================

VMAP-M11
ALIGN ---EE--------------HHHHH-------------HHHHHHHHHHHHHHH------EEEEEE--HHHHHHHHHHHHHH-HHHHHHHHH--HHH---HEEE--------EEH-HH-H-------EE--------------HHHHHHHHHH-------HHHH-----------HHHH----------
HMM -----HHH---------HHHHHHHHHHHHHHHHHHH-HHHHHHHHHHHHHHH-----EEEEEEEE--HHHHHHHHHHHHHH-HHHHHHHHHHHHHHHHHHHHHH----HHHHHHHHHHH------EEE-----------HHHHHHHHHHHHH-------EEEEEEEEEE--EEEEEE----------
FREQ --EEEE---------------EE-----------HH--HHHHHHH-HHHHH-------EEEEEE-HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-------EEHHHHHH-------EE---------------HHHHHHHHHH------HHHHHH-EE----HHHHHH----------
PSSM ----E-------------HHHHHHHHHH---H------HHHHHHHHHHHH-------EEEEEE-E----HHHHHHHHHHH--HHHHHHH----HHHHHHHHHH-------HHHHH--------------------------HHHHHHHHH---------EEEE-EEEEE---EEEEE----------
FINAL --EEEE------------HHHHHHHHH-----------HHHHHHHHHHHHH------EEEEEEEE-HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH------HHHHHHHH--------EE--------------HHHHHHHHHHH-------EEEEEEEEEE--EEEEEE----------
WP_002756926.1 KTITLFDNENIELPNNNCDEFFERLWSGICPILDEIDWKDIWQACSKIEEINKHEDDKVYIKSLCFTKNYELLKQVFLDQYKSTALIKKLAQSLALIKKLAQSL-GDNERIKSWLDEANCDLKKTEILPSTKVNKNSFCLPPILLIMIERLANGENQDKWNVRGQFKFRDELSEISLSRDKKGFDCP
WP_079208177.1 KTITLFDNENIELPNNNCDELFERLWSEICPILDEIDWKDIWQACSKIEEINKHEDDKFYIKSLCFTKNYELLKQVFLDQYKSTALIK----------KLAQSL-GDNERIKSWLDEASCDLKKTEILPSTKVNKNSFCLPPILLIMIERLANGENQDKWNVRGQFKFRDELSEISLSRDKKGFDCP
WP_002795440.1 KTITLFDNENIELPNNSCDESFDCLWSGICPILDEIDWKDIWQACSKIEEINKHEDDKVYIKSLCFTKNYELLKQVFLDQYKSTALIR----------KLAQSL-GDNERIKSWLDEANCDLKKTEILPSTKVNKNSSCLPPILLIMIERLANGENQDTWNVRGQFKFRDELSEISLSRDKKGFDCP
WP_125730246.1 KTITLFDNENIELPNNSCDESFDCLWSGICPILDEIDWKDIWQACSKIEEINKHEDDKVYIKSLCFTKNYELLKQVFLDQYKSTALIK----------KLAQSL-GDNERIKSWLDEASCGLKKTEILPISEINKNSSCLPPILLIMIDRLANGENQDTWNVRGQFKFRDELSEISLSRDKKGFDCP
WP_061430129.1 KTITLFDNENIELPNNNCDELFERLWSEICPILDEIDWKDIWQACSKIEEINKHEDDKVYIKSLCFTKNYELLKQVFLDQYKSTVLIN----------KLAQSL-GDNERIKSWLDEASCGLKKTEILPISEINKNSSCLPPILLIIIERLANGENQDKWNVRGQFKFRDELSEISLSRDKKGFDCP
REJ40684.1 KTITLFDNENIELPNNNCDEFFERLWSEICPILDEIDWKDIWQACSKIEEINKHEDDKVYIKSLCFTKNYELLKQVFLDQYKSTALIN----------KLAQSL-GDNERIKSWLDEANCDLKKTEILPISEINKNSSCLPPILLIMIDRLANGENQDTWNVRGQFKFRDELSEISLSRDKKGFDCP
WP_024970781.1 --IALFD---VKLQNNDCDETFESLWTDLQSILNTIDWKNIWKACSEIKEINKNYEDSSYIKSLCFTKNYELLKQEFLNQYKPRLLLI--------I-KLAQSLKDDNGHIKSWLDKANHKLEKTEAALDPNINENSSCLPPILLIIIERLGDGQNQDKWNVQGQFKIQGKLFEISLSKNKNGIDCP

================================

VMAP-M12
ALIGN ---HHHHHHHHHH-----EEE-----HHHHHHHHHHHHHHHHHHHH----EEEE----EEEE-----HHHHHHHHHHHHHHHHHHHHHHHH--EEEEE-----------------EEEEEEEEE------------
HMM -HHHHHHHHHHHH---EEEEE--HHHHHHHHHHHHHHH-----------EEEEE---EEEEEE--HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH----EE------------EEEEEEEE------------
FREQ --HHHHHHHHH-H----HEE----HHHHHHHHHHHHH--------------E------HEEE----HHHHHHHHHHHHH-HHHHHHHHHH---EEEE-------------------EEEEEEEE------------
PSSM -HHHHHHHHHH------EEEE------HHHHHHHHH--------------EEEE---EEEEEE---HHHHHHHHHHHH----HHHHHHHHH-H-EE--------------------EEEEEEEE------------
FINAL -HHHHHHHHHHH----EEEEE---HHHHHHHHHHHHH-------------EEEE---EEEEEE---HHHHHHHHHHHHHHHHHHHHHHHH----EEE-------------------EEEEEEEE------------
ABG51459.1 STLIFLLKKIFSENQNFGIFFGDFENIDKLEEHLLELTEETEKTEKNGNGLLFSDRDSFYFYYDPKFIDFVEQYLVKILNAEDIRDYLKQRLRKWIETNCSDINIPDKKDKPSDLQSYLLITIFPMGSQIKNHKKT
WP_047155757.1 --------------------------------------------------MLFSDRDSFYFYYDPNFIDFVEQYLVKILNAEDIRDYLKQGLRKWIETNCSDINIPDKQDKSSHLQSYLLITISSMGGPTKKHKKT

================================

VMAP-M13
ALIGN --------HHHHHH----------EHEEE---HHHHHH--HHHHH----EEEEEEE------EE-------------------EEEEEEEE------EEEEHH------EEEEEE-------------------------EHHEEE-----------------HHHHHHHH---HH---EEE-----HHHHHH-------HHHHHHHH---
HMM -----HHHHHHHHHHH--------EHHHEHHHHH--HH--HHHHE----EEEEEEE-----EEEEE---------EEE----EEEEEEEEE-----HHHHHHHHHH---EEEEEEE-----EE---EH-----------HHHHHHHH----------HHH---HHHHHHHH---HHHHHHE----HHHHHHHHHH------HHHHHHHH--
FREQ --------HHHHHHH----------------HHHHHHH--HHH------EEEEEEE-----EEEEE-----------E----EEEEEEEE-----EEEEEEEE--EEEEEEE--EE----EEEE------EEEEE-----EEEEE-----HHHH--HHHH---EE----H----H---HHE-----HHHHHHHHH----HHHHHHHHHHH-
PSSM ------HHHHHHH-------------EEE--HHHHHHH--HHHH-----EEEEEEE-----EEEEE-------------------H-HH------HHHHHHHHHH----HHHHHHHH-----EH-H-----HH----H-HHHHHHH-----------------HHHHHHHH---HH----EEEE--HHHHHHHH---------HH------
FINAL -----HHHHHHHHHH------------E---HHHHHHH--HHHH-----EEEEEEE-----EEEEE-----------------EEEEEEEE----HHHHHHHH------EEEE--E----EEEE-------EEE-----HHHHHHH------HH--HHHH---HHHHHHHH---HH---EEE----HHHHHHHHH-----HHHHHHHHHH-
EFO80363.1 ---MSIRAFVTQLRELLSDPDQQSRLEQIIADMEGSQI--HAQHVCDEAQLGVAVAGDSHGAINVNQSTRQTQGGDYAEGGIDKRIINIFFAGGHPEAIIAALAGAGGITDFKSLLESSRKQRASDLLALLSPLSFSA-TVLRHAFRKMAPFHD--VPELAGGSLLHAIFR---ELMHNIVSETDPIDRFAHTLLAEPDLQPAQKAVLCQW---------
WP_097645446.1 RGATTLGSF-----DASATPPEGTAVRTVNPAYSQAMLRQHQQQIGDHAQVGVAVAGDVHGSINLDQSKQQ--------GGIN------FGSGGSYGNI--TIGDIAGRDIIRTDVTHGDRITTGDMSGSGIAIGHGARSSVRHVATGGGDYAEGSIDKRQGTFVAGDQFNMSGNFSGAILNIKSTLTNVAQSIGAAPHGDAAAKAQLQTLLERLSTTLQ

================================

VMAP-M14
ALIGN ---HHHHHHHHHHHHHHHHHHH------HEHHHHHHHH----------------HHHHHHHHHHH-------------HHHHHHHHHHHH---------H---HHH---HHHHHHHHHHH----HHHHHHHHHHHHHHHH-HHH-----
HMM --HH-----HHHHHHHHHHHHHH----HHHHHHHHHHHHH---EEEE--HH-EEHHHHHHHHHHHH----------EEEEHHHHHHHH-----HH-HHHH---HHH---HHH---EEEEEEHH--HHHHHHHHHHHHHHHHHHHH----
FREQ --HHHHHHHHHHHHHHHHHHH------HHHHHHHHHEH------EE-------H-HHHHHHHHHH------------EEHHHHHHHHHHHH-----HHHH---HHH---HHHHH-HHEEE-----HHHHHHHHHHHHHHHHHHHHHH--
PSSM ---H-HH-H-HHHHHHHHHHHH------EEEEEEEEEE--------------HHHHHHHHHHHHHH------------E---HHHHHH-------HHHHH---HHH---HHHHHHHHHHHH-----HHHHHHHHHHHHHHHHHH-----
FINAL --HHHHHHHHHHHHHHHHHHHH------EEEHHHHHHHH-----EE------HHHHHHHHHHHHH-----------EEEEHHHHHHHHHHH----HHHHH---HHH---HHHHHHHHHH------HHHHHHHHHHHHHHHHHHHHH---
WP_110578504.1 KADQKWENQRFNLIEKLFNTLNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRVKLKDLSSKPVNKEICPLILFSEWCRLKLFKDQN---RDI---AED---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_110543692.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYKNPI-----PDKFISNIEELRGKLKDLSSKPVNKEICPLILFSEWCRLKLFKNET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_106909494.1 KTIRTWEEKRLELTEELLNEFKKHLSKNLLFINSFLLNSKFLE--EF-----ILNDLELKEQLKKLSNKPVIEGICPLIACSEWCRTRLLEEDR-SNPSI----DA---IEAWQSRVIKYRENADLDKIQNEVRQSWEKFKERINRE-E
WP_104395374.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELREKLKDLSSKPVNKEICPLILFSEWCRLKLFKNET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKIIELE--
WP_103113201.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELIEKLKDLSSKPVNKEICPLILFSEWCRLKLFKDQN---RDI---AED---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_100902396.1 KTLQTWEGKHHEFIEELLQILNNNLESSLFFINSFLLSRQLNE--KF-----VVDEQDLKDKLKYLAIKPVSDRICPLIACSEWCRLKFGNRND-ETYNL-TLVQK---IEKWQDKVIKCREGVDLNKIQEFVNRSFDEFEKLIKK---
WP_075896672.1 KTIQTWEEKQDELIRELFAGLKKHPEDSLLQVNSFILSYKTIEKLVLDDEF-ILDCIEIEKRLTELGKKPVSRGICPLVACAEWCRRRFSKQDN-KLRRL---AKT---IKNWQQEVLRYREDANLSTIQESVKKADLKFQELITTE--
WP_072926886.1 KADQKWENQRFNLTEKLFDTLNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELREKLKDLSSKPVNKEICPLILFSEWCRLKLFKDET---LDI---ADN---IDTWKVEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_071106907.1 KTIQTWEEKQDELISKLFAELKKHPEDSLLQLNSFILSSKNIENLVLYDEF-ILDCTEIKKRLNELGEKPVSRGICPLVACAEWCRQRFYKQNNISLRLL---ANT---IKNWQQEVIKYREEANLSTIQESVKKADLKFQELIKKEK-
WP_070395648.1 --IQTWEDKQDELISKLFAELKKHPEHSLIQVNSFILSYNIIEKLVLSDEF-ILDCREIKKRLTELGQKPVSRGICPLVACAEWCRQRFSKQND-KLRRL---AIT---IESWQQEVIRYREDANLSTIQESVKKADLKFQELIKKE--
WP_061430552.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELREKLKDLSSKPVNQEICPLILFSEWCRLKLFKDQN---RDI---AED---IDTWKGEAVRYRDGVQLDTIKKYAIELWDKFNKNIELE--
WP_052275695.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELREKLKDLSSKPVNKEICPLILFSEWCRLKLFKDET---LDI---ADN---IDTWKVEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_024970300.1 KADQKWENQRFNLIEKLFKILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRGKLKDLFSKPVNKEICPLILFSEWCRLKLFKDET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_016515679.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELIEKLKDLSSKPVNKEICPLILFSEWCRLKLFKNET---LDI---AED---IDTWKGEAIRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_008196908.1 KADQKWENQRFNLIENLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELRGKLKDLSSKPVNKEICPLILFSEWCRLKLFKNET---LDI---AED---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_008185555.1 KTRQTWEEKQDELISKLFAELKKHPEDSLLQLNSFILSSKNIENLVLYDEF-ILDCTEIKKRLTELGEKPVSRGICPLVACAEWCRQRFYKQNNISLRLL---ANT---IKNWQQEVIKYREEANLSTIQESVKKADLKFQELIKKEKP
WP_004269018.1 KTIRTWEEKRLELTEELLNEFKKHLSKNLLFINSFLLNSKFLE--EF-----ILNDLELKEQLKKLSNKPVIEGICPLIACSEWCRTRLLEEDR-SNPSI----DA---IEAWQSRVIKYRENADLDKIQNEVRQSWEKFKERINRE-E
WP_002787889.1 KADQKWENQRFNLIEKLFDTLNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRGKLKDLSSKPVNQEICPLILFSEWCRLKLFKDET---LDI---ADN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_002782651.1 KADQKWENQRFNLIENLVNILKINSDNSLFLINSFLLVYEDPK-----SSS-ILNIQELIEKLKDLSSKPVNKEICPLILFSEWCRLKLFKDQN---RDI---AED---IDTWKGEAIRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_002775629.1 KADQKWENQRFNLIEKLFKILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRGKLKDLFSKPVNKEICPLILFSEWCRLKLFKDET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_002771097.1 KADQKWENQRFNLIEKLFDTLNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRGKLKDLSSKPVNQEICPLILFSEWCRLKLFKDET---LDI---ADN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
WP_002762804.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELRGKLKDLSSKPVNKEICPLILFSEWCRLKLFKDQN---RDI---AED---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKIIELE--
WP_002752614.1 KTAREWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELRGKLKDLSSKPVNKEICPLILFSEWCRLKLFKDET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKIIELE--
REJ56753.1 KTAREWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIEELRGKLKDLSSKPVNKEICPLILFSEWCRLKLFKNET---LDI---AEN---IDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
REJ43457.1 KADQKWENQRFNLIEKLFDILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELRGKLKDLSSKPVNKEICPLILFSEWCRLKLYKHQN---LDI---AENAENIDTWKGEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--
RCJ18464.1 ------EEITQESIKKLLYILNKKLDDSLFFINSFLLSSKFIE--EF-----VLDKFGLKYKLEDLAIKPVSDEICPLIACSEWCRIKFFEQSS-QNESFRSLAEE---IKNWQTEVIKYRQEAKLDQIKKFVYQSFNKFKELINEE-E
GCE60124.1 KTIRTWEEKRLELTEELLNEFKKHLSKNLLFINSFLLNSKFLE--EF-----ILNDLELKEQLKKLSNKPVIEGICPLIACSEWCRTRLLEEDR-SNPSI----DA---IEAWQSRVIKYRENADLDKIQNEVRQSWEKFKERINRE-E
CCI21951.1 KTIRTWEEKRLELTEELLNEFKKHLSKNLLFINSFLLNSKFLE--EF-----ILNDLELKEQLKKLSNKPVIEGICPLIACSEWCRTRLLEEDR-SNPSI----DA---IEAWQSRVIKYRENADLDKIQNEVRQSWEKFKERINRE-E
BBD63134.1 ------EEVPQEYIKKLLNILSKKLDSSLFLVNSFLLISKFIE--EF-----VLDKMGLQNKLEDLAIKPVSDKICPLIACSEWCRSEFYGQSS-QNKNFLSLAEE---IKSWQNEVIRYRQEARLDKIKCFVRESVDKFKELINEE-E
AKV66220.1 KADQKWENQRFNLIEKLFNILNINSDNSLFLINSFLLVYEDPK-----SSS-ISNIQELREKLKDLSSKPVNKEICPLILFSEWCRLKLFKDET---LDI---ADN---IDTWKVEAVRYRDGVQLDTIKKYARELWDKFNKNIELE--

================================

VMAP-M15
ALIGN ----HHH-----HHHHHHHHHHH--------------HHHHEEE-------------HHHHHHHHHHHHHHHHHHHHH---
HMM -HHHHHH-----HHHHHHHHHH---------HHHHHHHHHHHHHH-----------HHHHHHHHHHH---HHHHHHHH---
FREQ -HHHHHH-----HHHHHHHHHHH--------------H--HEEE-------------HHHHHHHHHHHHHHHHHHHHHH--
PSSM ----HH------HHHHHHHHHH---------------HHHHHEH------------HHHHHHHHHH----HHHHHH-----
FINAL -HHHHHH-----HHHHHHHHHHH-------------HHHHHHHH------------HHHHHHHHHHH--HHHHHHHHHH--
WP_083839896.1 LVDSLRALKWPPQRLAQQALRCLGADSAWPDDDRLGDLQGLVAFLDDQPQARGWPPLTEFVHRLLAAGAQSTALQRWLDLH
EHR73672.1 LVDSLRALKWPPQRLAQQALRCLGADSAWPDDDRLGDLQGLVAFLDDQPQARGWPPLTEFVHRLLAAGAQSTALQRWLDLH

================================

VMAP-M16
ALIGN --HHHHHHHHH----HHHHHHHHHHHHH----------HHHHHHHHH-----------HHHHHHHHHHHHHHHHH---------HHHHHHHHHHHE------------HHHHHHH----H-----
HMM -HHHHHHHHHH--HHHHHHHHHHHHHHHE---------HHHHHHHHHHHH------HHHHHHHHHHHHHHHHHHH--------HHHHHHHHHHHHHHH--------HHHHHHHHHH---------
FREQ -HHHHHHHHHH--EEEEHHHHHHHHHHH----------HHHHHHHH------------HHHHHHHHHHHHHHHHHH----------HHHHHHHHHHH--------HHHHHHHHHH----HHHH--
PSSM --HHHHHHHHHHHHHHHHHHHHHHHHHHH---------HHHHHHHHH-----------HHHHHHHHHHHHHHHHHH---------HHHHHHHHHHHH---------HHHHHHHH-----------
FINAL -HHHHHHHHHHHHHHHHHHHHHHHHHHHH---------HHHHHHHHH----------HHHHHHHHHHHHHHHHHHH--------HHHHHHHHHHHHHH-------HHHHHHHHHH----HHHH--
WP_039615160.1 PALAALASIINGSAKITSELLGAVASRFLNGSSVVPAGVMPLLYMLDSVVGEANYDLTTVEQFVLRLFTVLEQIRQQSS--DPSWDSDIQAVERWIGDWPRSHASPAVNQRLMELRNDNQVMALS
WP_017530617.1 -ALAELERILGTSQGMTTDFIQAISRRFRRGTSERPTRPLSLLQLLDGLVAPEDCGLTNIEQFAIHLHSVMVQLKENCG--STNWDADIEKVFNWILKWPGAHDRPAVNQ----LKGHFENEAMA
WP_107200538.1 -SLEQLVALLQGLVGVHMDVLRRVFCEVTNAVDGAPASFEELVYRLDAYAPIEGAGLSNAEIFAIRLKHRFDHWSSLGAPLSAAYAQASVQLQKWIDKYPGTTAAPSVTEETSRLRDES------

================================

VMAP-M17
ALIGN -----------HHHHHHHHHHHHHHH-H--EEE----------HHHHHHHH------------EE---HHHHHHHHHHH--------HHHHHHHHHHHH---------H------HHHHHHHH----------
HMM --------HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-EEEEEE-EE------EEEEEE--HHHHHHHHHHH-------EHHHHHHHHHHHHH-HHH-HHHH-----HHHHHHHH-----------
FREQ --HHHHHHH-HHHHHHHHHHHHHHHHHHHHHHHHH--HEEE--HHHHHHHH-H--------------HHHHHHHHHHH---------HHHHHHHHHHHH---------------HHHHHHHHHH---------
PSSM -----------HHHHHHHHHHHHHHHH---HHH--HHHH-----HHHHHHH-HH--------------HHHHHHHHHH---------EEEEEEHHHHHH-HHHH-HHHHH-----HHHHHH------------
FINAL ------HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH--HHHHHHHH-H---------------HHHHHHHHHH---------HHHHHHHHHHHH---HH-HHHH-----HHHHHHHHH----------
WP_058930819.1 RAMEDRAEASDIDRLLHAAEHVRNTYDRQKWILTPLRVIENVDLNTLRTAY-RETRQG-YGEIFVVEGLVQTLDHAASFWRRYHEDAPLYRLIARLEWVTGKRV-DAWFRSELDSDAVARVRASSRPGETPPR
WP_036347155.1 -----RSATDDGERL--SAYEVLRILRRQHWIATPLRTFPAIRGEQVRAAYYRSVPPGDVGD--APQDVDEALDRAAAYGGEPGRTAVLHHFVADVEHLSGARVEDSWF--ELPADTLRGLRAEAAWTPTEP-

================================

VMAP-M18
ALIGN ---EHHHHHHHHHHHHHHH------HHHHHHHHH-------------HHHHHEHE------------HHHHHHHHHHHHHH-----HHHHHHH-------------------
HMM -----HHHHHHHHHHHHH----------HHHHHHHH----HH-HHHHHHHHHHHHH----------HHHHHHHHHHHHHHHHHHHHHHHHHHHH------------------
FREQ ----HHHHHHHHHHHHHHHH-----HHHHHHHHH-------------H-EHEEEE---------E-HHHHEHHHHHHHH-----HHHHHHHHH-------------------
PSSM -----HHHHHHHHHHHHH----------HHHHHHHH--------------EEEEEE----------HHHHHHHHHHHHHHHHHHHHHHH-----------------------
FINAL ----HHHHHHHHHHHHHHHH------HHHHHHHHH------------HHHHHHEE-----------HHHHHHHHHHHHHHHHHHHHHHHHHHHH------------------
WP_037623877.1 GMAVTPRQAQRLRALIDEARLTAQEEGEVWDWAHTLGPRVQDDDLTLAEFAVHLTRLPHQADGGHGITGFCAVLARVERLRDGIHAWYGSVAADKRLAPLPREHPDLPPPRP-
WP_109382213.1 GVAVTAAQAEALRRAVERAELTPREESGVWEWLHAFGPRIADD-LSLPETAVRVTRLPHRADGSHCITGLCAVLARIERLRDDMHQWYASWAAHKGLPPLA--TVSVPPTSP-
WP_107100420.1 GAAVTVTQAETLHRTVSRACLTPAEESEVWEWLHRYGPRLADDDLTLPQTAVRVTQLPHRADGSHCITDLCVVLARIGRLRDGIHRWYASWATDKGLPPLA--DVSVAPTPVR
WP_055593334.1 GAAVTVTQAETLHRTVSRACLTPAEESEVWEWLHRYGPRLADDDLTLPQTAVRVTQLPHRADGSHCITDLCVVLARIGRLRDGIHRWYASWATDKGLPPLA--DVSVAPTPVR

================================

VMAP-M19
ALIGN -------HHHHHHHHHHHHHHHHHH---HHHHHHHHHH-----EEEE----HHHHHHHHHH---------HHHHHHHHHH-----HHHHHHHHHHH------------H------
HMM --------HHHHHHHHHHHHHHHHH----HHHHHHEHE-----EEEE----HHHHHHHHH--------HHHHHHHHHHHH----EEEHHHHHHHHH----E--------------
FREQ -------HHHHHHHHHHHHHHHHHHH----HHHHHHHHH-----EEEE---HHHHHHHHHHH-------HHHHHHHHHHH----HHHHHHHHHHHHH-------HHHHHH-----
PSSM --------H--HHHHHHHHHHHHH-----HHHHHHHHHH------EE----HHHHHHHHHH--------HHHHHHHHHHH----EEHHHHHHHHHH-------------------
FINAL -------HHHHHHHHHHHHHHHHHH----HHHHHHHHHH-----EEEE---HHHHHHHHHH--------HHHHHHHHHHH-----HHHHHHHHHHHH--------HHHH------
WP_126640665.1 GERDPENQFGLYRHRLLALLADLEIGAGEPAVLRTYLRERGVPEWVFAGADLLAWGEALMSLPGPPGRHPIRHLLEWLYTGCHQTHVAEWAEQLREAGHIDAFRPTEVRERQPLT
WP_078978681.1 GERDPENQFGLYRHRLLALLADLEIGAGEPAVLRTYLRERGVPEWVFAGADLLAWGEALMSLSGPPGRHPIRHLLEWLYAGCHQTHVAEWAERLREAGHIDAFRPAEVRERQPLT
WP_020548695.1 AERDPENRFEMGGTRLLSALRDARIGLAERTLLRTYLRERGVPASVFVEDDPVAWAKALMALAAPPGRHPIRHLLEWLFTRGRQTWVAEWAERLEE-------------------

================================

VMAP-M20
ALIGN --------HHHHHHHHH--------HH--HHHHHHHHHHHHHHHHHHHHHHH----HHHHHHHHHHHHHH-------HHHHHHHHHHHHH------HHHHHHHHHHHHHHH--------HHHHHHHH---
HMM --HHHHHHHHHHHHHHHH------EHHHHHHHHHHHHHHHHHHHHHHHHHH---HH-HHHHHHHHHHHHHH-----HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-HH-----HHHHHHHHH----
FREQ --HHHH--HHHHHHHHHH-----------HHHHHHHHHHHHHHHHHHHHHH-----HHHHHHHHHHHHH-H------HHHHHHHHHHHHH------HHHHHHHHHHHHHHH------HHHHHHHHHHH--
PSSM --------HHHHHHHHHHH------H--HHHHHHHHHHHHHH--HHHHHHH-----HHHHHHHHHHHH--------HHHHHHHHHHHHH--HH-HHHHHHHHHHHHHHHHHH---------HHHH-----
FINAL --HHHHHHHHHHHHHHHH----------HHHHHHHHHHHHHHHHHHHHHHH-----HHHHHHHHHHHHHH-------HHHHHHHHHHHHHHH---HHHHHHHHHHHHHHHHH------HHHHHHHHHH--
WP_061790676.1 CDALRHNSMDALLNELNQVGSQTPRVHGQVLHDAWQRLQLARELESLCQRIGLSWSDWQELCQQIVAIDNLDALSSDSLASLLVGLLDQMNLERGLDSCIRLLALAARRARSKVPANARDFEAQARGMAQ
WP_114220493.1 CDALRDDRMDTLLNELIGGASQAPRVRGQLLQDAWQRLQLARELEPLCLRIGLSWSEWQELCEQVVAIDNLLASDPDSLVSLLIGLLDQRNFGRGLESCIRLLALAARRARRKKPRLADNFETEARAMAQ

############################################################################################################
6. EAD1,2,4,5,6,7,8,9,10 alignments
############################################################################################################

EAD1

Jnet -----HHHH---HHHHHHHHHH---------HHHHHH---HH-H----------------------HHHHHHHHHHHHH-------H----------HHHHHHHHHHH------------HHHHHH---HH-HH--- : Jnet
jhmm -----HHHH---HHHHHHHHHH---------HHHHHH---HH-H----------------------HHHHHHHHHHHHH-------H----------HHHHHHHHHHH-------------HHHHH---HH-HH--- : jhmm
jpssm ------HHH---HHHHHHHHHH--------HHHHHHH---HH-H-------------------------HHHHHHHHHH-------H-----------HHHHHHHHH-------------HHHHHH---HH-HH--- : jpssm
WP_020145216.1 FHV-TNPNA---KALYDFVRVTF----DSVDSVKVFT---QT-AGMATGM--IEVGGP--------IDPLWLDVLRAAG-------KQRL-------LRKLVAAIQAD-----PNS-ADPGAQALM---LE-LLAEP
WP_033202434.1 RRF-PRSHK-DAEDLLETLIALY----WQAPPTSDLV---AR-AGLRRAD--FAWNTP--------MSDVWPEILRRAA-------AQGR-------LRALVEAVDSA-----PESTAH----TIF---KA-LLEER
WP_026404895.1 FHL-DTKEA---KDLWSTLTEAY----SEVTDSKILI---SG-AGMDPSG--LSWTEG--------MKNGWFFILGEAA-------GQGK-------LRRLVEEAAND-----PTR-AA-----YR---ER-FLTFL
KYF57868.1 YRW-DEEAS---SCFCEIMVRAY----DSVPRAREIL---AK-SGIDRYS--INFEQP--------VRAIWYEALEVAA-------REGL-------TRRLAQRARTD-NSIAAYH-PE-----LD---KIIKATHT
WP_012238314.1 YGW-ADEAP---RRFCEIMVGAY----NSASRAREIL---EK-SGIDMGS--VNFEQP--------VRAIWYEALNVAA-------RAGG-------TRKLARSVRMD-GMIAAYH-PK-----ID---EIIKATHA
KPQ33021.1 MEW-NGPNQ---GKLRKALLEIY--VGSNSQSLRLFI---RD--NFT-CS--LDDVGG------DDRETWAGALIEKFG-------QENL-------IDDLYKTVCQQ----HSEH-PA-----IT---KL-QSELR
WP_086546076.1 MAL-NNKQF---YQLVAFSSRQW----PFLQPILPIL---DQ-AEIDASK--IDLTGP--------ASTMWFNIIKRAD-------SLNQ-------LMKLLEVMVIK----IPNN-DH-----LK---EI-KADLA
WP_046925606.1 WDL-SEADW---EVLVNVLGDIY----RTDGERQSFA---TQ-LGYPGHE--MPNALN--------AFNFWQQIRFHAERG-----LVEW------GFREVVQAISRR----YPYN-RD-----NV---RLAAKYDI
WP_069907700.1 -----MSAF---GDLVRSLAQLF----PTKVRQKELI---RE-AGFDPEA--VDLSGA--------PREAWYSIFSYVRP------RQGE--------DALLDVVLAA----EPTA-EPL----VQ---AYRVEKAR
EFL21326.1 MSQ-GGPDR---ATLIARLAKLY----PEARSVRRLM---ET-AGIPSDM--VDFGGG--------ARDVWHAALRETD-------NRGK-------RVALLTTAVGE----FSDD-EE-----LR---RALSQALT
WP_077919433.1 MPL-TPRER---FRLKISLAQKY----QQPDAARQVA---TV-AGINTLS--IPFNGT-------PPIDLWEKIILKAE-------KSNR-------LLPLVKQVATQ----HPDD-TE-----YP---DW-LRELE
CCD95925.1 MTW-TSDEI---RRLRCLFAIYY----PTRTDAARAA---RD-ADLNTAE--IDFSGS--------AINRWHSILEYAG-------PRNK-------IESLLDIATTD----NPSV-EE-----L----RLARDGHI
WP_099106784.1 MPS-WNTKL---TELRGHLVELY----PEKEDGRMMV---EM-AGLPPGS--IAFSDK--------ATSNWHQILREAN-------KRRK-------VTDLVQLAIQD----YPER-EE-----LA---RL-FTEVE
OUC06090.1 MPW--DTNL---INLRDMLAGLY----WDVGEARRVA---QE-AGLNVLQ--ISFQPK--------PINNWHNILTEAM-------NQGG-----DAIQAIIDVARKE----YPRN-EQ-----LL---DLAQRHAL
CAN97288.1 LR--DGRSR---AAFREALARKY----PTVDEARAFV---DK-VGLNPIR--ICFSSR--------ADLTWFSILEEAS-------KQGE-----RWVRAVLDLALEE----YPDD-DG-----LL---CLRSGSAP
APR85052.1 --W-NPTSA---RTLRDVLARKY----SSVDEARQFV---KY-VGLDSIR--IAFHNR--------ADLTWFSILEEAQ-------RQGP-----RWVHAVIEHALEE----YPDD-DV-----LQ---RLRDGASV
KYG02989.1 PTL-SDSDR---LRLRKRLAVLY----DTEHTARRIV---RE-AGISLQS--VRIAGG--------IIDIWDAILEEAR-------KQHR-------IADIVRCALGE----YSDD-DD-----LL---EL-VQKLA
WP_050995937.1 SKW-GHRAL---AQLNEALANLY----PLDSDARRIA---AK-VGLRTAH--IKFEGK--------AITTWFHVLEYAN-------SQRK-------IDDILFAALED----YPND-DT-----LL---AA-QMGAP
WP_017270711.1 MKW-DHVAL---ANLNEILANIY----PTDNEARRIA---TA-VGLRPAF--LTFEGK--------AITSWFSVLQAAN-------RNAN------TVDAIVAKANEE----FPGD-EQ-----L----IL-ARDHT
WP_044252230.1 DEL--AARV---GKLRDFLACLY----GSAPSARMIA---VD-AGLNMTL--IELRGT--------PREVWQAILEEAK-------KSLR-------VISIIDRVLND----YPEY-PE-----LK---QA-RKELG
KYG03239.1 MGY-DQSSL---TKLRKILAPLY----PREAEQRRLI---RD-AGLDETL--IALDRS--------AANSWSEILNHASR------RPGK-------VEAIIKLALEE----HPENELL-----LR------AGEDR
APR85051.1 PSL-DVRDW---ARLRRVLATIY-----DRPEAARLV---ARDAGLDLMR--IVFTGS--------VDEAWESILTEAI-------RRRR-------LVEIVRHALRA----YPDD-PE-----LGEL-AL-LLGIR
OUC08060.1 MPW--HASL---DPIQTILADLY----PTEDAARRVV---DQ-AGLNAQQ--IDFDGP--------AINRWHNILLEAE-------RQGS-------VHAILAVAQAE----YPRN-QA-----LS---QAAAAYRP
OWK18362.1 TEW-TQPEL---TSLNRILANLY----PMIGDGVRVA---KG-VGLSTAQ--IAFDNK--------AINNWFAIVQRAK-------QETR-------IEALVAFALDE----NPGDEAL-----LQ------AKQHA
WP_069907699.1 SKW-SREEL---TRLRKVLARLY----PGRKAATTLA---ED-AGLSVLD--IDFDGS--------AYDMWASIFQHAE-------PRDK-------IDPLLDKALAD----NPDN-ED-----LL---RA-KQRAL
AMV35122.1 PSI--DQWW---EEIENVLLYLY----PEGPRDKHLW---ER-SGGHVGD--LRVHTT--------GREQWSKLITDLKKGK----DFGE-----ASLNTLLSVCLSD----YGSN-SD-----IT---LL-VANCP
AMV35123.1 TKV-P-------PQLLQLMCDYY----PDSDRARVLM---NS-LSIPTDY--LDFSGP--------PKTMWFKLLAEAG-------KHTT-------FLAVFQQVKQD----FPNL-DW-----AN---VE-PVILA
OKO35122.1 ISH-HEIN----EIIIELCAELF------ADRLKTIW---LR-AGGNASD--LVTNGT--------IYDQWVHAINVAS-------QGKI----HKYPKSIANILSQE----FPRN-ED-----VR---NL-VQLLG
WP_047110447.1 NGAPSSEDR---NAVIGRFADECSE--IAHNKLEYYW---KK-AGGNLKT--LSLTNS--------PSQNWLDAAQKAESGM----LAGG-------LLTLVEVVLSE----FPNN-PK-----LN---HI-KIILS
WP_017050961.1 TQLHQNEII---KKFSEVCADL------AYDRLDYIW---RK-AGGNPSR--LKNSGT--------ESDKWFHAVSEADKGAL---NRG--------LIGLLDVLIEE----YPHN-NQ-----LR---EI-NYLVS
WP_065204322.1 QPT-HTSRYEVIRLFSEISSDL------AHDRLEFFW---QK-AGGKLGQ--LKLQGT--------ESDKWLHAANEAENGAL---NRG--------LRSLLEVLIEE----YPNN-TQ-----LQ---EV-KQLIE
WP_096141060.1 RAL-GRSPHIERSKLSTEIARIGSE--IACEELDGIW---VR-AGGKRSE--LKRSDY--------QRDNWFDAATKAEQGKL---ESG--------LLGLVNELLVS----FPNN-QE-----LQ---EIKSILIP
WP_040011434.1 SSL-SDYK----SALIESVADIGSE--LAPDSLDEVW---ER-AGGKRKD--LESKGT--------VFSRWQHAARVAA-------NGGK-----CSLSDLIGVLKKD----YPNN-PQ-----LREMEEV-LSKLI
WP_006889296.1 PNI-TESLV---QRVAELGADL------APDELGDIW---ER-AGGKRKD--LKAGSS-------SLASQWQEAAKLAQQGK----LKGG-------LHALASELKEA----RPHN-AD-----LR---EL-VEIIS
WP_088619254.1 SRSPSHLDR---DRLIRVVADLGAN--IAPDELDSIW---ER-AGGKKKQ--LTSGGT--------PTVRWQEAASMANQGAL---KNG--------LGDLVKELREI----RVHN-PD-----LQ----A-IEQLI
WP_085211717.1 TAFDEGEII---RQVANLGADI------APDSLEDIW---ER-AGGKRKQ--LKEGGT--------PATRWREAANMASQAAL---KDG--------LLDLLRVLEEE----RPHN-EE-----IQ---KV-KLLVS
WP_100278438.1 VRI-ETSKT---NQTLEIVCKLY----PRGVEDRKIW---ER-AGGDLSF--LTLSTQ--------GKGQWFDAIKLLEQGGG----GSD-----IDLNSLIQAMQED----FPKN-TD-----LI---GA-L----
WP_017050957.1 MNI-STDDL------IGFLAEEY----PDISDARALW---KR-AGGRNSD--IASNSR--------PKDMWLNIWQKSV-------NGAA-----VKPTDLLNTVAHD----YPES-DL-----IK---SF-LTHLS
WP_047110443.1 --D-DYFQD----DLLELLAEEY----PEITQARALW---KR-AGGKNNE--LASNPY--------PRDMWLNIWNRSLNG-------AS-----VTPTSLLLEVKKD----YPEN-KV-----VI---AA-LKKHS
WP_006964514.1 QTL-P-------LDLIELLADNY----PETLEARALW---ER-AGGKRRD--VESISR--------PVDLWQRIWIRCE-------QGAI-----VTPKALLQAVLSD----FPNN-KI-----FQ---KY-LKQFH
OYY94013.1 PTL-P-------RDLIEFLASAY----PEVRDARALW---ER-SGGRALE--VENIAR--------PFDLWQNLWRRSN-------QGAV-----AQPEAILRAVRED----YPGN-AL-----IA---QY-LAAYS
WP_033159513.1 ----SGIPR----DLIEVLAEQY----PDVRDARALW---QR-AGGKASQ--VENIPN--------PRDLWQRLWQASRQG-----AAAR-------PEAILEEALED----LPEN-AT-----LQ---NY-LAALK
WP_085211707.1 LGI-P-------NDLILALAEFY----PDVREARALW---ER-AGGRGSE--VENIAR--------PRDLWQRLWQNSMQG-----SAAR-------PEALLRAALED----YPAN-PV-----FA---SH-LASLI
AGS80673.1 IQITEDQWW---EAFAEIAYRLY----PGGPKENKIW---SE-AEGEEYD--IQTMGT-------GKELWITSL-KNLRNG-----SCTG-----ITVEKLLKKMMKA----FKNN-SE-----LK---TL-NDLKS
WP_091694811.1 VKISTNQWW---DNAHDIISNYY----SNPVSLVRIW---TR-AGGHESD--LVLTVS--------AKETWEKALAQLKRG-----EFKS-----ITMNSLLKEINKE----YGEV-DG-----FK---LLFNIRKS
WP_045752253.1 --ITQDEWW---RNTEELIVELY----SNGTSLTTIW---KK-AGGKEFE--LLMNAS--------PANVWNDVLYKLRRG-----QFKD-----ITMNDLLKEIKKQ----YGDN-PK-----FK---IIYDLRKN
WP_048503675.1 IP--TDEWW---SAVHDVVIDLY----SNGSSLSTIW---QK-AGGKESD--ILISGS--------CADAWRDLLHKLRYG-----KIKN-----VTMNDLLVEINKQ----YGGN-KN-----FE---IIYKLRAN
WP_090964304.1 TQVGNAAQR---GEREKVLATLY----PLGPTQDEIW---SR-SGGDLSR--LNVTGN--------GLSQWHSALRRID-------GGGD-----LRLITLLRTVADD----HPDN-DA-----IK---NM-IADAM
WP_032370172.1 VSS-SDLK----AAFVDAASQLY----VDGPKSDSLW---QR-AGGDEAD--LKAART--------GRLAWGQAIDSCVVG-----RRGA-----PALADLLREMIED----FPKS-TK-----LQ---AI-KNAIE
OJW81738.1 VS--ADSVF---SELMRISVRLY----DKGPEENDIW---KR-AGGDVSK--LHNHRS--------REENWQNAIRLLRNG-----GGGN-----ISVESLIKEMMEE----HPNN-SE-----LK---EI-AKYFK
WP_047769072.1 NEK-LDIWR----ELGEVFCELY----PAGPQDEDIW---LR-SGGDTSR--LRLSGS--------GRANWLSALRILRQG-----GGGK----NITKVSLINEALND----FPHH-QQ-----LK---NL-KLIFS
SOD32715.1 CDWTTEEKW---EFLTSILIELY----PSGPDENDIW---SR-SGGHSWD--IWSFGS--------GYERWRRAIEKIK-------KGAK-----PKVDDLLKEVIAD----FPNN-ER-----VE---VI-REIFK
WP_022696794.1 TRIESENWD---RAFTEELSKLY----PEGPMEDAIW---ER-AGGRAAD--VTKAPT--------GAEGWRRAIGRVGGGA----SVGR--------LDLLREALKD----YPNN-ER-----LG---IL-RDHHP
WP_072408563.1 IIS-KDEVW---EVLVLKVTELY----PEGPNQHGLW---ER-SGGHKSD--LYVYGS--------ARQIWQNAISHIK-------NGGN-----PKAKNLLKCMIED----FSHD-ES-----LK---QL-KQLI-
WP_074658816.1 STF-IDEFW---NALLEKATELY----PDGPNQNGLW---EN-SGGQRSD--LHITGS--------GKQIWSYAISHMK-------SGGR-----PSSKDLLQKMIDD----FSCD-ES-----LK---TL-KNII-
WP_061908297.1 GPVAPAAKW---QIFEELGLDLY----PYGPGQDYLW---ER-AGGKEAD--IPKTST--------GREAWHKVVIDLAN------GRGG-----VSLQALVREMAED----HRLN-PA-----LA---KMRDDRFF
WP_090964306.1 PGV-SDKWR----ILEEVAFELY----GYGPGADSLW---TR-AGGKEAD--IPKADT--------GREAWRIVISAAER------GRGA-----IDVDRLIEVMSWD----NPHN--------WA---LN-RMKSD
WP_007766092.1 GSLAPGVKW---RILEEIGVELY----PIGPGDRSLW---ER-AGGKNGD--IPRATS--------GSEGWRIVVQEME-------QGRR----KIDPASLIKVMAED----FPGN-HT-----LR---KM-RYDRF
ENV08025.1 VS--DNDRW---EAFWVLVESLY----PKGPDDQDIW---AR-AGGKTSF--LRVLGS--------GRENWRDAIRKIR-------NGSK-----PHPSNLIREMKSD----FPNN-EK-----VS----I-LGNLF
WP_056265586.1 VD--TEEKW---RSFADLAADLY----PKGPDDRDIW---ER-AGGSNSD--ILARST--------GSERWRHAIRLVR-------RGDG-----PVVISLLREMQKD----FKSN-PN-----LQ---FI-AKDRD
KJS35250.1 VS--ADEKW---DGLAALAAELY----PEGPEQRDLW---ER-SGGKDSD--LLRRVT--------GAEMWRSALRLVRNG-----SGPS-------VKRLLAEMRTD----YGNN-PD-----LR---II-AADQD
CUV42107.1 PS--AAEKW---NAFEKEARELY----PSGPDSDELW---SR-AGGKNSD--LSGRSQ-------NGATRWHTALNSIR-------YGAR-----PTTRELLTVMCQD----FPLN-EK-----LR---LY-ASDTD
WP_053856890.1 PT--TSEKW---RSFAHLAAELY----PGGPDQDELW---YR-AGGRNSD--LAKNGS--------GLSTWLTAASQMRNG-----REPT-------PYNILQEMLQD----YPGN-EA-----LH---LL-KNDRD
WP_075907279.1 IS--ADEKW---ASLEILAANLY----PTGPGHNGLW---ER-AGGRDSD--LMWSMN--------GQGQWRHSLARIRLGS----RSPS-------IGSLLRQMCDD----FPGN-SD-----LK---LL-ISDRE
WP_058248883.1 PS--SDEKW---VMLIELAAELL----PNGPDQDSLW---ER-AGGRTAD--LLNHGT--------GQERWRHAIRAIQSG-----RSPR-------APKLIQQLQVD----FPGN-KK-----LR---LLAADPQF
WP_025381480.1 VSY--SEKW---ALLEELAVELY----PNGPDEQALW---DR-AGGKDAD--LKVNGS--------GRNRWHDAISYLQRG-----RGPY-------VSALFKEMQSD----YPQN-DK-----LR---ALREIRYF
ATP91765.1 ASD-VDKWT----VLEELAVNLY----PNGPDDSGLW---DR-AGGQDAD--LKSYAS--------GRTRWHDAISKLRRG-----RGPR-------VGRLLEAMRID----YPSN-DQ-----LR---ALLASRMF
WP_060227644.1 IP--ADEAS---QMLEETLAELY----PQGPTHNEIW---SR-SGGKDEQ--LSLEGN--------GVAQWHRCIKQVR--------AGR----GPAALDLLRIALRD----FSGN-PV-----L----QV-LRDSH
WP_061908296.1 ----PKAGR---AQHAVVLAGLY----PQGPLHSHVW---SR-AGGDVSR--LDLSGH--------GAAQWYAAVSLLER------GGGN-----ITLRQLFDEVSRE----FPLN-PD-----VA---AI-LVALG
WP_051962269.1 SR--PSVDQ---SKLERLLVDLF----PSGPQHDEVW---SR-AGGDIAA--LGRATN--------GRAGWHAALRLLSRG-----GGGV----DISYESLIQVALDE----YPRN-PE-----LL---NIARISRP
WP_080433357.1 TAS-SASPR----ELEDLLVALY----PLGPLDREIW---SR-AGGDVAN--LRIGST--------GRAAWHTALRLLAQG-----GGGA----NISMHSLLTEASSE----FEAN-PD-----LK---RLLCIT--
OJX35081.1 GKTVADP-----KEVEDLMVVLY----PQGPTDREIW---SR-AGGDLAS--LRATST--------GRAAWHAALRTLSLG-----GGGA-----ITMDSLLKEAATE----YGNN-PR-----LR---RL-LVVLR
WP_042608010.1 VQE-EAPWL----MLEEILIELY----PFGPRDQEVW---SR-AGGDLSR--LHLHPT--------GQASWHAALRTLKQG-----GGGR----SINFGSLLSTAKDD----FSNH-PQ-----LA---VL-KMPSP
WP_022519884.1 TDV--NDAW---QSLASILPVLY----PSGPSDQEVW---ER-AGGDVSR--LRLHNS--------GRASWFSALKMLA-------QGGG--GGGVSIYSLTDVVLED----FPNN-PE-----LI---NF-QKTRR
WP_079310648.1 LTA-GRLQQ---DGVLRVLAELY----ADPLSAELLL---RG-LGADLTR--LPPFGG---SQ--APLGHWFRICLTIEHG-----AFGF------TLEDLVRAAHQD----FPSN-DL-----LG---RYVRPRAS
ABW12094.1 --I-SKKDR---DAVLNLCAERY----GERVSANWLL---DA-LDVPVGR--RPSWES---A---TSIIWWNQMLAILEFGII---VDPH--------RKLIAKMRDE----FPGD-ST-----VG---RL-AETYL
WP_081439058.1 IPI-TVLDR---NALRDAAVELA----DTQDEIERVL---DE-IGFPSRS--RPDIDG-------PPDQAWRRIFHEFDDGAI---DAPY--------TKLLTALTRR----SADH-EV-----IA---RL-LTTYP
ADP79796.1 IEF-SKSEL---ARLRTMLAHLY----QGRGEIAQVL---QDSIGLAPAR--LPQGNM-------DPDALWGDILEKLEHGIACTHEQPF--------RGLLEWLLAR----WPRN-RV-----FR---EL-ARHLT
WP_013427035.1 LQL-SSHEQ---SVLVGELARLY----PNELAARPLL---EGHLNLSMSR--LPSFGV---GG--RAAEVWWAIIQDLAAGKS-RVSAPL--------RKLLVAALID----YPSN-GP-----LM---GL-AHYHR
WP_007513573.1 RRL-TDEDR---DALVSALAQVF----HQPDAALQVL---ED-AGLSPAL--QALTGV---L---GALTAWRKNVTELENGLV---RDPH--------GQLVRAALVR----YPHN-GM-----FR---TA-ARRLG
OHV32299.1 RRL-EDSAR---QDLLKALARAV----YRPESAVELL---EA-VGLNRSL--QAQIGP---S---GALAAWTTNLDELENGRV---ADPH--------RRLVKAALER----YPYN-ED-----FR---AA-ARHLG
WP_083473493.1 LAL-NDSER---RNLVNELADTY----RSDQSARILL---GR-IGMARRD--LPFPGE---M---TRIEWWSSVMNDLANGKV---FDPF--------RSLLTELLHD----YPAN-AC-----FR---TL-AETHD
WP_007516749.1 LIL-SGDDR---HRLCITLAEIF----HEAAEAGMVL---DS-IDFPRGR--RPSWHG---S---NPEIWWSQVFDNLDSGIV---QDAY--------RRLLRAARAR----RPHN-AM-----FA---EI-ARRHG
WP_020510228.1 IPL-NEIER---EDLLHAVAEAF----NSEAAAENIL---DR-IQFPRSQ--RPNFTT---L---TPDQYWTSIGQQLRLGVI---FSPN--------RRLIEAALRV----YAHN-EI-----FR---GL-ALRYG
WP_044884982.1 LQL-AGEDR---LTLLDELADVY----ADLIRARQLL---EE-LGVPRRR--LPAETG---L---SARAWWGEVFHELESGLV---ATPY--------RDLLRAVLRH----YRHN-QV-----FR---AI-ADRYS
WP_071046953.1 PTI-AGEDR---LAFLDELSELY----ADPLKAYHLV---EG-LEVPRGR--LPVASG---L---NPRTWWGEVFRELESGIL---ASPF--------RDLLSAALTD----YCHN-GQ-----LL---DL-ASRYG
WP_055409978.1 IDL-TAPDR---AALLDTVASLF----PTENHAGHLL---HQ-VGLPRER--RVGLES---V---APIVGWSQIFAEFDNGVI---FNPY--------RRLLAAALAL----YPYN-PT-----LR---NL-ARANG
WP_066064376.1 LAL-TPMER---TGLVRELARAF----PTDAAAQAVL---SA-VGLERSR--RPNLGN---V---PPAWAWEEILAECEHGAI---RTPY--------RRLLAAALAL----YPYN-RT-----FR---GL-AHLHG
WP_035920582.1 VRL-TVDER---EELHREIARLF----RAESGAEIFL---RR-LGYPLDR--VPARGI---AA--DPEQWWDIVFFELDSGII---DDPD--------GRLLRAALRV----YPYN-EV-----FA---PL-GERKG
EIV94373.1 IRL-SVDEV---EDLRDEIARRF----ANQSAAESLL---RR-MSLPRDQ--RPVWTS---GQ--SPGEWWDEVFELLDSGVI---DDPW--------RRTLRGALRV----YRYN-SV-----FV---EL-AEGHG
WP_054569528.1 --F-DLLER---KALRDAVAEMF----PPGPSAHQIL---EE-IGVPRGR--QPVVGQ---G---TAQQWWGEVFAAFDLGIV---ATPY--------RRLLSAAIAN----YPAS-AT-----LE---AL-AARRG
ABW16326.1 IRL-DPEEM---TQLRAELAAAF----GAGVRASQLL---EE-IGLPRAR--QFVQGG---A---TPLEWWTEMLRELGNGAV---DRPY--------RKTLEAALRE----YGYN-DV-----FV---RL-ARRHG
SNQ47468.1 LAL-SDDDR---ATLRAELAAAF-----SPGQARHLV---EE-LGIPRAR--HPRVGD---GDG-SPLSWWTEMFHEFDRGPV---PEPY--------RRLLAAALAR----YPYN-AR-----LY---LL-GARHG
WP_020629993.1 PDW-GDNTA---RLLHDTLNKAF----YLREDLIELY---CG-AGLPPHE--IDWNQP--------AAQLWPTITRDTA-------DAGR-----L--ENLILLVRHR----CPAV-APD----LD---VV-LSAHN
WP_092545932.1 MTL-SPKEQ---GQLRGALINAY----GSPP--AVVL---AD-IGLPPAV--IPAGNL-------DPVTAWLQIIQNIA-------AGGP-----VDFPTLIGRALED----FPVN-PV-----LV---EL-QGRCA
SDT45938.1 MKM-SKQDE---TRFRDAAIDAF----RGDGDLELML---SD-IGLHPRH--WPARRG---L---SPAEGWNQALHVLADSD----VDGG-------QLALVRRAYQD----RPRN-PV-----FS---SL-ITRYD
SDT45566.1 TRM-SKPDE---ITFRDAAIDAF----RGERDLELML---SD-LGLHRKD--WPDRGL-------GPVEAWDRALHALADSA----VDGG-------QLALLRRALDA----RPRN-PG-----FR---EL-AARYF
WP_086666215.1 LDW-TDARL---QELRDVVSMTI----YRDADIEAVL---RE-GGLSPA---LVRWGL-------APRALWFDIFTVAA-------EQLR-------LPEVVRAAAKD----RPAL-ARR----VG---EL-LADRP
WP_020629992.1 LDW-TDSRL---QELRNTLSAAI----YREREIEVVA---IG-AGVPPGR--IRWGQQ--------ADHLWFDVLNEAA-------AHVR-------VKQLLADVGER----QPAL-AAR----IG---EL-SAAAP
WP_020645957.1 LTY-DELRR---EGAFSLLGNLF----PDQAKARGLL---ED-AGVGIGA--VPPMAP---S---APAEYWRTVCREIADGRH---PTTL--------EKLLDAAIGW----YPAS-AE-----LK---AL-RGRGR
WP_015197958.1 LTL-KDVIK---NGILNQLAASC----NDRATANLIL---NL-IDFPGNR--QIVFPD---NG--RVQDYWIHICNEIQSGVL---PDGT-----DGFQSLVDAAADI----YPSN-PV-----FR---QH-RSDSN
WP_037754738.1 GKL-PTEIK---QALVNRLSDLY----RTQNLAEELL---DD-MEFPPQT--RPRWDA---AGQ-EVVGFWGQVVRALELGAV--QRDGV--------LQLVETALRR----WPGN-HD-----LL---KI-RDFLQ
CAJ42343.1 FQW-DAPGA---LELRDLLAGVY----TRSAPAEQLA---KR-AGVATGY--INWEQP--------MMTVWFELMEKAA-------NQKC--------LRPLLEAVTE----GPDQ-AV-----AD---RV-RELLA
WP_030719373.1 FDW-SDPGA---RELRDLLASFY----DDPAAVKAMA---RE-AGVATQH--VPWQQP--------IYGVWFDLIAVAR-------NQGK--------LRALLARIQD----GPDL-AV-----TE---RL-KELTE
WP_049654134.1 FRW-TDPGA---VELRDLLASVH----FRVNPVLELA---QQ-AGIAPAE--VNWDQP--------MSLVWFDLITVAR-------KQEK--------LRPLLDRIAA----GPDQ-AL-----AA---RV-RELLA
WP_014816202.1 FDF-SDPVA---QQLRNLLATSY----FRESEIIDFV---QV-AGLDPSR--IAWGQT--------ARAMWADTLRRGS-------------------MEGKNRALVE----VISN-SGDAA--VA--ATL-QDMLG
KYF95292.1 FNY-IHPEA---VELRSLLAKAY----SRKQDIPVIL---ER-AGLEPSY--IDLEQA--------PIYVWQDALRQASD------ALLL---------RPLLDLVLA-----DRD-RKK----YH--DRI-KELME
WP_014178937.1 FDW-SRPES---RELHDFLAGIH----FREGPVVEFA---VR-AGVKPAT--VAWDRP--------MHSVWHDLITKAR---------NQ---------NRLHALLEQ----VAEN-DEA----VA--LRL-RELMA
WP_053790450.1 FDW-SRPAA---RELRNYLSEAY----YREDSVIPFA---QQ-AGVRLST--VSWGNP--------MFLVWHNLIEQAR-------NQGR--------LRALLDQIEA----GADS-DVT----I----RL-KELTG
WP_033202435.1 FDW-THPAA---RELCDLLSETY----WKPDAVAVLA---QQ-AGVRRAR--INWGQP--------THLIWHDLIESAR-------NQDL--------LRTLLTRIED----GVDA-AVA----V----RL-RELTH
WP_069767519.1 WDI-TREDW---DELRSGLSSAY----LDSGERNRFL---RD-LGFPPQE--QPPAAA-------SNAVFWEHVRERAESGAV---SLGW--------RDLAQRAYED----QTAG-QQP----IF--ARL-GRPAP
WP_033359488.1 ----MTPQE---DRARELLAQLY----FDEDAARGVL---IR-IGYPLSA--LPKFVT--------AETFWPQVMLTLE-------ARVS-----DGMIKLLKAAMLG----YPGV-AA-----LE---ELHDEVLG
WP_037677791.1 M---RDDLR---DALYRELEET-----VTPEEAGMYL---AS-LRFPMHR--LDFRTA--------PQLFWSKLRKLLDRGVL---VDGE--------DSLIRQIAPA----YPGN-PV-----LQQ--AYWSLSAP
WP_042180580.1 LPW-SDARL---RELRDLLSAVV----YRDTAIEMIV---AD-AGLPLAR--IAWGQS--------AHRLWFDVLNLAA-------DFRQ-------LPDLLDAVRKH----HPGC-WAR----ID---EVTRADAI
OKI06924.1 FPN-EDPRA---AELLRALMYTY----GLPQPARQVV---AR-AGIAEAE--IAWQGA--------MLDVWPDIVEKAA-------ATGR-------LRRLVEVVAED-----PNS-RAASPV-FA---YLLAEQRT
CAJ42342.1 FNL-DDERA---KNLLKALVTVY----STKPAARQVI---LG-AGLGEGD--INWGQS--------MADVWPEALELAA-------PAGR-------LRALVQLAAND-----PNT-RGH-PV-FH---YLLTEETS
WP_046585557.1 FDL-GDERA---RKLLDACIRVF----ATPHTARQII---LA-AGLPEAE--FPWGAA-------SMADIWPRALELAA-------PAGL-------LRALVEGAAR-----HPET-EAH-PV-FG---YLLTEKPS
WP_053790451.1 FAF-ADPDG---KLLLETLCGIY----PHAPMVWPLV---QA-AALKPSD--YPSDN---------MTDTWPRILESAA-------RAGK-------LRRLVQIVAED---ARSSG-YS-----IFR--DLLATAPA
WP_089509551.1 APFAADDPR--ARELLAALLTAY----DQGAEVRAFV---LA-AGMRAAE--FAWTAP--------MAEVWPQVLRRAA-------DQGR-------LRRLVGLIAED-----PNS-AA-----YG---II-ARLAG
WP_033306651.1 FAF-DDPQA---RELLDVLLKVH----DREASVRQFV---AA-VGLLPAA--IEWRGP--------LTDIWPRVLEHAA-------SARK-------LRELIQVVAQ-----HPNS-AE-----YD---IF-KVLLS
WP_030719370.1 FRL-DDPQA---KELLGVLLKVH----DVEDAVKRFV---KT-AGMLPAA--IE-WSG-------PMTDIWPRVLEHAA-------AAGR-------LRTLVQIVSL------DAN-ST-----AY---GI--FKVL
WP_006539368.1 LPL-SREDL---QRFRTALAAVA----PDRTSAEMLL---VE-IDVPRTR--LPSFHS-------TPEHAWFEVFQTLEAGVV--AQPCR---------RLLAAVLVR----YPAN-PV-----FL---DL-HDRHV
WP_009737883.1 QTW-ENSET---EALRRFVEDKW----GDVGKARLFL---ER-AGWSRAE--IPLADN--------GRDFWTIVVGQLS-------IGAA-----PGFCALVGGLLDE----LPLN-PE-----VQ---AL-ARKVG
OAD23568.1 SDL-DNKE------ILQELSKRY----NDEPRARNLL---GK-IRFPREH--IPEFNS--------SDSFWRVICNNIERGRI---KGGP--------YVLFAAAADD----FPYN-SH-----FI---QW-RNQSS
WP_082673983.1 ITM-TQDWE---NRFITELAECF----DNSSGATALL---AQ-IDVKHVF--FGAFGT---P---SILDWWRDVVNKLKKGMG--GHDGV--------SRLCRAAASI----FAGN-SV-----FA---NC-RDPAD
WP_083828635.1 SAL-SQVE-------VEAFADAF----CDPARARHLL---TN-AGLPANR--HPSWQA---S---DAQTFWAEVSSLIASGVR---PGLQ--------DALFKEAAQL----FPGN-AV-----FS----C--GSTT
WP_093170136.1 ITY-DEARR---NGVITALAQVF----DSEAKSYALL---ED-MGVDRTR--LPHFGS---L---AAEFFWRQVVRELAHGMA---EPGL--------TELVDTAYRL----YPGN-EV-----FR---RY-SGAAP
WP_071086094.1 VRL-SSEDR---DLLVSELSMIF----IMPASVDNLL---RR-IGIPRRQ--TPSWSS---T---SSFQLWSSIIDDMEAGIV---QEPY--------ERLLTAASSD----YPAN-AV-----LR---DL-VDRYV
WP_083418383.1 RRL-RKED-------VAELSDVF----YQEISADQLL---ME-AGFSRGE--LPPSSS--------SKQRWTLVNQSLGNGDP---PGGR--------RRILDAALSR----YPAN-HV-----FK---AG-LDEAV
WP_084010468.1 RQL-RAED-------LAELADVF----YQRQTADHLL---AD-AGFSRKN--LPDAST--------SGGRWADVNVTLGDGSV---PGGR--------LRILELALDR----YPAN-DV-----FK---QG-VAEAR
WP_018636463.1 RRL-RGED-------VAELANVF----YEPRTADQLL---AQ-AGFSRGS--LPAGYT--------AAARWEAVNDALGDGLV---EGGR--------LRILELAQRS----YPAN-TV-----FA---AG-LAAAR
WP_066065464.1 VSFLSDSEL-------RELSKVY----HRGNIASSLL---RR-AGIARNV--QPVFDS-------TSLDFWRAVDESLADG-----RVGP-----EVAGRILALAREE----YPGN-PV-----FA---GAGGGTPR
WP_018501667.1 RSF-SESEL-------GELARVY----HRKLSATSLL---AR-AGIDRES--QPSWDS---H---TSRDFWWEVGEEVASG-----RGGP-----DAADRVLAFAAEE----YPGN-DV-----FR---RSAGGPSH
WP_020464287.1 RSF-SESEL-------VELATVY----HEKRSARSLL---ER-AGIDPGS--HPSWDS---L---TSLDFWRAVGAQVTSG-----WGGS-----DTADRILAAAARD----YVGN-DV-----FR--RPAGGPPHG
WP_083819596.1 ERL-SDEEV-------EELARVY----WNPVAASQLL---AA-AGIDQYQ--LPTGFD-------YSLRYWQQVAALLDQGAF---PGGR--------RKILARAAAD----YPAN-PV-----FV--RQLADLRST
WP_013421725.1 QQL-SDLEL-------RTLAEVY----FDRWAGGELL---KR-AGLSPAD--QPQGAG-------IVLDFWRQVNASLGAGIL---ADGR--------RRILAAAAAD----YPAN-EV-----FR---RGLSDAAT
WP_013424711.1 MNLLSDREL-------AELARVY----YQPFSVSQLL---QR-AGLDSSR--QPVISG---AY--SSAMYWQAVNNYIGDSRD---PDLR--------GRILNLARSD----YPAN-SV-----FV---RGVADAAS
EFC84488.1 --L-SDDV-------IETLAEMY----DRESSARQFL---DR-AGFPSSR--LPSWQV---A---GPLEFWREVARLVRLGII---ADGP--------RTILHLSLAD----YPGN-PV-----LL---RA-WGQHG
WP_045875854.1 TGP-TDDQ-------IQEFADLF----FEETSARQLL---VR-SGFRVGM--QPVWGR---GG--TPLVFWREVFGALERGAV---IDGP--------KNLLRHARQE----LPAN-KM-----LI---EM-EAAFA
WP_069767520.1 APL-LREE-------VQALAEVY----RSAQQAQLML---RS-AGYPASA--VPAGAI-------TMGNFWSQVSAELENGAM---AAGR--------DRILAKAHAE----HPFH-SL-----FA---SA-ATRRP
WP_046925607.1 APL-LPDE-------IRALAALY----STPSRAEVLL---HS-AGYPADA--LPYAAT-------TSGEYWEQVSLNLTTGVM---AQGR--------QRILAKAWER----HQYN-PV-----FR---QA-ASDSA
WP_020510233.1 LGF-SDAE-------LAAIADAF----PVGPATNLLL---SR-AGYPRGN--IPSMIG---V---SAAMFWRMVSQELEAGAL---ENGR--------ERILAVAAET----YPAH-PV-----LG---GR-RIRSV
WP_037699414.1 AGF-TDGEL-------QALAERY----HESRKARLLL---GR-AGYPKER--VPEFTD--------ASSFWYEINQEIESGVM---TDGR--------DRILAEDEAR----YPAR-PI-----GS---YP-GSGQN
WP_013422659.1 KEL-SEQE-------IQALIDAF----PGPVEAREIL---IR-AGVRAGS--VTWESV-------TATMFWQGAARQLASGLL---IDGA--------LRLLEAASDE----RPGN-FV-----FT---AG-VKARR
WP_055409063.1 AGL-SDAE-------IAMLAAAY----PTATRCAILF---RR-AGMPAEQ--LPVFDA---TL--SPFEYWTQMSHELRLGRV---VDGR--------RRLLAVAGAD----YPNN-PV-----IA---PG-TAEPI
WP_052710878.1 VGL-SDDEI-------AALAGAY----QSASAVGALL---RR-AGIRADL--LPVFGA---GV--NARDWWSEVGAELRNGRA---TAGR--------RKIFRAAARD----YPDN-PT-----FR---RA-AHGPG
WP_006543281.1 RGF-TEAE-------LKAFVNVY----ESQDAARNFL---KK-AGFPKDR--LPEFNR---V---DAKTYWEMINDLLEKGIL---RDGR--------ARLLAAAHDE----WPAN-PA-----FE---PR-LFPDI
WP_007507163.1 QEL-TAAEL-------DALMAVF----PDVKDARRLL---RV-AGFPNAL--VPADSG-------TVGAFWFSVFEALRSGAV---VDGR--------IRLLTAARDL----HPAN-PA-----FA---AS-RTRVT
WP_083749395.1 EGL-SYAE-------VQELARVF----YEGRQARSLL---TS-AGLSFAV--MPPIGS-------TAETFWVEVDRLLRHGAF---PDGR--------RRILETAAAN----FPAN-EI-----FI---RG-AANTV
WP_093260714.1 EPF-TDAEV-------IALAQAF----PPGPAASGLL---AE-AGVPSQH--IPTALG---GL--TSNDFWRLVSEAIKAGLI---ENGR--------RRILEAAARR----FPAN-PA-----FQ---GKERTRRV
WP_041259412.1 DRL-TDAE-------VTRLADRY----PRPDLALVVC---ET-AGLAPRV--LPLWQS---R---TALEFWRSVNELIAAGVI---ADGP--------ARILAAARQV----ERAE-KA-----AE---RG-GDRLK
SNQ45907.1 QPL-STEQL-------DALARIF----HHPASATWIL---SR-ISYPRAR--QPAWDT--------AASFWREVSEQLTYGIV---FNGP--------ARLLAAAADE----YPGN-PT-----FG---APGREQSL
WP_007511898.1 EKL-EKDEV-------RELAKVF----RDRTAADQLL---LY-VGMDELD--LPIDVR-------SSLMYWQAVDEILDRGAL---AGGR--------LRILTRAAEL----YPAN-IL-----FP---GR-VAELR
WP_076817955.1 ERL-QDDE-------VLELARVF----RDSLSGGQLL---LH-AGLPEFL--IPTGAA-------NSLTFWQAVSEALDAGGV---DGGR--------FRILARAAEI----FPAN-RL-----FP---GR-VDDLR
WP_013426788.1 EGL-SDDE-------VRELGRRF----PDVVTARRVL---TL-AGWSLDQ--VPSWQV---D---TSGQFWHEVSIRLAHGVV---ADGR--------RRLFEAA-SW----LPED-PG-----FR---AG-GAVVG
WP_076823655.1 DLL-TERE-------LQALADSF----EQPL-AQLVL---ER-AGLTRAR--QPSWTP---VSF-SAVDFWRAVNRLIEQASL---AGLR--------GRILDEAHAE----RPAR-DE-----FQ---PA-LRPDS
CUU60049.1 LRL-TGEER---RELLDALATVF----NDEGSASLVL---GD-LGFPATR--RPRWAT--------AIRYWTAITEELDKGIM---PEPY--------RRLLRAALHS----FPAN-SV-----FL---RLDSNRRV
WP_071042397.1 EGL-SREE-------IDTLANLF----A-PLEAEQLL---ER-AGLPRSR--HPASQS---R---DRLTFWTEVSLLIVHGAV---PGLR--------TAILTEASRL----FPGH-DA-----LI---LG-LGPAG
WP_076822549.1 QGL-SDGQI-------RAIAQRF----STVADVGVLL---DR-AGFPAGR--TPLGAP-------SPEAFWLEVSRLLSGGAV---PGCR--------ERLLAVAREL----YPGE-PV-----FA---EVAVAADV
WP_014055812.1 PAL-TTEEI-------RELARVF----PPGPSAVALL---RR-AGLTAER--IPAAAG---T---TAGEFWSAVARAVAADRI---ADGR--------LRVLAAACVT----YPHN-AV-----FR---AALREPGG
WP_076824583.1 M---TDAEV-------DELARVF----PTPTGAGHLL---SS-AGLGPQY--HPRQAA-------NAFEFWHAVSADIGAGRL---PDGR-------LRVLIAAAAR-----YPDN-EV-----FR---QALGITQA
WP_026239147.1 EPL-TGEEI-------HTLAVVF----PQPAAAGRLL---LA-AGLGTQF--HPQNAG-------NAFEYWHAVSAEIGAGRL---VDGR--------RLILTAAVAR----YPAN-EV-----FR---RALGMAPA
WP_071049939.1 DDL-PAAE-------VQAFARMF----PDQWSANRVL---AS-IGFPREH--QPGWAG---GL--SAVDWWSEVFRQLAAGKV---VNGR--------RRLLDAARRE----FSGA-PI-----FA---SF-EAAEE
WP_052710824.1 EGL-TEREI-------SAFAAVF----HDRDAATDLL---AA-VRFPLAD--LPSSAP-------TPRLFWSAISRELRAGAL---VDGR--------RKLLTAARER----YPNN-SA-----FD---GIATAAAV
WP_070130875.1 DRL-TEAEI-------EAXSATF----TNQMKATHLL---ER-AGLARRH--HPQFYP---GE--SSFEFWSELASLLENGLL---PDGR--------RRILTEAHRD----YRGN-RI-----FA---DAVREDGV
WP_071062872.1 EAL-SVEEI-------TALSTAF----PQQQQVIIIL---KA-AGLETAR--QPWQAS-------TPVEFWMEISRLLEAGVL---VDGR--------RRILTEAGKV----YPEN-SA-----FI---SPPDRRDT
WP_071054862.1 EPL-TDEE-------IDELADLR----HQEEPAKQLL---GR-AGFGRRI--QPVWGG-------SSMVFWRSVSALAEDGAV---KDGR--------RRIIAEAAAL----FPAN-PV-----FA---WAALPEPP
WP_061082643.1 AQL-TPEEI-------DQFIRLF----PPGQRARLVL---RE-AGFPSAS--VPASAD-------TAGDFWEQVAVELSSGTM---EDGR--------RRVLEAALRR----YPHN-PV-----FL---AG-YAEPS
WP_076820251.1 EGL-GSEL-------IEALAGLV----TVPAEACQLV---VE-AGVPAAA--LPWNSC-------NPREFWVAVSAELASGVT---AHGR--------DRLLEVLRSR----FPHH-PI-----FG---SP-APARL
WP_071046502.1 AGL-SRAQ-------VEALAERL----AAPGLARQVL---AE-AGIHRAD--LPWNPQ-------NPRSFWTAVSDLLADGVA---VDGR--------ARLLAVLGTR----YPGE-PL-----FA---DS-TMHPS
WP_013423306.1 AGL-TSEQ-------VEALAEVY----ADPLSARQVV---TN-AGVRVPD--VPWGAQ-------SSRVFWRAVADLLKQGVA---AAGA--------ERLLAEAAEQ----FPEN-PV-----FA---AA-GPARE
ADP78501.1 ERL-TDEQV---ETLAHLITDPF--------AARQLV---AA-AGIPMAD--QPWSTH-------SPRMFWTEVSAAFANGAA---VDGA--------QRLLTLARDQ----FPAN-IV-----LA---GP-PVFAP
WP_013427481.1 SGL-TDWQI-------AALAEVF----ADPVSARQLV---QE-AGIATAD--VPWSSE-------SPRVFWTAVSTLLAHGVA---VGGA--------ERLMTIARHR----FPGH-PG-----LD---TG-PGGSS
WP_007509020.1 DGL-TAVE----------LATAF----PDRAAALPVL---RL-AGFPDVH--IPFDAA-------TPLQFWDAVCQALRAGVM---KEGQ--------ARLFAAARAL----YPHN-PA-----FT---GN-GTASD
CAJ62793.1 DVL-TPEQ-------VRLLAELF----STPMAAVRLL---RH-AGLAPER--FPTFDA---AP--HAEGFWAAVAVELAHGRA---PGGA--------RRLLDTAKSE----YPGN-PA-----FA---RA-PRS--
WP_084132405.1 DGL-NEREI-------EALATIF----DNEIAARQLL---EE-AGLSRSH--LPVWQV-------NAGIFWREVSRIIQAGVI---TDGR--------ARILAAAGRR----FPGN-TD-----FT---RSATGEVT
SNQ46104.1 QRL-SEAEI-------EALARSY----STRTRAIQLL---ER-AGLSRDR--APVFVD-------SARDFWFEVAFVVEAGAM---IDGR--------ARILATAARD----YPGN-PA-----FS---AA-RASPR
WP_009742491.1 QRL-SEVEI-------KALARAF----YTRAKATRLL---ER-AGLARDL--MPAFIG-------SPYEAWSEIAAQLEDGLL---VNGR--------ARVLAAAAVA----FPGS-EV-----FG---GDHGLSSP
KJE24580.1 QRL-SEVEI-------WALADAF----DTNSKAKRLL---VR-AGLTRGR--VPELVG-------APYDFWSEISELLENGVL---VDGR--------ARLLAAAAEA----FPAS-EV-----FG---AHRGPASS
WP_011606692.1 QRL-SEGEI-------RALASGF----GTHYKARLLL---ER-AGLSRAR--VPELSG-------SPYDYWSEISGLLENGLL---VDGR--------ARLLAAAAQE----FPAS-PV-----FA---AGQGGAPS
WP_076828184.1 DRL-TDDEV-------RELARVF----YGPADAARLL---AR-AGLARQR--QPLWQA---G---NAVQFWAEVSALLDSGIL---ENGR--------LRILAGAREA----FPGN-PV-----FA---SGAWPGPR
WP_006541993.1 DRL-TEAE-------VIELARVL----HHLGDAIQVL---DE-AGADRSR--LPHWQG---R---GSLEFWREINILLGAGFL---ADGR--------QRILTAAARR----FPVN-EV-----FG---SGEDPPPP
WP_013873879.1 TRL-TEVEV-------AELAHVL----HSLTAAIQVL---DE-AGMERSR--MPYWQG---R---NALEFWHEVNVMLDAGVL---IDGR--------RRVLAAAARW----FPAN-DV-----FR---RV-DEDPH
WP_084131924.1 DFL-TGVEL-------NAFADVY----AELPSARRLL---TS-VGFSPSR--IPGWAA---S---DSLSFWHEVNALLRSGIV---QDGR--------RQLLAAAAAE----YPAN-RV-----FG---HP-DAALP
WP_083418172.1 IAL-SDREI-------DALAHAC----PDPAAVKELL---AG-AGFPLDR--LPSWNV---S---TATQLWRAVSEQLAAGVL---ADGR--------ARVLAAAAAR----WPYN-AV-----FG---SA-PARLA
SNQ52197.1 SAF-SQEEL-------RALALAF----PDSASVRGLL---GS-VGYPLEH--LPVWNA---T---SAAEVWYEIAERLALGVI---PNGR--------ARVLAAAAAR----FPGV-SV-----FG---EQVVLRLA
WP_076818945.1 DYL-SEPE-------IREFAQSF----LTPESARQVL---VA-AGWSPER--VPAWNA---L---SSDQFWHEVSALLGRGLV---KDGR--------RLLFAAAARW----FPAN-PV-----FA---AGRGLAGG
ADP81030.1 VGL-SVVE-------VAEFAEVF----ADVVAARVVL---ES-AGLVRSR--HPGWTT--------AVEFWSEAGRLLAAGVV---VDGR--------ARLMGVAAGL----FPGN-EV-----FA---AGVAGGLG
WP_071042455.1 DGL-SAAEV-------RALAEQF----SDPLSATQLL---EW-AGLP-RA--LHPWGG---R---SAEQFWHEVSRLLQGGVP---RLSR--------VSLLVAAATR----FPDH-EV-----FA---SAVARESA
ADP81363.1 GGL-SEDEI-------DAFAQVF----LELAGARLVL---EA-AGFPRKD--LPAWNV---G---SSRQFWAEVSLLMAAGAV---VDGR--------RRLFAAAVKA----FPGN-EV-----FA---AGA-RAMV
WP_051466277.1 RGL-SGREV-------RAFAEMF----GDLMSAGPLL---VS-VDLPRRS--QPAWHG---L---SAEEFWWEVSRLLAAGAV---RDGR--------RRLLEAAREQ----FPSN-EV-----FA---AG--GDDG
WP_083819598.1 ERL-SEIEI-------RELARRF----ADAGSATHLL---AA-TGWSAEL--VPSWRA---R---NALEFWQEVAAELEHGAV---RDGR--------RRLLTAAAAR----CPDS-SV-----FAA--GWEATRPF
WP_013426452.1 DRL-SEEEV-------RELADLY----PDPVSARHLL---VA-AGWRPGR--MPVWMI-------DADTFWREVAEKLEGGLV---ADGR--------RRLLAAAAER----WPAN-PV-----FA---TA-ATGGA
WP_083420015.1 EPL-TSVEI-------DELASVF----RRPTAAARIL---DD-AEFPRAQ--QPSWQV---A---NAAEFWQEVSRLLAEGIL---PNGR--------ARVLGAAARA----HPAN-HV-----FA---GQ-TGQNA
SNQ46554.1 DRL-TIEEV-------RMLAQAF----ARPASATSLL---ER-AGLRRSQ--HPGWSE---R---TSLEFWEEVNHNLGLGAL---PDGR--------HVILAAALRD----FPEN-PV-----FR--AGV-VRPPS
KJE20544.1 DRL-TEQEV-------RELARAF----HLPENARSLL---EQ-AGLERSQ--QPVWTS---Q---RPLDYWREINVRLGCGAV---VDGR--------RQILLAASRV----YPAN-KV-----FA---AIAAKARD
KQC34850.1 ERL-TDIEV-------ETLANAF----HRPSTAMAML---ER-AGLERRR--QPSWTS---Q---TPLEFWDDVNHQLRQGVL---ADGR--------ANILAVAAAL----YPAN-KV-----FA---AV-VEPAG
WP_009740774.1 ERL-TDEEV-------RMLARAF----HLPRSAMAVL---ER-AGLERWK--QPSWTA---Q---NALEFWDEVNNQLYLGVL---ADGR--------VRILTAAAEL----FPAN-RV-----FA---AVAAPARS
WP_083986696.1 DSL-TAREL-------EALANAF----SAPVPARQLL---GA-AGIAPSR--VPGWQA---G---SSLAFWHEVDALLEAGIL---PDGR--------HRLLTEAARV----FPAN-PA-----WS---AWGTASSA
WP_054564444.1 EGL-SGEQV-------RALAEVF----SDERSARSVL---EQ-AGFAAGR--FP-WGA---W---NAVQFWWSVAGELKAGAV---VGGT--------ARLLTAVREL----YPGN-AV-----FA--GGVGGRGPG
WP_091284299.1 DGL-AAEQV-------RAFAEVF----GDPASARHVL---DL-AGFP-AH--LHPWEA---P---SGLLFWASVSRSLANGVL---ADGY--------VRLLTAARSL----YPDN-PQ-----FS---SDTLPEAE
WP_013424070.1 GPL-TEEEV-------AALTSAF----ADQTAAGQLL---SD-AGLRAER--QPSWRV---N---TAEEFWVEVAALVRDGIL---PDGR--------ARILTAAASR----LPDH-PV-----LA---RDPGDRAA
WP_027140670.1 DRL-CDDQI-------KALADAF----PDRESACLLL---TK-AGLSPGL--HPAWSA---T---SGWQFWSAVSELFANGIL---ADGP--------TRLLAAACSD----FPDN-SV-----FC---ARSGKNGP
WP_052681229.1 ERL-TDGEV-------QALAGAF----ANSLSARQVL---EA-AGLAVAR--QPNWGD---T---TSLRFWREVNSLLGNGIL---PEGR--------RQVLAAAAAE----FPAN-PV-----FA---QP-DLDGA
WP_091277755.1 EHL-TDDEI-------EALAETF----GDPLSARHVL---VA-AGLAAAR--QPSWGN---A---TPLRYWREVSVLLGAGII---AEGR--------HRVLAAAADV----FPGN-PA-----FA--PPA-AAAPA
WP_052710700.1 EGL-TSGEI-------AELAGLF----YGERVARQLL---EA-AGLTRAD--QPAWGP-------TARTFWTEVSMLLAAGVL---ADGC--------RRVITEAHRR----FPAN-QV-----LG---RADRFATR
SNQ51358.1 DCL-SDAEI-------RALAEAC----PDRVQARQLL---EA-AGVSRGR--QPTWNV---D---SAEQFWREVSHVLAAGIR---LDERARFVGDGRASLLAVAAEW----FAAN-EV-----FA---RAAAAGPG
WP_013422485.1 DAL-SELEI-------RELAAAF----HAPGAARQLL---ET-AGVPRER--QPGWGE---C---SAEEFWREVATLLRSGVL---ADGR--------ERVLTAARRR----FPAN-HV-----FA---IK-KPQNG
ONH35513.1 PGL-SEPAV-------HALAAAF----PTPVSARQIL---ET-AGLDAGR--QPGWNA---G---SSLEFWRAVSSLLAAGVL---PAGR--------ERLLAAARQL----FPAN-PA-----FA---AY-VKEEA
WP_083472957.1 GPL-EESEL-------RALAGCF----ADPRPARHLL---EE-AGLPAQR--QPPWHG-------SAQEFWWEVNGLLRAGVI---ADGR--------ERLLAVARAR----YPAN-PA-----FA--GGA-TTENR
WP_007516026.1 EGL-TTGEI-------GALAELF----TDPLSAGQLL---NG-AGLRRAH--HPAWVA---GL--SAHLFWSEVSRLLAAGVL---ADGR--------DRLLAAAHAW----FPAN-PA-----FV---GG-PLPGG
WP_006543913.1 DDL-SPEQI-------RALGEVF----ADPVSAGQLL---EW-AGLGRGR--HPAWPV---Q---GAEQFWGEVSRLLRAGAL---VGGR--------ASLLALAGAL----YPAN-KV-----FG---AE-TSDAS
WP_013422661.1 HGL-TPEEI-------RALADVF----ADPVAAGQLV---EA-AGLARSR--HPAWPA---G---GSGSFWSEVSRLLAAGAL---VDGR--------ENLLAVAAAL----YPAN-AA-----FG---TV-APVAE
EFC84662.1 PGL-TEREL-------QMLAALF----DTPERADSLL---RD-AGFPVAR--IPTMQG---Y---AVAEYWRAVARLVDNGVM---PDGR--------LNILTAASRQ----FPAN-PT-----FA---ASGADGQT
CUU59878.1 GGL-SPAE-------VAEFARVF----ADLPSARQVL---DA-AGFPRER--VPGLNA---S---TPVQFWESVSVELASGVL---EDGR--------RSLLAAAADL----YTAN-RV-----FG---G--GGAGR
WP_083401989.1 RGL-SDAE-------VRAFAAAF----PDAASARPVL---RA-AGLPAGR--DPSWAA---R---DAEGFWFAVAELLEHGGL---PGGR--------TALFAAALTW----YPDN-PV-----LT---T--GAAGG
WP_071053616.1 RGL-SAEQV-------RAFAEAF----PNAATATPVL---TA-AGLPASR--HPTWAV---Q---DAMAFWFAVSALVENGAL---PTGR--------AALLAEARRW----FPHN-PS-----FD----ADPADPG
SNQ45787.1 RAL-TEDEI-------TALAVVF----ATPSSAVPLL---RQ-CDFPLHR--APSWQA---D---DAQEFWTAVSTLLDHGIV---HEGR--------RRLLAAAHRQ----FPAH-PV-----FA---PP-TA---
ADP83795.1 RGL-SDVEV-------PAFARAY----RDPVSAGQVL---AD-AGLPVQL--HPSWGT---H---SALAFWWAVSGLMENGAL---RGGR--------EALCRAALKS----YPAN-PV-----FM--AGA-EGSEA
WP_007517607.1 SGL-SEHEI-------GAFADVF----PDPFSARHVL---AT-AGVPTRR--HPSWTA---T---DAYGFWGAVSVLLTNGLV---KDGP--------ARLFAAALAL----FPAN-PV-----FLAS-AA-ARSAG
OHV31704.1 GGL-SVGEV-------AAFATVF----PDSGSAGRVL---VA-AGVPVER--LPSWAA---S---DALGFWSAVSGLLSNGLI---EDGP--------AVLCAAALEL----FPAN-PV-----FR---AG-AARSG
WP_056333378.1 MRL-DPQQR---LRLKAVMAEAF----QSPEALQRYL---AEKCMIHLGA--ISSPDA-------GTKANIAALIEAAEN------NQPM-------LDRLLDGLQLH-----PRA-S------LK---SI-AAQVA
ETR67381.1 MPI-TCKQM-RTQGILDEFIKLY----YQSSQIGALF---AK-ANIDLSH--FPEFGK---L---KIKDWWQNVCTELGNGVA---GTDG-------MDRLIKGAADD----YPGN-EK-----FN---PLKPEKSN
WP_077919434.1 MNW--NETL---TILNYRLARLY----RQPNAAIAVV---ER-ANYN-TL--QIDISG-------NPAVMWFNILDYARTTAN---NWNK-------IIALLEVVTSP-NEMGAED-ET-----LK---GI-LENLK
WP_091694808.1 MIW-TKRE----TQLNDVLATLV----YRQEGIAMIA---QQ-SGIS-PS--KINFSG-------NADEIWHDTIIQAL-------RRGK-------LTDLIEAALRQ----FPDD-PY-----LL---AA-KLNAD
WP_086546077.1 MYR--DKKL---NQLNDALALLI----PLPNNIITFL---DR-AEID-YS--MIDFMG-------GSLAIWNSALRYAH-------SNNQ-------VDQLVDTVLQS----FPEN-PY-----LL---AY-KEERF
OYX25762.1 MAW--TKKL---TQLNDILSDLV----PNKDGITKYV---KA-SGLK-PQ--FIDTSG-------NALDVWSNVLSEAD-------KNSK-------VDELVKSVLDT----YPDN-PF-----LK---SALFAKEI
WP_048503677.1 MGK--TIKL---TQLTDVLSDLV----PIKESIPKYV---RD-AGLK-IQ--HIDTTG-------SAMNVWNNVLYEAD-------KHHA-------VDEVVRAVLNV----YPEN-PF-----LK---AA-LSEQE
WP_056371244.1 IRW-TDPVI---RDVRETLAETY----RMHSEIMRLV---DAVDGISSIE--IAWGEP-------SPIAVWTSVLNESN-------AKER-------TRALLATVRQQ----KPKL-AD-----VI---DD-WLTDL
WP_092161432.1 --L-SGAQV---KELTRRLTSGL-----TDIDFQTLT---YA--ATG-DQ--VYKHYT---SNQLPLYKQIFETIERLE-------ADRT-------TDRFLAWVYAE----KKHN-TS-----LR---QY-ILSLA
WP_068414758.1 MTL-TPKQV---QDLARLLAGTL-----SKDDLEDIV---EL--STG-DG--LFEFWV---GEGKPLQRTIQDFLKETE-------LEGI-------TREFLAEVYRK----RPNR-ND-----VR---IE-IALLF
WP_053082004.1 PPL-SGSDM---GRLGGLLASVL-----SEKEVKQIV---YA--STG-DR--LRTAFT---ESAKPLQETIVDLLVALE-------REGL-------TFLFLAGVYRE----RPDR-HD-----VR---AE-IARVY
WP_083786386.1 --L-NANEI---DRLSRLLAKAV-----DFSQLERMV---FL--ATG-DR--LFVEYV---GPGLPLRPTIEKLIEALE-------RDAV-------TERLAAVVYRE----KPFQ-TE-----LR---GF-LLQLY
SDW97151.1 --L-SPDDS---TRLARLLASAV-----SVAELERYV---WQ--ATG-DR--LFVEYA---DMHLPLRPAIEQLLAALE-------RDGT-------TEWLARVVYRE----KPQR-GD-----VR---AA-LRAAF
WP_068292622.1 DKL-TGAQV---SELAKALSTTV-----NLDDLGNFV---YV--ATG-DQ--LEVYWT---DVRQPLVSVLRELVIRLE-------QEGQ-------TGNFLKAIYVN----RPHR-DD-----IR---QL-ITRLA
CDZ68160.1 GKL-NASQI---ASMTDMLTDSL-----GEFDLETIT---HV--ATG-DQ--LFVAYT---SNNLPRKRQVRDLLLALE-------QDGT-------TDRFLGEVWRR----KPNR-GD-----VR---EA-IVTLF
ASY54150.1 LSVTEITRR---QELVQALLDDY----FTREKVIDSL---KG--VYD-LE-RLTGRIA-------FGSVNAREMLQLAH-------SLGA-------IPDILNSLLET------NN-PH-----LQ---NF-AKQID
OAI48271.1 MTL-TGSQF---AELSAIICDTL-----DWSGLERHA---QY--HFS-VN--LATEVG---GQVVPFRDVVDGWIRWLQ-------AREL-------LAKFVSSLRGE----RPKN-ER-----LR---RF-DETVI
WP_084582114.1 MKL-QPSDT---GKLMKAVVESF-----DQDTLDTLF---ME--RFN-HT--TTRYAG---G-NLDDEARALRIVKEFQ-------SRNE-------IELLIALLRDA----RPKV-LE-----LA---DL-AQTVG
ANI60476.1 MRL-QHPML---GVFKRAVEESF-----SQTDMQSLL---LQ--RFG-LP--YNTFTN--------SFLPWKTQVIEVIDY-----FQLR-----FTTEQLIAAVRDA----RPSV-VE-----VG---QV-AATVG
WP_066997244.1 LRL-QGGDI---ALLLKAMEDSF-----HPLDVDRLL---LE--RFG-LQ--LHRISG---------PKAWQYQVVDVHAH-----FDMR-----NQTQCLIAALRDA----RPDV-PE-----IV---AL-ADRAG
OAI54747.1 LKL-DGTKI---FQLTEILRALF-----KPADLVWLL---S---RIG-QD--FEATAQ---SM--DYRKNIFYMLSAAN-------SDGW-------CGRLLAVVLDE----RSDN-KD-----IQ---RF-AISVG
WP_096786388.1 MPL-DARQI---EPLSTTLSRLF-----TLSDLEMLM---LT--ATG-DG--LYEAWV---PPGLTVRRTLFALLTELD-------RQGL-------ASRVLAEMRAR----RPRS-EE-----LRA--LL-AVACP
KPK03085.1 PTL-QPSEL---LKLRRSISVLF-----NESELRDLC---FD-LGLDYDD--LPGAGK---------KDKARELVAYYH-------RRGR-------IGELVQACLRR----RPGI--------FK---GG-ARSPP
WP_073644743.1 MSL-DGMML---EKITKAIKFAF-----TISEFKRML---LYKMNIPEAD--IPNYPH--------FEKIILAVVQKLD-------RQNR-------IHELIDAALIT----NPEN-SN-----LK---QV-AEEYK
KYG09374.1 VEL-KGSDW---RRIATALKTSF----VNVDDLQMLV---TQ-QLPDLKG--VVAWGK-------GADYVAFELVQAAN-------ARGQ-------LDILLSAAANE----RPYR-PD-----LL---AL-MLYHA
WP_040908889.1 PRS-GDEQV---RALREALISAARF--RTRPTWEALC---RS-AGGDLLG--VSPQDR--------VHLLIA--VEQAG-------GEGT-----PLLSALLRTGEGE---PPPYV-GQ-----VV---AA-AGGGT
WP_097321361.1 PRS-VPQER----DLADILASAY----PRSSHLRRIA---DI-AGMR-PA--MILWEQ-------PPRAVARDVIEQAS-------REGR-------LSLLISAILND-DSVRSLH-PR-----LR---ALVGEQWL
WP_033360896.1 YPW-TEPAA---RQLHRTLTQLF----PSPKAAADVA---AR-AGIEVWA--LDLQQP--------PVHIWKDVLDTAA-------KLGL-------SRALAETVRDL----VPAT-SP-----AR---PL-VDDLL
OAI54753.1 MR--TGQLH---GQVRAALLDAF----RRPGEMAIVV---AN-AELG-KS--FANFLA---VPGTTYEEAVFNLLDWVE-------AQDQ-------LTRLLRAASRE----NSGN-LK-----LR---AV-VGHLA
WP_014497152.1 TVL-LDDQV---RELVPIYVKEF---SAEDNALGTIV---KY--SLG-LD--LDQVTN---PDQ-QFETIVTYLLTWAN-------QQGA-----GPMEALLNATLRS----RPAN-ND-----LR---EL-CRKY-
WP_007905197.1 MEL-NHTFR---RQFLKALDQAF----TNKDEIENLV---WL--TFN-KS--LDQIAI---NKETSSAIIWTVI-HVAE-------KEKR-------VPQLLAEAIKL----REND-EA-----LR---QL-SQQLR
WP_056528335.1 LGQ-GDDAG---ATLVSAILSAY-----DKPRLSSLL---RF--KGG-LI--LENEVN---TEA-PFRRVVENLTVLLD-------QQGD-------TERFLALAFAD----RPGN-PL-----LQ---TL-AAAHG
WP_018082323.1 KTM-TQKDL---TAIKEALVTAY----PDKLGLYNLL---LN--SWG-VR--VSDYVN---TVQ-PGVLAVDDLVEWAN-------AQGR-------SHDLLSLTWKE-----KQN-EVEP---LQ---TV-AARLL
PLR28184.1 --L-QPGDL---AQIHESLWRAY-----DIETLDRRL---GF--SWG-AR--IEQEVG---VAG-GSKKVFGRLLDWAE-------EAGR-------ARDLLALAWTG----KPGN-PY-----LR---AA-AERLL
WP_018082322.1 DEV-DDATR---EAIGDAIRKAY----PNRDFFYMRL---HN--KWG-VD--VEDDVT---SLDNPGGVVMARIVQYAR-------ANGR-------QLDLLALAWAD----VPGN-PA-----LK---AL-ANNWL
WP_082364706.1 VEV-ADAQV---PELVDALLSAY----PDKDFLYIRL---AD--KWA-VR--VADDIV---GTDGPGRLIVRRIVEYAR-------SEGR-------LLDLLGLAWSD----KPGN-RK-----LK---AL-ADAWL
WP_092544601.1 --M-IPNQR---RLLRDAIVSVC----PTDDALVMYV---DL--YLG-KN--LDAFVP---PG--GLEVRAYKLIKEAE-------SRGW-------LHNLVRTLLAS----YPEN-EL-----VF---AF-AKVYR
WP_091162217.1 LRL-SGSQI---EDLGTLLGAAF-----SPPRFDEFL---LY--RLN-RH--TWNYAG---AND-DYRTTLRRVIQEAN-------ARLW-------WRDLLSEARKA----ASGD-PG-----LL---AF-GEQFS
WP_047860944.1 VDS-SDNIF---VSLVEALKGVY----PSQHDLELLA---GL--GLG-AS--LDHLTP---PG--TLEYRIFKLVERYD-------AEAK-------VPKLVHAVHSH----RPGD-PK-----VR---AL-FARFF
WP_091114990.1 TTA---------ATLDSILRERY----PTRRQLREFV---RR--RLG-EN--LDDYVG---TG--GLRDVAFQLVEAAD-------SNGW-----DLASALERDRILS--LATPVN-FN-----LL---DL-ATFDL
WP_065745691.1 VLL-TPEQM---ARLARFLITAF---ASNLNGLRRTV---RF--SLGVEA--ERSVTR---AK--DVDEFVSTLLPTLA-------QQGP-----GMISVLLRGSIAA----HPAD-QD-----LC---AF-AKQVS
WP_015666606.1 VII-TPAQI---EKLLPLLDVAF---ASDLTSLRRVV---RF--SLGAEA--ERSLPA---AR--SLTEYATGLLEILQ-------QQGP-----GTIGVLLRGVLAA----RPTN--E-----LK---AF-ASDIS
WP_027229487.1 NEL-SGPQL---KILREAILRSF----PTVSRFDMFL---SD--ELDKGS--LANEVG---PG--SFEQQIHAYLISIQ-------SEGW-------TDSLVDALQRQ----RGKN-PW-----VR---RL-PDAIR
WP_027231496.1 DDI-SGKQQ---KVLRESIVRTF----PKAADFDLFL---AN--ELNKGP--IGLKVS---DG--GFEQQVHDYLLYVQ-------AEGW-------TLDLVRALQEK---RFPST-RH-----LV---EQ-IRATA
WP_027345047.1 MGT-DGPLL---QRINEALLDSV-----NLSGLRRIC---TY--GLG-IT--LEHITT---AG--DLTTMVFDLTTELD-------RRGR-------LADLVLAARAV----NPGN-HL-----LA---AV-AAELF
WP_023690135.1 DAI-KGAQF---KLLWQALIEDF-----DMITLNQAL---VV--DLERQP--LANYSS---PLH-DYPTQAFNLLQKAK-------MQGW-------TRKLIDGLIDA----NPDG-PR-----LR---RF-QETVG
WP_056773897.1 LDF-TDPKV---QQLETALIQTF----PTAGDLRMVL---RK-SGISEAY--VNLLQP--------TAAAWQEVLDVAR-------KQDR-------LRVLVAVVIRE-----PNS-AA-----IR---PM-LEALL
WP_020145215.1 LDF-SESDV---QDVRTALINAY----DSPDALKDLL---RQ-SGVRTGS--INLARA--------VDYVWTDALAVAR-------KQDK-------LRVLLSTAARD-----PNA-AA-----IR---PL-LDALV
WP_083924817.1 TP--SGPWK---MRFRKALDDAF-----DEATFTLLL---AD--YFD-VQ--FAKVSA--PGFGKEFQNRLQEVIDKAR-------MEDW-------LLDLVVAAHER----RAKN-SA-----LA---SI-AQDLG
WP_057239285.1 MKL-PGVDF---KRLVTVVADFY-----DIDNLRIDL---RG---IN-HP--VRIVGG---G---TLDAVVYDVVLDAE-------RTGR-------LADLLTMFAAC---RYPDV-RE-----VA---DE-LLRGQ
WP_035867888.1 MNL-SGPDF---QRVVTVVAQLY--------DLDALR---FDLRGIE-HS--LRALPG---GR--TMEAVVQDVVDDAE-------RTGW-------LPDLLTMLAAC---RYPGV-CE-----VA---GE-LLAKQ
WP_012239761.1 MGT-LGAQR---KAFFDELEKAF-----DIASFETFL---SL--HLG-KR--LDDLSP---PA--ALPQLLTKVVQKAE-------EQSW-------LSALLTALKEG----KPGA-VG-----LH---AV-IDAIL
WP_082839716.1 NTL-TGFDL---ERVRDLLADTF-----DGHSFDEML---LF--DLNITR--SRVVPD---G---AFNTVVLNVLLLST-------REGW-------VPRLIAAAAKR----RPGR-PD-----VQ---EL-AKQYA
WP_088741090.1 TTL-TGARL---ERFVKALMKAY----PNKNSLSRML---DY--QLE-MQ--LDELAL---GE--DLEDLAFKLVKRAN-------AAGW-------TPKLISAAIAG----QPKN-PA-----LL---AF-FQDRP
WP_089387726.1 MKL-NSYEE---QQLYKGLLEAF----PDRATLDIIL---SQ-DPIG-KP--LYRVVP---SG--TLLTEYPQLVLAAN-------AQGW-------IGDLLDGLRAA----PHVN-PD-----LI---AV-IDGFM
WP_091162215.1 IKL-TPDQY---KTLREALLAGF----PGPAKMTDLL---R---QLN-QQ--YERITV---EHY-TLEENVAAVIRDAE-------TRDW-------LPHLVSKAREL----VP-D-PA-----FQ---RL-LQELH
WP_012044960.1 LRL-SGPDL---RKIRDAIIDAYGGSQNSLALLNSAV---TG--YFPRRH--VFSHIA---IAS-PFDLQVADLLVAAN-------NEGW-------LPGLIGALQQN----QPDN-EE-----LQ---SVLLETFG
WP_089295822.1 HR--SGWDQ---GAVTRALRSAC----PTYADLELLL---AR--DLY-VE--LYAIVP---PG--DMRVVSDRVIRAAR-------ENFW-------LGELLAAIRFA----APED-PV-----LD---QV-VPRFD
WP_092546158.1 --LTETDTV---RRLRDEIVANY-----SRARLEVEL---GH---LD-RN--LEAIST---DH--DLPTIVGKVIADAR-------RRGW-------FAQLLDWASHE---PYPGL-AG-----LA---QR-MLTVH
WP_041939672.1 EQL-TGPEQ---GELSKILCTVF----PRRSDFARFL---RH--RLD-RV--LDNYVG---DAV-GMEAAVFTVVEQAQ-------AAGW-------LAPLAAKAYAE----RANN-PL-----MR---AW-AEKYR
WP_006541273.1 RAL-SGPER---GALGEVLRRAF----PARADWERLL---LF--QLD-RH--LADYAP---EAS-DLRDITLRVVESAA-------VDDW-------LVDLVKAALAV-----SGN-RK-----LR---EW-AQPYL
WP_091278763.1 AAM-DGAQR---RAVRDALLAVC----PTRGRLAELL---DT---LD-RP--LADYVP---ELG-TVAEAVFRVVRDAQ-------AGGW-------LAQLLTEAFRA----YPAN-RQ-----LA---SV-VSQFE
WP_006541277.1 AAM-DGALR---RRVRDALLAVY----PNPGTFAELL---YA---LD-RP--LAFGLE---NG--SMTEVVFRVVRQAQ-------AEGW-------LARLITEAARM----YPAN-RQ-----LA---DV-VRLFE
WP_076833587.1 AAM-NDAQR---RAVQDALLVVC----SSRDRLDELL---HR---LE-RP--SAHMLE---RERGPMTEVVFKVVGEAQ-------AEGW-------LAHLLTEAARE----YPAS-RQ-----LA---DV-VRLFE
WP_013424159.1 QGM-DGRQR---RAVREALGAAF----PSWGRFAELL---DR---IN-RR--ITDFGA---ERT-PLPDVVYAVVEGAL-------AEGW-------LTQLLDEAARA----NPGN-RL-----LS---DV-VIGYR
WP_006537972.1 QRL-GGVDR---QAVRDALTAAF----PSRGRLEVLL---DR---LD-RR--LTDYAS---EAS-PLPEVVFHVVQSAL-------AEGW-------LARLLEEAVLM----VPGN-RS-----LA---GL-GNGQP
WP_007514872.1 AAM-GGGER---QALRAALLAAF----PARARLEELL---DR---ID-RQ--VELYAA---ESV-PLRDVVLAVVKVAL-------AEGW-------LARLMAEAAAM----NPGN-GQ-----LA---AV-VDRYR
SNQ47806.1 LGM-NGAQR---RAVREALVVAY----PSRGRLEALL---DG---LD-RS--LAHYAA---DQL-PLPDAVFAVMAGAK-------AEGW-------LPLLLAEAVAV----TPDN-RQ-----LA---DV-VGDFQ
WP_071042540.1 --M-TGAQR---QTVLRALEAAF----PSRDRLEALL---DG---LD-KS--LGRYAA---ESV-PLETAVFKVVAGAR-------AEGW-------LPRLLAEAAVV----NPGN-PQ-----LA---EV-MRQYQ
SNQ47805.1 ADM-SGAER---RTVRDALLTAY----PTWGRLEELL---DG---LD-RP--LSRYAA---ESM-PLPDAVFRVVEGAR-------AEGW-------LPRLLADAAAV----NPGN-NH-----LA---VV-VLRYR
WP_015667733.1 -MI-PGVDF---GEFQEALVAAF-----NPRELEMMV---RV--RLN-ER--LENIVA---PG--PNDYVAFQLIDWAE-------RKGA-----TIVLDLARAAYLT----KPDH-EK-----VR---RL-YEKFG
WP_003613698.1 -MM-PGVEF---REFQRALVDAF-----DAFDLTALA---RF--HLN-LN--LREIVA---AG--PTNQMAFELLEWAE-------RQGS-----PIVVDLARGVYLE----RPRN-RK-----VR---QI-YEKLG
PID85266.1 TNW--NELK---RPFRKALIDAF-----NSGSLEAML---QY--HCH-RR--LETLTS---KNK-KLPEAVDDVIDNAV-------RRGW-------LKALAEGALAA----NQTH-AG-----LT---RV-VPKIL
WP_077000516.1 MRY--GDHI---EAFRDAIVDAF----SSRQALAQFA---KA--TGQVKS--LAASVG---DG--PLEDMAYDFLEVVKA------RNGE-----AGLATVMDTALVR----RPGN-DS-----LL---AL-ARKLG
WP_071515076.1 MEW-DGQRK---KQFREALCQVY----PDPGDLEIF----VE-EDFG-ES--LAEITT---EN--NLRKIAFQVIKWAE-------RQGR-------LDELLEIFCQE----NANN-PI-----IA---EL-QGDRF
WP_084639710.1 VMW-DGQKK---ERFREALCWVY----PNSLELEMFL---VD-KDIC-RS--IEEITA---ET--TLRGKTFQLIQWAE-------RQGS-------LENLFEAFCDK----NAGN-PV-----VQ---TL-KEELT
WP_084639525.1 MKW-NGQTK---AQFRHILCHVY----RTPVDLEMFV---VE-RDFC-RS--LAEITA---EM--TLRGKVYQLIQSAD-------AQGW-------LDDLFAAFCEE----NAGN-PH-----VE---QL-KAELE
OBQ44026.1 MNL-QGTDV---EKLVNAMLKAY----PEQCQLEEMV---LY--GLN-KN--LAVIVP---SSNSTLRFIILKLIKWAQ-------AHGT-------IRDLLRAISEY----RPDN-SE-----LR---TV-INNLL
OBQ35848.1 MELIPGKDL---EKLRDTMLQAY----PEKSDLEMMV---KY--KLN-ES--LDEIAG---GE--NLKMIAHNLIKWAN-------KTGK-------IKYLLVAISED----RPNN-SP-----LQ---NL-IRSLL
WP_028084336.1 MKL-LPNDR---KKLLTIILESY----PDIAEIEILI---RL--ELG-EN--LDDIVG---GS--NNKQKIFKLIEWAE-------TRGT-------LIDLLNAISKD----RPDN-VE-----LQ---ET-IKNLL
WP_067767039.1 KKL-SGKHC---EKLVNFMIQAY----SDISDLEQIV---RF--QLD-ES--LDEIAK---GQ--TNREIIFKLITWAE-------SRGN-------LKKLLEAVYQD----RP-N--------LQ---DN-IKELL
WP_028084335.1 MKL-SGVEY---QKLVESIVKAY----PTKDDLAQIV---MY--SLE-EN--IDAIVN---SET-TTQSIVFNLIIWVQ-------ARGK-------LKNLLEIVSQE----RPDN-VE-----LQ---ET-IKNLL
EFC83428.1 EGL-TGPQL---RSFFNALKEAF----PERAALDQFL---LF--NLD-KR--VGDYAG---DGK-GISEILMAVLTAAK-------AEGW-------LPQLVAAASEE----APYD-RH-----PL---RI-FALKF
KQQ96695.1 MPF-VGKPR---EMLRKGLEAGF----QTNESLGRFT---AE--ALE-LP--LANIGG---GND-SLSNLVDRLITAMD-------QDDR-------IPDLVAAARTE----RPRN-VL-----LR---DV-EEMLD
WP_047861215.1 KSF-N-------ELLTEALLDAF----PTVEKLRAFI---SE--GISPRL--PHDLPD---SPRTTPKELVLELVQLVD-------SRGL-----R-PEQLLRDARRW----NQWN-EP-----LM---EL-EKEFV
WP_047860943.1 IVL-DGEHR---RELNDSLLLAF----PRYSELEKLV---AL--KLG-FR--LSEISS---GG--SQSRVIFDLIYWAE-------GRRM-------VRWLIQAAREM----NPGH-PS-----LA---AI-ASKLL
WP_047854152.1 LKL-TAGER---EKLEEQLLKAF-----GKLELERLA---R---RVD-IE--LGHIAE---G---PLREAVTQLLDEVL-------RLGR-------LKQLVRMARRI----NPTH-PG-----LN---GV-LATLL
WP_069071883.1 -LK-NGKQW---QLLSQALCDAL----RDEFDFGKLKTYYLN--DIS-DE--FKSIAT---TSD-NLEKLALNFIQIAE-------KCQL-------IEELLESALQI----NPNN-KK-----LK---FA-NAVIT
EKU96987.1 MKL-SGREK---EELVALIISAYDDGQNAYARFGNFL---NF--KLD-KS--INVVGG---SG--PLDVVVTSVVQNAV-------SNGY-------IEVLISAFSSE----KPDR-VD-----IQ---QF-CQSVL
WP_006513399.1 LRL-NGREQ---SKLVLAFISAY-DGQAAYARFGNFL---RF--KLD-KS--IGVVGG---SG--PLDVVVANVVQNAI-------ADGY-------IEDLILAFASD----KPGR-ED-----IQ---QL-CAKIL
WP_008310071.1 LEW-SNQDR---QRLRQALTSSF----RRYSLLKIFV---SD--YFDQVR--LNEIAT---SQ--ALKVAADDLIEHFE-------ESGD-------LSDLILALWQA----RPQN-PE-----VQ---AF-VARLR
KPQ33023.1 LKI-STDDR---TQLRRALTSGF----RQYSALKIFV---SD--NFEEPR--LDEIAE---SK--ATKIASDNLIEYFE-------EQGD-------LSTLILALYKE----RPRN-PE-----VQ---YL-IGRLR
WP_013559211.1 MSL-SSKFL---RELVRGLTSAL-----SLEELDSIL---QQ--ELK-RS--LDEFTP---GR--TPHEILVSLILTAE-------QEGW-------LPLLISAVRRA----HPYH-PA-----LV---EI-SRRFG
WP_007905199.1 QRL-SGSQM---WQLCTAISAAF-----DKDSFEETL---LY--RLN-KK--MSNIVL---EG--NFPTRVRKVIERAE-------QESW-------TANLVLAVREE----RPDD-VN-----LF---LF-AQQFH
WP_092546157.1 MPL-AGRQL---KAVDEALLDAF-----GLKALDRLL---LH--GLD-MH--REHLSI---GD--DLTEVVFAVTRELN-------RRDR-------IPELVAVAGAY----RPAH-RG-----LS---EL-ADRLL
WP_082839717.1 SPT-TGTQI---EELRDAIVGAF-----SEDALVQMV---RF--NLE-KD--LFKIVP---RG--ALSTVAFTLITLAE-------QEGW-------TRALVTAVAQV----RSGN-EA-----VQ---RF-CRDHA
WP_023715941.1 MNL-DGPQK---KLLRRALLAAF-----DRDSLNRLL---RD--NGH-QS--LEELVK---DN--PFRVEVFDLIETAQ-------REEW-------LDVLIRDAERE-----SDN-SK-----IT---SL-RADLA
WP_012239759.1 LSL-TPANH---QRLHQALVDAF-----DTPSFEQLL---LF--RLG-YR--LDVIAN---PLL-PFDQIVFKTLQRAQ-------MEGW-------TSALLLQAMAS----RAKD-VA-----LA---DV-AARVG
WP_075601461.1 WEL-DGNQV---KKLRLALSRAF----QNRKELEQMV---RE--NLN-QR--LSEIAT---GG--NVKELTSSLIGWAE-------SEGG-----DQTKGLILGAIRE----KSQN-ED-----LQ---EF-IETHI
WP_077000515.1 TRL-TPDQL---EAARDALVDGY----RNWASLKQLA---AF--ALE-IN--LEAKVG---KG--PLDDVAFDLLELTE-------SKGW-------TEVLLRDAVAR----SPGN-EM-----LR---DV-ARAHG
WP_014444103.1 DEI-TGDQL---RRIEAAILDAY----RSTDDLERLL---LF--FLN-RR--LSHHAD---LRR-PLPMVVFQLIQAAE-------SEGW-------LRSLIQSAVAD----RPGN-GM-----MQ---AL-AEPSG
WP_092544603.1 RPL-TGPQQ---RRFSEALLNAY----PRRDGLEQVM---YY--YLD-RQ--LGHIVG---NV--GMSEATFTVITVAR-------AEGW-------LDEFIKAVLVD----RSGN-PL-----LR---QW-ASDVG
WP_050025079.1 AML-TGPQI---ANVTKALVKLF-----NADSLEFFL---HT--RLN-KQ--LHKIAP---RPA-NIQSLAYTLVDLAN-------RESW-------ANELIQAVSAE----FPWN-EE-----IQ---AI-AQELS
OUM04085.1 NDL-TPEELR--RALFAALKQAF----PTIARLRPMV---TV--AYG-FN--YDGVVG---EGA-DLPGALTELILHAE-------AQEL-------VPQLLAAARSE----NPTH-RG-----LR---KL-ADESG
WP_043403736.1 MDL-TGPQR---EKLVEALTKAF----PRPAELEQFT---LH--KLD-FP--LMENIK---EA--GVRTMVHELLKYAS-------SQNW-------LVQLLRQARRV----NPGN-AE-----LL---TL-EQDLM
WP_047855766.1 LVL-DGAQL---KDFADALGEAF----PSWDALKQLI---RY--RLG-LQ--LNRFAA---ES--GLDKTIAALLDRAE-------SQGW-------LVLLLRQARRE----NPGN-AA-----LL---KL-EKELL
WP_014444107.1 MAI-DGVTA---RLLSEALLDAF-----LPDRLDQML---FY--RLG-KH--RHRITM---KA--DHESIIFDLIMAAD-------AEGW-------LPRLVTAARES----RPAH-PG-----LV---VV-AGRLH
WP_078943653.1 MPL-DGRVA---ERFSEALMDSF-----QPEQLRQFL---YY--RLD-KQ--LHRISM---KP--SYDAVVFDVIRAAD-------SEGW-------LDRLVSAARKS----RPGH-AG-----LF---LT-AQNLG
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WP_015117156.1 LQL-HGWFY---EKLQEALLSAY----PAPGVLEQFV---LF--NLN-KS--LNEITG---S---NLSEQIFNLIQLEK-------SCGE-----ICIQKLVDKAYED----KPLN-EQ-----VQ----V-VKDLF
BAZ20013.1 MCL-SGYEI---KKIRKALKSAY----PRRDRLIIML---RE--EID-ID--ESEVPQ---DS--DYDIVLSRLITNFE-------IRGN-------IQELINGARKG----NPGN-YW-----LQ---KL-SITIA
WP_069349017.1 MGL-PGETI---RKIRDALKSAF----PNRDELVMML---RM--ELD-IS--ESEVPD---GS--NYNLVVFNLIQQLD-------SQNR-------IPELIKGALNE----RPGN-PD-----LQ---KV-AQEIN
WP_084001117.1 MSL-TPAVA---DALIGALLAAF-----DLPTLRRMM---RE--QFN-LD--LETITS---AT--ELDKVVTSLVQVAD-------AEGW-------LVQLITAARNT----YPHD-PR-----LQ---AA-ADRLG
WP_091162213.1 ASL-PALTL---ARLSGALVSAF----RSTTELRDFL---RF--RFD-RS--LDAISA---PG--SLQVAVWDVLQSAV-------AENW-------VEQLVVKAREA----HPAN-VE-----LA---QV-AEELG
WP_096599168.1 DLS-ENEQRELIGKFRDAIISAY----PSLNSLKMMF---EP--KFG-VN--LNTIIN---DTS-TYSSQVHQLLEWAI-------SQGQ-------FNNLLQAAYEG----NSGN-EK-----LK---KF-YESVN
WP_047860942.1 IDL-KGPQA---DAFTDALASAF----LDFEELEMMV---RF--GLN-EK--LQRITK---VD--SQEKVAFALINWAE-------SNDR-------LDELLAAALKR----NPGN-AK-----LK---QF-AYEVF
PID85263.1 MQV-SGRAY---ELLNDALVDAF-----NLNSLERMV---QY--GLG-ER--LEVLVP---QS--NLNMTVFNLIEHYN-------RQSQ-------VQMLVQAARRY----NPTH-SQ-----LY---QV-AQLLE
WP_015119025.1 ANV-PGYLI---KDLNQALRSAF----PNKAELKMMV---QF--QFS-QN--LDDIAL---GD--NLKEIVYKLGQYFL-------KEDK-------LKKLIDGALEE----KPDN-PE-----LQ---EV-AQKFQ
WP_008190515.1 GNT-PGYLL---EKIQLALLSAF----PEPQGFKQML---RF--QLN-EN--LPEIAT---GG--NFSEIVNKTINHFD-------SNNS-------LELLINSALKQ----NCAN-PE-----LN---AI-KKKFK
WP_009149139.1 GHT-PGYLL---EKINEALCSAF----PDQGKLEMMV---LY--KLN-IK--LNKVAS---GE--NLKQIVHSFLTYCD-------AHNK-------LGNLLDGALNE----NPGN-YE-----LK---QLYSEEFK
WP_071102795.1 GHT-PGYLL---AQIESALCSAF----PSKTKLEMML---GH--QLN-TN--LEEVAS---GG--NLKEIVYKVVQDFK-------SSNK------SLAKLINKALQE----NPYN-PD-----LK---AI-KEKFK
AOW98260.1 GHT-PGYLL---EKINEALCSAF----PDETKLAMMV---LY--KLN-IN--LNQVAS---GG--NLKETVHNLIIHYQ-------ASNE-------LERLIDGALEH----IPNN-PQ-----LK---AI-QEKFK
WP_075897249.1 GNT-PGYLL---KEINKALCSAF----TSENQLEMMV---NY--ELN-IK--LKEVAS---GG--NLKEIVHRLVENFD-------AKNK-------LGNLIDGALKE----NPDN-PD-----LK---AI-KEKFK
WP_070391590.1 GNP-PGYIL---AQIESALCSAF----HSEIKLAMML---RH--QFN-IN--LAQVAS---GE--DLTEIVYKVVLYFE-------ARNR-------LGNLLDGALNE----NSDN-YD-----LR---QLYSQEFN
WP_071102796.1 GNT-PGYLL---KKINKALCSAF----PSEIKLAMML---DY--QFS-IN--LEEIAR---GE--DFNEIVYKVVKYFK-------TRNS-------LENLLDGALNE----NPDN-LH-----LK---AI-KEEFK
KYF62718.1 GKW-DRTRI---EKFQKALLDAF----PSRPALEQLV---SY--GLD-ED--LDTLTS---DK--SLQTAVFELLKWAR-------AQGK-------LDALLEQARRR----NPNN-PE-----LR---AF-VEERV
WP_026404894.1 QNW-TRPEY---SALRDVLVHAY----PRRADAAALA---EA-AGLVPGT--FPERDD--------MRTTWTALIRVLG-------DQGR-------LAALVENAMRD-----PAR-AA-----YK---ERLGELLS
WP_073631280.1 MGL-TNFQR---KTLREALILAY----PNKEDLQLML---ED--ELD-WQ--PSAIPE---GK--TYELTVSNIIKIAE-------QKGD-------IRKFVIGASKR----NPRN-PK-----LR---EC-VTELL
WP_017743222.1 MSI-PGYR----KKLSEALQDAF----PSLNAFQQLV---FY--ECE-KN--LNEITI---PN--NLNDLVFELIQTAE-------SQGW-------TIDLILGAICT----NPGN-KK-----LI---EF-AKELF
WP_069071884.1 MKL-PGYQH---EKLSEALQDAF----RDEERFERFV---KY--RFD-KN--LYRIVI---AK--NLEQLAFKLIDRAD-------AEGW-------VRNLILGARQS----NPGN-QQ-----LI---DF-CQDFF
WP_073644742.1 MTI-SGDQH---EKLSEALRDAF----RRPNRFEEFV---KY--RFD-KN--IYDITI---AE--DLRELAFDLINEAD-------RQGW-------VRTLILGALQS----NPGH-QK-----LI---EF-AENFF
WP_095871698.1 MPI-PGAQM---REAVAALLDAF-----TLAGFDQML---RL--HLD-RR--REEISL---GG--NLRAVAFDVIDTAD-------REGW-------APALLAGAREA----NPTN-PR-----LS---AV-AEQWR
WP_057239287.1 MAM-SGEEL---KKASAALQDAF-----NSNTFDQML---RY--HLD-RR--REHISL---GS--DFAVIVFDVLDAAD-------REGW-------IPQLIVGAREF----NPGS-PR-----LA---AL-AEHLQ
WP_051653573.1 MAM-SGRDL---KKASEAFQDAF-----DLNSFDQML---RF--HLS-RK--REGISL---GA--SLAVVVFEVLDTAD-------REGW-------IQELIAGARES----NPGN-PQ-----LA---EF-AEGFG
WP_006102443.1 MKL-SGKQY---EELQKVLESAF----HTPSELERMV---RF--KLD-EN--LHTIAS---NG--NLSEIIFQLIAWAE-------SKER-------VPELIKKACEA----KPGN-LD-----LK---NF-AERLV
OAI48269.1 IQV-RGQQY---RQLVEALTNAF----PNVNALTMML---QY--RLE-KA--LPQIAA---LPN-PIDQVAFEVVGASN-------AQGW-------TAELITAARES----SPKN-PR-----LL---KL-AEDFG
AMY12844.1 YTL-DGRQK---KALHVALRTAF----PRQAALERLV---EF--HLD-EP--FAVIAG---EG--ALDDVIFRLIAWAE-------AQGR-------LDALVNGARAE----APGN-PQ-----LI---AF-ERTIV
WP_096689472.1 MSI-SGRIL---KKIVGALTEAF----PTREKLVMML---EF--ELN-IA--ESYVPL---AS--DYQIVVYQLVKKLD-------SEGK-------IIDLIEGAYR-----DNGN-QN-----LQ---VI-KQKII
WP_071518380.1 LQL-SGRQR---KQLRKAILSAY----PKFEDLEIFV---DE--NFG-EN--LAAIAN---SR--KYEYTVFDLIQRAE-------AKGW-------LDDLIVSLYQD----TPDN-PD-----IQ---QF-CAPIQ
WP_017748360.1 MEL-TGKQK---QQFLEALIHAF----PSKDGLRMML---SC--RLE-WD--LDRVAG---GN--TLKDIVFNLLTWTE-------SREQ-------LTQLLEAALAE----NPFN-PK-----LI---KL-RKSYL
WP_047854154.1 MEL-TGNQQ---EKLSQALLSAF----PRVEHLRRMV---QF--KLN-RN--LDTFTD---G---PLRDRVFLLIEESE-------REGW-------TQELIRGAVQE----NPGN-PH-----LK---AF-FQEYS
WP_043403734.1 MEL-SGSEK---ERLQEVLLSAF----PSIINLEQMV---MH--KCS-RP--LDEFTS---G---ALKHRAFELIKTSE-------AEGW-------TAELVAGAYAA----NPGN-TK-----LS---HF-HQWYQ
WP_014393551.1 MEL-EGSEQ---EELTHALLGAF----TSVEELLRMV---EV--KCG-RS--LVPPVE---R---EGAARARALVRTAE-------AEGW-------TDVLVRGAHAA----APGH-PR-----IR---RF-LQSYL
WP_002638780.1 MEL-DGAER---DELQRALTSAF----ASVEHLRKVV---AT--TCR-RD--LESLGI---SG--GLRERVFTLIHRAE-------AEGW-------LRELIRGAHQA----LPRH-PR-----LH---RF-VQAYL
WP_015346439.1 MEL-DGGER---DELLLALLGAF----PSVEELRRVV---AS--VCH-RD--LEALVP---TG--GPRERARGLIHRAE-------SEGW-------TRELVTGVHGA----QPRH-PR-----LH---RF-VQGYL
WP_019495636.1 MTL-SGSKK---KELRKALTDAY----PSKAKLNRLV---VE-SDLS-HN--IDEIAF---GE--DLEDIVFKLIDWAE-------SNDK-------VDILIKAAYDE----NPNN-PK-----LK---EF-VKNRQ
WP_019495637.1 MKL-SGREI---KELRSALTDAF----RSQAKLKILI---RE-SELD-IN--IEEIVF---GE--NLNDVVFEIINWAE-------EHNK-------LNILINAAFEE----NPDN-AK-----LK---AF-VQKRQ
WP_096680307.1 MNL-IGREK---KEFREALIKAF----PEETDLKMML---SD--QLD-ER--LNEIAS---GD--TQEKLLFNLIEWAE-------EQNR-------LEDLLIGALKQ----NNRN-FE-----LR---RF-FNNHL
WP_073622814.1 MEL-TGEQR---KKFREALIAAF----P-DNNLEIML---KD--KCG-KN--LYDITS---ESK-NNIDKVFDLIEHAE-------SQGK-------LKELLGAAQSY----NPGN-PQ-----LR---EF-KNNYL
WP_096689781.1 MGL-TKEQR---ELFHNALMDAF----PTKQSLEMML---SF--KLD-WS--LNQITT---GA--NHEEIVFKLIQNAE-------AKGN-------VTELLEAAIKE----NPGN-PK-----LN---EF-NSTYL
WP_017747935.1 MNL-VGTQK---KQFGEALIDAF----PRKNDLEMML---SY--ELD-WN--LNQIVC---GS--NYKEIVFELIQWAE-------ARGK-------IKELLQTAKKA----NPGN-PQ-----LQ---NF-SLSSA
KST65030.1 DQL-KPEER---YNLYQALLNAF----PSPTDLEMML---YF-CALN-KN--LNEIVT---GQ--SHAQVIFKLIQWAE-------ANGK-------VEELLIAACEPEVG-RPNN-LK-----LK---PF-CQRLN
WP_053067334.1 MEL-TGPQF---QELQKALLGAF----PTSALLTQMV---RF--QLG-EN--LAAIAE---GG--GLANTVFKLIEWAE-------SQGR-------LAELVTGALKA----NPGN-PG-----LR---AC-AAQLG
WP_052518892.1 LIL-TGAQT---QELQQALLSAF----RSNNQLTQMV---LY--RLG-LN--LAAIVS---PG--PLASVVFQLIQWAE-------AHGR-------LRELVAGALVD----NPGN-RT-----LR---DC-AVWLG
WP_015117987.1 FE--NGKQR---RDFYEALLNAF----PAPIALEQML---SF--GLN-KT--LCEVAT---GA--NHSEVVFRVVTWAE-------TQGK-------LQELINAASEY----NPGN-PQ-----LR---AF-CQQWV
WP_087543051.1 MQL-NGEKL---QQLQNALLSAF----PNQGELKQFI---RF--QLD-KN--LNEIAV---SNGATYSDVMFDLITWAE-------SEDK-------LTKLISAVCSQ----KPNN-PQ-----LK---PF-CEQLQ
WP_038071878.1 EKL-EGKQR---KRLQEALMSAF----PSFTKLEQMV---SF--GFN-EN--LDNLAG---GYNSDLGYVIFKLIEWSE-------AKGK-------LQQLLIVVRSEEDGGNSSN-TK-----LK---EI-CEELQ
WP_052490364.1 MQL-KGKQF---RYLQEALLGAF----PNRAKLKQMV---RF--GLD-EN--LDAIAT---GE--NDEEVVFKLIYWAE-------TNGN-------LENLLIAARNEDCGGNFGN-RE-----LK---RI-CEELL
WP_073635979.1 MQL-NGKQF---RELKEALLSAF----PDPAKLKQMV---FF--GFNKQN--LDEIAT---G---NHDDVVFELIKWAE-------TYGN-------LENLLIAARSENYCGNPGN-PD-----LK---KI-CAELL
KST64922.1 IEL-DGKTR---KQFHDALLSAF----PSEADLEQMV---NF--ELD-EN--LNYIAT---GG--NYSEVVFKLIKWAQ-------AQGR-------IEELLTAARSA----NPGN-PK-----LK---SF-DEQMR
WP_063800746.1 MQL-NGGQR---KSFHKSLLSAF----PSTSQLRQML---SF--ELN-KN--LDAIAT---GE--NHSDIVFELIRWAE-------TKGK-------VQDLLHAARFS----NPGN-LE-----LQ---IF-EEKIC
WP_096599665.1 MQL-NGSQR---QQFHKALMSAF----PSRTDLAIMV---RF--TLD-EN--LDAIAG---GD--NLSKAVFDLINWAE-------SRGY-------LEKLIDSAVEQ----NPLN-KE-----LQ---DF-VEQFL
WP_007905197.12 LKL-TREQL---FQFYQALLDAF----SDRTLLSEML---HA--RLG-RH--LDAITL---NS--NLYSTVADLINTAE-------AEGW-------LADLLVAVRQS----QPLN-PS-----LL---RF-AAQFG
WP_011613629.1 MNL-SKSER---KYLFKALEDGY----RSYDQLRIMF---RL--NLE-KN--LEEIVK---RD--PLDNVILALIEWAE-------SQNK-------LLDLVWGANDQ----NPHN-LP-----IK---NI-TYQLF
WP_079290931.1 MKL-TASEL---EELFEALLDGY----RDYDQLKIMV---KF--KLQ-KN--LEEISP---QTN-CIDVVVYKLIEWAE-------SYNK-------TLYLVLGAYER----NPDN-PL-----LE---KV-TYKIL
WP_071250109.1 MKL-TASEL---EELFEALLDGY----RDYDQLKIMV---KF--KLQ-KN--LEEISP---QNK-PINVVVCELIKWAE-------LYNK-------TLYLVLGAYEV----NSSN-LA-----LK---TI-TAKIV
WP_096680311.1 MKL-NKSQR---QQLREAIMSAY----RDKSKLKIML---SD--ELD-IR--LNNVVG---GE--TYTDIVFNLIDWAD-------EQGR-------LEELISAAYRR----NPRN-ED-----FR---RF-IQSLG
WP_096598853.1 ESW-LESKK---KQLIDAILYAY----PSKNDLAMVV---SF--ELR-EN--LEAIAG---GD--NLTDIVFNLVRWAI-------PEGK-------LEKLFQACYQD----KPDN-PK-----LK---EL-EQQYQ
WP_063800861.1 MKL-SGGEY---KKFCEALLDAF----PSYTSLEMMV---KF--QLD-RD--LGNIAA---VNS-KLSEVIFELIKWAQ-------ASGE-------LERLIKGACNQ----NPGN-QK-----LQ---AF-QHQQN
WP_027845146.1 MKL-SSNER---KGFYKALIDAF----PEYTDLKMMV---DL--EFD-LN--LEEIAG---KD--KLKNVIFELIKWAE-------STGK-------LEDLIRGACEY----NPGN-TK-----LK---EF-IQIKK
WP_027842185.1 MDM-NGEKR---SQLHQAIISAY----PTQSKLAMMV---DF--RLE-ES--LATIAG---EI--DLNTVVFKLITWAK-------AQGK-------LEKLIEGAYNE----NPSN-PE-----LE---NF-YRTVY
WP_039200206.1 MNL-SPQEK---EKFWTALLSAY----RDYDALKMMV---AF--KLG-EN--LEEFAG---RG--KLQTVVFNLIDSAE-------NRGK-------LEYLILGAYEG----NPNN-RD-----LR---KF-YETVF
WP_011613631.1 MTL-SGFET---EELFEALLDSY----RDYGKLQRMV---RF--KLE-EN--LERFAG---KG--DLETVVFNLIDSAE-------ARGK-------LKSLIIGAYEQ----NPDN-QK-----LK---KF-FHTIS
WP_096616990.1 MKI-SGDEL---RKLSEALLDAY----RSHNALKRMV---KF--QLE-EN--LEAIAG---TG--ILKNVVFELIDWAE-------AEGK-------LERLIIGAYEE----NSGN-PK-----LK---TF-YETVF
WP_096616994.1 MGL-LAKEQ---QKLEEALLDAY----PSYKSLRRIV---KY--QLE-EN--LEAIAG---TG--KLKDVVSELIDWAD-------SKGE-----AVLEKLIKGAYNE----NPNN-EK-----LQ---KIYKERYP
WP_083373967.1 MNI-NGRQR---KKLIQAIISAY----PTKAALEMMI---DF--TLE-EN--LNVIAG---GE--NYEQVVFKLIKWAK-------ANGK-------LKILILSASEE----NPGN-KE-----LQ---AI-KNEIN
ALB42164.1 MNL-SGTEL---KKLVNAIISAY----PTQEDLAMMV---QF--ELA-EN--LEAIAG---GG--NLTQLVFNLVKWAI-------PRGK-------ISRLIIAAYET----NPGN-PE-----LK---EF-YESMV
WP_069073213.1 MNF-LGSDR---KKLRKAILSAY----PDPGDLEIMV---NE--ELG-EN--LHAIAG---GG--QLNQVVFNVIKWAE-------TKGK-------LERLIMAAYDA----NSGN-SD-----LK---EF-YH-YI
WP_027842180.1 TKL-SGQEI---GRLRDAIISAF----PDKPSLEMMV---AI--ELD-EN--LDEIAG---GN--NFKAIVFNLIKWAE-------PKGK-------LKNLVEGACKE----NPGN-HD-----LK---SI-RRELF
WP_015118030.1 PKR-RGQIL---KELTNAIIDAY----PNKTDLEMMV---YF--QLN-EN--LNSITG---GE--NTKQIVFELIKWAE-------STDK-------LEKLVHSACES----NPGN-QK-----LQ---RI-SKELL
AFY57476.1 PKT-RGQKL---KELRNAIIGAY----PNKIELEIMV---SD--ELD-EN--LDSISK---GE--STKEVVFKLIQWAD-------SQGK-------LEELVKAACES----NPGN-QE-----LQ---TI-SEELF
WP_063800776.1 MHL-TGSER---ERLCEAIISAY----PRKPKLRMMV---SY--QLD-KN--LDAIAG---GD--DLTEIVFSLIEWAE-------SRGK-------LENLIEAASKE----NPGN-PD-----LR---EF-QESIQ
WP_015120439.1 MGL-AGSER---KKLRQAIINAY----PSKAKLKMMV---SD--ELE-EN--LDAIAG---GE--NLNEIVFDLIDWAQ-------SQGK-------LEELIGAAIKG----NPGN-QE-----LR---EF-QESIC
KYG09373.1 MKL-TGLTL---KRLRDALLDAF----PSQDALAQMV---RF--GLN-EN--LEAIAG---LG--ALKKVVFSLLTWAE-------ANNR-------LDALLSAARED----NPGS-ES-----LR---RI-VEEIE
WP_075601463.1 MEL-KGEQV---EQLRVALQRAF----PDKAKLRRLL---RE--ELD-TR--LDEIVG---GQ--TLEDVVAELLIWAE-------SEGK-------LPALVSAAIKR----NPGN-PR-----LR---LF-VESFG
WP_015179963.1 MEL-KGNQF---QLLIQALGDAF----PDLSRLEMMV---RL--QLD-KN--INEISV---QK--ALDLVLFDLIKIAD-------SEGW-------LKDLIQKAHFS----NPNN-VL-----LK---NY-CNEYL
WP_019496023.1 MTL-NHYQR---KQLKGAFLDAF----PTQPKLRMFL---KE--EFD-KN--LDELTL---GD--DLQVIVFELIENAE-------ANGW-------ENKLISAARNY----NPGN-LK-----LS---AF-AEEFK
WP_015119026.1 MKL-EGKQY---QKLRDALVEAF----PSQPKLAELV---KF--QFS-KN--LNTISG---EAN-PIDKIAFDLIGASQ-------AEGW-------TDKLIAGAREA----NPGN-PS-----LF---IV-AQELN
WP_006102420.1 MKL-TGQQY---QLLTHILLNAF----VSQARLAQMV---RF--RLD-KN--LNAIAL---GD--DLQEIVFKLIGTAE-------AEGW-------IAQLITAARES----NPGN-PD-----LL---AF-AQQFG
WP_019493120.1 MTL-TGSQY---KQFTEALLDAF----ESQQRLTELV---KF--EFG-KN--LNVIAM---GG--DLKEIVFKLIQAAE-------AEGW-------TDKLIAGARES----NPGN-PK-----LF---AF-AQEFN
WP_058183553.1 LGL-SDQKY---KELQHALINAF----PGKASLEQML---HF--ELD-KN--LYEIQK---ET--NIQDIVLHLIKTAY-------KENW-------IEDLIDAARNR----NPEN-PN-----LK---AT-FIQTS
KST65300.1 LDL-SDQRY---KELQHIFIEAF----PSKASLKRML---AF--ELN-KN--LDEIAT---DTN-KLQDIIFNLIKIAY-------KENW-------IENLIDAAQNI----NPGN-TS-----LK---AI-GKIMK
WP_013324759.1 MQL-SGSHL---EEIQTALIDAF----PNKFELQQFL---RF--KLE-KN--LTVIAD---GD--SLTQIVFQLVQTAY-------SQGW-------IENLVFEAVNH----NPGN-KR-----LK---II-VVNYF
WP_027844486.1 QKL-TGQQH---QKLTDALIAAF----PSRQKLAMFL---SF--ELD-KE--LDAIAM---GD--NLREIVFKLIETAK-------SEEW-------LDELIKGARKS----NPGN-QA-----LL---LF-EQEYY
WP_073633249.1 MSL-SRQQR---KQLELALISAF----PSISLLERLL---YF--ELD-KN--LKEITR---DS--SLQNIVFNIIQTAE-------SQGW-------LEELIRVSYNE----NSGN-PL-----LQ---AI-AQELF
WP_017743958.1 IML-TSQQR---KKLQDALIGAF----PERSLLEQLL---DY--ELD-KK--LNLITQ---DS--NLQTVVYQLIQRAQ-------SEGW-------LIDLVRAARQK----NPGN-SQ-----LR---AI-AQELF
WP_017741930.1 MNL-SGQQR---KRLRDALISAF----PNYSSLEQLL---DL--DLD-KK--LNQITQ---DS--NLQTVIYQLIQIAQ-------AQGW-------LVDLVQAARKE----NSGN-SE-----LA---AI-AQELL
WP_063779524.1 -MP-TPQQC---KKLRDALIGAF----PERSSLEQLL---YF--ELG-KN--LNEITK---DS--NLQDVAFQLIQTAQ-------AQGW-------LLTLVRVARKE----NPLN-LQ-----LE---AI-ATELL
WP_017742478.1 MEL-IGKQR---EQLKDALISAF----PDKSKLEQMV---DY--QLH-KS--LNAIAG---GN--TLVDIVYNLIKTAE-------SEGW-------VEKLIKDASDQ----NSGN-KQ-----LK---EF-RKQYD
WP_058184654.1 MDL-SGGER---KQLQEVLMNAF----PNRGSLKQML---SF--HLN-KN--LHEIAS---EA--NLSQVVFELIEKAE-------SENW-------LEDLVLAARKA----NPAN-ER-----LK---YL-AKSLG
WP_019497976.1 MAL-TGQQR---RQLHDALINGF----PKPTSLERML---SY--ELD-KN--LKEITS---EG--DLENIVFEVIRNAD-------CEGW-------INRLICGACKY----NPGN-EQ-----LR---AV-KEELL
WP_019496627.1 TKL-SGRQR---KLLHDAIIDAF----PTIRTLRMMF---SY--ELD-IN--LDTITV---STE-NLREVVFNLIEWAE-------SVGK-------SGQLIESAFKS----NPGN-LA-----LR---AV-AKELY
WP_017745179.1 -ML-SDEQRRLLRRLKDALIEAF----PNKHALEEML---FF--EMG-KS--LDTIAG---GN--NLSEITFSLIKAAQ-------AQGW-------LSDLVHAALAS----NSGN-RN-----LQ---TV-AMDFF
WP_058183524.1 MLL-SSQQR---QKLQNALIDAF----PEKILIEEML---SF--HLN-KN--LDAIAS---GT--NLREVVFKLIKKAE-------SQNW-------VENLIYGAIRE----NPGN-QK-----LK---CV-ARALN
KST67302.1 MIL-SGEQR---QKLRDALISAF----PSKASLEQML---AF--QLN-KN--LDVIAG---GT--NLKEVVFNLIKTAD-------AEGW-------VEKLIYAAREE----NPGN-QS-----LK---DL-AAPED
WP_036266144.1 MGL-SGSQR---QQLQDALIDAF----PKKSSLEQML---SF--QLN-KS--LGVVAP---VEG-NLRDIVFELIKKAE-------AENW-------VGDLVGAAREE----NPGN-QS-----LR---TS-AESLR
WP_017749004.1 MSL-SGQQI---EQLQGALLDAF----PDKSSLEQML---SF--KLN-KN--LDTLVE---GDA-SLGTIVFDLIKSAN-------AEGW-------IQDLICAALLS----KPRN-SK-----LN---EI-ARTIL
BAZ22892.1 MKF-SGKQL---ETLEKALIDAF----PDRASLERML---LY--KLD-KN--LNQVAG---DR--DLATVVFNLIKAAN-------AEGW-------IKNLVCEASQY----NSGN-IL-----LQ---AI-ATELL
WP_096695102.1 MIL-SGQKR---KKLQQALISAF----PTQESLKMML---SY--ELE-KN--LDAIVR---KD--NLSITIFYLIETAD-------AEGW-------IEDLIHGACIS----NP-N-PN-----LK---VV-AEELL
WP_019496026.1 MTL-SGQQR---KQVLDALMNAF----PSKSTLQQLL---FF--ELD-KN--LDTIAG---GD--SLREIVFQLIRAAE-------SEGW-------LEELIKAAHHE----NPGN-PK-----LR---AI-VDELG
BAZ08438.1 KKL-SEQQL---QKLQDTLIDAF----DTKSSLAQLLSSLSL--ELN-KN--LDNIAN---D---NLATFALNLIKTAD-------AQGW-------IENLIYVAREL----NLEN-SK-----LR---NI-AQELL
WP_050045163.1 MSL-SGNER---QEIQKALLSAF----PEKSSLEQML---SF--ELD-KN--LDAIAL---GT--DLTEIVFQLIQTAE-------AQGW-------IQDLILAACND----RSGN-PE-----LQ---AL-AQKHG
OBQ04738.1 MSL-SGQQN---KELHSALIDAF----PNTVALEQML---KF--QLD-KN--LREIAG---EG--TLGEIVFKLIQRAD-------AEGW-------VEDLVRAACDF----NPKN-PK-----LI---TI-IGQVV
WP_073630718.1 MKL-SSKQL---QELQEALIDAF----PNTASLEEML---SY--KLD-KN--LRAIAG---EG--SLQNIVFELIKVAN-------SEGW-------GTNLICAAHNQ----NPGN-PK-----LK---AI-AEQLP
WP_019496292.1 MNL-SGRQR---KEIREALVSAF----PTKASLEQML---SF--ELD-KN--LEAIAS---SG--NLQDIIFTIIQTAE-------AGGW-------IKDLICAAYKT----NPGN-SE-----LQ---AI-AKRIK
BAY24101.1 MGL-AGQQR---EELQDALIDAF----PDTASLERML---SF--KLN-KN--LRVIAG---EG--NLQDIVFQLIQTAN-------SQEW-------VEDLVRAACNS----NPGN-QR-----LR---AV-AKRLL
WP_070394837.1 MGL-SGEQR---KILQKAFTDAF----PNKSSLEQML---WF--ELD-KN--LNTIAG---EG--NLNDIVFELIQKAE-------ADDW-------VEELIYAARRA----NPGS-PS-----LK---AI-AAIAE
KIE09972.1 MSL-SGQQR---EKLKEALVDAF----PTKSSLEQML---SH--GLD-KN--LEAIAG---LG--SLEEIVFHLIKTAS-------AQGW-------IVNLIHAACRV----NPGN-PK-----LQELLAI-AQTLA
WP_096695002.1 MIL-SGQQR---GKLRDALINAY----PNTSSLERML---SD--ELD-KN--LGAIAG---EG--SLQEIVFKLIEAAN-------SQGW-------VEDLVSAARKH----NPGN-LE-----LN---AI-AKEIL
WP_096695037.1 MSL-STQQR---KEIQEALMSAF----PKKSALEQML---LY--ELD-KN--LEAIVC---EG--SLQEIIFRTVQTAE-------VNGW-------IKDLIRAAYTT----NPGN-TK-----LK---TI-AITLE
KIE09594.1 MGL-SGRQR---KELQSALVDAF----PTKSSLEQML---SF--ELD-KN--LEAITG---EG--NLEKIVFNLIKRAE-------TEGW-------TLELISAACRS----NPGN-PK-----LQ---AI-SKS-R
WP_050045130.1 MGL-SERQR---KELQSALVDAF----PTKSSLEQML---WY--ELD-KN--LEAIAG---EG--SLQEIIFKTVQTAE-------AEGW-------IEDLIRAARIT----NPRN-QK-----LQ---VI-KLSLG
WP_096607691.1 MSL-SGEQR---KQLQSAFIDAF----PNTESLEQML---SF--GLN-IN--LRTIAG---EG--SLQDIVFKLIQTAE-------AQGW-------IEDLIRAACSK----NPGN-PN-----LQ---AI-AQTLE
WP_026093833.1 MNL-SGQQR---KRLQEALINAF----PTMASLEQML---SF--ALD-KN--LRAIVG---EG--SLQDVVFRLIQTAN-------AQGW-------LEQLIRAACKE----NPEN-QQ-----LK---GI-AQELL
WP_073630720.1 MNL-SGQQR---RELQDALIDAF----PDIASLEQML---AY--ELDGKN--LRAIAG---EG--SLQNIVFKLIQTAN-------AQGW-------IEDLIRAAQKE----NPRN-SK-----LN---AI-AQKLL
WP_017740941.1 MSL-SSRQQ---KQLLEALIGAF----PERASLEQML---YF--EFN-KN--LDAIAG---GG--SLRQVVFNLIQTAE-------AEGW-------VEDLIRGASRS----NPGY-QQ-----LT---TI-ANEML
WP_019497890.1 MNL-SGQNR---KQLRDALLDAF----PTKSSLEQML---SL--ELE-KK--LDTIAL---GN--NLADIAFNLIQTSE-------AEGW-------IENLIFGACES----NPKN-AK-----LQ---AI-AQEFN
WP_041227030.1 MSL-SGQQY---KKLQKALLDAF----PNKASLEQML---LF--ELD-RD--LDVIAT---GA--NLEVVVFQLIKSAD-------SQGW-------IEDLVASAYKS----NPGN-SN-----LQ---AI-AQEIV
WP_019496069.1 -ML-TGQQR---KKLHDAIINAF----PTKSPLEQML---SY--ELD-QN--LDAIAG---GD--NLQNIVFKLIQKAE-------AEGW-------VEQFIIAARKE----NPGN-IT-----LK---GV-VEELL
BAZ18861.1 MTL-SGQQR---KKLQDALIDAF----PTKSSLKQML---SF--GLE-KN--LDVVAG---GG--NLKVIVFNLIAVAE-------SQGW-------IDQLIDAACKE----NPGN-LK-----LK---AI-TQELL
WP_073623876.1 MKL-SGQQR---KKLIDALIDAF----PTKTSLEQML---SL--GLD-IN--LDVVAG---GD--NLRDIVFNLITVAE-------SQGW-------IDQLIDAACKE----NPGN-LK-----LQ---GV-ARELL
BAZ13529.1 MKL-SGQQR---KNLLIALVDAF----PTKSSLEHML---SF--ELN-KN--LNEIVS---GG--SLQEIVFSLIKTAE-------SQGW-------VQDLVRAARAS----NPGN-SN-----LQ---NI-TEELL
WP_017740833.1 MNL-VGQQR---KRLQEALVSAF----PTKASLEQML---SL--ELN-RN--LEAIAG---GD--NLREIVFKLIQTAE-------AQGW-------VEDLIRAARES----NPGN-LL-----LR---DI-AQELL
WP_069349065.1 MKL-SGEQR---KKLQEALINAF----LNKSSLEQML---SF--GLD-KN--LDSIAG---GS--DLQEIVFKLIKIAE-------AQEW-------VLELVRAALKS----NSEN-VS-----LQ---AI-AQELL
ODN56826.1 MSL-SSQQR---KKLQEALIDAF----PMKSSLEQML---SF--ELE-KS--LETIAG---GS--NLQEIVFNLIKVAE-------AEGW-------VEDLVRAARRS----NPGN-LN-----LQ---SI-PFIRV
WP_017743034.1 MGL-SGWQR---KQLQEALEDAF----PKKSSLEQMV---SF--ELD-KN--LDAIAG---GK--DLQEIIFDLIKVAV-------SQGW-------MDNLLRAAYRS----NPGN-SL-----LR---NI-AEELL
WP_016867877.1 MKL-SCELR---QGLREALINAF----PTKAFLEQML---SF--ELD-KN--LEAVAG---EG--NLETVVFYLIKRAE-------SEGW-------VGKLVRAARKQ----NPGN-SN-----LK---AI-ARELL
WP_044452295.1 MSL-SGQQC---RKLQEALIDAF----PSKASLEQML---AF--ELD-KN--LEAVAG---EG--NLKTVVFNLIKVAD-------SQGW-------AEKLVRAAHEN----NPGN-LI-----LR---AI-AEELL
OKH13565.1 MVL-SGPQR---RKLQEALIDAF----PTTASLEQML---SF--ELD-KS--LDAIVG---GG--SLATVVFNLIKVAD-------SQGW-------VENLVRAACQS----NPGN-SN-----LK---AI-AKELL
WP_050045033.1 MEL-SSQQL---RKLQNALIDAF----PTKFSLEQML---FY--ELN-KS--LDMIVG---GN--QLQEIIFQLIKIAK-------AQGW-------LEDLVRAACKE----NPGN-SQ-----LQ---AV-AQEFL
WP_073622417.1 MKL-SGEQR---KKLHSALLDAF----CSKANLEQML---WF--ELD-KN--LDAFAG---GD--NLQNIVFQIIKLAE-------SEGW-------VEDLVCAARHF----NSGN-SN-----LK---II-AEELL
WP_027845836.1 MHI-SGKAL---EKLKDALIDAF----PDKASLEQML---LF--ELD-KN--LDAIAG---GH--NLEGIVFNLIKVSK-------SENW-------IEKLIFAARES----NPGN-SG-----LK---AI-AEELL
WP_027843063.1 MNL-SGQQY---RKLMDALMDAF----PDKASLEKML---YF--ELD-KS--LDIIVG---GS--NLQDIVFNLIKVSK-------AENW-------IEDLINTARKS----NPGN-PS-----LK---AI-GEELL
WP_036267054.1 MNI-SGPQS---KKLTYALMDAF----PNKASLEQML---SF--ELD-KN--LDSIAG---GS--NLQVIVFNLIKVSK-------AENW-------IEDLIAAARRS----NPGN-LS-----LQ---AI-AEELL
WP_096562918.1 MKL-SGEQR---RKLQEALIDAF----PDKASLEQML---SL--ELE-KN--LDAIAG---GN--TLTDIVFNLIETAK-------AQGW-------IEDLVRAAHKR----NPGN-PK-----LQ---TV-AEELL
WP_019496060.1 INL-SGQQY---KKLRDALVDAF----PTKSSLEQFL---LF--QFD-KK--LDVIAG---GN--DLQEIAFNIIKMAE-------AQGW-------VEELISGAKEF----NPNN-SL-----LI---NI-TQELL
WP_096562919.1 MKL-SGLQR---KKLLEALNDAF----PDKASLEQML---AF--ELD-KN--LDTIAG---GN--SLQDIVFNLIKIAE-------AQGW-------VEDLVYAARRL----NSGN-PL-----LI---VI-AEELF
WP_019496059.1 MKL-SNQQR---KKLWNALMDAF----PTKSSLEQLL---SL--ELD-RN--LDAIAG---GN--NLQDIVFNLIKTAE-------AQGW-------IDELIFGAKEF----NFSN-PL-----LI---AI-TQELS

================================

EAD2
ALIGN H-HHHHHH-----------HHH---HHHHHHH-------------------------------HHH-HHHHHHHHH----------------------HHHHHHH--HHHH-----H-H-HHHH-HHHH---H----------
HMM H-HHHHHH-HHH-H----HHHH---HHHHHHHHH-----------------------------HHH-HHHHHHHHHHH------------HH-----HHHHHHHH--HHHH-----H-H-HHHH-HHHH---H--H-------
FREQ H-HHHHH-------------HH---HHHHH-----------------------------------H--EEEEEEE-----------------------HHHHHHH--HHH------H-H-HHHH-HHHH---H--H---H---
PSSM H-HHHHHH---------HHHHH---HHHHHHHHH------------------------------HH-HHHHHHHHHHH------------H------HHHHHHHH--HHH------H-H-HHHH-HHHH--------------
FINAL H-HHHHHH----------HHHH---HHHHHHHHH------------------------------HH-HHHHHHHHHHH--------------------HHHHHHH--HHHH-----H-H-HHHH-HHHH---H--H---H---
WP_076821059.1__1__[1..139] L-VDALER-APN-FA-QNASRR---LLVARVERY---A--E----G---R-LF--VPEHDI--ARN-WFTELVNTLDE------------TP----GGLAALARA--VTML-ASKSR-L-ADTV-TVLA---T--R---L--T---
ABW16287.1__1__[13..128] I-VDLLDL-APT-LA-AETSRR---LLVSRTERR---L--G----V---Q-LQ--VPDAPY--RRQ-WFIGFVDACCA------------HP----KGPRALAQA--LCVL-EPASV-T-ARSV-QNLV---D--C---W--ETAR
SCF89158.1__1__[2..109] V-VDVLQE-SAT-LR-HPTSAD---LLVTMLSQE---L--G----A---P-VE--PLQNRT--LRP-YLLQLVEVCAR------------IP----DGLPCLVRC--LGYV-EEQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_049795836.1__1__[4..119] I-VDLLDL-APT-LA-AETSRR---LLVSRTERR---L--G----V---Q-LQ--VPDAPY--RRQ-WFIGFVDACCA------------HP----KGPRALAQA--LCVL-EPASV-T-ARSV-QNLV---D--C---W--ETAR
WP_071066719.1__1__[4..119] I-VDLLDL-APT-LA-AETSRR---LLVSRTERR---L--G----V---Q-LQ--VPDAPY--RRQ-WFIGFVDACCA------------HP----KGPRALAQA--LCVL-EPASV-T-ARSV-QNLV---D--C---W--ETAR
WP_015655512.1__1__[492..623] I-ANVVQS-SES-AR-HSTPRS---LLVSMLETE---L--G----V---P-L---VLPEHP--LWA-WALDLVRTCTE------------QP----DGVGVLVRC--LHYV-EQESS-A-VSAL-RPLL---D--E---W--EAVQ
SED97910.1__1__[2..109] V-VDVLQE-SAT-LR-HPASAD---LLVTMLSQE---L--G----T---P-VE--PLGNGT--LRP-YLLRLVESCAG------------VP----DGLPCLVRC--LGYV-EQQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_093904377.1__1__[7..115] I-VDALQR-AAT-VN-QAGSRE---LWREMLADE---L--D----S---P-VE--PFGGDR--LRP-WLLQVVKRCTQ------------VG----DGLACLVRS--LEYV-EQESA-T-VAEL-WPLV---D--E---W--EAVD
ODA69397.1__1__[3..107] I-VDALQG-SST-VN-QASSRE---LWREMLADE---L--D----G---P-VE--PFGGVA--LRP-WLLQVVKACAQ------------VG----DGPACLVRS--LEYV-EQQSV-T-VAAL-WPLV---D--E---W--EAVD
WP_085567658.1__1__[1..96] V-VDVLQE-SAT-LR-HPTSAD---LLVTMLSQE---L--G----A---P-VE--PLQNRT--LRP-YLLQLVEVCAR------------IP----DGLPCLVRC--LGYV-EEQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_053759728.1__1__[3..107] I-VDALQG-SAT-VN-QASSRE---IWREMLSDE---L--S----S---P-VE--PFSGDR--LRP-WLLQIVKACTG------------VG----DGPACLVRS--LEYV-EQQSA-T-VSAL-WPLV---D--E---W--EAVD
WP_086811545.1__1__[4..96] V-VDVLQE-SAT-LR-HPTSAD---LLVTMLSQE---L--G----A---P-VE--PLQNRT--LRP-YLLQLVEVCAR------------IP----DGLPCLVRC--LGYV-EEQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_093680531.1__1__[1..96] V-VDVLQE-SAT-LR-HPTSAD---LLVTMLSQE---L--G----A---P-VE--PLQNRT--LRP-YLLQLVEVCAR------------IP----DGLPCLVRC--LGYV-EEQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_037657384.1__1__[1..96] V-VDVLQE-SAT-LR-HPTSAD---LLVTMLSQE---L--G----A---P-VE--PLQNRT--LRP-YLLQLVEVCAR------------IP----DGLPCLVRC--LGYV-EEQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_100567382.1__1__[3..107] I-VDVLQG-SAT-VN-QASSRE---IWREMLAAE---L--A----S---P-VE--PFGGDR--LRP-WLLQIVMACTE------------VG----DGLACLVRS--LEYV-EQQST-T-IATL-WPLV---D--E---W--EAVD
WP_070029599.1__1__[1..96] V-VDVLQE-SAT-LR-HPASAD---LLVTMLSQE---L--G----T---P-VE--PLGNGT--LRP-YLLRLVESCAG------------VP----DGLPCLVRC--LGYV-EQQSV-T-VLAL-RRLV---D--E---W--EAVD
WP_074994558.1__1__[1..96] V-VDVLQE-SAT-LR-HPASAD---LLVTMLSQE---L--G----T---P-VE--PLGNGT--LRP-YLLRLVESCAG------------VP----DGLPCLVRC--LGYV-EQQSV-T-VLAL-RRLV---D--E---W--EAVD
PKW37097.1__1__[3..107] I-VDALQG-SAT-VS-QASSRE---VWRDLLAGE---L--A----V---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_099921949.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_046420873.1__1__[1..96] V-VDALQE-SAT-LR-HPASAD---LLVTMLSQE---L--G----A---P-VE--PLRNRT--LRP-YLLQLVETCTR------------IP----DGLPCLVRC--LGYV-EERSV-T-VLAL-LRLV---D--E---W--EAVD
WP_054232445.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
PBC98058.1__1__[3..107] I-VDALQG-SAT-VS-QVSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_097285265.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----E---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_060901722.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_075027004.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_067371694.1__1__[3..107] I-VDALQG-SAT-VS-QGSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTT------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
SBT94500.1__1__[3..109] I-VDALQE-SAT-VK-QATNRE---LWRDMLADE---L--G----A---P-LE--PYAGEG--VRP-WLLQLVRTCTD------------VE----YGAACLARS--LEYV-EQESA-S-VAAL-WPLV---D--E---W--EAVD
CCK29232.1__1__[2..107] I-VDALQE-SAT-VR-QTSSRE---LWREMLASE---L--G----A---P-VE--PFGGDR--LRP-WLLQVVKACMA------------VG----DGAACLVRS--LEYV-EQESA-T-VAAL-WPLV---D--E---V--EAVD
SMF68482.1__1__[4..107] V-VDALQR-SGT-VG-QAASRE---IWRDMLSGE---L--G----A---R-VE--PLTGDR--LRP-WLLTVVRECTA------------VG----DGLACLVRS--LEYV-ERESA-T-VAEL-WPLV---D--E---W--EAVD
WP_085211791.1__1__[2..99] V-VDALQR-SGT-VG-QAASRE---IWRDMLSGE---L--G----A---R-VE--PLTGDR--LRP-WLLTVVRECTA------------VG----DGLACLVRS--LEYV-ERESA-T-VAEL-WPLV---D--E---W--EAVD
WP_099941837.1__1__[4..116] T-LDALLA-VPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-VD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSALARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_042174209.1__1__[2..95] I-VDALQG-SST-VN-QASSRE---LWREMLADE---L--D----G---P-VE--PFGGVA--LRP-WLLQVVKACAQ------------VG----DGPACLVRS--LEYV-EQQSV-T-VAAL-WPLV---D--E---W--EAVD
WP_067376404.1__1__[4..116] T-LDALLA-VPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-VD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSALARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_037751545.1__1__[2..99] I-VDQLED-SYT-VQ-HSASRD---LWREMLAEE---L--N----S---P-VA--TFGDNR--LRP-WLLYVVKRCTE------------VG----DGLACLVRS--LQYV-EQRSA-T-VAAL-WPLV---D--E---W--EAVD
WP_095854147.1__1__[4..116] T-LDALLA-VPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-AD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSALARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_101404536.1__1__[5..116] T-LDALLA-VPA-LH-DRYARD---LLTDLVGEA---L--G----H---R-AD--LREQAT--VPL-QLLELFRFCTR------------HQ----DGLSALARK--LQML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_101404321.1__1__[1..94] I-VDALQG-SAT-VS-QASSRE---VWRDLLAGE---L--A----V---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_060900492.1__1__[5..116] T-LDALLA-VPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-AD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSVLARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_018500275.1__1__[13..115] L-VDVLDG-IVD-LD-SERSRL---LLARLVGRE---M--G----G---R-IR--VTDLPN--PRQ-WLVRLVEICAE------------RP----GGITALATA--VTDL-EPDGT-T-TPEI-ARLA---T--R---W--EQAG
WP_054233091.1__1__[5..116] T-LDALLA-IPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-AD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSVLARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_095853947.1__1__[1..94] I-VDALQG-SAT-VS-QVSSRE---VWRDLLAGE---L--A----A---P-VE--PFGGDR--LRP-WLLQVVKECTA------------VG----DGLACLVRS--LEYV-EQQSA-T-VAEL-WPLV---D--E---W--EAVD
WP_053655868.1__1__[2..98] L-VGVLER-TRL-MR-GPASRQ---LLLEQLQDR---L--G--------P-FS--LREHPE--LRL-QMAELVRACSR------------RA----NGLQILVET--IEHL-EPGTE-E-VVRL-QRLR---D--E---W--EAVE
WP_042196291.1__1__[501..634] L-VRALRR-VDC-MN-DLSSRN---LVIRIVSDE---L--G----S---P-LS--VDEYPQ--TTT-HLFSIVNTCRQ------------RP----NGLSTLLAV--LEQL-EPGSA-A-MIEV-RRVV---T--E---M------
WP_041819745.1__1__[1..95] I-VDALQE-SAT-VR-QTSSRE---LWREMLASE---L--G----A---P-VE--PFGGDR--LRP-WLLQVVKACMA------------VG----DGAACLVRS--LEYV-EQESA-T-VAAL-WPLV---D--E---V--EAVD
WP_078598742.1__1__[1..93] M-VDVLQE-SPT-VR-SLGGRE---LWREMLSDE---L--R----T---F-VE--PFDGGP--LRV-WLIQVVKQCAE------------VG----EGLACMARS--LEYV-EQQSV-A-VGEL-WLLV---D--E---W--EACD
WP_093723859.1__1__[1..95] I-VDALQE-SAT-VK-QATNRE---LWRDMLADE---L--G----A---P-LE--PYAGEG--VRP-WLLQLVRTCTD------------VE----YGAACLARS--LEYV-EQESA-S-VAAL-WPLV---D--E---W--EAVD
WP_076816417.1__1__[9..114] V-VDLLEE-VNA-FQ-TDESRR---LLLRTTRQR---T--Q----F---T-PQ--VPDHSI--ARH-WFMGLVEECAR------------DP----AGLGALRDA--VGSI-ARRSA-V-HAEL-VHLV---Q--S---W--EVVD
WP_057605973.1__1__[1..96] I-VDVLQS-AAT-LR-LSGSRH---LWTTYLSEE---L--D----V---F-VE--PLTGEA--LRP-WLLNLVERCAH------------LP----DGLPCLARA--LRYV-EQEST-A-VTAL-WRLL---E--E---W--EASA
WP_101834852.1__1__[11..110] V-VDMLER-EPD-LR-SVEVRM---LLVGRLERR---V--G----W---R-LR--LPEYHV--DRD-WYLRLVQGCFD------------DL-P--GGVSALVDA--VGDL-RPDSP-L-ADRL-CRLR---D--E---W--DAID
WP_076821061.1__1__[3..113] I-IEYLDR-ATD-LR-SAPVRE---LLLQRFSKH---A--G----R---T-LY--VPEFEV--ARD-WVVAFVDGAAE------------LE----DGLSALVDT--VCFL-RPGSQ-I-ERDL-RRLL---D--E---W--EAAP
WP_091284860.1__1__[13..117] L-VEVLDD-AAD-LH-SERSRL---LLARQVERE---L--N----T---R-VR--VTDLPL--SRQ-WFIRLLEICAE------------RP----GGMAALAVA--VAQM-EPGGV-T-AKDV-AQLA---A--R---W--EQLG
OMP16304.1__1__[1..95] T-LDALLA-VPA-LH-DRYARA---LLTDLVGEA---L--G----H---R-AD--LREQST--VPL-QLLELFRFCTR------------HQ----DGLSVLARK--LPML-EPGCP-Q-GPVV-QRLA---D--E---W--TAVD
WP_072476556.1__1__[192..293] L-VEALMD-VPW-VR-NGDSRR---LVLEMLPRR---E--I----A---A-QV--AYHPQD---RL-HVIALAKTCLR------------FD----GGLRCLLDA--VRTI-DPDSP-E-VTRL-AELV---D--R---W------
WP_020464354.1__1__[15..117] I-AGILHG-CRE-LH-GDSSRR---LLLSQVERH---S--G----V---A-IP--IAEYPS--SRQ-WFIGFVEACCG------------TP----AGIRAIIAV--ARVF-GLGPA-V-TVPL-TCLH---D--E---W--DAAP
WP_054568187.1__1__[13..114] L-VEVLDD-AAD-LH-SERSRL---LLARQVERE---L--N----T---R-VR--VTDLPL--SRQ-WFIRLLEICAE------------RP----GGMAALAVA--VAQM-EPGGV-T-AKDV-AQLA---A--R---W--EQLG
WP_013227618.1__1__[220..329] V-VDALER-VPE-LR-ELAGRN---LAIEMLTES---L--G----I---D-LG--VEEIPI--TRP-HIAAIAKACIV------------HH-P--GTLVKFAEA--VSVI-SPNSK-S-TV------------------------
WP_013227618.1__2__[119..243] F-VDHLTQ-FAV-LR-EADGRR---LTIQILNDD---P--D----C---S-VA--VAEHST--ARP-HLFALVLACHK------------QP----GALIRLLDV--IDML-TGSDG-P-PTDQ-ARAM---L--K------VPAS
WP_093613206.1__1__[12..108] L-VGVLER-TRL-MR-GQPGRQ---LLIEQLQDR---L--G--------P-FP--LREHAE--LRL-QTAELVGACRR------------LT----DGVQILVET--VEHL-EPGTD-E-VVQL-RRLR---D--E---W--EAAD
WP_018500276.1__1__[2..118] I-IDILDD-CPD-LH-PTDSRL---LLLRRCSAW---S--G----R---R-LG--VADLPQ--SRQ-WFVDLVGRIGR------------E-----GDFEGLVQA--VADL-TRDDV-L-TARL-RRLA---D--E---W--QAAD
WP_103348477.1__1__[202..305] L-VEALLA-VPC-VR-NPQSRR---LLLEVFPRR---E--I----A---D-VV--PYHSED---RL-HVIALARTCQR------------FD----GGLPDLLTA--VRTL-EPESP-Q-VRHL-ALMI---R--E---W------
WP_062668507.1__1__[5..116] G-HNALLA-VGA-LQ-DRYARA---LLTDLVGEA---L--G----C---R-ID--LREQAT--AAM-QLLELFRFCTR------------CP----GGLSALARK--LPML-EPGCP-Q-AASV-QRLA---D--E---W--TAVD
KQC35434.1__1__[2..139] I-VGCLES-TAD-LL-SPATRD---LLVRRFERR---A--G----R---R-LF--VPQFDV--ARD-WCFRFVESCVE------------LD----NGAEILVDA--VSDL-RPDSA-V-AHRL-AHIL---A--E-Q----GAAE
WP_071066718.1__1__[19..117] I-AGILHG-CRE-LH-GDSSRR---LLLSQVERH---S--G----V---A-IP--IAEYPS--SRQ-WFIGFVEACCG------------TP----AGIRAIIAV--ARVF-GLGPA-V-TVPL-TCLH---D--E---W--DAAP
KUL72798.1__1__[13..103] ---NALLA-VGA-LQ-DRYARA---LLTDLVGEA---L--G----C---R-ID--LREQAT--AAM-QLLELFRFCTR------------CP----GGLSALARK--LPML-EPGCP-Q-AASV-QRLA---D--E---W--TAVD
WP_054294637.1__1__[7..104] L-VRALMR-VGC-LS-DLSGRN---LVIRIVSDE---L--D----H---P-LA--VDEYPQ--TTT-HLFSLVNACRQ------------QP----DGLSALLVV--LERL-EPGST-A-MSDV-RRVI---N--E---M--IVYD
WP_084430507.1__1__[32..135] V-VETLEQ-VQV-LR-DPIGRG---LCLDLVSQH---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALSAFLRV--LSEL-EPRSR-A-VSWA-RQML-----------------
WP_076994242.1__1__[7..104] L-VRALMR-VGC-LN-DLSGRN---LVIRIVSDE---L--D----H---P-LA--VDEYPQ--TTT-HLFSLVNACRQ------------RP----DGLSTLLVV--LERL-EPGST-A-MADV-RRVI---T--E---M--IVYD
WP_027140709.1__1__[4..108] I-ADVLRD-CPS-LQ-GEVAHH---VLVGRLLRR---G--G----V---S-LS--VPAAAT--DAI-WFLGLIGVCQR------------AL----GGFAELACA--VEDL-RVEQP-T-VDAL-ARLA---D--R---W--EAYG
WP_042186017.1__1__[7..104] L-VRALMR-VGC-LN-DLSSRN---LVIRILGDE---L--G----D---P-LT--VDEYPQ--TTT-HLFSLVHACRQ------------RP----DGLAKLLVV--LERL-EPGST-A-MGDV-RRVI---S--E---M--IVYD
WP_051744858.1__1__[1..83] -------------MR-HGNSVE---LWVSMLGQE---L--R----T---P-VE--PLRSEA--LRP-WLLRLVESCTQ------------IP----DGLSCLVRC--LGYV-EQQSV-A-IVSL-RRLV---D--E---W--EAVD
SEN16529.1__1__[2..108] I-VDVLQE-SAT-VR-HPGSRD---LWLTMLEQE---L--R----V---P-VA--AIGTDA--LRP-ALLRLLDTCNG------------VR----DGLSCLVRS--LAYV-EQQST-A-VSAL-WRLV---D--E---W--EAVD
WP_044887383.1__1__[2..126] I-VGCLES-TAD-LL-SPATRD---LLVRRFERR---A--G----R---R-LF--VPQFDV--ARD-WCFRFVESCVE------------LD----NGAEILVDA--VSDL-RPDSA-V-AHRL-AHIL---A--E-Q----GAAE
WP_055870159.1__1__[2..126] I-VGCLES-TAD-LL-SPATRD---LLVRRFERR---A--G----R---R-LF--VPQFDV--ARD-WCFRFVESCVE------------LD----NGAEILVDA--VSDL-RPDSA-V-AHRL-AHIL---A--E-Q----GAAE
KDN23297.1__1__[195..317] L-TELLLT-IPS-VA-EESGRR---VLLSWLRPE---I--R----A---M-VP----HHSQ--TRL-HVLELVRTCAR------------YQ----GGLTELVMT--IQML-EPGSE-P-VRRL-SDHV---A--R---W--RTID
EFC81424.1__1__[8..107] I-VDCLEV-GAD-LFRSPAARQ---QLVERFERR---A--G----R---R-LY--VPDLDI--ARS-WCIAFVQQCLD------------LD----YGLATLVDV--VTEL-RPASM-L-VDRL-LRRC---D--E-H----ETAE
WP_051735812.1__1__[183..305] L-TELLLT-IPS-VA-EESGRR---VLLSWLRPE---I--R----A---M-VP----HHSQ--TRL-HVLELVRTCAR------------YQ----GGLTELVMT--IQML-EPGSE-P-VRRL-SDHV---A--R---W--RTID
SEF26732.1__1__[7..111] I-VNVLAG-AGL-AT-DRSSRS---LLVDLIHDN---L--G----F---L-LT--LSDQVT--GRD-HLIEVVNACAK------------AD----GGMHALDHA--VRML-RPGSP-E-SALL-HRLV---H--E----------
WP_101834850.1__1__[2..102] I-VDALER-RSD-LH-LSGTRG---LLLEQIERR---S--G----R---R-LY--LPEAPI--GRD-WCFLLVQACAD------------GL-P--GGVGVLVDA--VDDL-RPGSS-L-AHQL-RRLG---A--A---W--ET--
SNQ51132.1__1__[21..121] I-VDALER-RSD-LH-LSGTRG---LLLEQIERR---S--G----R---R-LY--LPEAPI--GRD-WCFLLVQACAD------------GL-P--GGVGVLVDA--VDDL-RPGSS-L-AHQL-RRLG---A--A---W--ET--
WP_033433380.1__1__[8..106] L-VDVLSR-IPA-LL-TREGRD---LVIRMMSME---L--G----E---P-VF--VEDHPL--PVG-HLFHLAEACHR------------TP----ERLSALLRT--IGLI-EQDSK-P-MEEL-RRIV---G--E---M--TPAD
WP_072478274.1__1__[8..106] L-IDCLEQ-IPS-LR-DPGSRR---LCLDLLADH---L--G----V---P-LV--VEELPT--TRA-SLIGIVQACRR------------QH-P--RALSAFVDA--VEQM-EPGSI-P-VRRA-RAAV---D--D---M--AALD
WP_069466751.1__1__[2..100] I-VDVLQE-SAT-VR-HPGSRD---LWLTMLEQE---L--R----V---P-VA--AIGTDA--LRP-ALLRLLDTCNG------------VR----DGLSCLVRS--LAYV-EQQST-A-VSAL-WRLV---D--E---W--EAVD
WP_055409980.1__1__[2..132] I-VGCLES-TAD-LL-SPATRD---LLVRRFERR---A--G----R---R-LF--VPQFDV--ARD-WCFRFVESCVE------------LD----NGAEILVDA--VSDL-RPDSA-V-AHRL-AHIL---A--E-Q----GAAE
WP_030251255.1__1__[39..130] I-VDALME-IPA-LE-SREARA---LLVDLVAEA---T--G----R---R-VS--LREQPT--EQL-HLIELFRFCAA------------AE----DGISSLARC--VSAI-ERDTP-Q-GSAV-RQLA---D--E---W--NALE
WP_089510624.1__1__[9..107] M-VNVLGD-SAA-LA-DARGRH---QWRRELSEA---F--G--------G-LE--LEPYPT--AHQ-EFFEAVRACGE------------RP----GGLETLVEI--TGFV-AP--A-L-PHRL-RPLV---D--E---W--DAAD
WP_093418357.1__1__[140..263] L-VDALLK-VPA-VA-EDDSRR---VLLGLLRPE---I--R----N---A-IP----HHAR--TRA-HVINIARTCRD------------YE----GGLGDLVRA--LEEL-EGDSM-P-VRRV-RELV---Q--R----------
WP_086858624.1__1__[5..92] I-VNVLAG-AGL-AV-DPAGRA---LLLELIHDN---L--G----F---P-LT--VPDQVT--GRD-HLIEVVSACAK------------TE----GGMLALADA--VRMM-RPESP-E-SDQV-RRLV---H--R----------
WP_091388959.1__1__[6..106] L-IDCLEQ-IPS-LR-DPGSRR---LCLELLADH---L--G----M---P-LV--VEDLPT--TRA-SLIGIVQACRR------------QH-P--RALSAFVDA--VEQM-EPGSI-P-VQRA-RSAV---E--D---M--ATLD
WP_062739810.1__1__[2..86] ----------GA-LQ-DRYARA---LLTDLVGEA---L--G----C---R-ID--LREQAT--AAM-QLLELFRFCTR------------CP----GGLSALARK--LPML-EPGCP-Q-AASV-QRLA---D--E---W--TAVD
WP_093948489.1__1__[1..84] M-VNLLAN-AGL-AA-DRPSRS---LLVELIHDN---L--G----F---P-LT--LSEHAT--GRD-QLIDLVNACAR------------VD----GGMHALDDA--VRML-RPASR-E-SELL-HRLV---H--E----------
WP_086872611.1__1__[2..86] ----------GA-LQ-DRYARA---LLTDLVGEA---L--G----C---R-ID--LREQAT--AAM-QLLELFRFCTR------------CP----GGLSALARK--LPML-EPGCP-Q-AASV-QRLA---D--E---W--TAVD
WP_046570048.1__1__[1..87] -----MEA-SPV-IR-DPSSRQ---LLLQELSHT---L--A----G---A-LG--YRELSV--LRA-QIVELVTVCVD------------RP----GGLRCLVEC--MELL-EPGSD-H-TVAL-LRLA---D--E---W--HAIE
SMD20370.1__1__[2..98] V-VETLEQ-VQV-LR-DPIGRG---LCLDLVSQH---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALSAFLRV--LSEL-EPRSR-A-VSWA-RQML-----------------
WP_051183913.1__1__[1..84] M-VNLLAN-AGL-AA-DRPSRS---LLVELIHDN---L--G----F---R-LT--LSEHAT--GRD-QLIDVVNACAR------------AD----GGMHALDCA--VRML-RPGSP-E-SELL-HRLV---H--E----------
WP_014173263.1__1__[9..107] M-VNVLGD-SAA-LA-DARGRH---QWRRELSEE---F--G--------G-LE--LEPYPT--AHQ-EFFEAVRACGD------------RP----GGLATLSEI--TGFV-AP--A-L-PHRL-LPLV---D--E---W--DAAD
WP_020641868.1__1__[6..105] L-IDCLEQ-IPP-LR-DPGSRR---LCLELLSDR---L--G----K---P-LV--VEELPT--ARA-SLIGIVQACRR------------RD-P--RALSAFVDA--IEQM-EPGSI-P-VQRA-RSAV---E--D---M--VALD
WP_086843988.1__1__[1..84] M-VNLLAK-AGL-AA-DRPSRS---LLVDLIHDN---L--G----F---P-LA--LSEHAT--GRD-QLIDVVNACAR------------AE----GGMHALDQA--VRML-RPGSP-E-AELL-HRLV---H--E----------
WP_096495321.1__1__[194..309] V-VDALLA-VPS-VH-DEASRR---FLLDVLSAR---I--R----D---A-VP----HHPR--TRF-HVHALVRTCAG------------YE----GGLAELLSA--VREL-EGDSE-A-VRRA-EVVV---R--S---W--TDAQ
WP_035953594.1__1__[1..93] --MDCLEV-GAD-LFRSPAARQ---QLVERFERR---A--G----R---R-LY--VPDLDI--ARS-WCIAFVQQCLD------------LD----YGLATLVDV--VTEL-RPASM-L-VDRL-LRRC---D--E-H----ETAE
SOE28406.1__1__[4..117] V-VQALCD-SPV-LG-DRGARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGHSR-T-ADAV-SELV---R--EHAVR--SASS
WP_054568188.1__1__[7..108] I-VDTLDD-HPD-LH-GAGSRP---VLLRRCAAW---S--G----T---R-LP--ISDLPH--ARH-WFVDLVGSFSR------------E-----GRFDFLAEA--VNDL-TGDGE-L-RAAL-LRLD---D--A---W--QAAE
WP_076831942.1__1__[7..108] I-VDTLDD-HPD-LH-GAGSRP---VLLRRCAAW---S--G----T---R-LP--ISDLPH--ARH-WFVDLVGSFSR------------E-----GRFDFLAEA--VNDL-TGDGE-L-RAAL-LRLD---D--A---W--QAAE
ELP63803.1__1__[7..106] M-VEAVLS-SGV-FA-DPHQRE---LLIWLTGDA---L--G----R---D-LA--LNRTAS--AML-QCVEIVRACAR------------EP----GGLRILAEA--IRAL-EPGTE-A-TRRV-AGLV---D--E---R--DS--
WP_006541141.1__1__[13..114] L-VEVLDD-AAD-LH-SERSRL---LLARQVERE---L--N----T---R-VR--VTDLPL--SRQ-WFIRLLEICAE------------RP----GGMAALAVA--VAQL-EPGGV-T-AKDV-AQLA---A--H---W--EQLG
WP_051735807.1__1__[7..103] V-VDVLAE-AGL-AD-DVTGRS---LMIRLISQA---L--D----V---E-LA--IPQHAT--GRS-QLIELVTACSR------------YE----GGMLALAYV--VGFM-RPGSP-E-CERI-RQLV---Q--R-P----RVLD
WP_093945736.1__1__[262..363] L-VDILVV-AGF-AD-DAPSRT---LLIEEVRAA---L--G----R---P-LT--ISSRLS--GRD-QLIDFVNACGR------------VE----EGLPVLADV--LEFL-RPSTK-E-SAEV-RQLV---APES---S--PAPP
WP_086852866.1__1__[199..297] L-VEALLA-VLS-VR-KAESRQ---LLLELFPRR---E--I----A---D-LV--PHHAED---RL-HVIALARTCLR------------FD----GGLQDLLDT--IRTV-EPGSP-Q-VVAL-AAII---G--Q---W------
PIG21482.1__1__[4..117] V-VQALCD-SPV-LG-DRGARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EENADNHGLSALADS--VSLL-EGPSR-T-ADAV-SELV---R--ERAAR--SASS
WP_003103434.1__1__[165..293] L-VGAMMA-VPC-IR-GAESRR---LLLEMFPRR---E--I----A---D-QV--PYQSQD---RL-HVISLARTCLR------------FE----DGLACLLEV--VRTL-DPESP-E-VRWF-AEVV---E--R---W------
WP_071065766.1__1__[5..107] TLVDVLDA-APG-FA-GTSARR---LLRDRIARR---LGPG----R---R-LH--LVEYDM--TRL-WFIALVDELAE------------EP----GGLAALSRA--VSDL-QPGSR-L-AAEV-ARIV---A-------------
WP_054294632.1__1__[3..89] ----ALLR-VGC-LA-DLNGRN---LVVRIVSDE---L--D----H---P-LL--PEEHPQ--CAA-HLFSIVETCHH------------RP----DGLPALLFV--LEQI-EPGTK-A-MAEV-RRII---T--E---M--SALD
CAJ60357.1__1__[2..103] V-VDILDA-EPL-FA-EPASLS---MLARMTGKR---L--G----F---P-LQ--VPSVPF--RRQ-WLLAFVAECAA------------ND----GGLVALATV--VGQM-DGRGR-V-SRAV-DRLV-----------------
WP_091284862.1__1__[7..108] I-VETLDD-HPD-LH-GAGSRP---VLLRRCAAW---S--G----T---R-LP--ISDLPH--ARH-WFVDLVGSFSR------------E-----GRFDFLAEA--VNDL-TGDGE-L-RAAL-LRLD---D--A---W--QAAE
WP_086670447.1__1__[203..299] L-VEALLA-VPC-VR-KTESRR---LLLELFPRR---E--I----A---D-VV--SYHAED---RL-HVIALARTCQR------------FE----GGLADLLEA--IRMI-EPESP-Q-VTAL-AEII---A--R---FS-----
CUU60225.1__1__[17..118] I-VETLDD-HPD-LH-GAGSRP---VLLRRCAAW---S--G----T---R-LP--ISDLPH--ARH-WFVDLVGSFSR------------E-----GRFDFLAEA--VNDL-TGDGE-L-RAAL-LRLD---D--A---W--QAAE
WP_086670526.1__1__[1..84] M-VNVLAG-AGL-AT-DRSSRS---LLVDLIHDN---L--G----F---L-LT--LSDQVT--GRD-HLIEVVNACAK------------AD----GGMHALDHA--VRML-RPGSP-E-SALL-HRLV---H--E----------
WP_048584306.1__1__[17..117] M-AGVLAA-TDT-VR-RQTGAE---MLVQDLSAE---L--R----L---S-VD--PRQDQP--LGL-WARRVVKACAE------------VD----EGLQALARC--LGYA-EQGSV-S-VLAL-WRLV---D--E---W--EAAA
WP_041938973.1__1__[10..111] V-VDILDA-EPL-FA-EPASLS---MLARMTGKR---L--G----F---P-LQ--VPSVPF--RRQ-WLLAFVAECAA------------ND----GGLVALATV--VGQM-DGRGR-V-SRAV-DRLV-----------------
WP_006541140.1__1__[7..108] I-VETLDD-HPD-LH-GAGSRP---VLLRRCAAW---S--G----T---R-LP--ISDLPH--ARH-WFVDLVGSFSR------------E-----GRFDFLAEA--VNDL-TGDGE-L-RAAL-LRLD---D--A---W--QAAK
WP_011601502.1__1__[1..93] --MDILDA-APG-FA-GMAARR---LLQDRIARR---LGPG----R---R-LH--LAEYDV--ARL-WFVALVEQLSE------------EP----DGLSALSRA--VGDL-RPGSR-L-ALEV-ARIA---A----A----VGPP
WP_086858615.1__1__[198..298] L-IDALLA-VPC-VR-KPESRR---LLLELFPRR---E--I----A---D-VV--PYHAED---RL-HVIALARTCQR------------FD----RGLVDLLDA--VRTI-EPESP-Q-VTAL-AAII---G--D---W------
WP_051716611.1__1__[11..111] L-VDQLCA-VPG-LD-VPGSRD---LLISMLAER---L--P----E---V-GD--VPRHGR--TRL-DILEIVRSCLR------------EP----HGLRELADA--LTLY-APGAT-P-VLRI-RELADSVP--S------AGPD
KUM91402.1__1__[4..115] M-AGVLAA-TET-VR-RQTGAD---MLVQDLSAE---L--R----L---S-VD--PPQDQP--LGL-WSRRVVKACAE------------TD----EGLQTLARC--LGYA-EQASV-S-VLAL-WRLV---D--E---W--EAAA
WP_093948308.1__1__[203..309] L-VEALLA-ITC-VR-NAESRR---LLLEMFSRR---E--I----A---D-AV--PHQAED---RL-HVIELARTCER------------YD----GGLEELLAT--VRML-DPGSP-Q-VEKL-GAVI---A--S---RSAYGV-
WP_055750283.1__1__[10..120] V-VNCLDA-STD-LY-SPAARN---LLISRFEQR---S--G----Q---R-VF--IPHSDV--TRD-WWFRFVEACLNDLDNRFEERREYLA----NGFASLVDA--IHDL-RPGSV-L-VDLL-LRLR---D--E---W--EAAE
WP_011601501.1__1__[10..120] V-VNCLDA-STD-LY-SPAARN---LLISRFEQR---S--G----Q---R-VF--IPHSDV--TRD-WWFRFVEACLNDLDNRFEERREYLA----NGFASLVDA--IHDL-RPGSV-L-VDLL-LRLR---D--E---W--EAAE
CTQ92328.1__1__[2..98] V-VETLEQ-VQI-LR-DPVGRG---LCLDLVGQY---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALSTFLRV--LGEL-EPRSR-A-VSWA-RQML-----------------
WP_067301412.1__1__[4..115] M-AGVLAA-TDT-VR-RQTGAD---MLVDDLCAE---L--R----L---S-VE--PRQDQP--LGL-WARRVVKTCSE------------TD----EGLQTLVRC--LGYA-EQGSV-N-VLAL-WRLV---D--E---W--EAAA
WP_013424067.1__1__[1..91] --MDLLSG-CLV-LR-SEQSRH---LLLDRLSQL---S--A----V---Q-FT--LPGFTT--DRQ-WFLGLVTTCGK------------SA----EGLAQLPWA--ARDL-GVPEA-A-FDAL-CRLV---D--G---W--EACA
WP_076090753.1__1__[12..110] V-VGVLAE-SSA-LT-DTRGRH---QWRLELTRR---LG-S----R---G-QA--LEELPT--AQQ-EFVAAVRACEE------------LP----DGLAVLVDA--TCLV-AP--A-L-EHRL-MPLM---E--E---F--YALR
WP_013229642.1__1__[193..302] L-TELLLD-IPA-VT-EESSRR---MLLKRLRPE---I--S----T---V-VA----YHPQ--TRL-HVLEIAGTCLR------------YR----GGLAELVDV--VQLL-EPGSA-P-VRRL-IDSV---G--N---W------
WP_013424070.1__1__[2..111] I-VDLLVG-CLV-LH-GPQSRY---LFLGRLAGW---S--G----T---S-ID--VPDLPI--GRQ-WLLALVDLYGR------------SA----AGLAHLPDA--ARDL-GVDEE-T-ATAL-AALV---A--R---W--EACA
WP_026468529.1__1__[191..295] L-VEALLA-VPC-VR-GSESRR---LLLELFPRR---D--I----A---D-IV--PYHAED---RL-HVIALARTCRR------------FT----RGLADLLDV--IRLL-EPESR-Q-VAAL-AVLI---D-------------
WP_076987344.1__1__[2..98] V-VETLEQ-VQI-LR-DPVGRG---LCLDLVGQY---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALSTFLRV--LSEL-EPRSR-A-VSWA-RQML-----------------
AEK46587.1__1__[181..290] L-TELLLD-IPA-VT-EESSRR---MLLKRLRPE---I--S----T---V-VA----YHPQ--TRL-HVLEIAGTCLR------------YR----GGLAELVDV--VQLL-EPGSA-P-VRRL-IDSV---G--N---W------
WP_033439501.1__1__[3..107] I-VLLLER-CES-LR-AERGRT---MLVSLLSDV---L--G----E---P-VS--L-EGSE--VHL-QFLGLVRWCCR------------HA----GGLRALVDC--LRLL-DPHAS-E-IAEL-VDLG---D--E---W--AACR
WP_055752577.1__1__[24..108] V-VDILDA-EPL-FA-EPASLS---MLARMTGKR---L--G----Y---P-LQ--VPSVPF--RRQ-WLLAFVAECAA------------NE----GGLDALATV--VGRM-DGRGR-V-SRAV-DRLV-----------------
WP_023545804.1__1__[12..110] V-VGVLAE-SSA-LT-DTRGRH---QWRLELKRR---LG-G----R---G-EA--LEELPT--AQQ-EFVAAVRVCEE------------LP----EGLEALVDA--TCLV-AP--S-L-EHRL-MPLM---E--E---F--YALR
WP_065913168.1__1__[221..318] L-ADMIAR-TTL-LA-SQDDRR---LCLDLLSIS---L--K----P---R-LQ--VVEFTD--ARR-HVFAIVLACGR------------RP----DGIRALLKA--LREL-RPDAP-E-LDQI-STLV---H--D---M--ATLE
WP_051780375.1__1__[1..69] -----------------------------MLSGE---L--G----A---R-VE--PLTGDR--LRP-WLLTVVRECTA------------VG----DGLACLVRS--LEYV-ERESA-T-VAEL-WPLV---D--E---W--EAVD
WP_091309346.1__1__[67..185] L-VDALAR-TEV-LR-APSARA---LAIDLLRRQ---L--G----A---E-FE--VPEQPS--FRL-HLYALVVACER------------HP----YGIQALLDV--LEEL-EPDPS-G-VESV-RTAA---A--E---L--SPIG
WP_020641079.1__1__[193..309] L-VEALLA-ITC-VR-NAESRR---LLLEMFSRR---E--I----A---D-AV--PHQAED---RL-HVIELARTCER------------YD----GGLEELLAT--VRML-DPVSP-Q-VEKL-GAVI---A--S---RSAYGV-
WP_093722067.1__1__[2..104] --VDVLVG-WDG-AR-RPEDQE---QFLDLVLDR---L--G----R---G-GR--LPRHSI--PRN-QWVALLRYCMK---H--------AP----DGLSCLAAT--VDLL-DPESA-E-ALLM-FRLS---D--E---W--RAVR
WP_030757687.1__1__[3..101] L-VEQLCA-VPG-LE-APGSRS---LLISMLAER---L--P----E---V-RD--VPQHGR--TRL-DILEIVRSCLR------------EP----HGLRELADT--LSDY-APGAT-P-VREI-RR-------------------
WP_067428315.1__1__[2..109] A-VDVLVE-VDS-LW-SSEDRE---QFLSLVLDG---L--R----S---P-GR--LSHHAA--PRN-QYIALLRLCLR-----GDPAPG-RP----GGLTCLATV--LELM-DPGSP-E-AAIL-SRLA---D--E---W--QAVR
OKI29919.1__1__[12..106] I-VASLER-CES-LR-AERGRT---ELVSVLSDV---L--G----E---P-VS--L-EGPE--VHL-QFVSLVRWCCR------------RP----GGLHQMVDC--LRLL-EPHSP-E-IARL-VELG---D--E---W--AAYR
WP_086852839.1__1__[67..182] L-VDALAR-TEV-LR-TPSARA---LAIDLLRRQ---L--G----A---E-FD--VPEQPS--LRL-HLYALVVACER------------HP----YGIQALLDV--LEEL-EPDPS-G-VESI-RTAA---A--E---L--RPL-
WP_093954011.1__1__[193..310] L-VEALLA-ITC-VR-NTESRR---ILLEMFSRR---D--I----A---D-AV--PYQEED---RL-HVIELARTCER------------YD----GGLEELLAT--VRKL-DPASP-P-VEKL-GAVI---A--S---RTAYRVL
WP_103334739.1__1__[193..302] L-TELLLD-IPA-VA-EESSRR---MLLKRLRPQ---I--A----T---V-VA----YHPQ--TRL-HVLEIAGTCLR------------YR----GGLAELVAA--VQML-EPGSA-P-VQRL-VDRV---G--N---W------
WP_054295098.1__1__[1..82] M-VETLEQ-VQI-LR-DPVGRG---LCLDLVGQY---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALPTFLRV--LSEL-EPRSR-A-VSWA-RQML-----------------
WP_091317565.1__1__[176..302] L-TELLLG-IPA-VT-EESSRR---MLLKRLRPE---I--A----T---V-VA----YHPQ--TRL-HVLEIAGTCLR------------YR----GGLAELVAA--VQML-EPGSV-P-VRRL-VERV---G--N---W------
WP_084430506.1__1__[206..284] I-VDALLE-LPF-VR-EANSRA---MLIDLLPRE---I--A----N---S-VP----YYPI--TRM-HVFALVQTCLR------------HE----RGLLDLIEA--VRQL-DGDSG-G-VRRL----------------------
ONI85225.1__1__[1..82] M-VETLEQ-VQI-LR-DPVGRG---LCLDLVGQY---L--G----L---P-LQ--VRHFPS--TRQ-HIYSILLACDQ------------HP----GALSTFLRV--LSEL-EPRSR-A-VSWA-RQML-----------------
WP_073900132.1__1__[10..106] L-VDVMAR-VPS-LS-DRAGRN---LVVRMMSAE---L--R----E---T-LL--VEEHHT--AIG-HLFNLAEVCQQ------------SP----ERLSALVRI--VSRI-DHDTR-A-MVEL-RRVV---A--E---L--TPLD
CCK25085.1__1__[1..69] -----------------------------MLSDE---L--R----T---F-VE--PFDGGP--LRV-WLIQVVKQCAE------------VG----EGLACMARS--LEYV-EQQSV-A-VGEL-WLLV---D--E---W--EACD
KOX12354.1__1__[13..103] I-VALLER-CES-LR-AERGRT---MLVSLLSDV---L--G----E---Q-VS--L-DGSE--VHL-QFVGLVRWCCR------------HA----VGLRGLVDC--LRLL-DPHAP-E-IARL-VDLG---D--E---W--AA--
WP_099929458.1__1__[8..114] V-HRALLD-SPA-LG-DRYARE---LLVELVGDA---L--G----R---P-VS--LREQGT--SAL-QLLELVRFCVR------------ED----GGLPALVYA--VSAL-EGHNR-T-SDRV-SGLV---R--E-HIR--AAQV
WP_030495369.1__1__[11..97] L-VDQLCA-VPG-LD-VPGSRD---LLISMLAER---L--P----E---V-GD--VRRHGS--TRL-DVLEIVRSCLR------------DP----DGLRELADT--LSLY-APGAT-P-VLRI-REL------------------
WP_067008720.1__1__[1..94] M-AGVLAA-TET-VR-RQTGAD---MLVQDLSAE---L--R----L---S-VD--PPQDQP--LGL-WSRRVVKACAE------------TD----EGLQTLARC--LGYA-EQASV-S-VLAL-WRLV---D--E---W--EAAA
WP_069570249.1__1__[2..94] M-VEVLAG-APR-LA-SHSGRR---ALVRMLAQL---L--D----D---S-LS--EPDAQA--RSLDQFSQLVAECTA------------LA----EGADALADA--VGTL-TGDPR-T-TREL-RQLC---D--R---W--SA--
PIG73720.1__1__[14..120] V-HRALLD-SPA-LG-DRYARE---LLVELVGDA---L--G----R---P-VS--LREQGT--SAL-QLLELVRFCVR------------ED----GGLPALVYA--VSAL-EGHNR-T-SDRV-SGLV---R--E-HIR--AAQV
WP_099870403.1__1__[2..94] M-VEVLAG-SPR-LA-SHSGRR---ALVRMLAQL---L--D----D---P-LS--EPDAQA--RSLDQFSQLVAECTA------------LA----EGADALADA--VGTL-TGDLR-T-TREL-RLLC---D--R---W--SA--
WP_055705733.1__1__[1..90] M-AGVLAA-TET-VR-RQTGAE---MLVEDLRSE---L--R----L---S-VD--PRQDQP--LGL-WARRVVKACAE------------TD----EGLQTLARC--LGYA-EQGSV-N-VLAL-WRLV---D--E---W--EA--
WP_083401494.1__1__[1..103] I-AELLAT-APV-LH-GEQSRR---LLLSRLSQR---S--E----T---R-LD--VSDYPT--GRQ-WFLGLVSVCDS------------SL----VGLAHLPAA--AGDL-GLADA-T-LAEL-SRLA---D--R---W--EASE
WP_033267594.1__1__[3..92] M-VEVLAG-SPR-LA-SHSGRR---ALVRMLAQL---L--D----D---P-LS--EPDAQA--RSLDQFSQLVAECTA------------LA----EGADALADA--VGTL-TGDLR-T-TREL-RLLC---D--R---W--SA--
WP_091292748.1__1__[186..294] V-VEALLA-VPF-IA-DEAGRR---ELLDALRPG---I--R----A---T-VP----YHSR--ARL-HVIAMVRTCEG------------HD----DGLAELVTA--VRGL-EGDTP-A-VRRL-VDVA---R--R----------
SEF26741.1__1__[21..115] L-VDVLVD-AGF-AD-DRSVRS---LMVSELRQA---L--R----Q---P-FT--VTDQLT--ARD-QLIEIVGVCSR------------ID----EGLGVLVSV--LELM-RPGSP-E-CLKA-RRLI---A--A---L--PVHD
WP_007516498.1__1__[1..103] I-AELLAT-APV-LH-GEQSRR---LLLSRLSQR---S--E----T---R-LD--VSDYPT--GRQ-WFLGLVSVCDS------------SL----VGLAHLPAA--AGDL-GLADA-T-LAEL-SRLA---D--R---W--EASE
WP_076987345.1__1__[217..310] I-VDALLE-LPF-VR-DAAGRT---MLIDMLPRH---I--A----N---A-VP----YHAA--TRL-HVFALVRTCLL------------YE----QGLFDLIEA--VRQL-DGDSG-G-VRRL----------------------
WP_033433375.1__1__[1..92] L-VTALRR-IPM-LA-DRSGRE---LVVRMVGEA---L--R----E---H-LP--VEDHKY--PVG-HLFSIAEVCCR------------RP----ERLSALVRV--LEML-EQDSR-P-MVAL-RDLV---R--D---M--TTLA
WP_091292750.1__1__[10..103] L-VDTLEQ-VPV-LR-DPGGRR---LCLDLLDDH---L--G----F---A-LQ--VPESNA--TRL-HLFHILVACKR------------QH-P--RALGMLAKV--LNDV-EPGSP-A-VRRA-CQAL---D--D---M--SALD
AKJ10475.1__1__[1..90] M-AGVLAA-TET-VR-RQPGAE---MLVDDLRSE---L--R----L---T-VD--PRQDQP--LGL-WARRVVKACAE------------TD----EGLQTLARC--LGYA-EQGSV-H-LLAL-WRLV---D--E---W--EA--
SDY41493.1__1__[12..105] L-VDTLEQ-VPV-LR-DPGGRR---LCLDLLDDH---L--G----F---A-LQ--VPESNA--TRL-HLFHILVACKR------------QH-P--RALGMLAKV--LNDV-EPGSP-A-VRRA-CQAL---D--D---M--SALD
WP_095854148.1__1__[4..105] V-VQALCD-SPV-LG-DRSARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGRSR-T-ADAV-GELV---R--E----------
WP_076994247.1__1__[3..77] -------------------GRN---LVVRIVSDE---L--G----H---P-LL--AEEHPQ--CAA-HLFSIVETCHH------------RP----DGLPALLFV--LDQI-EPGTK-A-MVEV-RRII---T--E---M--SALE
WP_099941836.1__1__[4..105] V-VQALCD-SPV-LG-DRSARA---MLAELIGDR---L--G----R---P-VA--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGRSR-T-ADAV-SELV---R--E----------
WP_097225611.1__1__[4..105] V-VQALCD-SPV-LG-DRSARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGRSR-T-ADAV-GELV---R--E----------
WP_052477699.1__1__[222..324] L-VDELLG-VPF-MR-EQTGRA---LLIDLLPPE---I--G----H---T-VP----YHSV--TRL-HVYAILRTCLL------------HE----GGMVALVDA--LRQL-DGGGS-T-ASR-----------------------
WP_084775799.1__1__[1..88] M-VEVLAG-SPR-LA-SHSGRR---ALVRMLAQL---L--D----D---P-LS--EPDAQA--RSLDQFSQLVAECTA------------LA----EGADALADA--VGTL-TGDLR-T-TREL-RLLC---D--R---W--SA--
OMP16306.1__1__[4..105] V-VQALCD-SPV-LG-DRGARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGHSR-T-ADAV-SELV---R--E----------
WP_054233090.1__1__[4..105] V-VQALCD-SPV-LG-DRGARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGHSR-T-ADAV-SELV---R--E----------
WP_030940649.1__1__[5..114] T-ARTLLG-MRA-LG-TFEGRA---ELAAAVGRE---T--G----R---P-LA--TRDEDT--VAQ-QFLNVFRHCSL------------AP----DGLSVLAGV--LHGM-DPYCS-Q-VFAV-QRLA---D--E---W--TAVG
WP_067376400.1__1__[4..105] V-VQALCD-SPV-LG-DRSARA---MLAELIGDR---L--G----R---P-VA--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGRSR-T-ADAV-SELV---R--E----------
CCH29660.1__1__[8..105] L-TDLLES-SAA-LR-TESGRQ---MLTDILGDL---F--E----G---P-VH--L-NGSA--TRA-QLLDLVRQCCH---H--------HP----AGLKWLVSA--LRVL-DPYTP-A-LDRL-GELS---D--E---W------
WP_093477885.1__1__[272..367] L-VNLLAG-WPG-MT-DRDQRQ---LVLGMLPAD---L-----------S-SS--IPRLGA--PRP-DIISIVRTCRR------------HP----GGLAALVEA--VTLI-EPGSL-E-QREL-KDWA---A--R---W--LAPE
WP_060900491.1__1__[4..105] V-VQALCD-SPV-LG-DRGARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGHSR-T-ADAV-SELV---R--E----------
WP_093696236.1__1__[272..367] L-VNLLAG-WPG-MT-DRDQRQ---LVLGMLPAD---L-----------S-SS--IPRLGA--PRP-DIISIVRTCRR------------HP----GGLAALVEA--VALI-EPGSL-E-QREL-KDWA---A--R---W--LAPE
WP_054295099.1__1__[208..305] I-VDALLE-LPF-VR-EVAGRT---MLIDLLPPH---I--A----N---A-VP----YHAA--TRL-HVFALVRTCLL------------YE----QGLFDLIEA--VRQL-DGDSR-G-VRRL----------------------
CTQ92329.1__1__[163..291] I-VDALLE-LPF-VR-EATGRA---MLIDMLPPN---I--A----T---A-VP----YHAI--TRL-HVFALVRTCLL------------YE----RGLFDLIEA--VRQL-DGDSG-G-VRRL----------------------
WP_093948307.1__1__[13..100] L-VDVLVV-AGF-AD-DKSIRT---LMVAELRRA---L--D----N---P-FT--VPDQLA--PRA-QLIEIVNGCSG------------IE----EGLPVLADV--LEFL-RPGTK-E-CTEF-RALV---D-------------
WP_020641078.1__1__[13..100] L-VDVLVV-AGF-AD-DKSIRT---LMVAELRRA---L--D----N---P-FT--VPDQLA--PRA-QLIEIVNGCSG------------IE----EGLPVLADV--LEFL-RPGTK-E-CTEF-RALV---D-------------
WP_073893701.1__1__[272..367] L-VNLLAG-WPG-MT-DRDQRQ---LVLGMLPAD---L-----------S-SA--IPRLGA--PRP-DIISIVRTCRR------------HP----GGLAALVEA--VALL-EPGSL-E-QREL-TDWA---A--R---W--LAPE
WP_025356471.1__1__[12..99] L-VDLLLG-VDE-LW-EDNVRA---LLESDLRER---L--S----P---E-FY--VPSHSA--VRR-YVLALLDQCQE------------HP----GGLRKLLEA--VRAL-SPGHY-L-LDEI-ADLI---A-------------
WP_086670445.1__1__[1..93] --MDVLVD-AGF-AD-DRSVRS---LMVSELRQA---L--R----Q---P-FT--VTDQLT--ARD-QLIEIVGVCSR------------ID----EGLGVLVSV--LELM-RPGSP-E-CLKA-RRLI---A--A---L--PVHD
WP_101404537.1__1__[4..105] V-VQALCD-SPV-LG-DRSARA---MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALAGA--VSLL-EGHSR-T-ADAV-GELV---Q--E----------
SED55013.1__1__[10..101] V-VDVLAE-AGL-AE-EL---A---VVVSLVGKT---L--G----V---D-LA--VPRHPT--PRS-SLIEVVSACER------------YQ----NGMQALVGA--VAFM-RPGSP-E-SERV-RDLV---E--R-P----RVLD
WP_091320502.1__1__[2..93] V-VDVLAE-AGL-AE-EL---A---VVVSLVGKT---L--G----V---D-LA--VPRHPT--PRS-SLIEVVSACER------------YQ----NGMQALVGA--VAFM-RPGSP-E-SERV-RDLV---E--R-P----RVLD
KJE20832.1__1__[2..99] L-VDVLDG-EPG-FG-RESARR---LLQDRIAHH---LGPG----H---R-LH--LVEHDV--RYQ-WFAALVYRLGE------------ES----GGLAALGRA--VNDL-QPDS------------------------------
WP_044887382.1__1__[3..92] L-VDVLDG-EPG-FG-RESARR---LLQDRIAHH---LGPG----H---R-LH--LVEHDV--RYQ-WFAALVYRLGE------------ES----GGLAALGRA--VNDL-QPDS------------------------------
WP_015103527.1__1__[222..334] L-VEALEA-VPS-MR-DHHSRE---TVLDLLPA-------G----I---S-GD--VPRNSR--TRA-FVVGLVLTCRK------------FE----GGFDHLRVA--LGRV-EGDTI-P-MRRV-HLAI---E--P---W--VAL-
WP_003103436.1__1__[1..81] --MDVLVE-AGF-AD-DRSIRS---LMLGELRAA---L--K----V---P-FA--ISDQLT--ARD-QLIEIVNICSR------------VD----DGMAILAAV--LELM-RPGTP-E-YAEV-HRLV-----------------
CUM41529.1__1__[11..98] L-VDQLCA-VSG-LD-TPDGRD---LLISMLAGP---L--P----E---L-GN--VRRHGR--TRL-DTLEIVRACLR------------EP----RGLPELLAT--LDVY-APGSA-P-VLRI-KELV-----------------
SDM15435.1__1__[221..319] L-AELIAR-MPL-MG-RVEGRR---LCLQLVNSALDPL--E----P---R-LR--VAEFDD--ARL-HVFAIVLACGR------------RP----GAVRTLLRA--LRQL-QPEAQ-E-LHRI-SRLV---E--D---M--ATLE
WP_103334883.1__1__[2..93] V-VDVLAE-AGL-AE-EL---A---VVVSLVGKA---L--G----V---E-LA--VPRHPT--PRS-SLIEVVSACER------------YQ----NGMQALVGA--VAFM-RPGSP-E-YERV-RDLV---E--R-P----RVLD
WP_097289028.1__1__[1..82] -------------------------MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EEIAANHGLSALADA--VSLL-EGHSR-T-ADAV-SELV---R--EHAVR--SASS
WP_051769067.1__1__[224..322] L-AELIAR-MPL-MG-RVEGRR---LCLQLVNSALDPL--E----P---R-LR--VADFDD--ARL-HVFAIVLACGR------------RP----GAVRTLLRA--LRQL-QPDAQ-E-LHQI-SRLV---E--D---M--ATLE
WP_013229641.1__1__[2..93] V-VDVLAE-AGL-AE-EL---A---VVVSLVGKT---L--G----V---E-LA--VPRHPT--PRS-SLIEVVSACER------------YQ----NGMQALVGA--VAFM-RPGSP-E-SERV-RDLV---E--R-P----RVLD
AEK46586.1__1__[10..101] V-VDVLAE-AGL-AE-EL---A---VVVSLVGKT---L--G----V---E-LA--VPRHPT--PRS-SLIEVVSACER------------YQ----NGMQALVGA--VAFM-RPGSP-E-SERV-RDLV---E--R-P----RVLD
WP_083103843.1__1__[1..88] M-VDVLSS-SPR-LA-SLSGRR---ALVRMLARS---L--D----D---P-LG--EPDAQA--RSFDQFSQLVTQCTT------------LV----EGTDALADA--VSTL-TGDPH-T-TQQM-RLLC---D--R---W--SA--
OHV36998.1__1__[1..94] I-AELLAT-APV-LH-GEQSRR---LLLSRLSQR---S--E----T---R-LD--VSDYPT--GRQ-WFLGLVSVCDS------------SL----VGLAHLPAA--AGDL-GLADA-T-LAEL-SRLA---D--R---W--EASE
WP_055870156.1__1__[2..99] L-VDVLDG-EPG-FG-RESARR---LLQDXIAHH---LGPG----H---R-LH--LVEHDV--RYQ-WFAALVYRLGE------------ES----GGLAALGRA--VNDL-QPDS------------------------------
WP_053718742.1__1__[175..289] V-VDVLLR-TPG-FD-TREGRD---LVLR------E-V--P----F---A-GA--ISRHGA--NRP-DTVSIVRTCAH------------YP----GGLAALLEA--IRFY-AAGST-E-MAEL-DTLL---A--E----------
WP_051787121.1__1__[274..359] L-IGLLAG-WPS-MA-DRDQRQ---LVLGMLPAD---L-----------A-GS--IPRMGA--PRP-DIISIVRTCRR------------HP----GGLAALVEA--IALL-EPGSL-E-QREL-KNWA---D--R---W------
WP_099925608.1__1__[1..82] -------------------------MLAELIGDR---L--G----R---P-VV--LREQAT--TQL-QLLELVRFCVR------------EENADNHGLSALADS--VSLL-EGPSR-T-ADAV-SELV---R--ERAAR--SASS
WP_091291687.1__1__[101..197] V-VTVLVE-AGL-G----DPLR---LLVDLTSDA---L--G----R---P-LA--VPDRLD--HRE-ALIELVNVCAR------------TD----GGMAALVDA--VRML-RPASR-E-YELL-RGAV---S--A-M----TLVP
WP_091291687.1__2__[756..836] V-AEAMLA-IPA-VR-DASVRL---RLFTMLRPE---I-----------A-QA--VPHHSQ--DRL-QIIALLRACER------------HE----GGLTELVEM--IRLI-EGDTD-S-VRRL-DELV-----------------
SDY15226.1__1__[76..172] V-VTVLVE-AGL-G----DPLR---LLVDLTSDA---L--G----R---P-LA--VPDRLD--HRE-ALIELVNVCAR------------TD----GGMAALVDA--VRML-RPASR-E-YELL-RGAV---S--A-M----TLVP
SDY15226.1__2__[731..811] V-AEAMLA-IPA-VR-DASVRL---RLFTMLRPE---I-----------A-QA--VPHHSQ--DRL-QIIALLRACER------------HE----GGLTELVEM--IRLI-EGDTD-S-VRRL-DELV-----------------
WP_064730712.1__1__[1..87] M-AGVLVA-TDT-VR-RRAGTE---MLVQDLSSE---L--R----L---S-VE--PHQEQP--LAL-WSRQLVKKCAE------------ID----EGLQTLARC--LGYA-EQGSV-G-LLSL-WRLV---D--E---W--EA--
WP_041312589.1__1__[1..88] M-TDLLES-SAA-LR-TESGRQ---MLTDILGDL---F--E----G---P-VH--L-NGSA--TRA-QLLDLVRQCCH---H--------HP----AGLKWLVSA--LRVL-DPYTP-A-LDRL-GELS---D--E---W------
WP_086852870.1__1__[1..81] --MDVLVV-AGF-AD-DKSIRT---LMVSELREA---L--D----H---P-FT--FSDQLT--GRD-QLIEIVSACCR------------LA----EGLNALADV--IEFL-RPGSK-E-CAEV-RTLV-----------------
CCH33417.1__1__[10..108] L-VTALVK-LPS-LA-DPTTRS---SVTRLLADE---L--R----E---P-LT--IANHPN--AVI-HLSHLAEYCTE------------RP----RRLVALLRV--LSLV-EPDTR-P-MNDL-RRHI---G--M---M--HTLD
EPH41306.1__1__[1..87] ----MLGT-SMA-LV-DARGRQ---QWARELTEE---F--P--------G-LE--IAGLPT--PRQ-EFVEVVRHCSR------------IE----DGLERLAEV--TEFL-AP--A-L-SSRL-RPLL---D--E---W--YATG
WP_084316961.1__1__[16..120] L-VGALVE-IPF-MA-ALPERR---FLITLMRRD---V--N----S---F-PE--VAERSE--PRL-HIVEIVFQCLA------------HP----GGLRALQQA--LSTM-APDAP-G-TRRT-SELL-G-A--A------TLLN
WP_051842347.1__1__[272..370] L-IGLLSG-SPG-MA-DQQQRQ---LVVSMLPVE---L-----------A-GS--IPRFGA--SRP-DIVSIVRACRR------------HP----GGLAALVEA--VSLI-EAGSP-E-ERAV-AEWA---G--R---W------
WP_043226270.1__1__[11..98] L-VDQLCA-VPG-LE-TTDGRG---LLIDTLADQ---L--P----E---A-AN--IPRHNR--LRP-GVLEIVRFCRR------------EP----GGLHELAAA--LALY-DPGSA-P-ALHV-RGLI-----------------
WP_091057374.1__1__[9..107] L-VDLLSG-MRL-LQ-EPDSRR---LMVGRLRER---L-------A---D-HG--VNDYAN--PRD-QSIEVARVCL-------------------GDLAALVDV--VALF-EPAAA-Q-LGPL-HRLR---H--E---V--DAFE
CEL17035.1__1__[1..67] ------------------------------MSDE---L--G----H---P-LL--AEEHPQ--CAA-HLFSIVETCHH------------RP----DGLSTLLFV--LEQI-EPGTR-A-IAEV-RRII---T--E---M--STLE
WP_055406919.1__1__[23..100] -----LDA-EPL-FA-EPASLS---MLARLTGRQ---L--G----L---P-LQ--VPSVSF--RRL-WLLAFVSECAA------------TD----GGLDAMASV--VGQM-DGRGR-V-YRAV-ELIV-----------------
WP_055643714.1__1__[1..81] --MDQLCA-VSG-LD-TPDGRD---LLISMLAGP---L--P----E---L-GN--VRRHGR--TRL-DTLEIVRACLR------------EP----RGLPELLAT--LDVY-APGSA-P-VLRI-KELV-----------------
WP_015655832.1__1__[14..110] --VDLLVE-LDG-TW-STEDRE---QFLSLVLDR---L--K----R---T-GH--LSRQSR--PRS-QYVALMLLCMR---SPLTPNN--VP----DGLSCLAAV--IDLL-DPACP-E-CLRM-YRLA---D--E---W--TAVR
WP_051300327.1__1__[255..337] L-VNMMIE-VPL-MA-TPQGRE---QVVSMLRGD---I-----------R-GA--VPRHAE--ARP-DLHSLVTTCLD------------YP----GGLHDLLAA--VKGL-AGESM-P-VLRL-EQTI---A--E----------
WP_055869641.1__1__[23..100] -----LDA-EPL-FA-EPASLS---MLARLTGRQ---L--G----L---P-LQ--VPSVSF--RRL-WLLAFVSECAA------------TD----GGLDAMASV--VGQM-DGRGR-V-YRVV-DSLV-----------------
KJE21519.1__1__[40..117] -----LDA-EPL-FA-EPASLS---MLARLTGRQ---L--G----L---P-LQ--VPSVSF--RRL-WLLAFVSECAA------------TD----GGLDAMASV--VGQM-DGRGR-V-YRVV-DSLV-----------------
KQM03486.1__1__[40..117] -----LDA-EPL-FA-EPASLS---MLARLTGRQ---L--G----L---P-LQ--VPSVSF--RRL-WLLAFVSECAA------------TD----GGLDAMASV--VGQM-DGRGR-V-YRVV-DSLV-----------------
WP_103348476.1__1__[1..81] M-VDALVA-AGF-AD-ELPIRS---LLIGELRNV---L--G----D---S-FT--VPDQLS--GRD-QLVAIVNTCDR---S--------------DAMDALVDV--LEFL-RPGIP-S-WSRL-RRLV-----------------
WP_018383822.1__1__[2..82] -----------A-LA-DPRGRQ---QWRGELVDA---V--D--------G-LE--LVELPT--ARQ-EFHQAVRRCAD------------LD----QGLATLVEI--TEFL-AE--A-V-AHRL-RPLL---D--T---W--EALE
WP_093418370.1__1__[1..92] L-VSALLP-VPF-LH-DASGRV---TLTRIIGEL---L--G----E---P-FA--VVESPL--PFQ-HVWNIVEACQR------------HP----DAFDALLYA--LEKA-EGNTR-Q-MQEV-RHAV---D--A---L--RTAE
WP_033206002.1__1__[1..79] -----MCA-VTG-LD-APHERG---LLISMLASR---L--P----E---L-GN--IRQHGR--TRS-DMLEIVQACLR------------DP----RGLPELLDT--LNVY-APGSP-P-VRRI-RELVA----------------
SFS77570.1__1__[14..104] L-VSALLP-VPF-LH-DASGRV---TLTRIIGEL---L--G----E---P-FA--VVESPL--PFQ-HVWNIVEACQR------------HP----DAFDALLYA--LEKA-EGNTR-Q-MQEV-RHAV---D--A---L--RTAE
WP_052164026.1__1__[267..368] L-VGALLA-IPD-AA-DPMSRA---TLVRRLR-----V--G----I---A-GT--IRFAAT--DRG-HLVNIVSRCAE------------WP----GGVAELMDN--LKLLVDPEDP-A-VVRA-DEAA---A--R----------
WP_043716378.1__1__[4..87] L-VALLLD-VDE-LQ-DASTRG---LIASELRNR---L--G----P---G-FD--MPTQLS--DRM-YTIALVEECQR------------HY----GGLRKLVDA--LRLF-LAGHY-L-VDEA-ADLV---A-------------
WP_090798961.1__1__[516..632] L-VEALME-LDS-FR-SPSARS---TLFTELESS---L--G----Q---P-LP--QQRSSS--LRV-DAVDLLGKLSR------------VP----DGLSALVSV--LHLL-EGPTK-S-VRQI-EELV---R--A-P----EPAQ
CCH30035.1__1__[244..341] I-VETLLS-TPG-FD-SREARD---TVLR------E-L--P----F---A-SV--IPRLPT--DRA-DTVSIVRTCRL------------YP----GGLEALVEA--VRFY-AAGSV-A-MDRL-DQL------------------
WP_067637701.1__1__[199..324] V-VEVLLE-IPR-LR-AERGRD---QLVAALSLE---I-----------A-GA--VPRSAE--ARA-DLFAIVRTCLD------------YS----GGLQQFLRA--VQGF-VGESM-A-VRRL-KQ-------------------
WP_093722063.1__1__[260..360] L-TDALLA-VGE-FV-EPQGRE---EILGLLR-----I--G----V---R-AA--IPRHTR--PRL-DTISILRTCAR------------RP----GALQELGEA--ILLC-AGGSA-E-AERA-HRLL---Q--E----------
WP_067246856.1__1__[177..313] L-VEALLA-VPA-MR-DPSAFV---LLTRELRHE-V-P--A----V---A-AL--RDGIPS--SRL-RALELVRLLME------------HP----EGLRPLVEV--LRVY-EPGSS-A-VEAF-ATLV---D--K------VAPS
WP_037878547.1__1__[297..382] -------D-WPG-VT-DQNQRQ---LVLGMLPAD---L-----------A-GS--IPRHGA--ARP-DIISIVRTCRR------------HP----GGLHALVDA--LTLL-EPGSR-E-QLLL-AEWA---E--C---W--LGPR
WP_045746971.1__1__[4..106] M-AQALQR-THR-LT-TLNRRV---ELVRHVGSH-N----S----F---P-LS--VPEVPE--ERT-HLHLIVDECAR---Q--------------DCLTDLVDA--VEAL-HLGDEYA-MLRL-RQLN---D--E---W--DGSA
WP_089309904.1__1__[11..99] L-VRALWE-LET-VR-KRTSRD---LCVSLLERR---L--G----H---P-LP--IARDDK--DIT-DVWHLVDSCLS------------YP----GAFHALIEI--VEEF-HRGSI-P-MGEL-RGLV---E--E----------
WP_073892136.1__1__[191..290] I-IEVMLR-TPG-FD-TREGRD---LVLR------E-L--P----F---A-AS--ITRHNA--DRP-DTVSIVRTCAH------------YP----GGLEALLES--IRFY-AAGAT-A-MAEL-DTLM---A--Q----------
WP_077011611.1__1__[1..72] -------------------------MLAGLLSDW---F--G----E---A-VF--L-QGQA--ARL-QLLDLVRQCCK------------RP----NGLAALVEG--VTAL-DPHTP-E-LSEL-VLLG---D--E---W--AAAR
WP_052745313.1__1__[1006..1098] L-VNALLN-SAF-IA-SPGERD---RWLELIDAA---A--R----Q---P-ISRSVPRAVG--ART-DIACIVRTCLR------------YP----DGLTAMAQA--LELLDDPDSA-E-VREV-RRIV-------------DRIE
WP_089101508.1__1__[271..358] L-VALLAG-WPA-LA-DRDQRQ---LVIGMLPVD---L-----------A-GA--IPRLGA--ARA-DIISIVRTCRL------------HP----GGLAALVEA--LGVL-DPGSL-A-QREL-KDWA---A--R----------
SEN16436.1__1__[254..335] L-VDALTD-VPT-LR-DAASLS---LVLDSIRPE---I-----------A-AN--SPRVPA--LRA-DVYGIVRTCLR------------YP----GALDQLLDA--VRMM-EGEST-A-VSRM-DREA---A--E----------
EFC81423.1__1__[11..109] L-TAALAA-EPG-LE-SRAARQ---LLLRRVCRR---L--D----R---P-LY--VVEYDI--GYQ-WFVALVQMLAA------------ES----GGFSALSAA--VEDL-QPRSR-L-AATV-ADLA-G-T--A------ASVG
WP_084898448.1__1__[13..109] F-VEALED-PAVRLI-NDSGRD---LWRQMVHQH---I-------P---G-LT--AVSFSV--PRQ-EFLSVVNNCAA------------ID----GGMDGLVDA--TCLV-AP----A-LEPV-LALL-L-A--E---W--KARL
WP_073756692.1__1__[13..109] F-VEALED-PAVRLI-NDSGRD---LWRQMVHQH---I-------P---G-LT--AVSFSV--PRQ-EFLSVVNNCAA------------ID----GGMDGLVDA--TCLV-AP----A-LEPV-LALL-L-A--E---W--KARL
WP_012851962.1__1__[12..96] L-ARALLE-VEG-MR-RQSDRD---LYIQLLEDA---L--G----H---Y-LP--FARDDR--PLH-DVMHLVRACLA------------YP----GAIQTLVKI--VEQV-CGDSR-A-VRRV-KELV---E--Q----------
WP_053732577.1__1__[209..316] L-AELISR-TPL-MA-RLDDRR---LCLQLLNSS---V--T----P---R-VD--VTEFSD--ARL-HVYSMVLACAR------------RP----GAMRALLRT--LRRL-QPDAP-E-LDQI-SGLV---D--E---M--ATQE
SCL28510.1__1__[4..107] L-ANVLAE-MPL-MQ-YPDRRQ---QMVRRLRKE---L--R----R---N-DI--IPDMST--PLG-QSQEIAADCLD------------LP----DGMAALIAV--VRLY-DEAAP-E-LPTL-RRLR-Y-E--S------EVLA
WP_078491967.1__1__[236..354] L-VDALVA-LPS-LR-NANSMA---LLLDSISAE---I-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSS-E-VAKV-DQEA---A--R----------
WP_069466088.1__1__[280..361] L-VDALTD-VPT-LR-DAASLS---LVLDSIRPE---I-----------A-AN--SPRVPA--LRA-DVYGIVRTCLR------------YP----GALDQLLDA--VRMM-EGEST-A-VSRM-DREA---A--E----------
WP_036416483.1__1__[295..367] -------D-WPS-MT-DQNQRQ---LVLGMLPAD---L-----------A-GS--IPRLGA--PRP-DIISIVRTCRR------------HP----GGLQALVDA--LALL-EPGSR-E-QRLL-AEW------------------
WP_097651857.1__1__[14..89] L-IDLLCA-CDA-IA-DQGTRE---LIVRQLRDG---I--R----Q---G-IA----RHPA--LRA-DVANIVQRCVQ------------YQ----GGLEELVQA--IDGF-EGDSF-R-MQAL----------------------
WP_015655833.1__1__[258..357] L-TDALLA-VEE-FV-EPQGRE---EILGLLR-----I--G----V---R-AA--VPRHSR--PRL-DTISILRTCAR------------RP----GALRELGEA--VLLC-AGGSA-E-SERV-HRLI---V--E----------
WP_043522440.1__1__[1..75] V-VDALEN-IPL-MR-DDYQRR---LVLDLLPVR---I--R----S---G-IA----DSTL--PRV-HLVAIVRGCEQ------------DP----AGRQALVEA--LRLV-LGDDS-P---------------------------
WP_053735549.1__1__[63..156] L-VSALLA-VPC-VR-DEAGRR---LLLSRLRPE---I-----------S-SS--VPHQPR--ARL-QVVELVHTCLH------------YD----AGLDDLLRV--LREL-EGDSI-P-VRRA-ATAL---A-------------
WP_014173268.1__1__[9..116] L-VLALEA-VPV-MS-DPAARA---QVLGLLPPE---I-----------H-GS--LPRSPI--TRV-DLVGVVETCLA------------FP----GGLTLLWQA--VEMV-DSGSY-A-LGEL-AEVL---A--D---M--PGFD
WP_033340587.1__1__[299..381] V-VTALLE-LPE-MR-DDNGRH---TILNALPPH---I-----------R-VT--IPHHAV--GRL-HVLDAVQTCLR------------FP----DGAGALLRA--LRLA-VGGTP-E-FARV----------------------
WP_055636965.1__1__[179..306] L-VEALLA-VPV-MH-DPSAFE---LLTRELRHE-D-P--V----V---A-GL--RGGMPS--SRL-RALELVRLLMD------------HP----DGLRLLVEV--LRAF-EPGSS-A-VEAF-ATLV---D--K------VAA-
WP_073756688.1__1__[235..362] L-HDALAA-VDV-MR-RPESRG---QIIGLLPDA---M-----------A-GS--VPRQAQ--TRL-EILGLIDTCVT------------FS----DGLTPLWEA--VSLV-DPGTP-A-AEAL-LEVL------R------DYPE
WP_009399214.1__1__[2..107] L-VRTLET-CTA-VT-DEGGLR---LLQDYVQDG---V--A----E---R-LQ--PRRQLL--PGL-VLRELVRLCVK------------LP----DGLAALAAA--VEFV--GDEP-T-ARAV-RLRV---A--E---L--DALA
WP_089326445.1__1__[184..308] V-VDGLLE-IPR-LR-AERGRD---QVVGALSAE---I-----------A-GA--VPRSAE--ARA-DLFAIVQTCLD------------YS----GGLQQLLQA--IQGF-VGESM-A-VRRL-ER-------------------
WP_018383818.1__1__[277..366] L-LEALEA-VPA-VA-EPASRE---VVLQQLPRS---I-----------R-GS--LPRSNV--TRL-DLLGLLDTCLA------------FP----DGLVHLWTA--IGMV-DPGTS-A-FRAL-REVL---G--E---F--PSFA
WP_077011607.1__1__[195..298] I-VEVLLR-TPG-FD-TREGRD---LVLR------D-L--P----F---A-SS--TARLSS--DRA-DTVSIVRSCEH------------YP----DGLESLVEA--IRFY-AAGTT-A-MAEL-DTLM---A-------------
WP_051764224.1__1__[193..296] F-ADALLR-VPG-FD-TPEGRN---LVVR------G-L--P----F---A-GV--VPRHAA--ARA-DAISILMTCEH------------YP----EGLEALVEQ--VRLY-AEGTT-A-MAEL-DELM---A--RRG-A------
WP_065966465.1__1__[12..101] L-VTALKE-FRC-LI-DPDSRA---LCLELVARE---L--E----S---E-LP--VRNHRV--TNH-FLVELARECLD------------NA----RVMRALRES--LEIL-SPGAP-A-MERL-DSAM---E--Q---M--TA--
WP_067428333.1__1__[256..358] L-TDGLLA-VDE-FV-DPGARE---VILGLLR-----P--E----V---R-AA--ITRHGK--ARM-DAISVVRTCWR------------RP----GALQELAEA--VLLC-AGASP-E-AQRL-HRLV---T--E----------
SNS87882.1__1__[200..324] V-VDGLLE-IPR-LR-AERGRD---QVVGALSAE---I-----------A-GA--VPRSAE--ARA-DLFAIVQTCLD------------YS----GGLQQLLQA--IQGF-VGESM-A-VRRL-ER-------------------
WP_030488267.1__1__[6..93] I-CDALLS-MSS-IN-DGDTRS---LYLDEVEGE---L--R----K---R-LS--VHRHSE--VRY-DVYRIVRACAQ------------EP----RGLAMLLEV--IANF-HPGAA-A-VTLA-QQVY-L-S------W------
WP_078507423.1__1__[2..47] -----------------------------------------------------------------L-QCVEIVRACAR------------EP----GGLRILAEA--IRAL-EPGTE-A-TRRV-AGLV---D--E---R--DS--
WP_075895041.1__1__[183..308] I-TNHMCE-VPL-MA-TEQGRN---QVMGAVRGE---I-----------S-GA--VPRHPE--ARQ-DVHSIVNTCLD------------YP----GGLHELLTA--IKGL-AGQSM-P-VTRL-EQ-------------------
WP_089510620.1__1__[9..117] L-VLALEA-VPV-MS-DPAARA---QVLGLLPPE---I-----------H-GS--LPRSPI--TRV-DLVGVVETCLA------------FP----GGLTLLWQA--VEMA-DSGSY-A-LGEL-AEVL---A--E---M--PGFD
WP_075020774.1__1__[184..322] I-VDELLK-IPR-LR-AERGRD---QVVGALSLE---I-----------A-GA--IPRSGE--ARA-DLFAIVQTCLD------------YP----GGLQQFLQA--VKGF-VGESM-A-VRRT-ERTI---A--Q-ALL--PPGD
WP_053748055.1__1__[84..204] L-VDALEK-TIS-VR-EPSVRS---VWLAETRLD------T----S---S-----LNPSLP--TRV-LLFEIARICRH------------QT----GGYERLADA--LESI-EAHSV-A-AREV-RRVV---T--G-M-M--PPPT
WP_021593012.1__1__[209..322] I-VDELLK-IPR-LR-AERGRD---QVVGALSLE---I-----------A-GA--IPRSGE--ARA-DLFAIVQTCLD------------YP----GGLQQFLQA--VKGF-VGESM-A-VRRT-ERTI---A--Q-ALL--PPGD
WP_051855990.1__1__[222..335] L-ADALLR-VSL-V--EEDRAA---TLRRLLPAH---I--R----H---G-----VRDHPR--ARL-QVFYVVQACVD------------HR----DGRGALVAA--LRML-DESSE-P-ARAA-LALF---D--E-V-W--PQAP
WP_096495324.1__1__[3..99] F-AEALSG-IPG-LD-TQADRD---AFIDVLRAE---L--D----E---P-VV--LKDQTH--PRM-QLYRIAEFCAR------------TP----ERLGALLRA--ARWC-AHDPA-H-VSAL-ERLV-----------------
WP_015099777.1__1__[195..301] V-VDTLLI-TAG-FG-TRQARD---LTLEDVYFS-----------------AT--IDRHGN--DRA-DVVSIARAAGR------------YP----DGPETLLAA--LRVY-AEGTE-A-FAEL-ERLV---H--E---W--RNAE
WP_083980820.1__1__[191..321] I-LDALMD-MPD-LA-KRRLRA---LYADLLGAE---L--G----E---R-PD--IGVSRE--TRR-ELWFLVNWCAE------------RP----GAFHALLDV--VRIF-HPASV-E-VEQL-AERI---E--R----------
PIG39846.1__1__[18..120] L-CRALVG-FSD-LH-DPQFFK---QILLSVGKR---L--G----RGNSP-FV--VPYHAD--ARS-QVAALVHAMDR---H-----Q--DP-G--AVLRALSDA--LHLL-RGDEA-A-TVRL-DRIV---D--E---L--APAG
WP_071387636.1__1__[257..341] L-VDALTA-VPV-LR-SESGMG---LLLDSISDR---V-----------A-AN--SPRDPR--LRT-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSP-E-VDRV-DGAA---A--R----------
WP_033435811.1__1__[5..89] L-CDAFLR-LPG-MR-EPDSRE---LYIAELART-H-L---------D-G-FT--FPRHAD--AHH-DVWSLLSACLA------------QE----GGLAGLVEV--VRVF-HQGSR-P-MARL-DQLL---A-------------
WP_033358413.1__1__[8..103] L-VNVLLL-VPE-LS-DPDAWD---AAVEETERR---L--D----R---D-LE--ARRFPD--HRR-DVQSVLRACQS------------CS----GGLRSLARV--LHGI-YPTVF-T-ADAV-AIA----D--R---I--AGPD
WP_018543770.1__1__[178..274] L-ADALLN-VPP-V--EDDGGA---ALRGLLPPR---I--R----R---A-----VRTHPR--PRL-QVFFLVQACAE------------HP----DGRRALVDA--VRLL-DGESR-A-GRAA-LDLL---E--R-L-W--PALP
WP_085567655.1__1__[268..352] L-VDALTA-VPA-LR-GGNGMG---LVLDSISDR---I-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSP-E-VERV-DGAA---A--R----------
SEG91199.1__1__[201..330] V-VDRLLD-IPL-MV-TAEGRD---GVVESLRRE---I-----------R-IR--VARRPQ--PHM-DGMSIVRTCAQ------------YP----GGLLELAAL--VRAY-AGDTP-Q-VAAL-RETI---A--R----------
WP_099944746.1__1__[250..385] V-VRVAER-IPD-MD-DADFRR---QVISLMRQA-L-A--P----Q-A-G-FS--PAFRAH--PRD-HLLEIVERCQS---H-----R--MR-G--AALAAFRDA--VSVL-RPDDS-A-TAEL-RAMI---R--D----------
WP_023545809.1__1__[394..519] L-VEALEA-LPA-LI-DKDSRE---AMLRRLPRK---L-----------A-TS--VPRSSI--LRV-EVLGLLDTCLA------------FP----DGLRELRDA--IRQV-DTGTR-E-RDVV-FGLL---E--A---M------
WP_086663823.1__1__[179..285] I-VDVLLE-IPV-LE-TKEGRD---QVLRELDSD---I---------W---SS--IPRHLT--AKT-DLVSIVRTCLR------------HG----DAWQQLVEA--IRFF-AGGFD-A-VTKL-EATQ---D--R---L--E---
WP_014174723.1__1__[10..101] L-VTALKE-FRC-LM-EPDSRE---LCLELVARE---L--D----E---V-LP--VRNHRV--TNY-FLVELAKECLD------------NE----RFMWALRGS--LAIL-APDAP-A-MTRL-DCVM---E--Q---M--TA--
WP_027341644.1__1__[8..89] L-LEALLR-LDS-LR-DSDVRD---QCMEELEAS---L--R----R---P-LD--ATRFAD--ARR-DLNAIVRACAF------------FS----GGLPALAQI--VRTH-SPGED-L-SA------------------------
WP_093680534.1__1__[267..351] L-VDALTA-VPA-LR-GGNGMG---LVLDSISDR---I-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSP-E-VDRV-DGAA---A--R----------
WP_100596413.1__1__[1..82] --MEALMR-VSV-ME-ERLSRR---MCVERALHR---L--G----Q---R-LS--VTEFGE--KKP-HIVEMVRVFGA------------VP----HGWLRLVEA--VRYL-ADDDL-A-SLQA-SALV---E-------------
WP_076090749.1__1__[394..519] L-VEALEA-LPA-LI-DKDSRE---AMLRRLPRK---L-----------A-TS--IPRSSI--LRV-EVLGLLDTCLA------------FP----DGLRELREA--IRQV-DTGTG-E-RDVV-FGLL---E--A---M------
WP_079161658.1__1__[315..438] L-ADALLA-VPQ-I--EDDGAA---TLRGLLPSR---I--R----H---T-----VRTHSR--PRL-QLFFLVQACAQ------------HP----HGRQALIDA--LRML-DDGSR-P-ARTA-LELL---D--R-L-W--PAAP
WP_051804661.1__1__[296..390] L-IGLLAG-WPG-MA-DQNQRQ---LVLGMLPAD---L-----------A-GS--VPRLGA--ARP-DIISIVRTCRR------------HP----GGLAALVDA--LALL-EPGSS-E-QHEL-EKWA---A--R---W--LVPE
AOR36105.1__1__[208..331] L-ADALLA-VPQ-I--EDDGAA---TLRGLLPSR---I--R----H---T-----VRTHSR--PRL-QLFFLVQACAQ------------HP----HGRQALIDA--LRML-DDGSR-P-ARTA-LELL---D--R-L-W--PAAP
WP_086811539.1__1__[263..347] L-VDALTA-VPA-LR-GGNGMG---LVLDSISDR---I-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSP-E-VDRV-DGAA---A--R----------
WP_037657386.1__1__[273..357] L-VDALTA-VPA-LR-GGNGMG---LVLDSISDR---I-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLET--VRLL-EGPSP-E-VDRV-DGAA---A--R----------
WP_069782619.1__1__[14..96] L-LDALDA-VPC-FE-EPALLH---ECARQVGRA---L--Q----I---R-IT--LPETSR--RRF-ALLSLLRAVLP------------YP----DGLQVLGGV--VSML-EGETR-D-MARL-RTAI---A-------------
WP_074994552.1__1__[232..341] L-VDALTA-VPA-LR-GGNGMG---LVLDGISDR---V-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSV-E-MDRV----------------------
WP_089309907.1__1__[230..316] L-VDRMLE-VPL-LS-SPQGRD---QVVGALRRD---V-----------A-AA--ITRQPG--ARM-DCFAILTTCLD------------YP----GGLKELVDV--TRGL-AGESL-S-VHRL-EQAI-----------------
WP_097644511.1__1__[10..86] M-VNLLLA-CDS-IR-DRSIRD---DVLIFLAEH---V-----------P-GA--IPRRDQ--DRA-DVFSIVCTCAK------------YP----GALCNLLEG--VRCF-DEGSI-P-LQKL----------------------
WP_025356475.1__1__[211..334] L-TDALLL-VPA-MG-EDASRR---VVLAELPVQ---I-----------R-TS--IARSPV--PRR-DVLEIVRTCLN------------RN----GGLGALLAA--VART-EGDTL-D-LADL-HVAV-----------------
WP_097651858.1__1__[460..590] F-VELLLA-CPA-MQ-DSHQRG---SVLDFLEAH---V-----------R-SA--IPRHAQ--SRA-DVLSIVTTCNN------------YR----GALDALLNG--VRFF-DEGSA-P-MQAV-DDFW---R--G---F--VPTD
WP_073930880.1__1__[367..450] L-VDALCE-LSC-ME-DPQGRL---LFATLLGDH---I--G----R---P-VD---LRGVR--LRE-DVVGIVRAALN------------VP----GGKGVLAQV--VRLC-EGVP--A-GDHV-ERLI-----------------
WP_085573830.1__1__[240..355] L-TGALSH-LTC-ME-DARSRH---QFATVLGER---L--S----R---R-VD---LRGVR--QRE-DVVAIVRAALN------------RD----GGAGALLST--VALF-EGRA--A-ADDLRSRL------------------
WP_085573830.1__2__[356..451] L-VDALCE-LSC-ME-DGPGRV---QFATLLGDQ---I--G----R---P-VD---LRGIR--LRE-DVVGVVRAALD------------VP----GGERVLAQV--VRLF-EGAP--A-GDHV-ERLI---D-------------
WP_079033775.1__1__[1..68] -------------------------MLLWVTGET---L--G----R---S-LL--HRGNSS--PVL-QCVDLIRTCDS------------EP----GGLRVLLEI--LTAF-EPDSS-A-TSRV-STLV-T-E--Q-E--------
SEC83514.1__1__[1..63] --------------------------MINMLASR---L--P----E---L-GN--IRRHGR--TRP-EMLEIVRACLR------------EP----GGLPELAAT--LNDY-APNTV-P-VLRI-SELA-----------------
SEC95321.1__1__[1..63] --------------------------MINMLASR---L--P----E---L-GN--IRRHGR--TRP-EMLEIVRACLR------------EP----GGLPELAAT--LNDY-APNTV-P-VLRI-SELA-----------------
WP_078947850.1__1__[265..349] L-VDALTD-LPI-LR-GPGGMS---LVLDSISSL---I-----------A-AN--SPRDNR--LRV-DVFGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSA-E-VERV-DAAA---D--Q----------
EDN70925.1__1__[233..343] L-INALFD-CPS-IK-NNQLRQ---TVIEQLPSE---I--A----D---N-----IPHLSH--SKP-QIVKMVDTCLN------------YS----GGLLELIEA--IRFF-DEGTE-Q-MQVL-DRFI---E--Q---L--SECR
WP_095753446.1__1__[14..100] L-LDALDA-VPC-FE-EPMLLH---ECARQVSRA---L--G----V---A-FT--LPESSR--RRG-SLLFLLREVMP------------YP----DGLQVLGSV--VSML-EGETR-H-MARV-RTAI---A-LA-E-A------
WP_004003788.1__1__[2..103] L-VDVVEE-VCA-LW-DSATLR---HVVRRFGRR------S----R-V-A-VE--STEPVA--RRP-LLVQLMEEMCD------------HQ----EGLAPLVRH--LEVR-EGNTT-G-IQRL-KVAV---A--A---W------
WP_070029597.1__1__[232..341] L-VDALTA-VPA-LR-GGNGMG---LVLDGISDR---V-----------A-AN--SPRDPR--LRM-DVYGIVRTCLR------------YP----GTLDQLLEA--VRLL-EGPSV-E-MDRV----------------------
WP_051855988.1__1__[21..103] V-LDALDG-VPA-FD-ETATLR---ECTRMVGRA---L--G----A---T-VT--VPDSAR--RRT-YLSSLLMAVLE------------YA----DGLQVLGGV--VELL-EGNTR-Y-TERV-RTAI---A-------------
WP_051772445.1__1__[213..295] I-VEVMLR-IPG-FD-TREGRD---LVLR------D-L--S----F---A-AS--IPRHGA--DRP-DTVSIVRTSAI------------YP----GGLEGLVEG--IRFY-AAGAT-A-MAEL-DTLL---A--Q----------
CCH34760.1__1__[15..98] L-CDAFLG-LPG-MR-DKDSRE---LYVSELTRT-H-L---------P-A-FS--YPRHAD--ARH-DVWALLTGCLE------------RE----GGLGGLVEV--VRVF-HQGSR-P-MAHL-DELL---A-------------
WP_083998481.1__1__[50..100] -------------------------------------------------D-----VQEHNE--VRI-HVVQIVLACLG------------HP----GGLRALTAA--LSTM-APDSP-G-TKRA-VELI---D-------------
WP_099944745.1__1__[5..96] -----------D-LH-DPQFFK---QILLSVGKR---L--G----RGNSP-FV--VPYHAD--ARS-QVAALVHAMDR---H-----Q--DP-G--AVLRALSDA--LHLL-RGDEA-A-TVRL-DRIV---D--E---L--APAG
KOV28786.1__1__[230..319] L-VDALMA-FEL-LR-RPDGRY---DLLDTMGRH---L--G----LAH-S-FE--AEERPD--RRT-HLHQIVRACRS-F----------RD-GR-SALRALRDA--MAEL-APDDG-A-LGTL-DAVV---G--R----------
WP_084898452.1__1__[265..363] L-HDALAA-VEV-MR-RPESRG---QIIGLLPEA---M-----------A-GS--VPRQAQ--TRL-EILGLIDTCVT------------FS----DGLTPLWEA--VSLV-DPGTP-A-AEAL-LGVL------R------DYPE
WP_051798102.1__1__[4..88] L-TEVLLE-IPF-MN-AMTDRR---FLIRLIRTE---T--A----N-L---PD--IQEHDE--ARL-HALRITMACHS------------HA----RGMYALRAA--LSIM-APHVP-A-TIKA-TEMI---D-------------
WP_078532352.1__1__[182..310] L-VDALMG-CPA-LH-QLARRH---ELLFLMGEFLG-L--G----H---A-FQ--VPEDSD--ART-HLRALDSRIRR-----TTL----TP-D--TALKAMYFA--LEEI-APDDI-G-TRRV-RDLL-----------------
WP_045943219.1__1__[169..258] L-VDALMA-FEL-LR-RPDGRY---DLLDTMGRH---L--G----LAH-S-FE--AEERPD--RRT-HLHQIVRACRS-F----------RD-GR-TALRALRTA--MAEL-APDDG-A-LGTL-DAVV---G--R----------
NP_942573.1__1__[544..705] A-VEALQL-CTL-LL-PPASRRKLQLLLRMISRM-S-Q--N----V---D-MPR-LHDVIG--TRT-LLVQTFSRCVL---------SC-EE-V--DDLDELLATRLLSFL-MDHHQ-E-VLQV-PVYL------R------NAVE
SME88391.1__1__[18..122] L-LELLAD-DPS----VVRTTH---VWLDDLEQV---L--Q----R---P-LP--VGGDVS--GPE-ALRTVVDTCLS------------EP----FGLRTLEQA--VTAT-AGSSA-T-ARAL-AQLA---D--E---W--QALE
AAI71596.1__1__[544..705] A-VEALQL-CTL-LL-PPASRRKLQLLLRMISRM-S-Q--N----V---D-MPR-LHDVIG--TRT-LLVQTFSRCVL---------SC-EE-V--DDLDELLATRLLSFL-MDHHQ-E-VLQV-PVYL------R------NAVE
WP_067024558.1__1__[184..278] L-VDALMG-VPA-LR-RLDSRH---ELLAEMGEILG-L--G----G---P-FE--VREDSD--ART-HLRDLVRRIGR-----TRL----TP-D--VALKAMYLA--LEDI-APDDI-G-TERV-RALL-----------------
WP_089326450.1__1__[12..96] L-VEAIRR-VDA-MS-VQRERA---LHVQALERE---L--G----H---R-LD--YVRHDK--DML-DVWALVDALLA------------YP----GAAQALVRI--LQTF-YPASL-S-VRAL-GEVV---A--E----------
AOR30906.1__1__[215..334] L-VEALMA-LPV-IR-SPLLFP---SLVQELQAA---T-----------G-LD--VDEHVP--VRT-SVTQLVRQLMG------------RP----EALRVLVDV--LRAL-DPGSS-E-VEAF-AALA---D-------------
WP_055705730.1__1__[239..341] L-VDALTA-LPT-LR-RPNGLD---TVLEGIDPR---V-----------S-AH--RPRDDR--LRH-EVYGVVRTCLR------------YP----GTLDSFMEV--LRDW-EEDSE-E-LREV-DRAA---A--E----------
EPH45393.1__1__[264..362] L-LDTLER-VPA-MA-DPDTRS---SVIRQLPPD---I-----------A-AS--VPRPTV--TRF-ALLDLIDTCLS------------FP----GGLHELLDA--LDMV-D---------------------------------
WP_089510160.1__1__[10..101] L-VTALKE-FRC-LM-DPDSRE---LCLELVARE---M--D----E---V-LP--VRNHRV--TNY-FLVELAKECLD------------NE----RFMWALRGS--LAIL-APDAP-A-MTGL-DSVM---E--Q---M--TA--
WP_084557927.1__1__[5..99] V-CDSLLT-ISA-FR-QEKTRT---LYLNLLESE---L--G----V---G-LA--PERHQE--PQL-DLLSIILAYEQ------------SS----RDLTGLTRV--ARNL-FPRMN-S-LAKT-ERLL-V----R---W------
WP_055551713.1__1__[10..112] L-VSALKE-FRC-LT-DPDSRA---LCLDLVAME---M--E----T---TSVP--VRGHRV--TDY-FLVELARECLE------------NV----RMMRALRAS--LAVM-APGTD-A-MDRL-DSVV---E--Q---M--TARP
WP_062152502.1__1__[4..104] L-VDVVEE-VCA-LW-DSATLR---HVVRRFGRR------S----R-V-A-VE--STEPVA--RRP-LLVQLMEEMCD------------QQ----EGLAPLVRH--LEVR-EGNTT-G-IQRL-KVAV---A--A---W------
SFN86665.1__1__[9..110] L-VQAILR-IDA-MR-VQRGRT---VLLETLERE---L--G----H---R-LP--LVHHDQ--EML-DVLLLVDVLLK------------YP----GAAQVLVRI--LETF-YQGSL-S-VRAL-GDLV---R--E----------
WP_079161187.1__1__[409..519] L-VEALMA-LPV-IR-SPLLFP---SLVQELQAA---T-----------G-LD--VDEHVP--VRT-SVTQLVRQLMG------------RP----EALRVLVDV--LRAL-DPGSS-E-VEAF-AALA---D-------------
WP_089101512.1__1__[1..63] --------------------------MIDMLAGR---L--P----E---L-AN--VRRHSR--KRH-DILEIFQACWR------------KP----SGLSVLVDT--LQEY-DPGSI-P-VLRI-VELV-----------------
WP_078636544.1__1__[13..121] L-LELLAD-DPS----VVRTTH---VWLDDLEQV---L--Q----R---P-LP--VGGDVS--GPE-ALRTVVDTCLS------------EP----FGLRTLEQA--VTAT-AGSSE-T-ARAL-AQLA---D--E---W--QGLE
WP_037722885.1__1__[2..120] V-VDVLLS-DPV-LF-DAGLAR-----FDELSRH---L--G----Q-H-P-AV--DARQPATGARN-RVTALVRACMR------------EP----FGLAGLAGT--LHLM-GALPE-T-TKTV-EQLA---E--E---W--QAL-
CBG74994.1__1__[9..118] V-VDVLLS-DPV-LF-DAGLAR-----FDELSRH---L--G----Q-H-P-AV--DARQPATGARN-RVTALVRACMR------------EP----FGLAGLAGT--LHLM-GALPE-T-TKTV-EQLA---E--E---W--QAL-
WP_009712747.1__1__[53..155] L-VSALKE-FRC-LT-DPDSRA---LCLDLVAME---M--E----T---TSVP--VRGHRV--TDY-FLVELARECLE------------NV----RMMRALRAS--LAVL-APDTD-A-MEHL-DSVV---E--Q---M--TARP
WP_053751783.1__1__[4..119] L-TDGLCE-LSC-TE-DSESRR---QFATLLGQY---L--G----R---P-VD---VRGVR--QRD-DVVALVRVALN------------VA----GGERVLVGV--VRLL-EGNP--A-GDEL-DRLI---D----P-F--PAAA
WP_060907572.1__1__[8..117] V-VDVLLS-DPV-LF-DAGLAR-----FDELSRH---L--G----Q-H-P-AV--DARQPATGARN-RVTALVRACMR------------EP----FGLAGLAGT--LHLM-GALPE-T-TKTV-EQLA---E--E---W--QAL-
WP_015660490.1__1__[2..106] I-VAVLEEPAGG-LM-DDAARR---LWRHRMNKQ---V--D----A-----LP--QDSYAV--PHV-EFAGVVGACAE---Q--------------DALEPLIDV--IRLV-APL---L-ERHL-RPLV---D--E---W--QAHQ
WP_079152565.1__1__[53..155] L-VSALKE-FRC-LT-DPDSRA---LCLDLVAME---M--E----T---TSVP--VRGHRV--TDY-FLVELARECLE------------NV----RMMRALRAS--LAVL-APDTD-A-MEHL-DSVV---E--Q---M--TARP
WP_055715311.1__1__[213..303] L-TEAM---VPA----GPGAVD---LLVRLIPPA---I--A----E---A-----MPRSPV--PRV-QLMALVMTCAR------------HA----NGLRALTAA--LETL-VPGSV-E-LESF-TTLV---D---------KLTS
WP_018558009.1__1__[209..321] L-ADALLD-VPQ-I--GYDSGR---ALRDALPAR---V--R----R---G-----IRDHPW--PRQ-QLHAVVQACTD------------HR----EGCPALRAA--LLTL-GGDSE-S-ALDA-LGIL---D--R-M-C--CSGV
WP_078621011.1__1__[322..420] L-LDTLER-VPA-MA-DPDTRS---SVIRQLPPD---I-----------A-AS--VPRPTV--TRF-ALLDLIDTCLS------------FP----GGLHELLDA--LDMV-D---------------------------------
KOU62421.1__1__[3..100] L-TDGLCE-LSC-TE-DSESRR---QFATLLGQY---L--G----R---P-VD---VRGVR--QRD-DVVALVRVALN------------VA----GGERVLVGV--VRLL-EGNP--A-GDEL-DRLI---D----P-F--PAAA
WP_086791889.1__1__[253..366] L-ADALLN-VPQ-I--EDDGAA---ALRRLLPVP---I--R----R---T-----IRTSPR--PRL-QLYYVVQACAD------------HR----DGRQALIDA--LRLL-DDASE-P-ARAA-LELF---D--K-L-W--PTAG
WP_086677023.1__1__[565..664] L-VDALLA-IPS-MN-SATVRQ---HLFNQVQSP------Q----E-W-R-VH---PGHAR--LRD-EVAQLVTLWSS------------TQ----NRLDELVAT--LVSI-DGDSL-T-ARQL-A--------------------
WP_073900130.1__1__[138..226] L-FHALMA-VPS-LQ-REESRR---LVLDLLPPV---I-----------A-AA--VPHHPN--GAL-HVSGLMLTCLE------------HA----DGLNALRHA--LQVV-EGEDS-TPMRRI-QTLL-----------------
WP_057605976.1__1__[241..352] L-VTALTA-LPV-IR-DRSRLD---LVLQNIDPV---I-----------A-AN--APRDAV--LRV-DVFGIVKTCLS------------YP----GTLDALLET--VRLI-ESGSS-A-AARL-DRAV---A--E----------
WP_093721552.1__1__[289..394] L-VTALTA-IPS-VS-DRNSLT---LILEGVDPV---V-----------A-AM--SPRSPA--LRP-DIFGIVRTCLR------------YP----GTLDQLLDA--IRLV-EGESV-G-VARM-DQ-------------------
WP_043533934.1__1__[2..112] L-VTAMEG-IEA-LA-EMPTRT---MLLSLVEEE---L--RAEEPA-L-T-LA--VARNPI--CRL-DLVALIRQCLQ------------VR----GGVRAMREA--ARLL-FGESG-P-ARAL-LDEC---D--R-A----LALE
WP_085206144.1__1__[3..93] L-LELLAD-DPS----VVRTTH---VWLDDLEQV---L--Q----R---P-LP--VGGDVS--GPE-ALRTVVDTCLS------------EP----FGLRTLEQA--VTAT-AGSSA-T-ARAL-AQLA---D--E---W--QALE
WP_052745061.1__1__[286..370] L-VDALLQ-VPE-FL-RPNERE---EILTLLRGP---V----Y--A---A-----IRRSSA--ARP-DAISVVRTCLR------------YP----GALSELVEA--VRFF-ATDDA-A-MTRV-EDAA---A--R----------
WP_079129745.1__1__[253..362] L-ADALLN-VPQ-I--EDDGAA---ALRRLLPVP---I--R----R---T-----IRTSPR--PRL-QLYYVVQACAD------------HR----DGRQALIDA--LRLL-DDESE-P-ARAA-LELF---D--E-L-W--PTDA
WP_086170562.1__1__[213..328] L-ADALLD-VPQ-I--GHDSGR---LLRAQLPAP---I--R----R---G-----APDHPW--PRQ-QLQGLVQACVD------------RP----GGCAALRDA--VLAL-GGETR-S-VLEA-VAVL---D--R-I-C--CAGH
WP_086860675.1__1__[263..376] L-ADLLLA-VPG-LT-SPTAWQ---QLLDELPGV------G----T---Q-----VARQSA--SRT-EALALLRTCEA-Y----------------GAWDALADV--LTVI-APDAP-A-TAEL----------------------
WP_053754216.1__1__[211..295] L-VDALMA-CAG-IH-ELAVRH---ELVLLMGEHLG-L--G----H---A-FP--VPESPV--TRT-HLRALVRGISR------TL----TR-D--AALKALYVA--LEEM-VPDDV-G-TAGV-R--------------------
WP_018543769.1__1__[24..106] L-LDALDA-VPC-FE-EPVLLH---ECARQVGRA---L--R----I---R-IV--LPDTSR--RRI-ALMFLLREVMA------------HP----DGLRVLGGV--VSML-EGETR-D-MARL-RTAI---A-------------
WP_097282960.1__1__[39..155] L-SDAFLD-LPM-MQ-DPQGRT---MCMQYISDA---F--P-D--V---R-FE--VPDHLT--PRL-FALAVMDQVRW------------IE----GGLATFTEY--LGDL-TGETR-T-FQRF-KDIA---A--E-A-L--RDVR
WP_067031492.1__1__[5..102] L-TRILLR-LDG-FR-DEQTRR---VLLEELAAE---T--G----E---Q-IE--VGGADS--LQ--QARSLIRQCTR------------RP----DVMPVLVDL--LRDF-HGDIA-E-TLRF-RELT---P--R---L--VSPP
GAT82294.1__1__[196..305] L-ADALLN-VPQ-I--EDDGAA---ALRRLLPVP---I--R----R---T-----IRTSPR--PRL-QLYYVVQACAD------------HR----DGRQALIDA--LRLL-DDESE-P-ARAA-LELF---D--E-L-W--PTDA
WP_075895037.1__1__[7..96] L-VEALWR-LEA-LQ-KQRTRD---QYLAIVRKE---L--G-I------P-LP--LQVAER--DFD-DLWFLVEGCLE------------HT----GAVHVFLQV--VERF-HAGNA-V-FAEI-RRLA---S--E----------
WP_099942087.1__1__[243..353] L-VGALTA-LPT-VS-DRTTLA---LVLGGINPA---V-----------A-AM--SPRTPA--LRP-DVFGILRTCLR------------YP----GTLDQLLEA--IRLM-EGDSA-G-VARM----------------------
WP_033306181.1__1__[3..74] ----------------DPELRR---QCLEVTGSR---L--S-ID-V---A-GL--VPQGVT--TRS-QLYDVVRLLGD------------IP----GGLLVLAET--VQFF-APGAR-S-TEAF-HHLV-----------------
WP_079008473.1__1__[411..500] L-VDALMA-FEL-LR-RPDGRY---DLLDTMGRH---L--G----LAH-S-FE--AEERPD--RRT-HLHQIVRACRS-F----------RD-GR-SALRALRDA--MAEL-APDDG-A-LGTL-DAVV---G--R----------
WP_033440358.1__1__[144..223] L-FHALMA-VPS-MR-TEADRR---LVLDLLPPA---I-----------A-AA--VPHHPI--AAL-HVSGLLQVCLE------------HE----HGLTALGHA--LHVV-EGEDS-T---------------------------
WP_079059666.1__1__[892..972] L-VSVLKE-FRV-LA-DPDTRA---LVLDLMAME---L--N----N---P-LP--VRSHRV--TDY-FLVELVRECLE------------NS----RVMQALRST--LVVV-AADEG-A-MERL----------------------
WP_075027005.1__1__[250..368] L-VGALTA-LPT-VS-DRTTLA---LVLGSINPA---I-----------A-AM--SPRTPA--LRP-DVFAILRTCLR------------YP----GTLDQLLEA--IRLM-EGDSA-G-VARM-DEEA---V--ELSRR--RRRA
WP_086663819.1__1__[7..47] ---------------------------------------------------------------------------CCR------------QT----GGLQGLVDS--VRLL-EPRAP-S-LDEL-ALLC---D--E---W--HAVR
WP_035845013.1__1__[194..301] L-VEGLMR-FPA-MA-RTESRY---DLLEKMGRH---L--G----LPY-S-FE--AEDAPE--RRD-HLYRIVRRCRH-Y----------RD-PH-AAFRALYTA--LEEL-VPYDG-A-LSGF-QELV---G--R----------
WP_042186027.1__1__[1..47] --------------------------------------------------------------------MFSIVETCHH------------RP----DGLSTLLFV--LEQI-EPGTR-A-IAEV-RRII---T--E---M--STLE
WP_026421944.1__1__[531..606] L-VDAVLG-LNA-LR-DPATRE---TLASEFHAA---V--D--------S-GR----------VRD-HAVALVDRCLR---T--------------GSLPALVDR--LREL-EGPSP-A-MREL----------------------
WP_024970781.1__1__[16..97] L-IEALEN-CPS-IR-DTQNRR---DVIGFLHD----I--G----K---Q-----VEERNT--VRD-SVLSILKALSG------------FP----DRFDELIDA--INFY-EQNNS-Y-FQNL-IQVV---S--D----------
XP_018955492.1__1__[545..659] A-IEALQL-CTL-LL-PPASRRKLQLLLRMISRM-S-Q--N----V---D-MPR-LHDVIG--TRT-LLVQTFSRCVL---------RC-EE-V--DDLDELLAT-----------------------------------------
XP_018955491.1__1__[558..672] A-IEALQL-CTL-LL-PPASRRKLQLLLRMISRM-S-Q--N----V---D-MPR-LHDVIG--TRT-LLVQTFSRCVL---------RC-EE-V--DDLDELLAT-----------------------------------------
SDT07748.1__1__[232..321] L-VDALMA-FEL-LR-RADGRY---DLLDTMGVH---L--G----LTH-S-FE--AEERPD--RRT-HLHQIVRACRS-F----------RD-GR-AALRALRTA--MAEL-APDDG-A-LDGL-RAVV---G--R----------
SNR91141.1__1__[4..88] L-VEVLLQ-VPA-LA-DANVRD---AVVDETTAV---L--R----R---K-FT--PRRTPQ--PHA-DLVALVDSYGS------------LT----GGLVAFTRI--VAQR-HPGAE---ATRA-AELA---R--E----------
WP_067896610.1__1__[207..329] L-VDRMLD-VPL-LS-SVQGRE---RVVGALRRD---I-----------A-GA--VSRQAE--ARL-DCFAILTTCLD------------YP----GGLKELLDV--TKGL-AGESL-S-VHRL-EQAI---A--Q-F--------
XP_016356464.1__1__[557..671] A-VEALQL-CTL-LL-PPASRRKLQLLLRMISRM-S-Q--N----V---D-MPR-LHDVIG--TRT-VLVQTFSRCVL---------SC-EE-V--DDLDELLAT-----------------------------------------

================================

EAD4
WP_099081405.1__1__[1..141] GPEPKKRVKRL--LEALLCFADG--EF--E-------------------------DG-DF-----K--I--------QY-D-W-K--DE--DSTNPKLTI------------------E-TTQVTLG-LLTEKD-KYP-------------------------------D-KL-TKAQIQ-----------------QALTL-L-----KDF-------------LKIL----EDN-----R-T-Q--T--K------------GVDEWHFTLKLWST---D-KEK------NLKRF------DEAWEN
WP_099072324.1__1__[1..141] GPEPKKRVKRL--LEALLCFADG--EF--E-------------------------DG-DF-----K--I--------QY-D-W-K--DE--DSTNPKLTI------------------E-TTQVTLG-LLTEKD-KYP-------------------------------D-KL-TKAQIQ-----------------QALTL-L-----KDF-------------LKIL----EDN-----R-T-Q--T--K------------GVDEWHFTLKLWST---D-KEK------NLKRF------DEAWEN
WP_099073199.1__1__[1..141] GPEPKKRVKRL--LEALLCFADG--EF--E-------------------------DG-DF-----K--I--------QY-D-W-K--DE--DSTNPKLTI------------------E-TTQVTLG-LLTEKD-KYP-------------------------------D-KL-TKAQIQ-----------------QALTL-L-----KDF-------------LKIL----EDN-----R-T-Q--T--K------------GVDEWHFTLKLWST---D-KEK------NLKRF------DEAWEN
WP_073634274.1__1__[1..139] GPQVKTRVKRL--LEALLDFVNG--EF--D-------------------------D--SF-----D--I--------EC-K-W-K--AE--DSANPKLIV------------------Q-TTLVVLE-WLTAKD-KYD-------------------------------G-KL-TKPQIR-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-T-K--T--Q------------GVDTWHFTLTLWSK---D-KEK------NLKQF------EQAWES
WP_084226980.1__1__[1..140] GPEPKKRVKRL--LEALLYFVDG--EF--G-------------------------DS-NF-----K--I--------ES-D-W-K--EA--DSINPKLTV------------------Q-TTLVVLE-LLTQKD-RYP-------------------------------G-KL-TKAQIR-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-L-Q--T--Q------------GSDDWHFTLKLWSR---D-REK------NLKEF------DEAWEK
EDX76116.1__1__[1..140] GPQAKKRAKRL--LEALLAYAND--EW--E------N----TEH-----L---------------Q--I--------KV-N-W-Q--SE--N----QLVV------------------R-TKVRFLQ-ELTSLD-PYE-------------------------------G-KL-NSEQIK-----------------EALRR-L-----ADF-------------VEIL----EDN-----R-P-G--K--K------------GLHDWHFTLKLWHK-RYD-KEA------IMQRF------NLEWER
WP_017291575.1__1__[52..190] GPRVKYRAKRL--FTAIAAFAQD--EL--E-------------------------GV-EQ-----IP-V--------RC-S-W-Q--PE--ADS-PTLIV------------------R-TTLRALE-ELCKKD-GFG-------------------------------T-PL-TKPQIR-----------------EALSR-M-----EDF-------------LNIL----EDV-----R-E-N--P--K------------GTEHWHFKLTLWSR---D-TTE------NVNQF------DQFWET
BAS60308.1__1__[1..139] GPRVKYRAKRL--FTAIAAFAQD--EL--E-------------------------GV-EQ-----IP-V--------RC-S-W-Q--PE--ADS-PTLIV------------------R-TTLRALE-ELCKKD-GFG-------------------------------T-PL-TKPQIR-----------------EALSR-M-----EDF-------------LNIL----EDV-----R-E-N--P--K------------GTEHWHFKLTLWSR---D-TTE------NVNQF------DQFWET
WP_023066114.1__1__[1..139] GPQSKKRTKCL--LEVLITYANG--EF--G------E----CDR-----F--------ES-----Q--I--------QV-N-W-Q--TE--K----QLVV------------------R-TKVRYLE-ALTAEI-GKE-------------------------------E-KL-NCTQLK-----------------ESLKR-L-----KDF-------------LEIL----EDN-----R-C-S--T--Q------------GSDHWHFTLKLWHH-RRD-IAG------NLAEF------DRQWEQ
WP_053456701.1__1__[1..139] GPVPKKRVRRL--LEALLCFVDG--EF--E-------------------------ES-GF-----D--I--------SC-K-W-Q--EE--ESANPKLIV------------------E-TRLLVLE-SLTAKD-KYD-------------------------------G-KL-KKAQIL-----------------EALNL-L-----KDY-------------LKIR----EDH-----R-I-Q--T--Q------------GSEDWRFTLKLWSK---D-KEK------NLKQF------DQLWEE
WP_017286232.1__1__[1..143] GPEAKKRSLHL--FTTLLDYAND--EV--D-C-DEVA----LDG-----L--------RS-----Q--I--------QT-H-W-Q--TE--Q----RLVV------------------R-TKVRFLE-ALTNLA-K---------------------------------S-PL-NGEQIK-----------------EALRR-F-----EDF-------------LEIL----DDN-----R-P-N--R--G------------GSEVWHFTLNLWHK-RSD-RPA------NLRQF------EQEWEK
WP_094348096.1__1__[1..141] GFIVKKRVKRL--LEALLDFANW--EF--E-------------------------DS-KF-----D--I--------KF-K-W-E--AE--NSANPKLII------------------E-TTQVALG-YLTEKD-KYP-------------------------------S-NL-SKTQIQ-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-I-Q--T--Q------------GIESWHFTLRLWSK---D-KKK------NLDQF------EKAWEA
WP_094352417.1__1__[1..136] GPVIQKRVKRL--LEALLCFVDW--EF--E-------------------------DG-NF-----K--I--------ES-D-W-K--EA--DSVNPKLTV------------------Q-TTLVVLE-LLTQKD-KYP-------------------------------G-KL-TKAQIR-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-L-Q--T--K------------GVEEWHFTLKLWSR---D-RER------NLKRF------DEAWES
WP_083263191.1__1__[1..138] GSDVQARVKRF--FEGLLAYLDN--EY--E------E----GDS-----I---------------K--I--------EF-N-W-Q--GE--T----QVVV------------------K-AKRRYLE-ELTVKD-RYQ-------------------------------G-EL-APHQIR-----------------EAIHR-L-----KDY-------------LKIL----EDH-----R-T-Q--P--K------------GSDEWHFTLRLWHR---D-KAE------NLKRF------DLEWEQ
WP_096606332.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AL--D-CRDEAT----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--H----RLVI------------------R-TKVRFLQ-ALTTLA-PGD-------------------------------S-QL-NAEQIK-----------------EALNR-F-----ADF-------------LEIL----EDN-----R-P-S--R--G------------GSETWHFTLNLWHK-RLD-TEA------NLQQF------DIEWES
WP_053221555.1__1__[1..141] GPQSKKRTKRL--LEVLITYANG--EL--E------K----CDR-----Y--------ES-----Q--I--------QV-N-W-Q--TE--K----QLVV------------------R-TKVRYLE-ALTAEI-GTG-------------------------------E-KL-NGTQLK-----------------ESLKS-L-----QDF-------------IEIL----EDN-----R-S-S--T--Q------------GSDSWHFTLKLWHH-RRD-TAA------NLAEF------EQQWEQ
WP_010996287.1__1__[1..142] GPEAKKRSRHL--LQVLLAYAND--EL--G-C-DEAA----LDA-----L--------RP-----Q--I--------QT-R-W-Q--SE--T----RLVV------------------R-TKVRFLQ-ALTGLT-S---------------------------------D-EL-TSEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWYK-HQD-IAA------NLQKF------DSHWES
WP_006511167.1__1__[1..142] GPIVRQRVKRL--LQAILDFVNY--EL--D------G----CEN-----I---------------D--L--------KF-D-W-R--NK--DSNFPMLVV------------------K-TKLRSLE-KLTEND-KYE-------------------------------G-KL-TKRQIR-----------------ESLRR-M-----KDF-------------LKIL----TDN-----R-I-Q--E--R------------GSETWDFSLLLWSS---D-TST------NLNKF------EQKWED
WP_016875241.1__1__[1..144] GPEAKKRSRHL--LETLLAYAND--AI--D-C-DEAA----LDA-----L--------RP-----Q--I--------QT-R-W-Q--SE--T----RLVV------------------R-TKVRFLQ-ALTGLT-S---------------------------------S-QL-TSEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--G------------GSETWHFTLNLWYK-RQD-TAA------NLQKF------DWEWES
WP_096592144.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AI--A-CRDEAT----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-ALTTLA-SGE-------------------------------E-QL-NIEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLKLWHQ-RQD-IEA------NLQKF------DVEWER
WP_096683446.1__1__[1..145] GSQVKKRVKRL--LEALLFFVDG--EF--E-------------------------DG-SF-----D--I--------KHND-W-I--NE--SSTNPKLIV------------------Q-TTLAALE-LLTQKD-KYS-------------------------------G-KL-TKAQIR-----------------DALKL-LDKDSDDSL-------------LKIL----EDN-----R-A-T--K--R------------GSENWHFTLKLWSK---D-KQE------NLKRF------DEVWEN
WP_015185866.1__1__[1..139] GPQAKQRTKRL--LEALLAYANH--EL--E------D----AER-----L---------------K--I--------QS-N-W-N--SE--K----SLIV------------------K-TKIRFLS-ELTALA-PPG-------------------------------G-KL-NSEQIK-----------------EALHR-L-----EDF-------------LGIL----EDN-----R-V-K--T--Q------------GADDWHFTLKLWYG-RHD-QQA------NLKRL------EVEWER
WP_017655667.1__1__[1..146] GPETKKRSRRL--LEVLLVYAND--EI--V-CRDDSI----LET-----L--------RL-----Q--I--------QT-R-W-Q--SE--T----RLVV------------------R-TKVRFLQ-LLTTLE-AGK-------------------------------I-QL-NAEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--A------------GSETWHFTLKLWHN-RQE-IAA------NLQQF------DQHWEH
BAZ51219.1__1__[1..138] GDEVRKRVRRL--LEAILTYVAQ--EF--E------Y----DQA-----Q---------------E--T--------NF-T-W-Q--TQ--T----DLVV------------------K-TKLRYLQ-QLTVLD-KYP-------------------------------G-NL-SKEQIR-----------------EALRL-L-----QNF-------------LGIL----EDI-----R-V-H--R--R------------GSEDWYFKLKLWSR---D-IEK------NLKQF------DIEWAN
WP_086690159.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AI--A-CRDEAT----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-ALTNLA-SGE-------------------------------E-QL-SAEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--G------------GSETWHFTLKLWHK-RQD-TEA------NLQKF------DIEWEH
WP_017740745.1__1__[1..140] GPQVKARVKRL--LEALLRFVNG--EF--E-------------------------DS-SF-----K--M--------EH-H-W-N--NE--DSANPNLIV------------------R-TTLVTLN-FLTLKD-NYP-------------------------------G-EL-TKPQIR-----------------EALNL-L-----KDF-------------LKIL----KDN-----R-T-T--T--K------------GSENWHFTLTLWSK---D-KEK------NLQQF------DEAWES
WP_096582747.1__1__[1..141] GSIVKKRVKRL--LEALLDFANR--EF--E-------------------------ES-KF-----D--I--------KF-K-W-E--VE--NSANPKLII------------------E-TTQVALG-YLTEKD-KYP-------------------------------S-KL-SKTQIQ-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-T-Q--T--Q------------GVESWHFTLRLWSK---D-KKN------NLDQF------EQAWET
ABA19675.1__1__[1..142] GPEAKRRSRHL--LQVLLAYAND--EL--G-C-DEAA----LDA-----L--------RP-----Q--I--------QT-R-W-Q--SE--T----RLVV------------------R-TKVRFLQ-ALTGLT-S---------------------------------D-EL-TSEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWYK-RQD-TAA------NLQKF------DSHWES
WP_045868421.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AL--D-CSDEAG----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-TLTSLA-AGE-------------------------------G-QL-NAEQIK-----------------EALKR-F-----TDF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWCD-RQD-ITA------NLQKF------DIHWES
BAY91495.1__1__[49..194] GPEAKKRSRRL--LEVLLAYAND--AL--D-CSDEAG----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-TLTSLA-AGE-------------------------------G-QL-NAEQIK-----------------EALKR-F-----TDF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWCD-RQD-ITA------NLQKF------DIHWES
WP_017748268.1__1__[1..144] GPEAKKRAKRL--LEVLLMYAAD--EL--G-ECNEAA----LDA-----L--------RP-----Q--V--------QT-R-W-Q--TE--N----CLVV------------------R-TKVRFLA-ALTGLE-SGQ-------------------------------N-SL-NGEQIK-----------------EALKR-F-----EDF-------------LEIL----EDN-----R-A-S--R--G------------GSETWHFTLKLWYS-RWD-KEA------NLRQF------DTEWES
WP_086836056.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AI--A-CRDEAT----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-ALTTLA-SAE-------------------------------E-QL-NVEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--G------------GSETWHFTLNLWHK-RQD-TEA------NLQKF------DVEWER
WP_012167250.1__1__[1..141] GPTPRKRTKFL--LEVILAYAND--EF--E------I----QDR-----L--------RS-----Q--I--------LV-N-W-Q--TD--Q----QLVV------------------E-TTIKDLA-ELSKKY-PSN-------------------------------R-EL-SKDQIK-----------------ISLKL-L-----EQF-------------VDIL----TDN-----R-S-Q--P--K------------GSNKWHFTLNFWYK-RHN-KVA------NLKQF------DEEWEQ
OCR02475.1__1__[1..145] GPVLKKRAKRL--LEALLAYVNW--EL--E------D----VAG-----I---------------S--L--------SH-K-W-Q--DE--TTKQPKLVI------------------K-TQLRTLE-FLTAKD-KHE-------------------------------G-QL-TKTQIR-----------------QALNEHL-----KDF-------------LQIL----EDN-----R-A-E--T--Q------------GKEEWHFTLKLWSK---D-KEK------NLEQF------EIEWER
AAT41887.1__1__[57..202] GPEAKKRSRRL--LEVLLAYAND--AL--D-CSDEAG----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-TLTSLA-AGE-------------------------------G-QL-NAEQIK-----------------EALKR-F-----TDF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWCD-RQD-ITA------NLQKF------DIHWES
WP_086758965.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AI--A-CRDEAT----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-ALTTLA-SAE-------------------------------E-QL-NVEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--G------------GSETWHFTLNLWHK-RQD-TEA------NLQKF------DVEWER
WP_096831793.1__1__[1..146] GPTVKERAKRL--LEALLDYVNW--EL--E------D----VGG-----I---------------S--L--------NH-K-W-K--DE--TTDKPKLVI------------------K-TELRTLE-FLTAKD-KHE-------------------------------G-KL-TTTEIR-----------------QALNQHL-----KDF-------------LEIL----EDH-----R-L-E--T--Q------------GDDEWHFTLTLWSK-K-D-KQK------NLEQF------EIKWES
WP_096646544.1__1__[1..145] GPEAKKRSRRL--LEVLLTYAND--AI--A-TQDEAT----LEA-----L--------RP-----Q--I--------QT-R-W-L--SE--H----RLVI------------------R-TKLRFLQ-ALTTLA-PGE-------------------------------I-QL-NAEHIK-----------------EALKR-F-----TDF-------------LEIL----EDN-----R-P-A--R--S------------GSETWHFTLNLWHK-RHD-IAG------NLQKF------ELEWEN
WP_096732402.1__1__[1..144] GPEAKKRSRRL--LEVLLAYAND--AL--D-CSDEAS----LDA-----L--------RS-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-TLTNLA-AGE-------------------------------G-QL-NAEQIK-----------------EALKR-F-----TDF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWCD-RQD-IAA------NLQKF------DIHWES
WP_015126357.1__1__[1..147] GPEVKRRSRRL--LGALLVYAND--ET--D-CRDESV----LAS-----L--------RP-----Q--I--------LT-R-W-Q--SE--H----RLVV------------------R-TKVRFLE-ALTGLA-SDE-------------------------------S-QL-NAQQIK-----------------EALQR-F-----SDF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLKLWHK-RQN-IAA------NLQQF------DIEWEH
WP_096580579.1__1__[1..146] GPEAKKRSRRL--LEVLLAYAND--AL--D-CSDEAS----LDA-----L--------RP-----Q--I--------QT-R-W-L--SE--N----RLVV------------------R-TKVRFLQ-TLTSLA-VGE-------------------------------G-QL-NAEQIK-----------------EALKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWCD-RQD-ITA------NLQKF------DIHWET
ERT09906.1__1__[11..153] GPQAKNRTKQL--LTALLDYAND--EL--D-C-DEIA----LER-----L--------QR-----E--I--------KT-D-W-K--DE--R----QLIV------------------Q-TKLRFLE-ALIKLT-G---------------------------------N-AL-TVPQIK-----------------EALNR-L-----TDF-------------LEIL----EDH-----R-P-V--R--R------------GSETWHFTLKFWHK-RRD-RTA------ILHQF------NQEWEQ
WP_040483380.1__1__[1..143] GPQAKNRTKQL--LTALLDYAND--EL--D-C-DEIA----LER-----L--------QR-----E--I--------KT-D-W-K--DE--R----QLIV------------------Q-TKLRFLE-ALIKLT-G---------------------------------N-AL-TVPQIK-----------------EALNR-L-----TDF-------------LEIL----EDH-----R-P-V--R--R------------GSETWHFTLKFWHK-RRD-RTA------ILHQF------NQEWEQ
WP_096607810.1__1__[1..154] GAEPKKRVKRL--LEALLCFATG--EF--A-------------------------EG-KF-----K--I--------EH-D-W-K--EE--DSANPKLTI------------------K-TTLVGLE-ALTCAV-RNPTPNP---------------SPQARRGKRE--V-EK-AKREIR-----------------EALNL-L-----KNF-------------VKIL----EDN-----R-I-Q--T--Q------------GSDDWHFTLKLWSR---D-KEK------NLKQF------DEVWES
AFY66450.1__1__[1..137] GPEVKRRSHQL--FGALLDYASD--EL--D-C-DERA----LET-----L--------RP-----Q--I--------QT-H-W-Q--TE--Q----RLVV------------------R-TKLRFLV-TLTHLA-A---------------------------------A-PL-SGPQIK-----------------EALSR-W-----QDF-------------LDIL----EDN-----R-P-H--R--S------------GSEVWHFTLRLWHP-RRD-RAA------NLRRF------EAEWDQ
EAW36819.1__1__[11..153] GPQAKNRTKQL--LTALLDYAND--EL--D-C-DEIA----LER-----L--------QR-----E--I--------KT-D-W-K--DE--R----QLIV------------------Q-TKLRFLE-ALIELT-G---------------------------------N-AL-TVPQIK-----------------EALNR-L-----TDF-------------LEIL----EDH-----R-P-V--K--R------------GSETWHFTLTFWYK-RRD-RTA------ILQQF------NQEWEQ
WP_039896141.1__1__[1..143] GPQAKNRTKQL--LTALLDYAND--EL--D-C-DEIA----LER-----L--------QR-----E--I--------KT-D-W-K--DE--R----QLIV------------------Q-TKLRFLE-ALIELT-G---------------------------------N-AL-TVPQIK-----------------EALNR-L-----TDF-------------LEIL----EDH-----R-P-V--K--R------------GSETWHFTLTFWYK-RRD-RTA------ILQQF------NQEWEQ
WP_050779153.1__1__[1..141] GPQSQKRTKCL--LEVLITYANG--EF--E------E----CDR-----F--------ES-----Q--I--------QV-N-W-Q--TE--K----QLVI------------------R-TKVRYLE-ALIAET-GTK-------------------------------E-KL-NCTQLK-----------------DSLKR-L-----KDF-------------LEIL----EDN-----R-C-S--T--Q------------GSDSWHFTLKLWHH-RLD-LPG------NLVEF------DRQWEQ
WP_096602902.1__1__[1..172] GPVIQKRVKRL--LEALLCFADG--EV--E-------------------------ED-KF-----K--I--------KY-R-W-T--EE--DSANPKLTI------------------E-TTLVRLE-ALTGAV-RNPTPNPSSEVCSTGGTPARNFSPQARRGKDDGGE-KL-TKAQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-I-H--T--Q------------GSDDWHFTLKLWSR---D-KEK------NLKRF------DEVWES
WP_084669032.1__1__[17..159] GPTAQARSLHL--FTVLLDYAND--EL--D-L-DLAL----LER-----L--------RP-----Q--I--------QT-Q-W-Q--TE--Q----RLVV------------------R-TKLRHLE-TLCRHT-L---------------------------------Q-PL-SRAQIR-----------------EALHR-W-----GDF-------------LEIL----SDH-----R-P-Q--V--S------------GSELWHFSINLWHG-RRD-RTA------NLRRF------VQEWED
WP_026722701.1__1__[1..124] GDDVKARVKLL--LEKFLAFAND--EL--E----------------------D--CQ-RF-----K--I--------DL-N-W-Q--AS--N----QVIV------------------R-TNLRVLA-EL---------------------------------------T-DL-TKEQVR-----------------EALKR-L-----QDF-------------LEIL----EDL-----R-E-H--Q--R------------GSEDWHFKLTLWYD-KSD-KEE------NLRNF------DQEWQS
KIE09396.1__1__[1..141] GPEAKKRAKRL--LEVLLMYATD--EL--G-EFNEAA----LDA-----L--------RP-----Q--V--------QI-R-W-Q--TE--N----RLVV------------------R-TKVRFLI-ALTSLE-SEQ-------------------------------N-SL-NGEQIK-----------------EALKR-F-----EDF-------------LEIL----EDN-----R-A-S--R--G------------GSETWHFTLKLWYS-RWD-KEA------NLRQF------DTEWET
WP_096587637.1__1__[1..133] GPTVKTRVKHF--LEVLLHFSEE--KQ--D-------------------------G------------M--------EC-R-W-----E--NCNPPCLIV------------------R-TKLRVLE-TLIRND-DRC-------------------------------K-KL-SKDDIR-----------------EAIHY-M-----KDF-------------LKIL----EDH-----R-V-K--Q--R------------GAEDWHFTLTLWSI---D-RVE------NLKQF------ELIWEQ
BAY95953.1__1__[1..139] GTQPKKRVKRL--LEALLCFADG--EF--G-------------------------ED-KF-----N--I--------EY-H-W-K--EQ--DSANPKLTM------------------K-TTLVTLE-LLTLKD-KDP-------------------------------G-KL-TKTQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-I-H--T--K------------GVDEWHFSLKLWSR---D-REE------NLKQF------DKVWES
WP_100901042.1__1__[1..135] GPEIQKRVKRL--LEALLGFVDG--EF--E-------------------------DG-NF-----K--I--------EY-D-W-K--EE--DSANPKLTV------------------Q-TTLVTLE-LLTQKD-KYS-------------------------------G-KL-TKAQIR-----------------EALNL-L-----KDF-------------LKIL----EDN-----R-L-Q--T--K------------GVEEWHFTLKLWSR---N-RER------NLKRF------DEAWES
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WP_103126535.1__1__[1..139] GEEVEARVRTL--LEKFLAYAND--EL--E----------------------D--GE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GL-TKEQVR-----------------EALKR-L-----EDF-------------LGIL----KDE-----R-E-H--E--K------------GSENWHFRLTLWHD-KSD-KEG------NLQKF------DAEWQR
WP_084668964.1__1__[1..140] GKEPKDRAKQL--LDALLAYVNF--EL--A------E----LAE-----I---------------D--I--------TH-R-W-Q--EE--RGQPPKLIV------------------E-TQRRTLE-FLTAKDPRYP-------------------------------G-QL-GADQVR-----------------QTLTTYL-----GDF-------------LEIL----EDN-----R-G-K--T--K------------GKDEWHFTLKLWSK---D-REE------NLAAF------ERLWEE
WP_103138141.1__1__[1..145] GLEAKKRSRHL--LGLLLAYAND--AM--D-C-DESA----LDA-----L--------RP-----Q--I--------QT-R-W-L--NE--Y----RLVV------------------R-TKVRFLQ-ALTTLI-AGD-------------------------------T-QL-NAEQIK-----------------ESLKR-F-----ADF-------------LEIL----EDN-----R-P-S--R--S------------GSETWHFTLNLWHK-RQD-IAG------NLQQF------DQEWER
WP_010997640.1__1__[1..145] GDQVKERVKRL--LEALLCVVDG--EF--E-------------------------DG-IS-----G--I--------KHND-W-K--EE--SSTNPKLIV------------------E-TTLRHLE-YLTDKD-KYP-------------------------------G-KL-TNPQIR-----------------EALHL-LDKKRNDSL-------------LKIL----EDH-----R-T-T--K--R------------GSANWHFTLKLWSK---D-KKI------NLEKF------EQEWES
WP_084173124.1__1__[1..139] GPQAKLRTKRL--LAALLAYANY--DW--E------E----SAN-----V---------------R--L--------QV-N-W-Q--TE--K----QLVV------------------R-TKVRHLA-YLTVHD-AWE-------------------------------G-QL-TPDQIR-----------------EALKR-L-----QDF-------------LGIL----EDN-----R-P-A--T--Q------------GSEDWHFTLKLWHR-RQD-VAT------NLAKL------DEEWER
BAY62632.1__1__[1..124] GDDVKTRVKIL--LERFLAYAND--EL--E----------------------D--SE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLG-EL---------------------------------------S-GL-SKEQVR-----------------EALNT-L-----KGF-------------LGIL----EDL-----R-E-H--K--R------------GSEDWHFRLKLWHD-KSD-KHG------NLQKF------DAEWQS
EGJ32971.1__1__[1..141] GPTVKKRALRL--FEALVSFAQD--IA--N-------------------------QG-NR-----D--I--------KF-S-W-K--GK--TSTHPKLVI------------------E-TQTRFLI-QLTKKD-NYP-------------------------------G-SL-SKAQVV-----------------EALQR-M-----EDF-------------LGIL----EDN-----R-V-K--K--K------------GKDERHFTLTLYCQ---D-LAT------NLEKF------NQQWDN
GAP96036.1__1__[7..149] GAATQSRSRIL--FTVLLDYANE--EL--D-V-EECS----IEA-----L--------RS-----Q--I--------QT-H-W-Q--SD--R----RLIV------------------R-TKVRFLE-TLTKLI-D---------------------------------S-PL-TADQIK-----------------ESLRR-F-----EDF-------------LDIL----EDN-----R-P-N--R--S------------GSEVWHFTLNFWHS-RLD-RDA------NLRAF------DQAWEI
WP_058998366.1__1__[1..143] GAATQSRSRIL--FTVLLDYANE--EL--D-V-EECS----IEA-----L--------RS-----Q--I--------QT-H-W-Q--SD--R----RLIV------------------R-TKVRFLE-TLTKLI-D---------------------------------S-PL-TADQIK-----------------ESLRR-F-----EDF-------------LDIL----EDN-----R-P-N--R--S------------GSEVWHFTLNFWHS-RLD-RDA------NLRAF------DQAWEI
EKE96501.1__1__[1..139] GTQPKKRVKRL--LEALLCFADG--EF--G-------------------------ED-KF-----N--I--------EY-H-W-K--EQ--DSANPKLTM------------------K-TTLVTLE-LLTLKD-KDP-------------------------------G-KL-TKTQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-I-H--T--K------------GVDEWHFSLKLWSR---D-REE------NLKQF------DKVWES
WP_096600588.1__1__[1..124] GDDVKDRTRKV--LEKLLAYAND--EV--D----------------------N--CE-RF-----K--I--------DL-N-W-Q--TA--N----QVII------------------R-TQLRVLA-EL---------------------------------------T-GL-TKDNVR-----------------EALKR-L-----EDF-------------LSIV----EDL-----R-E-H--Q--R------------GSENWHFKLTLWYD-KNN-KQE------NLRQF------DREWQS
WP_026099410.1__1__[1..144] GPKPQQHCTDL--LAALLVYAQG--EV--E-G-DDRT----QEL-----W--------QR-----Q--I--------QV-Q-W-Q--DD--R----RLVV------------------R-TKIRHLV-QLTRHC-G---------------------------------T-PL-SGSHIK-----------------EALTR-L-----EDF-------------VAIL----EDN-----R-P-S--R--S------------GSEHWHFTLKLWHC-RHD-RAA------NLRQL------QQVWAD
WP_103140226.1__1__[1..124] GDDVKARVRTL--LERFLAYAND--EL--E----------------------D--GE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GL-NKEQVR-----------------DALNA-L-----KDF-------------VNIL----EDL-----R-A-Q--K--R------------GSETWHFRLKLWHD-KGD-KDR------NLQKF------DAEWQR
WP_062291611.1__1__[1..136] GPEIQKRVKRL--LEALLCFVAG--EI--E-------------------------ED-NL-----K--I--------EY-D-W-K--EE--DSVNPKLTI------------------K-TTLVTLE-LLTQKD-EHP-------------------------------G-KL-TKTQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-I-Q--T--K------------GSDDWHFTLKLWSR---D-REK------NLKQF------DEVWEK
WP_019488929.1__1__[1..138] GPEAKKRTCRL--FEALLAYAND--AL--D-C-DELA----LNA-----L--------QP-----N--I--------QI-R-W-L--SE--T----RLVI------------------R-TKVRFLQ-ALTGLQ-KAE-------------------------------K-PL-NSEQIK-----------------ESLRR-L-----ADF-------------VEIL----EDN-----R-S-T--R--G------------GSENWHFTLNLWHH-RHD-TEA------NLQRF------EQEWER
WP_096684566.1__1__[1..138] GPEAKKRACRL--FEVLLAYAND--AL--D-C-DELA----LNA-----L--------QP-----N--I--------QI-R-W-L--SE--T----RLVI------------------R-TKVRFLQ-ALTGLQ-TNQ-------------------------------K-PL-NSEQIK-----------------ESLRR-L-----ADF-------------VEIL----EDN-----R-S-T--R--G------------GSENWHFTLNLWHH-RHD-TEA------NLQRF------EQEWER
WP_072160451.1__1__[1..124] GDDVKARVKLL--LEKFLAFAND--EL--E----------------------D--CQ-RF-----K--I--------DL-N-L-Q--AS--N----QVIV------------------R-TNLRVLA-EL---------------------------------------T-DL-TKEQVR-----------------EALKR-L-----QDF-------------LEIL----EDL-----R-E-H--Q--R------------GSENWHFKLTLWHD-KSD-KEE------NLRNF------DQEWQS
WP_073617969.1__1__[1..138] GPEAKKRTCRL--FEALLAYAND--AL--D-C-DELA----LNA-----L--------QP-----N--I--------QI-R-W-L--SE--T----RLVI------------------R-TKVRFLQ-ALTGLQ-TNQ-------------------------------N-PL-NAEQIK-----------------ESLRR-L-----ADF-------------VEIL----EDN-----R-S-T--R--G------------GSENWHFTLNLWHH-RHD-TEA------NLQRF------EQEWER
WP_049559601.1__1__[1..139] GPKVRARAKSL--LKILLLFVNG--EV--E----------------------N--SD-RF-----D--L--------KY-C-W-L--DE--E-KPPQLRI------------------E-TNLRTLE-ALTNSQ----------E------------------------N-RL-TKAQIR-----------------ESLKR-M-----DDF-------------LNIL----KDE-----R-I-Q--K--R------------GLEDWRFTLTLCSK---D-IEE------NLQQF------SKTWDN
WP_009786359.1__1__[1..139] GPKVKARAKSL--LKILLLFVKG--EV--E----------------------N--SH-RF-----D--L--------KY-C-W-L--DE--E-KPPQLRI------------------E-TNLRTLE-ALTNSQ----------E------------------------N-RL-TKAQIR-----------------ESLKR-M-----DDF-------------LNIL----KDE-----R-I-Q--K--R------------GLEDWRFTLTLWSK---D-IEE------NLQQF------SKTWDR
WP_068379301.1__1__[1..144] GAATQSRSRIL--FTALLDYANE--EL--E-V-DEHS----IDV-----L--------RP-----Q--I--------QT-H-W-K--CD--R----RLIV------------------R-TKVRFLE-ALTKRI-D---------------------------------S-PL-TADQIK-----------------ESLRR-F-----EDF-------------LGIL----EDN-----R-P-N--R--S------------GSEVWHFTLNFWHS-RFD-RSA------NLQQF------DQAWEM
WP_071989417.1__1__[1..124] GDEVEARVRKL--LERFLAYVND--EL--E----------------------D--SE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GL-SKEQVR-----------------DSLNA-L-----KDF-------------VEII----EDL-----R-E-H--K--R------------GSEDWHFRLKLWHD-KSD-KQG------NLQKF------DAEWQS
WP_099066822.1__1__[1..125] GDDVKARVRQL--LERLLAYAND--EI--E----------------------N--GE-RF-----K--I--------DF-N-W-Q--TS--K----QLVV------------------R-TQLRILA-EL---------------------------------------G-GL-DKEQVR-----------------EALKA-L-----DEF-------------LGVL----EDL-----R-E-H--K--R------------GSENWHFKLTLWCD-KGD-KDG------NLKQF------DAEWQR
WP_083468672.1__1__[1..124] GDEVEARVKKL--LERFLAYAND--EL--E----------------------D--GE-LY-----K--I--------AH-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-SL-TTEQVR-----------------DSLNA-L-----KDF-------------LNIL----EDL-----R-E-H--K--Q------------GSADWHFRLTLWHD-KSD-KHR------NLQKF------EAEWQR
WP_046277463.1__1__[1..139] GPKVRARAKSL--LKILLLFVNG--EV--E----------------------N--SD-RF-----D--L--------KY-C-W-L--DE--E-KPPQLRI------------------E-TNLRTLE-ALTNSQ----------E------------------------N-RL-TKAQIR-----------------ESLKR-M-----DDF-------------LNIL----KDE-----R-I-Q--K--R------------GLEDWRFTLTLCSK---D-IEE------NLQQF------SKTWDN
WP_012167174.1__1__[17..154] GPITRKRTKRL--LEALLTYAND--EV--L------L----PDS-----L--------RS-----K--I--------CY-N-W-K--TE--N----LLVI------------------E-TTIRALQ-GLIHCD-KYQ-------------------------------G-QL-SSDQIK-----------------KSLKL-L-----EKF-------------LKVL----SDN-----R-S-Q--P--R------------GSDKWHFSICFWYS-RHK-IAD------NLKQF------DLEWEK
WP_086834047.1__1__[1..122] GDIVQARTKQL--LEALLAYAND--EL--D----------------------N--SE-RF-----K--I--------DL-N-W-Q--TP--N----QVII------------------R-TQLRVLA-EL---------------------------------------T-GI-SKENVR-----------------EALKE-L-----IDF-------------LGIV----EDL-----R-E-H--K--R------------GSQNWHFKLTLWHN-KSD-KEE------NLRQF------DAEWQR
WP_012167847.1__1__[1..139] GPAQKTRVLRI--LECILRFAND--EF--E----------------------H--TQ-KI-----N--I--------QY-S-W-Q--ED--GLQEKTLIV------------------K-TTINNLK-YLCDHY-DLR-------------------------------N-PL-QKTDIR-----------------DALHC-L-----KDF-------------LGIL----QDH-----R-V-N--K--Q------------GSQDWHFSLELWSK---K-TDI------NLNEV------NSLWEK
OKH48015.1__1__[2..122] --------------AALLAYANY--DW--E------E----SAN-----V---------------R--L--------QV-N-W-Q--TE--K----QLVV------------------R-TKVRHLA-YLTVHD-AWE-------------------------------G-QL-TPDQIR-----------------EALKR-L-----QDF-------------LGIL----EDN-----R-P-A--T--Q------------GSEDWHFTLKLWHR-RQD-VAT------NLAKL------DEEWER
WP_015160464.1__1__[1..138] GNAVKQRTVQF--FMVLVDYAND--EL--A-A-DERQ----LEN-----L--------QR-----D--I--------QL-H-W-Q--TS--Q----RCVI------------------R-TKVRYLE-QLAKLA-G---------------------------------A-TL-TGEQIK-----------------EAIKC-L-----TDF-------------LEIV----EDN-----R-A-S--K--G------------GSETWHFTLNLWHD-RFD-RAA------NLDRF------SREWDR
WP_096591559.1__1__[1..124] GDYVIARVRTL--LERFLAYVND--EL--E----------------------D--GE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GL-SKEQVR-----------------DSLNA-L-----KDF-------------VEIL----EDL-----R-E-H--K--R------------GSENWHFRLTLWHD-KSD-KHG------NLQKF------DAEWQS
WP_088241859.1__1__[1..154] GPQVKKRAKHL--LEALLLYAND--EL--D-VDNEGV----LDR-----LPCSRIAGMRS-----Q--I--------QT-R-W-Q--AN--N----RLVV------------------R-SKVRFLS-ALTELP-ADS-------------------------------I-GL-TATQVK-----------------EALNR-L-----ADF-------------LEIL----SDN-----R-P-S--R--S------------GSENWHFTLHLWHP-RYQ-IDA------NLNKF------EQEWEL
WP_082650509.1__1__[1..133] GDDVKARVRKL--LEELLAYANY--EL--D----------------------N--PE-RF-----K--I--------TF-N-W-E--SD--Q----VLMV------------------E-TTLRVLK-EL---------------------------------------A-DLDNNERVR-----------------EALKA-L-----EEF-------------LGIF----EDL-----R-V-K--K--H------------GSDKWRFKLKLWCP-KNN-KEG------NLKKF------DEEWRN
WP_015111935.1__1__[1..156] GEEVEARVRKL--LERFLAYAND--EL--E----------------------D--SE-LY-----K--I--------AL-N-W-E--TP--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GF-TQQQLKKQKTKDKADKAANNQAGEALKR-L-----EDF-------------LGIL----EDL-----R-E-H--K--R------------GSEDWHFRLTLWHD-KSH-KEE------NLHKF------DAEWQR
OCQ90201.1__1__[1..141] GDEVAARVRKL--LERFLAYAND--EL--E----------------------D--GE-LY-----K--I--------AL-N-W-E--TS--Q----QVIV------------------R-TQLRVLA-EL---------------------------------------S-GF-TQQQLKKQKTKEKAYKAANNQVGEALKR-L-----EDF-------------LGIL----EDL-----R-E-H--K--R------------GSEDWHFRLKLWHD-KGD-KHA------NLQKF------DAEWQR
WP_094330686.1__1__[1..126] GDGVKARVRLL--LERFLAYAND--EL--E----------------------N--RE-RF-----K--I--------AL-S-W-E--TS--K----QVVV------------------R-TQLQVLA-EL---------------------------------------S-GL-TKEQVR-----------------EALNR-L-----VDF-------------LGIL----EDL-----R-E-H--KLGS------------GSADWHFRLTFWDD-KGN-KDG------NLKKF------DEEWQR
AUB40911.1__1__[2..127] --------KRL--LEALLDFANL--E---K-------------------------DN-LF-----N--I--------EY-N-W-N--TK--DSANPKLII------------------N-TNLVALE-HLTAKD-TYP-------------------------------D-KL-TKPQIR-----------------EALDR-L-----EDF-------------LKIL----EDN-----R-T-Q--T--R------------GVDSWHFTLRLWSK---D-KEK------NLKQF------DQAWEA
WP_012599479.1__1__[1..146] SDTVKKRILIF--LERLLTHINY--ES--V---DHDY----WSN---------------------Q--L--------YY-K-W-L--KD--EKPYPKLIV------------------Q-TSLQVLL-DFCNVI-AKG-----------------------KLD-----N-PI-TVEHLR-----------------NDLNL-L-----QEL--------------EIL----IDN-----R-I-K--R--K------------GSSQWHFTLNLWHS---S-TEE------NLKKF------EEEWEK
WP_096654353.1__1__[1..144] GLQVQKRAKHL--LKSLLIYAND--DF--DMS-NEAV----VDA-----I--------RP-----N--I--------KI-R-W-L--TE--K----RLVI------------------R-TKVRFLQ-ELTGLI-GDE-------------------------------S-TL-KAEQIK-----------------EALKR-F-----TDF-------------IEIL----EDN-----R-T-A--K--G------------GSENWHFTLNLWFS-RWD-TEA------NLQQF------DKEWEK
WP_051926054.1__1__[1..141] SDRAKIRAARL--LEQLIAFANN--ER--P---DCES----LSK---------------------Q--L--------TA-R-W-D--LQ--S-TQPRLIV------------------Q-TTLNGLA-ALINPS-TAQ---P---------------------------N-QA-TKEHVR-----------------HDLRL-L-----RDF-------------LDIL----EDN-----R-T-K--T--Q------------GTEHWHFTLKLWHR---S-TQP------NLAAF------EREWQA
WP_015120250.1__1__[1..136] GLQVQKRAKRL--LFAILAYAND--EF--DVC-NEAV----VDA-----I--------RP-----N--I--------QV-R-W-L--TE--K----RLVI------------------R-TKVRFLQ-ELTGLQ-DDE-------------------------------T-IL-KAEQIK-----------------EALKR-F-----TDF-------------IEIL----EDN-----R-V-S--K--G------------GSENWHFTLNLWYS-RWE-TEA------NLQQF------DSEWEK
WP_013334896.1__1__[1..146] SPTVKKRILLF--LERLLTHVNN--ES--P---DKGF----WSN---------------------Q--L--------SY-Q-W-L--KD--SESHPKLIV------------------N-TTLKILT-DFCHGI-TKQ-----------------------KLK-----A-TI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----IDN-----R-V-K--T--Q------------GTAKLHFTLNLWHS---S-TEE------NLRKF------EEEWDK
WP_085436437.1__1__[1..145] GAVPKGRSQSL--LFALLDLAND--SL--D-G-DEAT----VER-----L--------QS-----Q--I--------KT-H-W-Q--SS--T----RLVI------------------R-TKLRYLQ-TLSLLS-NPD-------------------------------A-PL-TLPQIK-----------------MALKH-L-----ADF-------------LGIL----EDN-----R-T-M--T--R------------GSENWHFTLTFWRD-RWD-REG------NLQGF------EQTWET
WP_002774559.1__1__[1..139] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLQV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_002803069.1__1__[1..146] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NVLDV-L-----KDW--------------GIL----TDH-----R-T-N--P--Q------------GSRQRHFTLNLWSS---F-TEE------NLWKF------EEEWDK
WP_002794573.1__1__[1..139] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_099238323.1__1__[1..143] GKIPQERSQTL--LFGLLDFAND--AL--D-A-DERQ----LDR-----L--------RT-----T--I--------KV-H-W-Q--SP--R----RLVV------------------Q-TKLRHLQ-TLTALT-P---------------------------------T-PL-TVPQLK-----------------TALKD-L-----ESF-------------LGIL----EDH-----R-T-T--I--R------------GSDTWHFSLNFWGD-RWA-RAE------NIQQF------NHTWAA
WP_002782442.1__1__[1..146] SPTVKKRILLF--LERLLTHVNK--ES--P---DHEY----WSK---------------------Y--L--------SV-R-W-L--EE--GVSHPKLII------------------N-TTLKILT-DFCQGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----IDN-----R-V-K--T--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_084989951.1__1__[1..139] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_046662088.1__1__[1..146] SPTVKKRILLF--LERLLTHVNK--ES--P---DHEY----WSK---------------------Y--L--------SV-R-W-L--EE--GVSHPKLII------------------N-TTLKILT-DFCQGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----IDN-----R-V-K--T--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_036402273.1__1__[1..139] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_096589753.1__1__[1..141] GPLIQKRVKRL--LAALLCFAAG--EF--A-------------------------ED-NF-----N--I--------EY-D-W-K--EE--DSANPKLTI------------------K-TTLVTLE-LLTQKD-KDP-------------------------------G-KL-TKTQIR-----------------EALNL-L-----KDF-------------AKIL----EDN-----R-I-Q--T--Q------------GSDEWHFTLKLWST---D-KEK------NLKQF------DEEWEN
WP_084177731.1__1__[1..141] GDDVKTRVRQL--LERFLAYTDY--SL--E----------------------E--SQ-KF-----Q--FKN------EP-N-W-K--SE--T----EVIV------------------R-TSLRELA-GL---------------------------------------G-GL-DKEQVR-----------------EALKA-L-----AEF-------------LGVL----EDL-----R-E-H--K--R------------GSEDWHFKLTLWCD-KGD-KDG------NLKKF------DAEWQS
WP_023072830.1__1__[12..156] GPVAKQRTLVL--LMALVDFGND--EL--D-MEDETA----IEG-----L--------RS-----Q--L--------TF-H-W-A--TD--R----QLIV------------------R-TKIRYLE-ALTQLA-AGE-------------------------------Q-SL-TKAQIK-----------------TALHH-L-----EHH-------------VAVL----EDN-----R-I-S--R--R------------GSEVWHFTLTLWHH-RRD-RPA------LLKTF------DHIWEQ
WP_006512697.1__1__[1..137] GPVAKQRTLTL--LMALVDYGND--EL--E-V-DDVA----LER-----L--------RS-----Q--L--------NL-H-W-T--TD--R----QLIV------------------R-TKIRNLE-TLTHLS-DSN-------------------------------Q-AL-TKAQIK-----------------TALHH-L-----ENH-------------LELL----EDN-----R-T-S--R--R------------GSEVWHFTLTLWHH-RRD-RTA------LLHTF------DQTWEQ
WP_002767552.1__1__[1..148] SETVKKQIRFL--LERLLTHVNN--ESSEQ---DYDY----WEK---------------------K--L--------SV-R-W-S--KD--AKKSTNLIV------------------Q-TELKVLV-NFCNEI-AHR-----------------------RSG-----V-RL-TVDHMR-----------------NCLKI-L-----KEW--------------EIL----ADN-----R-A-K--T--Q------------GSLQWHFTLNLWSK---I-TEQ------NLKKF------EEEWDK
WP_051030734.1__1__[4..121] ---------------ALLDYASD--EL--D-C-DERA----LET-----L--------RP-----Q--I--------QT-H-W-Q--TE--Q----RLVV------------------R-TKLRFLV-TLTHLA-A---------------------------------A-PL-SGPQIK-----------------EALSR-W-----QDF-------------LDIL----EDN-----R-P-H--R--S------------GSEVWHFTLRLWHP-RRD-RAA------NLRRF------EAEWDQ
WP_012305485.1__1__[1..143] GKIPQGRSQTL--LFGLLDFAND--AL--D-A-DELQ----LDR-----L--------RT-----T--V--------KV-H-W-Q--AP--R----RLVV------------------Q-TKLRHLQ-ALTELI-D---------------------------------A-PL-TVPQLK-----------------TALRD-L-----ESF-------------LGIL----EDH-----R-T-T--I--R------------GSDTWHFSLNFWGD-RWA-RAE------NIQQF------NHTWAA
WP_012166187.1__1__[17..153] GPVPRRRTKRL--LEGLIAYAND--EF--E------I----SEQ-----L--------RS-----K--I--------RV-N-W-Q--TD--Y----QLVV------------------E-TTVQALV-SLTQTD-TYH-------------------------------G-QL-NNNQVK-----------------NSLKL-L-----EKF-------------LNIL----VDN-----R-S-Q--P--R------------GSHKWNFTIKLWFN-RYS-TAE------NLAKF------HDEWER
WP_075893550.1__1__[1..136] GAIPKGRSRSL--LFALLDFAND--SL--D-A-DEEQ----IDR-----L--------RS-----Q--I--------ET-Q-W-Q--SS--E----RLVV------------------R-TKLRYLQ-TLSRLA-TPD-------------------------------I-PL-TLPQIK-----------------TALKH-F-----TNF-------------LEIL----EDN-----R-T-I--T--R------------GSENWHFTLTFWGD-RWD-REY------NLGCF------ERVWES
WP_002785730.1__1__[1..147] SPNVKKRILIF--LERLLTHVNK--ES--P---DHKY----WSN---------------------H--L--------SF-R-W-L--EE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_002741513.1__1__[1..147] SPTVKKRILLF--LERLLTHVNK--ES--P---DHEY----WSK---------------------Y--L--------SF-R-W-L--EE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_002779138.1__1__[1..147] SPTVKKRILLF--LERLLTHVNK--ES--P---DHKY----WSN---------------------H--L--------SF-R-W-L--EE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
BAY29453.1__1__[1..140] GPVIQKRVKRL--LAALLGFAAG--EF--A-------------------------ED-DF-----K--I--------EY-D-W-K--EA--DSANPKLTM------------------K-TTLVTLE-LLTQKD-EHP-------------------------------G-KL-TKTQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-I-Q--T--Q------------GSDEWHFTLKLWSR---D-KEK------NLKRF------DEVWQS
WP_010473061.1__1__[17..153] GPVPRRRTKRL--LEGLIAYAND--EF--E------I----SEQ-----L--------RS-----K--I--------RV-N-W-Q--TD--Y----QLVV------------------E-TTVQALV-ALTQAD-TYH-------------------------------G-HL-NNNQVK-----------------NSLKL-L-----EKF-------------LNIL----VDN-----R-S-Q--P--R------------GSHKWNFTIKLWFN-RYS-TAE------NLGKF------HDEWER
WP_002800861.1__1__[1..139] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNVAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_089131169.1__1__[1..136] GEDIRERAKRV--LEAILDFQEH--NL--V------G----CDN-----L---------------S--L--------LC-E-W-K--DK--NSGNPQLLV------------------Q-TTTENLV-KLTSLD-KYE-------------------------------D-KL-TTTQVR-----------------EALHR-M-----EDF-------------LEIL----DDH-----R-IPP--K--N------------GNAKWHFTLSLWSK---N-KET------NLREF------TQEWQR
WP_010471933.1__1__[1..137] GPITQRRTQTL--LMGLVQFAND--SL--ELE-DEKI----LAG-----L--------RG-----T--I--------KT-H-W-Q--TD--Q----RLVV------------------Q-TTARHLV-ALTQYL-E---------------------------------T-PL-TLAQVK-----------------AGLKH-L-----QTF-------------MGML----EDH-----R-T-S--Q--R------------GSDQWHFTLTLWHN-RWE-EAA------NQQSF------DHVWNQ
WP_016948832.1__1__[1..131] SSEVKKRVERF--ISELLSYALD--HR--D-----------------D-L---------------K--L--------QY-K-W-E--DQ--DSNRPKLVI------------------K-TQKRFLL-QLAQFE----------------------------------------EKSYLY-----------------EAINR-L-----KDL--------------TIF----EDR-----R-F-H--K--R------------GQDLWDFALKLWGK---D-LDK------NLREF------DQAWRN
WP_006519447.1__1__[1..141] GPRVKARTLQV--LESLLRYANH--DL--D-------------------------IA-SD-----IPGL--------NC-R-W-Q---E--SPQ-PTLVV------------------Q-TTLKSLL-ELNQLL-APK-------------------------------T-PL-TKTQIR-----------------EALRR-M-----QDF-------------LQIL----EDY-----R-V-H--Q--R------------GSEDWHFALHLVSQ---K-TNR------AIAAV------TDQWQT
BAY59999.1__1__[1..140] GDVIKRRVKRL--LAALLGFAAG--EF--A-------------------------ED-NL-----N--I--------EY-D-W-K--QA--DSPNPKLTM------------------K-TTLVTLE-LLTQKD-EYP-------------------------------G-KL-TKTQIR-----------------AALHL-L-----KDF-------------VKIL----EDN-----R-L-Q--T--Q------------GSDEWHFTLKLWSR---D-KEK------NLEKF------DEVWQS
WP_072923571.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_016516320.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
EAW35255.1__1__[2..124] --------------EVLITYANG--EF--E------E----CDR-----F--------ES-----Q--I--------QV-N-W-Q--TE--K----QLVI------------------R-TKVRYLE-ALIAET-GTK-------------------------------E-KL-NCTQLK-----------------DSLKR-L-----KDF-------------LEIL----EDN-----R-C-S--T--Q------------GSDSWHFTLKLWHH-RLD-LPG------NLVEF------DRQWEQ
WP_002767953.1__1__[1..135] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLQV------------------K-TNVAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GCEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
BAY97642.1__1__[1..140] GDVIKTRVKRL--LAALLGFAAG--EF--A-------------------------ED-NL-----N--I--------EY-H-W-K--EE--DSPNPKLTM------------------N-TTLVTLE-LLTQKD-EYP-------------------------------G-KL-TKTQIR-----------------AALHL-L-----KDF-------------VKIL----EDN-----R-I-Q--T--K------------GADEWHFTLKLWSR---D-KEK------NLEKF------DEVWQS
WP_096560478.1__1__[1..132] SSAVKQRVSRF--LEELLSYVLD--YR--S-----------------D-L---------------Q--V--------GY-R-W-E--DE--YSDRPKLIV------------------Q-AKRRFLE-KLAKLE----------------------------------------KQDHFY-----------------EIINR-L-----KDL--------------NLY----EER-----RGV-S--L--R------------GKDDWHFGLKLWSK---D-QQK------NLREF------DKEWEY
ODV35611.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_096537364.1__1__[1..125] GDDVKARVRLL--LDRLLAYAND--DI--E----------------------N--GE-RF-----K--I--------DF-N-W-Q--TP--K----QLVV------------------R-TQLRVLA-EL---------------------------------------G-GL-EKEQVR-----------------EALKA-L-----AEF-------------LGVL----EDL-----R-E-H--Q--R------------GSENWHFKLTLWCD-KGD-KDG------NLKKF------DKEWQR
KXS89920.1__1__[1..148] SETVKKQIRFL--LERLLTHVNN--ESSEQ---DYDY----WEK---------------------K--L--------SI-R-W-S--KD--AKKSTNLIV------------------Q-TELKVLV-NFCNEI-AHQ-----------------------RSG-----V-RL-TVDHMR-----------------NCLKI-L-----KEW--------------EIL----ADN-----R-A-K--T--Q------------GSLQWHFTLNLWSS---F-TEE------NLKKF------EEEWDK
WP_004158390.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--P---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLII------------------N-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_103113286.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_015133651.1__1__[1..145] GAVPKRRSQSL--LFALLDFAND--SL--D-A-DESQ----VDR-----L--------RD-----Q--I--------EA-Q-W-Q--SS--E----RLVI------------------R-TKLRYLQ-TLSRLA-TPD-------------------------------A-PL-TLPQIK-----------------TALKS-F-----TGF-------------LEIL----EDN-----R-T-I--T--R------------GSENWHFTLTFWGD-RWE-RDY------NIDCF------EQAWES
WP_012162691.1__1__[1..137] GPITRRRTQTL--LMGLVQFAND--SL--ELE-DEKI----LAG-----L--------RG-----T--I--------KT-Y-W-Q--TD--Q----RLVV------------------Q-TTARHLV-ALTQYL-E---------------------------------T-PL-TLAQVK-----------------AGLKH-L-----QTF-------------MGML----EDH-----R-T-S--Q--R------------GSDQWHFTLTLCHN-RWE-EAA------NQQSF------DQVWNQ
WP_002793843.1__1__[1..146] SDTVKEQLSLL--LRRLLTYVNG--EL--V---DQAY----WSD---------------------K--I--------IY-N-W-L--KY--DKPHPKLIV------------------K-TELKVLV-DFCNAG-TKK-----------------------TSV-----I-SL-TTIQMR-----------------NVLDV-L-----KDC--------------GIL----TDN-----R---T-NP--Q------------GSRQRHFTLNLWSS---F-TEE------NLWKF------EEEWDK
OUC12210.1__1__[1..140] GPTVQARARKL--LQAILEVVDQ--ND--R---------------GCG-L---------------K--F--------NA-D-W-A--EG--S--SPRLTI------------------E-TTLQALT-LIADPH-----------------------------------L-KA-NTPEFK--KAKNQTG--------EALGD-L-----RDF-------------VGIL----EDH-----R-T-Q--K--K------------GSDKWHFSLRLWGK---A-VER------NLEGF------DQAWES
WP_017308053.1__1__[5..141] GLKVRDWVKCL--FEAVLSYANE--EE---------L----WQK-----------NN-KL-----K--I--------NI-C-K-S--TE--T----EIRV------------------RNTTLEALA-ELTQKY----------S------------------G-----K-CL-SKDQLR-----------------AALTL-Y-L---KDF-------------LKIL----VDD-----R-G-S--K-TK------------GVKYWHFTLKLWKP---D-KTL------NLEEF------ERQWDS
WP_013334411.1__1__[1..136] GPTVKKRAKYL--VKLLLNYAVD--YP----F-NKKG----ISN-----L---------------E--L-----------R-W-E--EELDNNNSVKLVV------------------K-TKVIALE-HLTKTG-----------------------------G-----E-PL-NKTYII-----------------EVLKT-L-----KSL--------------NFL----IDN-----R-V-K--R--Q------------GKEDWLFTLNLWSR---D-QEK------NLELL------DTEWEK
WP_002731662.1__1__[1..147] SANVKKRILIF--LERLLTHVNK--ES--R---DHQY----WSN---------------------H--L--------SF-R-W-L--AE--GASHPKLIV------------------Y-TTLKILT-DFCHGI-TKQ-----------------------KLG-----A-AI-TVEQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GVANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_084227328.1__1__[1..106] --------------------------------------------------------------------M--------KF-K-W-E--AE--DSANPKLII------------------E-TTLVALE-YLTEKD-KHL-------------------------------G-KF-TKPQIR-----------------EALVL-L-----KDF-------------LKIL----EDN-----R-T-Q--T--K------------GVDSWHFTLKLWSK---D-KKK------NLDQF------EQAWEA
WP_019488179.1__1__[1..134] GDEPRERVRRV--LEAILDYKEN--NF--P------L----CDS-----L---------------S--L--------IC-N-W-K--EK--GTGTPQLLV------------------Q-GSIRDLL-KLTSQD-KYE-------------------------------K-RL-NDENVR-----------------QALHL-M-----ENF-------------LEIL----DDH-----R-VPP--K--R------------GKWKWHFTLSLWSK---H-KET------NLERF------TQEWQR
WP_030008012.1__1__[1..143] GKIPQGRSHTL--LFGLLDFAND--AL--D-A-DERQ----LDR-----L--------RT-----T--I--------KV-H-W-Q--SP--R----RLVV------------------Q-TKLRHLQ-TLTALT-T---------------------------------T-PL-TVPQLK-----------------TALKD-L-----ESF-------------LGIL----EDH-----R-T-T--I--R------------GSDTWHFSLNFWGD-RWA-RAE------NIQQF------NQTWAA
WP_072923463.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELKALE-MLTEKC-----------------------------G-----Q-KL-DSWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_024970136.1__1__[1..159] SDTVKEQLSLL--LRRLLTYVNG--ES--V---EQAD----WSDVNGESV--------EQADWSDK--I--------IY-N-W-L--KY--DKPHPKLIV------------------K-TELKVLV-DFCNAG-TKK-----------------------TSV-----I-SL-TTIQMR-----------------NVLDV-L-----KDW--------------GIL----TDN-----R---T-NA--Q------------GSRQRHFTLNLWSP---F-TEE------NLWKF------EEEWDK
GBE75368.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ESWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
OUL31133.1__1__[1..141] GPVIQKRVKRL--LAALLGFAAG--EF--A-------------------------ED-NL-----N--I--------EY-D-W-K--EE--DSPNPKLTM------------------K-TTLVTLE-LLTQKD-EYP-------------------------------G-KL-TKAQIR-----------------EALNL-L-----KDF-------------VKIL----EDN-----R-L-Q--T--Q------------GSDEWHFTLKLWST---E-KEK------SLKRF------DEVWQS
WP_002741317.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----ELKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ELWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFKITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_004158551.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ESWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
AKV70075.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ESWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_103112979.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ESWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_002753988.1__1__[1..141] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--E---KLLQV------------------K-TNVAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-H-ENEK--Q------------GCEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_002734926.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-ESWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_062437103.1__1__[1..143] GKIPQGRSQTL--LFGLLDFAND--AL--D-A-DKRQ----LDR-----L--------RA-----T--I--------KV-H-W-Q--SP--R----RLVV------------------Q-TKLRYLQ-TLTALT-T---------------------------------T-PL-TVPQLK-----------------TALKD-L-----ESF-------------LGIL----EDH-----R-M-T--I--R------------GSDTWHFSLNFWGD-RWA-RAE------NIQQF------NHTWAA
WP_024970310.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-RL-ELWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_065717502.1__1__[1..143] GKIPQGRSQTL--LFGLLDFAND--AL--D-A-DERQ----LDR-----L--------RA-----T--I--------KV-H-W-Q--SP--R----RLVV------------------Q-TKLRYLQ-TLTALT-T---------------------------------T-PL-TVPQLK-----------------TALKD-L-----ESF-------------LGIL----EDH-----R-M-T--I--R------------GSDTWHFSLNFWGD-RWA-RAE------NIQQF------NHTWAA
WP_002776852.1__1__[4..138] GDIPRQRTKYL--LNALLKFANY--EV--D------N----CEN-----L---------------A--I--------KF-S-W-I--NE--K----KLKI------------------Q-AELNALE-MLTEKC-----------------------------G-----Q-KL-DSWQIR-----------------DALTE-Y-L-N-EKF-------------LGIL----EDH-----R-L-N-----N------------QGKIRTFQITFWQR-GHD-ILT------NLRSF------DQEWAN
WP_008195853.1__1__[1..147] SDTVKEQLSLL--LRRLLTYVNG--ES--V---EQAD----WSD---------------------K--I--------IY-N-W-L--KY--DKPHPKLIV------------------K-TELKVLV-DFCNAG-TKK-----------------------TSV-----I-SL-TTIQMR-----------------NDLKV-L-----QEW--------------EIL----TDN-----R-Y-K-QA--K------------GAANLHFTLNLWHS---S-TEE------NLKKF------EEEWDK
WP_086684090.1__1__[1..173] DESVLDNALTL--IEALLQLSEQQSEN----L-----------------------QP-KP-----Q--L--------YV-D-W-E--AD-------KLRVTGYTTKLTSGRIARTVEVG-TKKEHLL-NCVKAV-----------------------------N-----K-SL-KLPQRK----RESGSNHSEREL-QEIQY-V-----FDS-------------LRELGLLAEDS-----N-K-T--R--K------------NQGYWKFTLTLKHQ-TAS-KQE------NLGVV------KQKWNE
CAO88965.1__1__[2..123] -------------FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
AKV65572.1__1__[2..123] -------------FEVLLDHAAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
ELS46145.1__1__[2..123] -------------FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLTLWAK-CGD-KTT------NLTKF------SEEWHK
WP_015211002.1__1__[1..132] GTDIRNRVWCF--IEALLTLEPQ--PE--N-------------------F--P------------D--I--------KI-H-W-E--KK--NTDRPELVV------------------D-TERRYLK-TY---------------------------------------T-KL-KPHEIT-----------------TVIHL-L---G-KHE-------------LNIW----DDR-----R-L-N--QN-Q------------GSEIGKFALKLWSF---D-KQK------NHEEF------KKLWEL
WP_012166552.1__1__[2..149] GEVPKKRTKRI--LRAILTFANG--NK--Q-------------------V--N--SY-RY-CLS-N--I--------QI-D-R-S--GP--K----QVTI------------------K-ATLKQLA-ELVSYS-DKL---------HVESSP----------------D-PL-TQWSLQ-----------------EALEH-L-----RLT-------------LGVF----SDI-----R-Q-K--R--Q------------GSKYWVFRLDLWFV-IED-QVG------NLAEF------DRKWER
CAO88994.1__1__[1..106] GETVEKRVKRL--FEVLLDHVAH--CQ----C-EDND----WGV---------------------K--L-----------A-L-G--EE--G---KLLRV------------------E-TNLAALV-RLAEQK-----------------------------G-----E-KL-TKDQVR-----------------DAISH-Y-L---ADY-------------LGIL----RDE-----R-F-K--Q--Q------------GSEEWRFSLT-----------------------------------
WP_096543002.1__1__[1..170] DDSVKENTLYL--VEALLRHADEKFED----E-----------------------EL-KT-----V--V--------YV-E-WIT--EN-------KLRVTGKKVKQVSGKRSRTDEVG-TRKEYLL-DLVTKA-----------------------------G-----K-TL-KSPELK----NKASTTLQD-KL-NEIQT-A-----LDC-------------LKELGL--RED-----E-K-S--A--K------------NQGYWKFKLTLKHQ-TAT-EEE------NLDAV------RRSWRE
WP_063825654.1__1__[2..148] GEVPRKRTKRI--LRAILTFANG--NK--Q-------------------V--N--SY-RY-CLS-N--I--------QI-D-R-S--GP--K----QVTI------------------K-ATLKQLA-ELVSYS-DKL---------HVESSP----------------D-PL-TQWSLQ-----------------EALEH-L-----RLT-------------LGVF----SDI-----R-Q-K--R--Q------------GSKYWVFRLDLWFV-IED-QVG------NLAEF------DRKWER
WP_052490005.1__1__[8..157] -KAGKENARIL--VEALHSLADG--DL------DNLDDFSYFET---------------------T--V--------KH-H-W-E--ET-------NLWV-------------T----K-TTLRHLS-NLTDKR-----------------------------G-----Q-KV-EPEQIR-----------------NALHC-------LEA-------------LGIL----EDK-----R-R-A--S--NSKT-------ITGTREWCFVLKLLNG---D-KQE------NLDRLFGKRGEEGEWER
WP_089126521.1__1__[1..168] DESALENVLSL--VEALVQLSQE--QD----C-----------------------ES-KL-----P--L--------CV-V-W-E--AD-------KLRITGYETKNTRVNRSKTTEVG-TKQEYLL-NQIKDA-----------------------------G-----K-SL-KLPPQK----AESSVSQKEREL-QEVQT-A-----LDW-------------LKELKV--RED-----E-R-A--R--K------------NQGYWKFTLTLKHQ-TAT-IKD------NLEVV------KQKWKQ
WP_069969678.1__1__[1..135] GLDSQVKVQQL--LEVLLDSVDG------------------TDV---------------------K--L--------DA-R-W-D--EQ----ATALLGV------------------E-TTLETLR-VLVYGK-QPV-------------------------S-----K-TV-KTNQRK----QIG----------ECLTH-Y-L---GKF-------------LGIL----QDR-----R-V-K--K--Q------------GSSRWIFSLQLWSR---D-KDE------NLRQF------RELWCK
WP_089091270.1__1__[1..165] DESLLENVLIL--VEALMELSELQPEN----L-----------------------QP-KP-----P--L--------YV-Q-W-E--AD-------KLRVTGYETRSTRGKIARKVEVG-TKKEDLL-KLVTTV-----------------------------G-----K-TL-KLPQRQ----KESGSSQPEREL-QEVQY-F-----LDS-------------LRELGLLTEDG-----R-N-T--R--K------------NQGYWKFTLTLKHQ-TAS-KEE------NLEVV------KQKWNE
OCQ98805.1__1__[20..156] -DAGKENAKIL--LNALLSFVEN------------------VGE-----------SR--------D--I--------KA-D-W-Q--DD--H----QLWV-------T----------H-STLEGLA-KLT--------------------------------------S-SL-ETEAIR-----------------NALNC-------LKA-------------LDIL----EDK-----R-E-A--TNTK-TR-------T-NSKVWRFAVKFPSI---D-KET------NLNWL--FKS-DGEWDQ
WP_088242184.1__1__[1..138] GDDKCEQAWNL--INTLLQVRGT--SQ--G---NYHE----VDE--CI-I--------KY-----Q--------------E-W-G--KD-TQTGKPYIIV------------------E-ASLAALS-RLSKRV--------------------------------------L-TIEQIR-----------------ESLNE-H-L-S-ERF-------------LGIL----QDR-----R-T-S--K--A-GR---------GASKWQFSLQLWSI---D-GEI------NYREF------KALWQE
WP_083821929.1__1__[23..193] NATTKNNVFKL--VEALLALADE--EI--A-V------P--GDK-----L--------KA-----T--F--------NV-E-W-V--KE--D----ELLV--------SGKFQQK-R-N-KQTKIVE-GITKED----------L-WTLVECF----------G-----K-AL-ELSQPK--D-EKNV-DNAQRRG-EAIQD-V-LDC-LKD-------------LGIL----ILE-----P---S--A--R------------NQGFWKFSLKLDHQ-T-K-PKK------NLEVI------EKQWQE
EGK87088.1__1__[9..179] NATTKNNVFKL--VEALLALADE--EI--A-V------P--GDK-----L--------KA-----T--F--------NV-E-W-V--KE--D----ELLV--------SGKFQQK-R-N-KQTKIVE-GITKED----------L-WTLVECF----------G-----K-AL-ELSQPK--D-EKNV-DNAQRRG-EAIQD-V-LDC-LKD-------------LGIL----ILE-----P---S--A--R------------NQGFWKFSLKLDHQ-T-K-PKK------NLEVI------EKQWQE
WP_086834686.1__1__[1..129] GPVIQKRVKRL--LAALLGFAAG--EV--E-------------------------ED-NF-----N--I--------EY-D-W-K--EE--ESANPKLTI------------------K-TTLVTLE-LLTLKD-KDP-------------------------------G-KL-TKTQIR-----------------EALNL-F-----KDF-------------VKIL----EDN-----R-I-H--T--Q------------GYDDWHFTLKLWSR---D-KEK------NLNRF------DEVWQS
WP_084177824.1__1__[1..161] DKSVLDNVLSL--VEALLQLSVE--QD----C-----------------------ES-KL-----P--L--------CV-V-W-N--AN-------KLRITGYKSQQTRGNRPKTTEVG-TKKEYLL-NQITKA-----------------------------G-----K-TL-KPSPKK----AESNVD----EF-DELQI-A-----LDW-------------LNDLQV--LGD-----K-Q-V--K--K------------NPGYWKFTLTLKHQ-TAT-IKE------NLEVV------KQKWKE
WP_096832187.1__1__[9..169] NATTKNNVLKL--VEALLALADG--EI--A-V------P--GDK-----L--------KA-----T--F--------NV-E-W-V--KE--D----ELLV--------SGKVQEK-R-K-NRTQTVEKGITKED----------L-WTLVECL----------G-----E-AL-ELSQPK--D-EEKV-DNAQRKA-NAIQD-I-LDC-LKD-------------LDIL----DPK-----P---S--A--K------------TQGFWKFSLKLKHQ-TAR-KED------NLKVI------DEQWKI
WP_096599619.1__1__[1..146] GEEPLKRAKHL--IKFLLGYNNN--QR--D-----------------------------------S--L--------LV-QAW-R--KI--DSNRPELDI------------------Q-TRLLNLA-WLLNQD------------SNIKSKH----DSR---------L-KK-EKEEIQ-----------------SIIDR-------LKT-------------LDIV----REN---S-T-S-S--D--K------------RKGIRNFTFILWHS-S-K-EQE------NLTQL------ELTWRN
WP_015199254.1__1__[23..161] -DAGRKQAKIL--LRALLSFVEN------------------SEE-----------LK--------D--C--------KA-D-W-Q--AG--T----ELWV-------T----------H-STLEGLA-ELTKRY---------------------N-------------D-SL-EPEAIR-----------------NALNC-------LIS-------------LKII----EDK-----R-G-Q--TNAK-TR-------T-NSKVWLFALKFPSI---D-KEE------NLNWL--FKQ-GGEWDK
WP_019496774.1__1__[24..182] DESVLENALSL--VEALLQLSEH--QL----E-----------------------DL-KL-----P--L--------IA-K-W-E--ND-------KLRITGFDTKKTNAKASRTVELG-TKKEYLL-KQIQEA-----------------------------G-----K-TL-KCPKHK--------------EL-EEIQT-V-----LDL-------------LSELGV--RQD-----N-K-S--A--K------------NKGYWKFAIALKHQ-TAT-VQE------NLEVV------KHKWKE
WP_096564600.1__1__[23..168] -DAGREQAKIL--LSALLSLVED------------------LGE-----------SE--------D--C-ADLEKRVKV-N-W-Q--AD--T----KLWV-------T----------Y-STLESLA-ELTRRY---------------------G-------------D-SL-DTEKIR-----------------NALLC-------LNA-------------LKII----DDK-----R-E-Q--ISAT-TR-------T-NSKVWRFALSFPSI---D-TEE------NLNWL--FES-DGEWDK
WP_079679980.1__1__[1..145] GDTALKQAKHL--IKFLVRYNNT--NR--D-----------------------------------H--L--------SA-E-W-R--NE--NSVRPELEV------------------R-TTLVDIA-WLLDEK------------H-IKSNR----DPK---------A-KV-EGEKIR-----------------DIITR-------LKK-------------LGVV----KEE---S-S-Y-Q--G--K------------SKGIRHFTFILWHT-S-S-PEN------NCIQL------ELAWVN
WP_081656222.1__1__[1..168] DKSALENVLSL--VEALLQLSQK--QD----C-----------------------ES-KL-----P--L--------CV-V-W-E--AD-------KLRITGYEIRQTKGKRSTTIEVG-TKKQYLL-NQIKDA-----------------------------G-----K-SL-KLPPPK----EKSFTSDKEREL-QEVQT-A-----LNW-------------LWNLGL--REP-----E-K-A--A--N------------NQGYWKFTLTLKHQ-TAT-IKE------NLEVV------KQKWKE
BAY16612.1__1__[22..158] -DAGKENAKIL--LDALLSFVED------------------VGE-----------SR--------D--I--------KA-D-W-Q--DN--H----QLWV-------T----------H-STLEGLA-ELT--------------------------------------N-SL-DTEAIR-----------------NALNC-------LIA-------------LGIL----EDK-----R-E-A--TNSR-TR-------T-NSKVWRFVVKFPSI---D-REA------NLNWL--FCS-GGEWDK
WP_096585111.1__1__[1..137] -DAGKENAKIL--LDALLSFVED------------------VGE-----------SR--------D--I--------KA-D-W-Q--DN--H----QLWV-------T----------H-STLEGLA-ELT--------------------------------------N-SL-DTEAIR-----------------NALNC-------LIA-------------LGIL----EDK-----R-E-A--TNSR-TR-------T-NSKVWRFVVKFPSI---D-REA------NLNWL--FCS-GGEWDK
WP_062291095.1__1__[20..156] -EAGKENAKIL--LNALLSFVED------------------VGE-----------SR--------D--I--------KA-D-W-Q--DD--H----QLWV-------T----------H-STLEGLA-KLT--------------------------------------S-SL-DIEAIR-----------------NALNC-------LKA-------------LDIL----EDK-----R-E-A--TNTK-TR-------T-NSKVWRFAVKFPSI---D-KET------NLNWL--FKS-DGEWDQ
WP_006514879.1__1__[1..153] SKNAQILAKKL--LTKLIAYANY--QY--P---EDVY----LPS-----------ES--------K--I--------ST-R-W-V--RN--KSSYPQLIV-----R------------S-KRLDYLI-ELVEGA-PIK------D----RDRL------------------KV-LKDQMR-----------------NVVRV-L-----EQH-------------LGIL----EDN-----R-T-K--R--Q------------GSSEWLFTITLWSD-A-S-IED------NLYCL------EARWNE
WP_071783079.1__1__[10..134] GVGVKYWVKGL--FKVLLELAEE------S-----------------------------------E--------------K-W-P--SA--N----TVII---------ENL------K-IDIFCEN-KVKGRV-KRQ---------------------------DK--Q-SI-TPEQVK-----------------EALNH-Y-F---SEF-------------LEIL----EDK-----R-K-V--K--K-GR---------GADVWEFKLTLWCE---D-LNG------NLECF------DQRWEA
WP_041565226.1__1__[1..167] DESALENVLSL--VEALLQLSVE--QD----C-----------------------ES-KL-----P--L--------CV-V-W-N--AD-------KLRITGYKSEQTRGNRSKTTEVG-TKKEYLL-KLIKDA-----------------------------G-----K-TL-KLPQQK----AEPNVSQKEREL-DELQT-A-----LDW-------------LKELGV--RED-----Q-K-S--T--K------------SQGYWKFTLTLKHQ-TAT-IKE------NLEVV------KQNWKE
EAW36096.1__1__[6..140] -KLGKQNARIL--VQALNSLANG--QL------DDTN----LRK---------------------Q--V--------QV-E-W-D--GN-------HLWV-------------K----K-TTLQALS-KLTQEW-----------------------------G-----E-KI-DTDKIR-----------------NAIKC-------LEK-------------LGFL----EDK-----R-S-K--N--NSKT-------QTGSKEWKFMLKLVDT---E-PQK------NLDWLFGKEGELGAWDL
WP_006098040.1__1__[1..122] GRIVQENAKRI--LAALLDVADG--TL--E-----------RQN-----------ST-KK-----P--L--------TV-R-P-Q--TD-----PPGLFV------------------T-CTIPSLV-ELTEND-QAE-------------------------------G-GL-TYAKVE-----------------SAIKF-------LEV-------------FGIV----------Q-R-P-D--N--Q------------QGSTQQLTIRLWET---D-KQK------NLIRF------DAE---
WP_039896471.1__1__[7..134] ----KQNARIL--VQALNSLANG--QL------DDTN----LRK---------------------Q--V--------QV-E-W-D--GN-------HLWV-------------K----K-TTLQALS-KLTQEW-----------------------------G-----E-KI-DTDKIR-----------------NAIKC-------LEK-------------LGFL----EDK-----R-S-K--N--NSKT-------QTGSKEWKFMLKLVDT---E-PQK------NLDWLFGKEGELGAWDL
WP_073636604.1__1__[30..169] -EAGKEHARIL--LESLLRSVEE----------------G-EGE-----------SK--------D--L--------KA-N-W-Q--ED--T----QLWV-------T----------Y-STLKGLA-ELTKKY---------------------S-------------NQSL-NTENIR-----------------NALLC-------LQV-------------LNIV----EDK-----R-E-E--INSK-TK-------T-NSKVWRFVLKFNSI---E-TQQ------NLEWL--FKE-NGEWDK
BAY44328.1__1__[4..143] -EAGKEHARIL--LESLLRSVEE----------------G-EGE-----------SK--------D--L--------KA-N-W-Q--ED--T----QLWV-------T----------Y-STLKGLA-ELTKKY---------------------S-------------NQSL-NTENIR-----------------NALLC-------LQV-------------LNIV----EDK-----R-E-E--INSK-TK-------T-NSKVWRFVLKFNSI---E-TQQ------NLEWL--FKE-NGEWDK
WP_051092681.1__1__[24..185] NATTKNNVLKL--VEVLLTLADE-EEV--T-I------P--PDK-----L--------KV-----N--L--------QV-E-W-V--TE--N----QIEV--------SGTIQQKQR-G-KRTKTVEKGITKDD----------L-WTLAECL----------E-----K-CL-DLPKPK--D-ETQV-DYSEQRK-NAVQD-V-FDC-LKD-------------LGVF----EDK-----R---Q--A--K------------NSPYWKFRLKLQHQ-T-A-GKE------NLQVI------EEHWQL
WP_051502997.1__1__[1..165] DKSALENVLSL--VEALLQLSEQ--QD----C-----------------------ES-KL-----S--L--------CV-V-W-E--AN-------KLRITGYEIKKTTGNRSKTTEVG-TTKEHLL-NQIKNA-----------------------------G-----K-TL-KLPRQK----AESSVSEKEREL-QELQT-A-----LDW-------------LWKLGV--REP-----Q-K-A--A--N------------NKGYWKFTLTLKHQ-TAT-IKE------NLEVV------RQKWKE
WP_083625766.1__1__[10..147] GVGVKYWVKGL--FKVLLELAEE------S-----------------------------------E--------------N-W-L--ST--N----TVII---------ENL------K-IDIFCEN-KVKGRV-KRQ---------------------------DK--Q-SI-TPEQVK-----------------EALNH-Y-F---SEF-------------LEIL----EDK-----R-K-V--K--K-GR---------GADIWEFKLTLWCE---D-LNG------NLECF------DQKWEA
WP_096657495.1__1__[6..167] GPDKKEQVKNV--LKVLLDFANE--KQ--E---VFLE----YQN-SSS-I--F--DI-QN---K-Q--F---FP---KS-N-W-Q--KI--D---KKLIF------------------N-TNLEQIL-QLLKYH-ENT-SEI--Q-RDAKHNL------------------YI-NESKLR-----------------EILGH-Y-L-G-KDF-------------LGIL----EDN-----R-A-R--K--Q------------GASSWNFSLLLYSE---D-TDM------NMEQI------DKRWKE
WP_015206263.1__1__[1..128] GPGSKKLVWDF--VETLFTRGDN------------------LPG-----F---------------K--I-----------H-W-E--KE--NANRPELVV------------------N-TQRRVLN-NL---------------------------------------D-SF-TKNKIG-----------------TVIKL-------LEE-------------LEIW----DDR-----R-L-N--Q--K-Q----------GSDKGKFALKLWSL-T-D-VET------NRKEF------EVLWEA
WP_015148075.1__1__[13..153] GEIPQQRVRRF--LEVLLSSRND--SP--E-------------------I------------------L--------QI-E-W-Q--KS--QADRHRLWV-KY-----------------TTKANLV-KLMTGM-PYP-------------------------------S-EK-KKAEIQ-----------------DAIAH-------LEE-------------LQIL----TDL-----R-P-V--K--T------------GPKAENLSFYLELP-SQD-PTR------IMQFI--F---QEKWFK
WP_023064720.1__1__[6..140] -KSGKQNAKIL--VAALNGLANG--QL------DDTN----LDK---------------------E--V--------RV-E-W-D--GN-------HLRV-------------K----K-TTLQGLS-ELTQEW-----------------------------G-----E-EI-DTEKIR-----------------NAIKC-------LDK-------------LGFL----EDK-----R-S-K--N--NSKT-------QTGSKEWRFMLKLVDR---E-PQK------NLDWLFGKEGELGEWDI
KJH71579.1__1__[1..127] GDKSMNRAVRL--LTAFMNCVEK--EE--K-----------------------------------G--V--------KM-R-Y-N--TE--K--QPYLSV------------------E-ASLYQMK-QWVMTD-------S--L------------------------G-EF-SEEQIR-----------------ETISF-----S-FEY-------------VKII----TNK-----K-V-K--R--S-GK---------YPVIWTFDLKLWSV---D-AKK------NSQAF------TENWKV
WP_052754438.1__1__[1..159] DDSVLENAIAL--VAALLELGEQ--EL----G-----------------------DV-KA-----P--L--------VV-R-W-E--NH-------RLRVTGYTTKQISGKRSRTSEVG-TTKQDLL-TQIKAA-----------------------------G-----K-SL-KCPKNM-----------QLKEL-DEIQI-V-----LDS-------------LRKLGL--FED-----E-R-L--R--K------------NAP-WKFSLTLKHQ-TAT-IEA------NLEVI------KRKWRE
OUC14900.1__1__[1..120] GDTKRQQAWQI--VKALIERVET------S----------------------------RG--------V-----------E-W-F--PS--E---TAVVL--------------------QVEVSLS-DLGKWS-------------------------------------GL-SIDKVR-----------------ESLTQ-H-L-N-ENF-------------LNIL----IDQ-----R---E--Q--K-AG-------R-GAEQWKFQLRLWST---I-IQE------NQRQF------NNTWQQ
WP_006669967.1__1__[15..159] GESAEDLQDRLDFVAALLAWDDK--EI--T-I------P--PDS-----L--------KA-----Q--F--------EL-E-W-V--KE--D----ELRV--------SGIL-EQ---K-QRNGQIK-RIEKGI-TKK---E--L------------------G-ILL-E-TY-RQKPIL----EAARDELIQ----NALAC-------LRD-------------LGIL----KEH-----E---S--A--K------------NQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_096659047.1__1__[1..162] GLLAKKYAENL--VEALLKLAYE--ED--K-----------IYS-----T-----TE--------E--I--------KA-E-W-I--GR--N----QLQV-TGIILDDKRKKFEV---G-TTLRALR-NLVQTN-NQQ-LIA--F-TEANA--------KSQTE-EYI-E-KY-IIEQVR-----------------NSIRY-------LEE-------------LKLL----KDQ-R-L-R-N-Y--K--G-KV-------A-GKPYWKFKLINLNS-NAT-LEE------NLYKV------RQKLE-
WP_096607466.1__1__[1..160] GETHQRNVLSL--VKALLMLSNQ--EL--T-----------PEE-----P--A--AS--------A--V--------KV-Q-W-V--TD--N----QLQV--TGENKIKNKIVA----G-TTKHALW-ELAEKT-DNS-L----Q-LPQRQHE----------N-----A-GV-NTEQRK--A--------------EVVQN-V-FEY-LEY-------------LEMW----KDE-----R-P-E--N--K-K----------NTRYWIFTLTLKHK-DAS-IPE------NITVV------QEKLQ-
WP_079679999.1__1__[1..180] NKTTLNNVLKL--VKALLPLADD-KEI--A-V------P--GDK-----L--------KA-----T--F--------CV-E-W-V--KE--D----ELLV--------SGKVQET-R-R-NRTQTVEKGITKKD----------L-WTLVEYL----------G-----E-AL-ELSPPK--D-EKNKPPEADRKD-NAIQD-I-LDC-LKD-------------LDIL----VEETIKGKP---T--V--K------------THGFWKFSLKLKHQ-TAE-IKD------NLKVI------EERWQI
WP_006624703.1__1__[15..159] GESAEDLQDRLDFVAALLAWDDK--EI--T-I------P--PDS-----L--------KA-----Q--F--------EL-E-W-V--KE--D----ELRV--------SGIL-EQ---K-QRNGQIK-RIEKGI-TKK---E--L------------------G-ILL-E-TY-RQKPIL----EAARDELIQ----NALAC-------LRD-------------LGIL----KEH-----E---S--A--K------------NQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_015147551.1__1__[14..169] GESTDDLKDRLDFVAALLALADD--EI--T-I------P--PDK-----L--------KA-----Q--F--------KL-E-W-VKTKA--D----ELRI--------SGFI-EQ---K-QRNGQIK-PIEKGI-HRD---D--L------------------G-VLL-E-TY-RNTTIL----KAARKEIIQ----NALDC-------LRD-------------LGIL----KEH-----E---S--A--K------------NQGYWKFSLCLKHE-T-AKKEE------NLQVI------QDKWNK
WP_008050000.1__1__[15..159] GESAEDLQDRLDFVAALLAWDDK--EI--T-I------P--PDS-----L--------KA-----Q--F--------EL-E-W-V--KE--D----ELRV--------SGIL-EQ---K-QRNGQIK-RIEKGI-TKK---E--L------------------G-ILL-E-TY-RQKPIL----EAARDELIQ----NALAC-------LRD-------------LGIL----KEH-----E---S--A--K------------NQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_017309350.1__1__[7..133] -DAGRTQAEIL--LRALLSFVEN------------------PEE-----------SE--------D--C--------KA-D-W-Q--AG--T----ELWV-------T----------H-STLEGLA-KLT--------------------------------------K-SL-NAEEIR-----------------NALNC-------LIR-------------LKIL----EDK-----R-E-Q--TNAR-TR-------T-NSKVWRFAVKFPSI---D-KEK------NLKWL--FDR-DGKWYK
WP_096731534.1__1__[4..165] SQSVLDNALIL--VEILLKISTQ--QQ--S---DNLL------------L--------KP---T-T--Y--------VY---W-K--ST--N----ELRV--TGWTQNRKTYDEK---G-TKLEYLL-QLIEDE-----------------------------G-----K-KL-TPHKKR----DGSDGKPK-----EALQI-A-----LDF-------------LFRL-GV-RKE-P-P-K-S-P-----G-F----------NHGWWKFTLILENQ-TKT-TEE------NLQVI------KQKWNE
WP_096726455.1__1__[1..160] GERSKLNVLSL--VKALLILSKK--EL--L-----------LEE-----L--A--AS--------A--V--------KV-E-W-V--SD--K----ELQV--TGKYQAKNKTVE----G-TTKQALW-ELAEKT-NNS-L----L-LPQRQRE----------N-----A-SV-NTEQRQ--A--------------EVVQN-V-FEY-LEN-------------LGIW----KDE-----R-P-E--N--K-N----------NTRYWIFTLNLKHK-DAS-IEE------NLRVV------QEKLQ-
KST63869.1__1__[1..167] GLLAKKYAENL--VEALLQFASK--QN--Q-----------SYS-----V-----MQ--------E--I--------KV-E-W-I--GK--N----QLLV-TGVSIDKKGKKCE----G-TTLKVLQ-DLIQNN-NPQ-LIT--S-TRAKI--------KAKSE-KDI-E-RY-IIEHIR-----------------NSIRY-------LEE-------------LKLL----KDQ-R-P-R-N-R--E--G-KV-------A-GTPYWTFKLINLKD-NGT-LEE------NLEKV------RKKLEI
WP_068789484.1__1__[15..160] GESAEDLQDRLDFVAALLALADE--EI--A-I------P--PDK-----H--------KA-----Q--F--------KL-E-W-V--KA--D----ELRV--------SGIL-EQ---K-QRNGQIK-RIEKGI-TKK---E--L------------------G-VLL-E-TY-RQKPIL----ETARDELIQ----NALAC-------LRD-------------LGIL----KEH-----E---S--A--K------------NQGYWKFSLFLKHQ-T-APREE------NLQVI------RDAWKE
KDR56649.1__1__[31..176] GESAEDLQDRLDFVAALLALADE--EI--T-I------P--PDS-----L--------KP-----Q--F--------NL-Q-W-V--KE--D----ELRV--------SGIVVEP---K-QRNGQIK-RIENGI-TKK---D--L------------------G-VLL-E-TY-RCTKIL----ESARDELIQ----NALSC-------LRD-------------LGIL----KEH-----K---S--A--K------------TQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_035737013.1__1__[15..160] GESAEDLQDRLDFVAALLALADE--EI--T-I------P--PDS-----L--------KP-----Q--F--------NL-Q-W-V--KE--D----ELRV--------SGIVVEP---K-QRNGQIK-RIENGI-TKK---D--L------------------G-VLL-E-TY-RCTKIL----ESARDELIQ----NALSC-------LRD-------------LGIL----KEH-----K---S--A--K------------TQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_014276969.1__1__[15..160] GESAEDLQDRLDFVAALLALADE--EI--T-I------P--PDS-----L--------KP-----Q--F--------NL-Q-W-V--KE--D----ELRV--------SGIVVEQ---K-QRNGQIK-RIENGI-TKK---D--L------------------G-VLL-E-TY-RCTKIL----ESARDELIQ----NALSC-------LRD-------------LGIL----KEH-----K---S--A--K------------TQGYWKFSLCLKHQ-T-K-REE------NLQVI------RDKWKE
WP_015195688.1__1__[2..145] SEILKQEVRNL--LNNLLKYDSQ--KN--P--------P--LKS---S-L---------------K--L--------KT-K-W-H--QT-------SLKV-----DTTLDSLLN----A-KIFELIE-TFSSSP-NDK---P---------------------S-----N----SKDRLR-----------------YLLKE-I-L---EEK-------------LKLL----EDK-R-V-K-N-D--K--G-TY-------R-GIKNWIFTLKLWHS-----PEELAYIERNLRAF------EQHWYT
GBE94745.1__1__[28..168] ----------------------K--QD----C-----------------------ES-KL-----P--L--------CV-I-W-N--AD-------KLRITGYKSEQTTGNRSKTTEVG-TKKEYLL-NQIKNA-----------------------------G-----K-SL-KLPRKK----AESNLSQKEREL-QELQN-A-----LDL-------------FKELGV--RED-----Q-K-T--A--K------------NQGYWKFTLTLKHQ-TAT-IKE------NLEVV------KQKWKE
BAZ43443.1__1__[20..172] SSIVKQELIKF--LTNLLNYERE--KK--S-----------LSA-----T--------SP-----T--I--------EI-K-W-K--EK-------DLIV------------------R-TTLQDLV-SAKIFE-PTQ--------YCLTS------------S-----K-SK-YNDRVR--Y--------------LLLKI-L-----KDK-------------LEIL----EDQ-----R-T-K--N--N-NRSKSDSSAK-GSKYWKFTLKLWYS-PKE-LSY--IER-NIIAF------NGCWHD
WP_096723578.1__1__[1..153] SSIVKQELIKF--LTNLLNYERE--KK--S-----------LSA-----T--------SP-----T--I--------EI-K-W-K--EK-------DLIV------------------R-TTLQDLV-SAKIFE-PTQ--------YCLTS------------S-----K-SK-YNDRVR--Y--------------LLLKI-L-----KDK-------------LEIL----EDQ-----R-T-K--N--N-NRSKSDSSAK-GSKYWKFTLKLWYS-PKE-LSY--IER-NIIAF------NGCWHD
WP_088242861.1__1__[2..160] GEKHLQNSCHF--VEVLLELAYA--DI------DTQM----HDS---E-L--K------------E--V--------QV-K-W-I--YD--D----TLEI--TGTSFDKKKKPKE---G-TTLNALL-ELVKKH----------K------------------------S-NF-PESHIR-----------------NSINL-L-N-S-IPYDVNQQTCSRNAREMYLM----EED-----D-L-P--T--K------------SQGIRKFTLRLKGK-----DEG--IQG-NLQYI------KEKIEN
WP_027844676.1__1__[1..181] SDLAKEYVRTL--VKALLKLASN--PN--T-----------DDS-----V-----QQ--------E--V--------KV-E-W-I--YD--N----QLQV-TGVSVDKKGKEHE----G-TTLKALL-QLIEQN-NPQ-LIA--K-TKAEAEKKGENTGKAKTQ-KQI-D-DY-IIDKVR-----------------NSIRY-------LQE-------------LKLL----EDL-R-P-E-T-Q--K-------------S-NSPYWKFKLVNLKYEQTK-IEQ------HLKYI------EEKLGI
WP_045054959.1__1__[1..117] ----MNRAVRL--LTAFMNCVEK--EE--K-----------------------------------G--V--------KM-R-Y-N--TE--K--QPYLSV------------------E-ASLYQMK-QWVMTD-------S--L------------------------G-EF-SEEQIR-----------------ETISF-----S-FEY-------------VKII----TNK-----K-V-K--R--S-GK---------YPVIWTFDLKLWSV---D-AKK------NSQAF------TENWKV
WP_094673236.1__1__[105..227] GNISLKRAKKL--IEFLINYSQT------N---DEGG----------------------------K--L--------ST-E-W-I--ER--NSDRPQLQI------------------T-TNLRELA-CLLNSE-ISS------K------------------N-SNQ-A-NQ-QKNQIR-----------------DTINR-L-K-K-----------------LEIV----TEN---S-E-A-S--D--K------------SKGIRSLIFSLWDS--YK-KEE------NLVQL-E----------
WP_019494260.1__1__[1..118] GEKPLERAKLL--IKFLLNYDGK--EA--D-----------------------------------N--L--------LL-E-W-H--KK--DSNRPELKI------------------K-TTLKNLA-LLLNSD------------F-IKSKY----DFR---------L-KK-EIQEIQ-----------------STIDR-------LKD-------------LGVI----EEQ---S-E-S-S--E--K------------SKGIRRFTFFIWHS-N-K---------------------------
WP_048872260.1__1__[36..176] GTAYKEPAWWL--IKALFLQADA--EA--S---GEAA-E--FAG-----I---------------Q--I------E-RV-N-W-G--TN--GEQNPKLEI----------------R-H-ASSETLF-ALIKRW-NLN---E--Y--------------K---N-FKY---KL-HPEKIG-----------------EILTQ-N-L---EKH-------P-----LKIY----KSL-----K---N--P--H-SG-------S-KPGDRQFSLELWSI---N-LEK------NKKRF------EEEWKN
WP_082650648.1__1__[3..154] ---AKKYAENL--VEALLKLASN--QN--N-----------FYY-----I-----EK--------E--I--------EV-E-W-I--CS--N----QLYV-TGFTLDKKGNTSES---G-TTLKALL-GILKRN-NQK-LIT--D-TEAKV--------EGKSE-KEI-E-KY-IIEQIR-----------------NSIRY-------LEE-------------LELL----QDQ-R-P-R-N-H--N--G-KV-------A-GKACWKFKLINLKDKNVT-LEV------NLNKV------REK---
WP_054466473.1__1__[16..124] GKIPRERVSRF--LQVLLDSRNY--SP--E-------------------L------------------L--------QV-E-W-Q--VG--QRDRYRLLV-HY-----------------TTKANIV-KLMTKM-PYP-------------------------------S-EK-KKAEIQ-----------------DAIAH-------LEE-------------LQIL----TDL-----R-Q-V--K--T------------GAKAEKLSLYL----------------------------------
OCR00910.1__1__[10..151] GEEAKLQTRLL--LENLLAAAEG--QL--------------PEK-----L--D-----RP-----K-------P------K-W-E--GE--T---NNLAV------------------K-TTMLELK-RLMEHR-GYY------F-STIKNFQ----TP----A-EK--E-TY-IPQALR-----------------DTIER-------LKL-------------LRIL-IA-PDQ---------------S------------GQRTLNYRLEFLSR---D-RKE------NLEHF------DKCWKE
WP_096606161.1__1__[1..134] -KTVQVDAELL--VSSLLAYVTN--TI--N-----------EPK-----------GQ--------K--I--------LI-Q-C-E--PD--T----DIRV------------------K-AEPAHLA-RLIDIF-LAS------L------------------------S-SL-SSDQQN-FH-ELTITEKSKKLK-NTIQC-L-I----------E--------LGIA----KDK-----R-E-E--R--D------------NTTKRHFVITFPHN---------PL---NYQNV--SAN-------
WP_086756662.1__1__[1..130] DESVLGNALTL--IEALLQLSEHQSEN----L-----------------------QP-KL-----Q--L--------YV-D-W-E--AD-------KLRVTGYTTKLTSGRIARTVEVS-TKKEHLL-KCVKAV-----------------------------N-----K-SL-KLPQRK----RESGSNHSEREL-QEIQY-V-----FDS-------------LRELRLLAEDS-----N-K-T--R--K------------N--------------------------------------------
WP_086836746.1__1__[1..130] DESVLGNALTL--IEALLQLSEHQSEN----L-----------------------QP-KL-----Q--L--------YV-D-W-E--AD-------KLRVTGYTTKLTSGRIARTVEVS-TKKEHLL-KCVKAV-----------------------------N-----K-SL-KLPQRK----RESGSNHSEREL-QEIQY-V-----FDS-------------LRELRLLAEDS-----N-K-T--R--K------------N--------------------------------------------

================================

EAD5

WP_037793998.1__1__[1..136] AYLPSEEVVRLSDAA-------LEAGLADPVVRTLLFDGIMPKYRG-TLP-L--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
OKI28156.1__1__[1..136] AYLPSEEVVRLSDAA-------LEAGLADPVVRTLLFDGIMPKYRG-TLP-L--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
WP_051832458.1__1__[1..136] AYLPSEEIVRLVDAS-------LEAGLADPSVRRLLLDGIMPKYRG-TLP-L--IA-APG--M-QVHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--QTV--E-AGPLAV-FQR------ALDEVAR----DAA-G---E--P-------DVPAALPAG--ET--KEEI----------IHRDDTVPFEFL
KOY56727.1__1__[1..136] AYLPSEEIVRLVDAS-------LEAGLADPSVRRLLLDGIMPKYRG-TLP-L--IA-APG--M-QVHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--QTV--E-AGPLAV-FQK------ALDEVAR----DAA-G---E--P-------DVPAALPAG--ET--KEEV----------IHRDDTVPFEFL
WP_073446241.1__1__[2..135] AYLSPDQILQLRDAA-------LESGLTDPGVRPLLFDGIMPRYRG-TLP-M--LA-APM--H-QLHSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AEPLKV-FQR------ALDEVAR----RAG-G---E--P-------DILADRPAP--EI--KEQI----------VHRDDTVPIGFL
WP_102923416.1__1__[2..135] AYLSPDQILQLRDAA-------LESGLTDPGVRPLLFDGIMPRYRG-TLP-M--LA-APM--H-QLHSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AEPLKV-FQR------ALDEVAR----RAG-G---E--P-------DILADRPAP--EI--KEQI----------VHRDDTVPIGFL
OKI52125.1__1__[1..136] AYLPSEEVVRLSDAA-------LEAGLADPAVRTLLFDGIMPKYRG-TLP-L--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
WP_100601623.1__1__[2..135] CYLSQDEILRLRDAA-------LESGLTDPTVRPLLLDGIMPKYRG-TLP-M--LA-APM--R-QLHSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AEPLKV-FQR------ALDEVAR----HAG-G---E--P-------DVLADRPAP--EL--KEQI----------VHRDDTVPIGFL
WP_084769805.1__1__[2..136] SYLSPDEIRQVLDAA-------VETGLADPAVRPLLLDGIMPRYRG-TLP-L--NP-APG--R-QVHSDLNEMN-R---VDRLVDGT----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDEVAR----KAG-G---E--P-------DVLAGLPSP-AEI--KEEI----------VHRDDTVPIGFL
WP_077191664.1__1__[2..137] SYLSPDEIRQVLDAA-------VETGLADPAVRPLLLDGIMPRYRG-TLP-L--NP-APG--R-QVHSDLNEMN-R---VERLVDGT----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDEVAR----KAG-G---E--P-------DVLAGLPSPAAEI--KEEI----------VHRDDTVPIGFL
WP_053209057.1__1__[3..137] AYLSPDEIRQVLDAA-------VETGLADPAVRPLLLDGIMPRYRS-TLP-L--NP-APG--R-QAHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--A-AEPLTV-FQK------ALDEVAR----KAG-G---E--P-------DVLAGLPSPTAEV--KEQI----------VHRDDTVPIGFL
WP_099873189.1__1__[2..137] SYLSPDEIRQVLDAA-------VETGLADPAVRPLLLDGIMPRYRG-TLP-L--NP-APG--R-QVHSDLNEMN-R---VERLVDGT----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDEVAR----KAG-G---E--P-------DVLAGLPSPAAEI--KEEI----------VHRDDTVPIGFL
WP_033265971.1__1__[2..137] SYLSPDEIRQVLDAA-------VETGLADPAVRPLLLDGIMPRYRG-TLP-L--NP-APG--R-QVHSDLNEMN-R---VERLVDGT----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDEVAR----KAG-G---E--P-------DVLAGLPSPAAEI--KEEI----------VHRDDTVPIGFL
WP_093638308.1__1__[2..137] AYLSPDEIRQVLDAS-------VETGLADPTVRPLLLDGIMPRYRS-TLP-L--HP-APG--R-QAHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AGPLTV-FQK------ALDEVAR----KAG-G---E--P-------DVLAGLPSPAAEL--KEQI----------VHRDDTVPIGFL
WP_039638539.1__1__[2..135] AYLSPDEILRLRDAA-------LESGLTDPGVRPLLFDGIMPRYRG-TLP-M--LA-APM--H-QLQSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AV-A--QTT--Q-AEPLKV-FQR------ALDEVAR----RAG-G---E--P-------DILADRPAP--EI--KEQI----------VHRDDTVPIGFL
WP_042152644.1__1__[2..137] AYLSPDEIRRVLDAA-------VETGLADPTVRPLLLDGIMPRYRS-TLP-L--HP-APG--R-QTHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AAPLTV-FQK------ALDDVAR----QAG-G---E--P-------DVLAGLPSPTAEI--KEQI----------VHRDDTVPIGFL
WP_066937408.1__1__[2..135] GYLSPDEVRRVLDAA-------VETGLADPAVRPLLFDGIMPRYRG-TLP-L--HP-APG--R-QVHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AGPLTV-LQR------ALDEVAR----AAG-G---E--P-------DVPGGLPLP-GEI--KEEI----------IHRDDTVPIGF-
WP_069569393.1__1__[6..139] -YLSPDEIRQVLDAA-------LETGLADPAVRPLLLDGVMPRYRG-TLP-L--NP-APG--R-QVHSDLNEMN-R---VERLVDGT----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDEVAR----KAG-G---E--P-------DVLAGLPSPAAEI--KEEI----------VHRDDTVPIGFL
WP_085923567.1__1__[2..137] AYLSPDEIRRVLDAA-------VETGLADPTVRPLLLDGIMPRYRS-TLP-L--HP-APG--R-QAHSDLNEMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AAPLTV-FQK------ALDDVAR----QAG-G---E--P-------DVLAGLPSPTAEI--KEQI----------VHRDDTVPIGFL
WP_018541064.1__1__[2..135] AYLSQDELRRLLDAA-------LECGLADPTVRPLLFDGIMRKYHA-TLP-M--LP-APM--H-QLHSDLARMN-A---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AEPLKV-LQH------ALDEVAR----RAG-G---E--P-------DVLADRPAP--EL--KEQI----------VHRDDTVPIGFL
WP_067354951.1__1__[2..135] AYLSPDELLLLRDAA-------LESGLTDPGVRPLLFDGIMPRYRG-TLP-M--LA-APM--H-QLHSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AEPLKV-FQR------ALDEVAR----RAG-G---E--P-------DILADRPAP--EI--KEQI----------VHRDDTVPIGFL
WP_031080190.1__1__[2..135] AYLSPDRLLAVRDAA-------QESGLADPSVRPLLFDGVLPRYRG-TLP-V--LA-APG--R-QLHSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--QTT--E-AAPLAV-FQR------ALDDVAR----DAS-G---E--P-------DVPDVAAVP--EI--KEQV----------VHRDDTVPFGFL
WP_066974608.1__1__[2..134] AYLPPEAILRVRDAA-------LDSGLTDPSVRPLLFDGVLPRYRG-TLP-I--LA-APM--R-QLHSDLAQMN-Q---VERLVDGS----VPLEIWLRN-AI-A--QTT--E-AEPLRV-FQE------ALDEVAR----RAG-G---E--P-------DVLPGGAAP--EI--KEQI----------VHRDDTVPIDF-
WP_058943584.1__1__[2..135] AYLSPEELLALRDAA-------VDAGLADPSVRPLLFQGIMPRYRS-TLP-L--LA-APG--L-QVQSDLAEMN-R---VERLVDGS----VPLETWLRN-AV-A--QST--A-AAPVAV-FQR------ALDDVAR----GAN-G---E--P-------DVLAGRPVP--EI--KEEI----------VHRDDTVPFGFL
WP_023590458.1__1__[7..140] GFLSQEEILAVRDAA-------LDAGLTDPAVRPLLFNGIMPRYRA-TLP-L--LA-APG--L-QTQSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--QTT--A-AAPLAV-LQR------ALDDVAR----DAA-G---E--P-------DVLVERPVP--EI--KEQI----------VHRDDTVPFAFL
WP_010472033.1__1__[6..140] GYLTREAVLAVRDAA-------LEAGLTDPAVRPLLFDGIMPRYRA-TLP-L--LA-APG--L-QVQSDLVEMN-R---VERLVDGS----VPLETWLRN-AV-A--QTT--A-AAPMAV-LQR------ALDDVAR----DAG-G---E--P-------DVFADRPVP--EI--KEEI----------VHRDDTVPFGFL
WP_044366874.1__1__[2..135] AYLPPDAIQQVSDAA-------LESGLAEPALRPLLFDGIMLKYRG-GLP-L--LP-APG--P-QVHSDLASMN-R---VERLVDGS----VPLGIWLRN-AV-A--QTT--E-SAPLAV-FQR------ALDEVAR----QAG-G---E--P-------DILAEHPAP--EI--KEEI----------VHRDDTVPIGFL
WP_037637896.1__1__[3..135] PYLPAEQIYEIADAA-------MEADLADQ--RRLLFIGITPQYRN-FLP-S--AS-GPY--Q-QMLSDLSAMN-Q---VERLIDTS----VPLQQWLEN-AR-R--LTQ--A-ATAIAV-FDH------ALDMVIR----KAT-G---E--P-------DVAPVVFTG--ET--KEEI----------IFRDDTVPFLFM
WP_055599764.1__1__[4..135] PYLPTEQIFEIADAA-------MEADLADQ--RRLLFIGITPQYRN-FLP-S--AS-GPY--Q-QMLSDLSAMN-Q---VERLVDTT----VPLQQWLEN-AR-R--LTR--A-ATTLAV-FDH------ALDMVIR----KAT-G---E--P-------DVAPVVFTG--ET--KEEI----------IFRDDTVPFLFM
WP_071283015.1__1__[2..135] RYLSSEAVLAVKDAA-------LDSGLVDPSVRPLLLDGILPRFAA-SLP-L--HA-APA--V-QVQSDLVRLN-Q---VSRLVDGS----VPLEIWLRN-AV-A--QTA--Q-TAPLAV-FQQ------ALDDVAR----DAG-G---E--P-------DPLAGRPAA--EL--KERI----------VHRDDTVPFGFL
WP_071271535.1__1__[2..135] RYLSSEAVLAVKDAA-------LDSGLVDPSVRPLLLDGILPRFAA-SLP-L--HA-APA--V-QVQSDLVRLN-Q---VSRLVDGS----VPLEIWLRN-AV-A--QTA--Q-PAPLAV-FQQ------ALDNVAR----DAG-G---E--P-------DPLAGRPAA--EL--KERI----------VHRDDTVPFGFL
OSY52818.1__1__[12..145] GYLAREDVLAVRDAA-------LDAGLADPAVRPLLFDGVLPRYRA-TLP-L--LA-APG--L-QVQSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--HTT--A-AAPMAV-LQR------ALDDVAR----DAG-G---E--P-------DVMAGRAVP--EI--KEEI----------VHRDDTVPFTFL
WP_056646798.1__1__[1435..1567] PFLPQEELVRVRNAA-------MEAGLADRVLRPALLKGIPAHFTA-TLQ-P--LS-DPL--H-QAHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTH--E-QGPRAV-LQG------ALDTVAR----EIT-G---E--A-------VLPADMMPG--EF--KEEI----------VLQDDTVPYEFL
AOT61688.1__1__[12..145] GYLAREDVLAVRDAA-------LDAGLADPAVRPLLFDGVLPRYRA-TLP-L--LA-APG--L-QVQSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--HTT--A-AAPMAV-LQR------ALDDVAR----DAG-G---E--P-------DVMAGRAVP--EI--KEEI----------VHRDDTVPFTFL
WP_041132215.1__1__[1423..1556] PFLPQEELVRVRNAA-------LAAGLADRALRPALLKGIPGYFTA-TLQ-P--LD-DPL--E-QAHADLNAMN-Q---VERLLDGL----VPLEIWLHN-AI-E--QTH--E-PGPRAV-LQG------ALDSVAR----EIT-G---E--A-------ELPAEMMPG--EL--KEEI----------VLQDDTVPYEFL
WP_031132502.1__1__[2..135] GYLAREDVLAVRDAA-------LDAGLADPAVRPLLFDGVLPRYRA-TLP-L--LA-APG--L-QVQSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--HTT--A-AAPMAV-LQR------ALDDVAR----DAG-G---E--P-------DVMAGRAVP--EI--KEEI----------VHRDDTVPFTFL
WP_069980052.1__1__[2..135] GYLAREDVLAVRDAA-------LDAGLADPAVRPLLFDGVLPRYRA-TLP-L--LA-APG--L-QVQSDLVEMN-R---VERLVDGS----VPLEIWLRN-AV-A--HTT--A-AAPMAV-LQR------ALDDVAR----DAG-G---E--P-------DVMAGRAVP--EI--KEEI----------VHRDDTVPFTFL
CUM37252.1__1__[892..1024] PFLPQAELVRVRNAA-------MEAGLADRALRPALLKGIPAHFTA-TLQ-P--LS-DPL--E-QAHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTR--E-QGPRAV-LQG------ALDTVAR----EIT-G---E--A-------AMPADMMPG--EF--KEEI----------VLQDDTVPYEFL
WP_037643893.1__1__[1431..1563] PFLPQEELVRVRNAA-------MEAGLADRALRPALLKGIPAHFTA-TLQ-P--LN-DPL--H-QAHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTH--E-QGPRAV-LQG------ALDTVAR----EIT-G---E--A-------VLPADMMPG--EL--KEEI----------VLQDDTVPYEFL
WP_051819738.1__1__[1445..1577] PFLRQQELVRVRNAA-------MEAGLADRAVRSALLKGIPGNFTA-TLE-Q--LN-DPR--E-QIHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTR--E-PGPRAV-LQG------ALDTVAR----AIT-G---E--A-------ELPAEMMPG--EM--KEEI----------VLQDDTVPYEFL
WP_030686916.1__1__[1429..1561] PFLPQEELVRVRNAA-------MEAGLADRALRPTLFKGVPGYFTA-ALE-P--LE-DPR--E-QAHADLDAMN-Q---VERLLDGL----VPLEIWLHN-AI-E--QTH--E-PGPRAV-LQG------ALDAVAR----AIT-G---E--A-------ELPAEMMPG--EM--KEEI----------VLQDDTVPYGFL
WP_093873064.1__1__[1506..1639] PFLPQAQLVRVRNAA-------LEAGLADRALRPTLLKGIPGYFTA-TLE-P--LE-DPR--E-QAHADLDAMN-Q---VERLLDGL----VPLEIWLHN-AI-E--QTH--E-PGPRAV-LQG------ALDAVAR----AIT-G---E--A-------ELPAEMMPG--EM--KEEI----------VLQDDTVPYGFL
WP_030220126.1__1__[1395..1527] PFLPQPELVRLRNAA-------MEAGLADRSLRAALLDGVPGHFTS-TLE-A--LD-DPR--E-QVHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--LTR--E-PGPRAV-LQG------ALDTVAR----SIT-G---E--A-------ELPADMMPG--EM--KEEV----------ILQDDTVPYEFL
WP_079041961.1__1__[1407..1539] PFLRQQELVRVRNAA-------MEAGLADRAVRLALLKGIPGYFTA-TLE-P--LD-DPR--E-QIHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTR--E-PGPRAV-LQG------ALDTVAR----AIT-G---E--A-------ELPAEMMPG--EM--KEEI----------VLQDDTVPYEFL
WP_030555540.1__1__[1401..1533] PFLPQPELVRLRNAA-------MEAGLADRSLRPALLVGVPGHFTS-TLE-A--LD-DPR--E-QVHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--LTR--E-PGPRAV-LQG------ALDTVAR----AIT-G---E--A-------ELPADMMPG--EM--KEEV----------ILQDDTVPYEFL
WP_056562367.1__1__[1450..1582] PFLPQSELVRVRNAA-------TEAGLADRDLRPALLKGIPGSFTA-TLE-P--LA-DPR--D-QIHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--GSR--E-PGPRAV-LQG------ALDTVSR----AIT-G---E--A-------ELPAEMMPG--EM--KEEI----------VLQDDTVPYEFL
WP_079188303.1__1__[1410..1542] PFLRQQELVRVRNAA-------MEAGLADRAVRPDLLDGVPGYFTA-TLG-P--LE-DPR--E-QIHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTG--E-PGPRAV-LQG------ALDTVAR----ANT-G---E--A-------DLPADLLPG--EM--KEEI----------VLQDDTVPYEFL
WP_073812878.1__1__[1473..1605] PFLPQRELVRLRNAV-------MEAGLADRALRTALLKGVPRYFAA-TLE-P--LD-DPR--E-QVHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--NTH--E-PGPRAV-LQG------ALDTVAR----AIT-G---E--A-------ELPADMMPG--EM--KEEI----------VLQDDTVPYEFL
WP_064832780.1__1__[2..129] -FFDIDELHEIQQQA-------IKAGLHNK--RSLLMGGILPEYVA-MLE-T--ND-VPS--E-QVFLDLEAMD-D---PEPIVGGV----VPLERWLRNAAF-A--TSM--F-PTRQKF-FRE------RADRVEK----HKL-Q---Q--A-------DPAPSL-----TL--PERV----------LFDSELLPVGFL
WP_064832779.1__1__[1..130] KILEIHEIESILKEA-------IEARLQEK--RAMLMAGVPDEYLS-NLE-K--ND-VPG--D-QLHLDLLAMNLT---TEPLVEGT----VPLEQWLKN-AA-F--KTG--LFPKRKKF-FSG------FAEKVDR----IVR-G--------------GVVAEDPFP--------EK----------ETPSDSTPASIL
WP_033206907.1__1__[1393..1526] PFLAQPELVRVRNAA-------MEAGLADRALRPALLRGIPGYFTA-TLE-P--ID-DPR--E-QAHADLNAMN-H---VERLLDGL----VPLEIWLHN-AI-E--QVR--E-PGPRAV-LQG------ALDAVAR----EIT-G---E--A-------DLPADLMPG--EL--KEEV----------VLQDDTVPYEFL
WP_055645915.1__1__[1..118] ----------------------MEAGLADRALRPALLKGIPAHFTA-TLQ-P--LS-DPL--E-QAHADLNAMN-Q---VERLIDGL----VPLEIWLHN-AI-E--QTR--E-QGPRAV-LQG------ALDTVAR----EIT-G---E--A-------AMPADMMPG--EF--KEEI----------VLQDDTVPYEFL
KKZ71940.1__1__[1419..1553] PYLTDEELLRVQSAA-------VEAGLADTELRPKLFAGTTRHFRA-GLP-L--QR-TPF--E-QIRSDLRTVN-R---VERLIDGT----VPLEVWLRN-AL-T--MTV--Q-PGPVAV-FQR------ALDDVSR----DAA-G---E--P-------ELPVDFLPA--EF--KEEI----------VFRDDTVPFEFL
WP_015037716.1__1__[1437..1571] PFLRQQELVRVRNAA-------MAAGLADRSLRPSLLKGVPGYFTA-TLE-P--LD-DPR--E-QVHADLNAMN-Q---VERLIDGL----VPMEIWLHN-AI-E--HTH--E-PGPRAV-LQG------ALDSVAR----AIT-G---E--A-------ELPADMMPG--EM--KEEI----------VLQDDTVPYEFL
WP_078871916.1__1__[1..105] ------------------------------------MDGIMPRYRG-TLP-L--HP-APG--R-QVHSDLSQMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDDVAR----QAG-G---E--P-------DVLATMPAP-GEI--KEEI----------VHRDDTVPIGFL
WP_078866351.1__1__[1..105] ------------------------------------MDGIMPRYRG-TLP-L--HP-APG--R-QVHSDLSQMN-R---VERLVDGS----VPLEIWLRN-AV-A--ETT--E-AEPLTV-FQR------ALDDVAR----QAG-G---E--P-------DVLATMPAP-GEI--KEEI----------VHRDDTVPIGFL
WP_054161238.1__1__[2..129] -LLTVDDVYDIHQQG-------LKLGLQNK--RDQLLFGVNIEYIA-SLP-T--LG-NPS--D-QLLSDLQTMS-S---DDQVV-GE----LPLERWLRN-AVYA--TSL--R-PDKQQF-FRE------RADKVAK----VAKFG---S--G-------PLP---PPA--EH--PERI----------LFESDLLPFGFL
WP_089910605.1__1__[2..133] ALLTQQEILKLADAL-------IGS-LDPAGSRIALLQSIDRRFVA-VFP-Q--AG-APA--A-QMMVDIGYMN-D---VERLTSGV----VPLQQYLQN-AA-F--LLY--G-AGQNEVTVRA------ILDLVTQ----RAT-G---A--P-------RPDVENIK---EI--KEQI----------IHADDMVTFAFM
WP_036025107.1__1__[2..139] -WLTADQFNSVQRAA-------LDSGMIDDVPRQALLRGLPAGFRS-ALT-R--DP-TPL--V-QLTLDLTKLN-D---VERLADGI----VPIVVYLQN-AG-E--QLSLRS-MPEAEC-FKK------LANELSN----RAG-G---AAVA-------QLPAPSALP--EVTRKEVI----------VGRDDTVEFDFL
WP_102761344.1__1__[3..138] -LLAYEQIEAIYEKA-------LRQGLQTH--REVLLGGLDVQFVA-MLP-Q--NA-VPG--A-QLLLDLTRLNDE---EERILGGV----VPLYRWLRN-AA-L--LSG-PE-TNRGRF-FAD------MAERVARLAATGSA-G---G--G-------EGPSGGDDD--YL--PERI----------IFRDDMLPIRFL
KYG03469.1__1__[1..138] HYLPQPRIHELFAAF-------TDAGMVRSGVLDSLLEGLSPAFAS-SLP-D--GG-QAN--A-RLLTTLQRLN-T---VERLTDGS----VPFSVWLQN-AA-S--LAA-AF-PKAAGV-VLR------ALADVSA----RAA-GAAPE--P-------GFRDALPGK------EERI----------VHRDDMLPFAFL
AGP37692.1__1__[1..138] HYLPQPRIHELFAAF-------TDAGMVRSGVLDSLLEGLSPAFAS-SLP-D--GG-QAN--A-RLLTTLQRLN-T---VERLTDGS----VPFSVWLQN-AA-S--LAA-AF-PKAAGV-VLR------ALADVSA----RAA-GAAPE--P-------GFRDALPGK------EERI----------VHRDDMLPFAFL
WP_080682296.1__1__[9..146] HYLPQPRIHELFAAF-------TDAGMVRSGVLDSLLEGLSPAFAS-SLP-D--GG-QAN--A-RLLTTLQRLN-T---VERLTDGS----VPFSVWLQN-AA-S--LAA-AF-PKAAGV-VLR------ALADVSA----RAA-GAAPE--P-------GFRDALPGK------EERI----------VHRDDMLPFAFL
WP_043431820.1__1__[1..135] RYLKQDELLELTTVA-------LRMGLGNPMTQMTLLSSLNPQFAG-SIQ-T--LGLSPS--T-MLLNTLNRLN-H---TERLTDGS----VPLAAWLKS-AL-A--VAG--P-VEDAKV-FAQ------ALSVVSQ----RSS-G---A--P-------PIELENVP---ER--KERI----------IHQDDMVSFGF-
WP_051378197.1__1__[2..133] PYLSNEEIIEVSQKL-------VELLGYGPQIRSDLLDGIPAIVTG-MFQ-T--AT-QPL--L-SARLDIRGLN-G---IDRLEDGS----IPLKVFLGN-AT-S--LLI--G-RPDAEP-LRR------ALHKVET----TAT-G------A-------PVIDTTGFP--EL--KEVV----------VHRDDMVPYAFM
WP_051389539.1__1__[2..133] PYLSNEEIIQVSQKL-------LELLGYSPQVRSDLLDGIPAVVTG-MFQ-T--AT-QPL--L-SARLDIRSLN-D---IDRLEDGS----VPLKVFLGN-AT-S--LLI--G-RPDAEP-LRK------ALHKVET----IST-G------A-------PVIDATGFP--EL--EEVV----------VHRDDMVPYLFM
EPX59206.1__1__[9..142] RYLKQDELLELTTVA-------LRMGLGNPMTQMTLLSSLNPQFAG-SIQ-T--LGLSPS--T-MLLNTLNRLN-H---TERLTDGS----VPLAAWLKS-AL-A--VAG--P-VEDAKV-FAQ------ALSVVSQ----RSS-G---A--P-------PIELENVP---ER--KERI----------IHQDDMVSFGF-
WP_083682562.1__1__[1..132] KYLKQDELLELTAAA-------TRMGLVNPMTQLTLLSSLNPQFAG-SIQ-T--LGLPPS--T-MLLNTLNRLN-S---VERLTDGS----VPLEVWLKS-AV-A--VAG--P-VEDAKL-LAR------ALSAISQ----RSS-G---A--P-------PIELENVP---ER--KERI----------VHQDDMVS----
WP_028180598.1__1__[2..139] -WLDANQFNMVEKAA-------LDSDLIHDVPRQVLLRGLPSGFRA-ALR-T--DP-SPL--V-QLALDLTKLN-E---VERLAGGM----VPIVQYLQN-AA-E--QLALRS-IPEAEL-FKR------LANEISN----RTR-G---AAVA-------DLPAPSTLP--EVTRHEVI----------VGRDDMVDFGFL
WP_091383558.1__1__[1..125] AYLTSDELREVQQAA-------VALGFADPDQSAALTATISRAFVA-TAT-Q--GG-TPM--A-KLMSLTARMN-T---TRALVSGE----VPLREWLGA-AI-P--MAG--G-QPEEMV-FRR------ALELMSA--D-----G---R--A--RTTPGDDPTPVLAD------MDDL----------------------
WP_089814810.1__1__[2..134] AYLDPGEVNDL-SVA-------IASATDPIANRGALYQSVDPRVMM-VMP-I--GG-GAI--LPKLMTEIAFMN-N---LERITTGQ----VPLQIFLQN-AA-L--LVS-VV-PASEKT-VRL------LLEKVIQ----LSS-G---A--P-------PVNISLAP---II--NQTF----------IHRDDTVTFSFV
WP_012791193.1__1__[2..134] AYLSPVEVNDL-SLA-------IAAATDPIANRGALYQSVDPRVMM-VMP-I--GG-GAI--LPKLMTEISFMN-N---LERITTGQ----VPLQIFLQN-AA-L--LVS-VL-PASEKT-VRL------LLEKVIQ----LSS-G---A--P-------PVNIAMAP---II--NQTF----------IHRDDMVTFSFV
OJT17264.1__1__[3..133] KYLKQDELLELTAAA-------TRMGLVNPMTQLTLLSSLNPQFAG-SIQ-T--LGLPPS--T-MLLNTLNRLN-S---VERLTDGS----VPLEVWLKS-AV-A--VAG--P-VEDAKL-LAR------ALSAISQ----RSS-G---A--P-------PIELENVP---ER--KERI----------VHQDDMVS----
ANL87879.1__1__[1..102] ----------------------------------MLMAGVPDEYLS-NLE-K--ND-VPG--D-QLHLDLLAMNLT---TEPLVEGT----VPLEQWLKN-AA-F--KTG--LFPKRKKF-FSG------FAEKVDR----IVR-G--------------GVVAEDPFP--------EK----------ETPSDSTPASIL
EDX25301.1__1__[1..91] ---------------------------------------------------M--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
WP_081204538.1__1__[2..134] ALLTPQQARELAQAI-------IDSGIDTVKLRPIFMMYIKASYVA-TLR-V--DL-PPA--A-QVKSDIAIMD-M---TEQLTNGD----VPLLIYLEN-II-P--EME-AA-PTQQTI-VKK------IRDSLVH----LVN-G---A--P-------RVNVAAIPE------RQEL--------I-VNTDDTLPILFM
OQP40036.1__1__[3..135] ALLTPQQARELAQAI-------IDSGIDTVKLRPIFMMYIKASYVA-TLR-V--DL-PPA--A-QVKSDIAIMD-M---TEQLTNGD----VPLLIYLEN-II-P--EME-AA-PTQQTI-VKK------IRDSLVH----LVN-G---A--P-------RVNVAAIPE------RQEL--------I-VNTDDTLPILFM
WP_079196337.1__1__[1..91] ---------------------------------------------------M--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
APR76411.1__1__[45..163] RHLPLEDITAIHKAA-------VKLGLGAS--RSALLGGLDPAFTA-SLA-I--HP-SPA--A-QMLTDLHTLN-G---IEALTDGS----VPLHVWLTN-AL-D--LTS--T-TRESEV-FAR------ALEVLG---------G---A--A-------RTAAALPGG--AE--LERF----------------------
EIV90728.1__1__[2..117] GHLSHDQLYRLARAA-------EAAGLGFPDRRQLLLDGLPAGFVA-LMP-V--NA-VPR--L-QLLADLQRLN-S---AGELPDGT----VPLRVWLDN-AS-L--LTG--G-GPAEPA-IAE------AGTWLSA----ARG-G------P--A----SRPGDSRPG-----------A--------------------
WP_079248932.1__1__[1..91] ---------------------------------------------------M--LA-APG--L-QVRSDLNAMN-R---VERLVDGS----VPLEVWLRN-AV-A--QTV--A-ADPLAV-FQR------ALDEVAR----NAA-G---E--P-------DVPAGPAEG--ET--KEEV----------VHHDDTVPFEFL
WP_091451193.1__1__[1..149] AHLTPSALKEVQHAA-------IELGFADDGMLAALTSGIPPAFVA-SAM-Q--GG-QGV--A-KLMTLTSRMN-C---TRVLLSGQ----VPLLQWLDN-AV-L--LAA--G-RPEEMV-FRR------ALEIASV--D-----G---D--APPTTSPVDEPAAAVPD------VESMLDDRGALEVVIAEDDTLDVGFL
WP_012909243.1__1__[2..146] AYLTQDQIHEIHSQA-------VNRTPGLLDAWKQMLIGLPIAYMS-TLPNI--DG-NKN--L-GLLAQLSTMN-E---VDVIKGGV----VPLEVWLNN-AA-Y--FSE-LF-PDSQKL-YRDYARVILEKRAITK-RN-ATS-S-F-D--Q--TV---NAPSLKGMS--EV--KERI----------IFINEMVPYGF-
WP_020923791.1__1__[6..139] PYLSNERIDDIAKTV-------IEVIGYNETLRGALLRGLPRTFVT-SMA-S--FG-SNSGVA-MLHIDLDRLN-N---IPRLSDGT----IPLRRFLEN-AI-I--QSG--S-DAREAV-FQD------ALHDLML----LTS-G-F------------KVQKVS-----EF--SPEV--------V-IFNDDMVEHTFM
WP_085950015.1__1__[62..177] GHLSHDQLYRLARAA-------EAAGLGFPDRRQLLLDGLPAGFVA-LMP-V--NA-VPR--L-QLLADLQRLN-S---AGELPDGT----VPLRVWLDN-AS-L--LTG--G-GPAEPA-IAE------AGTWLSA----ARG-G------P--A----SRPGDSRPG-----------A--------------------
WP_054048315.1__1__[1..144] AHLTPAELTKVQQAA-------LACGFASEGEMAALTADISPVFVA-TAT-Q--GG-TPA--A-RLITLTSRMN-T---TRALLSGQ----NPLRLWLDK-AV-L--LAA--G-RPEELV-FRR------ALEVVEI--D-----G---S--A--MAI--DAPAAPM-D------VDTLPGVDGELEVVIFEDDTLDVGFL
WP_093018321.1__1__[2..138] RYLDPPSFNALIDAA-------VQSGLINADLE-ALVGGIHKGFVG-IIP-M--SN-KPL--E-RFEALLLAFN-E---RERLLDGT----VPLAIFLQN-CV-AWLQRR--S-LPEVEL-FAS------HASHWGN----LTS-G-V-P--P--V----QVPATTTAA--IA--NEAF--------T-TGRDEMVSFSFL
WP_051441361.1__1__[3..138] PYLSSQEIRDIVTAI-------ISVLGYNDLVQRSLMANLDDQYVS-SIT-PTAMG-SHM--A-TLIYILDRMN-K---TPRLIDGT----VPIQRFLEN-AA-F--LSG--L-DSRASP-IRD------GLANVTS----RTA-G-F------------VYPAEDRFT--SF--DEKI----------LFQNDMVPMEFM
WP_013228204.1__1__[1..149] TYLNDAALEEVRRAA-------IDLGFADEQNRLALAAGISRAFVD-AFT-T--GG-TGV--A-KLLTLTSRMN-G---TRVLLSGE----VPLQTWLNN-AI-L--LSA--G-TEEELV-FRR------ALEIVSV--D-----G-I----APPTTSPSDAPAAAPTD------AAELPRTDGELEITIVEDDTLDVGFL
WP_050593555.1__1__[6..132] KYLKDPDLRAIAEAA-------IASGLATPEILTALLRQIPRSFTG-LLP-G--FP-LPPN-L-RLRADLDFMN-R---VHNLVTGE----VPLAIFLST-MI-E--STG--D-AAAIGV-FET------ELAKVKA--L-EQA--------P--L----VVTSDAIAG--AA--SDDQ----------VQPGG-------
WP_054161240.1__1__[2..117] -IFGAEKIAEIQQRA-------IMAGLHAAEKRNLLLFGVPTGYVA-RLS-I--KT-NPG--D-QTLSDLQTMS-----TDEWVGEE----IPLAIWLRN-AA-T--QTK-MF-GEPTAF-FAK------CADEAAT------------T--P--R-------------------RSSV----------ARPDVAEPAQ--
WP_047860943.1__1__[886..985] RCLTHERLLKVHDAA-------VSAGLARA--REELLAGVEPRVVS-GLP-L--QS-NTA--G-QLLSDLTRLN-Q---ISRLDTGL----IPLRTWLEN-AL-E--MTD--K-RREQAE-FKR------ALRAIDD----------------------------------------------------------------
WP_020737195.1__1__[2..115] GILSIEQIDAVHEAL-------VSAQLFN---REALLGGIDATIVA-GLS-S--TG-KPV--E-LLRSDLMALN-T---RGPQHDGN----LPLALYLTN-AR-S--LTL-AS-EAAQKT-LNS------AIEGCKH----AES---L----P-------IPPWDTGTP--GV----------------------------
APR80583.1__1__[2..127] PLLDQDDLRALHRAV-------VDDGLAGDAGLDALLEGLSPGYVT-TLP-V--GG-VPA--I-RLLRVLSRLS-Q---DGQLRDGT----VPLRVLLEN-AA----HLA----AGRRGA-----A----LFDDMLR----RLG--------P----------------------SRAS----------RDKDGASPLRLL
WP_086831793.1__1__[1..76] ------------------------------------------------------------------------MN-Q---VERLLDGL----VPLEIWLHN-AI-E--QTH--E-PGPRAV-LQG------ALDSVAR----EIT-G---E--A-------ELPAEMMPG--EL--KEEI----------VLQDDTVPYEFL
WP_102761345.1__1__[279..375] --FSFDEITELNQIV-------VASGVATEDDINALFAGLPPGFLA-MLP-T--AA-KAG--D-RLRLGLIQMN-R---EQIAFNGR----PPLYYVIRN-AT------------------LRR------SFDATYE----KSL-----E--P--F-------------------LSKL----------------------
WP_027676482.1__1__[6..120] GYFDPEERKKI--LA-------IARKLRFPTKRFVLISCLPEAYAQ-SLH-N--LP-DDD--A-QLIADIDLLL-R---PLYLLDDSNRTIVPIVEWLER-AA----LTF----PN-----FPE-AA---ELKMFAE----KAK--------A-------RSATLIPLA------EDAL----------------------
WP_041679175.1__1__[17..117] -YFDDEQRDRILEIA-------RALNFAGN--RSALMSSLPKGYTS-TMD-K--LQ-NDD--A-QLVADIDNLR-RRLDVRHSKKGL--I-SPFAIWLRR-GA----ELN----PDLPEV-----D----ELRAFAQ----AAE---V-----------------------------------------------------
AGS25641.1__1__[7..107] -YFDDEQRDRILEIA-------RALNFAGN--RSALMSSLPKGYTS-TMD-K--LQ-NDD--A-QLVADIDNLR-RRLDVRHSKKGL--I-SPFAIWLRR-GA----ELN----PDLPEV-----D----ELRAFAQ----AAE---V-----------------------------------------------------
WP_102761341.1__1__[3..124] -YFNDDDKRVIIKIV-------TKI----YKNRDAILGAFPSNFRE-TFT-K--CD-NTT--A-QIIADFNYLN-E-Q-DYILENGN-PK-CPIAIWLRT-CA-I-------F-YAYQAV-TES------QLTAFAA----SAE-----E----------YFLSN----------SKDL------Y---IADRELVRAKLR
WP_012909244.1__1__[303..401] AYLTHDQVLDLCRLL-------VGAFPTDESIASLFL-GIAPEIVA-SLP-S--GN-NPK--E-KLLNRLQALN-N---IGRIIGGQ----SPLQLILKT-AA-L--LRE--S-FPDEQI-LQQ------YLAIVSK----------------------------------------------------------------
APR75813.1__1__[1..76] ------------------------------------MAGLDQGLVA-TFP-R--AA-NAA--A-QLLGDLNRLN-D---IGQLSDGS----MPLRTWLDN-AL-A--LCG--P-VSQAQV-FRE------VLTLLSA--S-RAS-G-------------------------------------------------------
WP_051007262.1__1__[1..83] ------------------------------------------------------------------MADLTKFV-E---TDRLADGT----VPLAAFLKT-LL-V--VFG----ADDPTK-LSR-IRE--LLDAVAE----RAS-G---A--P-------AVGPPTAN---EI--KEAI----------VHQNDMLPLSFM
PIR25722.1__1__[60..174] AFVSEAELNEVCRAVVEVYPALLEVTQFDWRVREQFFRADISRLNP-IFQ-K-----TPQ--N-LLLSDLRAMN-K-K-RDGFLENH-----SFARWLRR-AI-A--LAR-AT-NKETRV-FET------ALDKVLE----NSF-G---T--P--R---------------------------------------------

================================

EAD6

AHJ30122.1__1__[146..221] IRWNDQKRQELLKIVHKVFEEEELKTICLNNQELLHGNPYSKIQGNTVSSRLNYLVDYLIRKNSIQSFLEILSKES----
WP_006194996.1__1__[166..241] IRWNDQKRQELLKIVHKVFEEEELKTICLNNQELLHGNPYSKIQGNTVSSRLNYLVDYLIRKNSIQSFLEILSKES----
WP_053538948.1__1__[201..273] ---DDDNKQVLIKILQDVFTEEELKTICENNTSKLKGNPYDAITGNTVNARYSSLVNHLIRKGLIDSFLDILCKSS----
WP_006194995.1__1__[1..80] MELSDNQRKELIKIVHKVFEEEELKTICLNNQQILHGNPYSKIQGNTISNRLNYLVDYLIRKKLVDDFLALCLKDSVNQK
WP_017804267.1__1__[1..80] MELSDNQRKELIKIVHKVFEEEELKTICLNNQQILHGNPYSKIQGNTISNRLNYLVDYLIRKKLVDDFLALCLKDSVNQK
WP_053538947.1__1__[1..76] MNMTDEQKQVLIKILQNVFTEEELKTICENNTSQLQGNPYDAITGNTVNARYSSLVNHLIRGGLINSFLDILCQDS----

================================

EAD7

WP_095042460.1__1__[1..74] ITDNAALRQFLMLFF-N-DDELEDFCLDY--FADVAQEFTIGMTKSQKVRLLIGHGDRRGR---REHLLAALAKER
CUS02892.2__1__[26..99] ITDNAALRQFLMLFF-N-DDELEDFCLDY--FADVAQEFTIGMTKSQKVRLLIGHGDRRGR---REHLLAALAKER
WP_095042176.1__1__[1..84] PASLADIRRFLIDTF-N-DDELTTLCFDH--FPEVFQEFAAGMTLGRKALQLVDYCRRRER---VAELLDILRRER
WP_011611687.1__1__[1..86] KYDLKLIRNLINKAL-G-PDEFEDLVFYS--FHDVYSQFINGQSKNQRFRILFDYIDKHEK---IDDLLNEIQEIN
WP_089509551.1__1__[107..191] SYQPGDVRRLVMDAL-D-DDELNALCLDH--FPSVYGEFSQGMSKSQKTLRLIEYCARRDR---LPDLVRRVGEVN
WP_014178938.1__1__[109..193] SYQPGDVRRLVMDAL-D-DDELGALCLDH--FPSVYDQFAQGMSKSQKTLRLIEYCARRDR---LPDLVRRVGEVN
WP_065963310.1__1__[135..219] PYRAGDVRRLVAEAL-D-DDELTALCLDH--FPAVYGQFAQGMSKSQKTIRLIEYCARRDR---LPDLVRRVGEVN
WP_011611688.1__1__[8..87] ---RKVIRELLNQDL-P-EEEFNDLVYDY--FPDVYNQFTNGQNKKQRVRILIEYADKHRE---IERLLEGIKNIN
WP_095043336.1__1__[1..85] IPTNSDLRQFIIQFF-S-DEELETLAFDY--FPEAANDFGSGMSKGRKVIALIGHCERRGR---LDDRHAAVGRER
PKO21461.1__1__[4..77] -PNTADIRSYLTSAY-S-DEEITVLCTDY--FRDVSDNFAAGLTKRQKIQLLLDHCQRREL---ILNLLAALQKDR
ADI09491.1__1__[41..128] -RNAGVVRALIDRAL-S-EDEIRDLCFDH--YPEVYRELAAAMSRRECIRRLVAWCHDRRE---LGALVARVAEIN
WP_088740256.1__1__[6..79] PPNQPKLRKLLLAIV-PVDSDLDALCTDY--FPDTFQKFAGGLDRTAKTTLLL----QREP---AEAIVRALQKYD
WP_015161252.1__1__[146..220] -----NLRQLVEKAL-T-DDELLNLCNDF--KVAV----TQGQTKDQRIRTLVEYIERQGK---QSELLTEIEQLN
WP_065963317.1__1__[11..78] -SNAGAVRALVDRAL-S-EDEIRDLCFDH--YPEVYRELAAAMSRRECIRRLVAWCHARQQ---LGALVARVAELN
WP_095045092.1__1__[99..166] ---------LLNRAF-S-VDEMRDLCLRM--HID-FEELP-GRTKSNKFGELMGYCQRRGQ---LSVLVAHVLAER
OXL30121.1__1__[45..112] -RNAGAVRALIDRAL-S-EDEIRDLCFDH--YPEVYRELAAAMSRRECIRRLVAWCHDRHG---LGALVARVAEIN
KYF79887.1__1__[1224..1286] --PADELRARIMEALRS-DSDLDAFCSDH--FPDVYERFTNGMDRVAKVTCLLNRAEQRLI---IEALRRR-----
WP_020739280.1__1__[1224..1290] --PADELRARIMEALRS-DSDLDAFCSDH--FPEVYERFTNGMDRVAKVTCLLNRAEQRLI---IEALRRRRPKK-
WP_088740258.1__1__[4..77] IPSNSTLRRFIAEVL-TEDSDLEAVCRDS--FPEVAQRFAGGQDRIAKVNLLLAYAST-------ATIVAGIQAYS
WP_044200493.1__1__[9..87] -YNFQNIRNLLMEGF-D-MEELLTFCFDFEDFRFIYSNRPPNQTKNDLVRAIIDRGYQRLR---MEIIFDWAKQAS
OQY22937.1__1__[143..220] --SLATLRRILNEKF-D-LQEVKNLCFDL------GVDFDDLPGEGKKTREIVAHCQRRSR---LEELVASIASAR
PID86906.1__1__[2..69] --TLPTLRDLINQHF-N-DEELQQLCFD---LSIEYENLP-GDTRIAKTQSLIQYCVRHRR---LLDLGEHCRRLR
CUS05720.1__1__[223..290] ---------LLNRAF-S-VDEMRDLCLRM--HID-FEELP-GRTKSNKFGELMGYCQRRGQ---LSVLVAHVLAER
KPK03085.1__1__[81..152] PSELLKLRRSISVLF-N-ESELRDLCFD---LGLDYDDLP-GAGKKDKARELVAYYHRRGR---IGELVQACLRRR
KYF62718.1__1__[1226..1289] -PTAREVRDLAMDVLRS-DSDLDAFCFDY--FPAVHARFTNGMDRVMKVTCLLQHVPLELI---VEALPKR-----
OWY25783.1__1__[16..91] SYPKRQLRQLIMHALRT-DAELDALCCDY--FQSVYARFSSGMDRQHKLTLLISTVAPGDL---LRTLRQVAADVV
WP_081427019.1__1__[1333..1396] -PTAREVRDLAMDVLRS-DSDLDAFCFDY--FPAVHARFTNGMDRVMKVTCLLQHVPLELI---VEALPKR-----
OWY35104.1__1__[5..67] TTQLFQLRELIDKYFPT-DADLEAMILDF--FPDVHQKFATGMCRKTRVSLLFNSVPAPKI---FEAI--------
WP_088739747.1__1__[8..78] --DRASLRKLVSATLPT-AADLESFCLDS--FPEVAVRFAGGQDRVARDNLLLQLADPEPL---IEALQKR-----
ESQ15370.1__1__[265..341] -SERQLLFECIDTVLTT-EDELRAFCFEH--FPEVYRNLREIDRRPHITRELIGYVLARAQ---TDALWQLLQMRS
WP_061612518.1__1__[1..73] PPTRSELRARIDRLLQS-DADFEGFVGDR--FPEASRRFTDGMDRVRKTNILLQYADPRLL---AKHLRLLERSPR
CUS04351.2__1__[11..79] --QLRTLRKQMVASF-S-LDELRDLCFDL----GVRDDNLSGDTIDAKTTALLEYLNQRHL---LVELITHLNFIR
PIR63976.1__1__[475..543] -PSPTLIRDEVIRLY-D-DGELRTLCMD---LGIDYEDLA-GDRKSGKAQDLVAYMQRQER---LSELVNTIKRQR
KPK03089.1__1__[5..73] PNVRSRLRHFLTEYF-S-LSELKDLCFD---LGVDYEMFP-HQTKSDLSRELLAYFERTQN---LSCLVAEMVKQR
CUS06248.1__1__[2..70] --ELGKLRDLLVNHF-N-LSELINLSFDL----GIDAENLAGQTKEDKARELISYCARRGT---LPGLIERCEQLR
KYF79886.1__1__[82..155] PLTRLDLRALITRLLRS-DADFDSFAGDL--FPEASGRFTDGMDRVRKTNILLDYADPEVL---AKQLRLVERSPK
WP_020739279.1__1__[1..75] PLTRLELRARITRLLRS-DADLDSFAGDF--FPEASGRFTDGMDRVRKTNILLDYADPEVL---AKQLRLLERSPK
CUS06097.1__1__[431..497] --NLVTLRRALDDGY-N-DSELRDVCFE---LGIDYEELP-GDNQSAKARELVLYAQRRNL---LAQLVAHVMRER
AUX41091.1__1__[43..106] -PTSGSLRKVIDVVLKG-DADLDAFCHDH--HADVYRRFSDGMERSRKVTLLLHHASPAAV---LASLYEA-----
WP_088740873.1__1__[419..490] TYSRPEVRRLLEGVLRT-DSDLMAFLLDY--FPEVYRRLSSGMDRTSKHNLLLQIVDSSQI---VASLQRHDARAF
AUX41089.1__1__[26..83] -PQP-RLRALVGEALRG-DADLDAFCADH--FPDVYRRFSDGMQRVRKVTLLLDHADPGRL---TE----------
OWY25378.1__1__[13..75] --TSANVRFRLQQRLPS-SAEFDAFCQDH--FPAIYSRFSRGMDRRDQENLLLASVSPDEI---QQKLRQH-----
PIE81497.1__1__[127..195] -SQPTDLHRKIGLFF-S-LEELQSLCFD---LGIEFENIA-GGTRQAKATSLVGYCNRHDL---RADLIARCAHLR
OWY37537.1__1__[5..61] ------------------DSDLEAVCRDS--FPEVAQRFAGGQDRIAKVNLLLAYAST-------ATIVAGIQAYS
OWY27016.1__1__[2..62] -SDQNQLRQRLQKELRS-DADLNAFCSDF--LPDVRRRFSEGMDRKQKETLILELAEPALI---VSSL--------
PKO20291.1__1__[8..74] ---LVNLRELLTAHF-R-ESELRTLCFD---LDVEYEDLR-GTGRSDKERELVAYLDRHDR---MGELTEVGARLR
WP_088740702.1__1__[7..78] PRPANLLRQALRRDFPS-VAVFEGFCLDH--FPAIHQQFGPGMDRTLKENLLLQQAD-HAL---LEHLLPPTAELD
WP_052518850.1__1__[3..68] ----AQVRKLLRAVLPD-AGSFDAFCLDY--FGDVYRQFSGGMNRTQRENLLLEMVRAEDV---FSKLREAEPAKV
OWY26067.1__1__[3..80] --SRAALRQLLQKVLLS-DADLMALLGDH--FPGVASRVSDGMDRMAKLTLLLDRAEHPQI---LAALRSFDEERC
WP_088739937.1__1__[410..481] -SSVSELRKRIDKAFPT-TESFEVVCLDY--FPEIVSQFTVGMTRTARVTLLLSKVSTDEIEKVLEKLESEIGQRR
WP_088739937.1__2__[484..561] -NSRDNLRKRLWHELPT-QPDFDAFCIDY--FPETFKLFTSGMERLQKESLLLTREVPERI---VEALNQHQSIPP
WP_088739937.1__3__[337..398] KTSRAEIRRRLAQEFKT-EADFDVFCLDF--FPAIRKRFANSMDRIAKYNILLELAEPQAI---VRSL--------
WP_088739937.1__4__[263..323] -PKRSELRARINEILPT-VVDLRAFCLDY--FPTISMQSHASASRQEIVNVILERIEPREL---AEAL--------
WP_088741090.1__1__[1..65] PLTRPQLRQKMKELFPL-MADFSAFLVDY--LPNIGRRVGSGMDRITVENLVLESVPAEE----LEALLQA-----
WP_095042009.1__1__[1..74] ADDRTTLLHFLVQHY-T-LDGLKTLCFNL--FVD-FENLS-GDTKNAKARELILQLERAGR---LSDLEAALGREQ
WP_088740377.1__1__[12..70] ----ATLRKLLMAVLRR-DAQLQEFCLDH--FPEVASRFGDNMDRLVKLNLLLELVPHEEI---SNALR-------
PIE80605.1__1__[9..87] ---LVEIHQLLTRYY-N-QEELRSLCFQ---LGICYDDLP-ATGRAGKARELVTYLDRRKR---LPELKEIVSAQR
WP_095045421.1__1__[9..77] PLNTTRLLEQIRALF-S-DSELRDLCLD---LAVDYENLP-GAGKGDKARELILLMQRLNR---LPDLVGRATELR
CUS05815.1__1__[5..72] --DLVRLRNLILNHF-D-PEELNSLMFE---LGIRKGDIS-GATISARVEELVAYCQRQGQ---LEVLYAECVRLR
WP_095045178.1__1__[8..75] --DLVRLRNLILNHF-D-PEELNSLMFE---LGIRKGDIS-GATISARVEELVAYCQRQGQ---LEVLYAECVRLR
WP_095043849.1__1__[12..79] ---LVTIHHQMVERF-S-LEELQSLAFD---LGVDWGQLAPG-NKSTKTTELLELLNRRTK---LPQLLARLEKLF
PIE80903.1__1__[59..126] ---LKLLRDCIVNHF-N-QSEFNELCFD---LGINVDNLD-GETLSDHARELVLLLNRLGR---CPELVLYCREKR
OQY23725.1__1__[55..122] --DLARLHILLVERF-D-EEEMRSLSFG---LQVDYDNLR-GEGKTGKARELIAYLERRDR---LIELVQAGEQLR
WP_088740665.1__1__[7..70] PPTRSSIRNALRQLLRT-ASDFDAFVLEN--HYSVYIQFGNNMDRTKKETLLLEKTSTSEI---LEKVRD------
WP_018269518.1__1__[169..234] IAQRKKLFDELCTAF-D-MEEFKNLCFL---LGVDIDEIP-GDRKSARVRELILLFERRDT---LHVLEEAVDER-
WP_081367710.1__1__[147..212] IAQRKKLFDELCTAF-D-MEEFKNLCFL---LGVDIDEIP-GDRKSARVRELILLFERRDT---LHVLEEAVDER-
WP_095043630.1__1__[97..165] -SDVARLHRLLVEYF-N-NEELDSLALE---AGIAPESYS-GSTRPARALALVQVASRHDR---LEELVRVARRER
WP_011082909.1__1__[407..472] IAQRKKLFDELCTAF-D-MEEFKNLCFL---LGVDIDEIP-GDRKSARVRELILLFERRDT---LHVLEEAVDER-
BAL05382.1__1__[103..168] IAQRKKLFDELCTAF-D-MEEFKNLCFL---LGVDIDEIP-GDRKSARVRELILLFERRDT---LHVLEEAVDER-
WP_095042310.1__1__[228..292] -SPRTVIRHYLLAHY-S-VEQLQQFAAD---LGIDWEQLAAG-DKKDKTRDLLLYLYRRNR---IDDLLQAMRAA-
OWY30088.1__1__[1..54] ----------MKELFPL-MADFSAFLVDY--LPNIGRRVGSGMDRITVENLVLESVPAEE----LEALLQA-----
WP_095041755.1__1__[12..79] --SLDQLRENIASRF-T-LDELQLLCVR---LGIDYEELRTG-AKSVVVLGLVQYIVRRGR---VSDLIRALYVER
WP_095042252.1__1__[5..65] --------DILDDAL-T-EAELSELCRR---FGVAFAAFP-GATKRDRTREFLGYVRRQGR---MAGLAEATVALR
CUS02667.2__1__[8..68] --------DILDDAL-T-EAELSELCRR---FGVAFAAFP-GATKRDRTREFLGYVRRQGR---MAGLAEATVALR
WP_103112467.1__1__[442..503] --TKEQLRKQIKDAY-T-DSEFETLCGD---MEVEYQDLLQYRTLDLQRFHLIDICYRHGK---YQDLVNKV----
WP_016515442.1__1__[442..503] --TKEQLRKQIKDAY-T-DSEFETLCGD---MEVEYQDLLQYRTLDLQRFHLIDICYRHGK---YQDLVNKV----
CUS03247.2__1__[10..74] ----KALVKLFVERF-D-NNELEDLAFS---LGVNFDDIS-GNTRSAKARELALYLNRRSL---MDELRQKGPVER
PJF47370.1__1__[6..74] ---LPKLRELLLNEF-S-EPELIALCKE---IGLDYEALP-GTGAFGKTREILAAARAQDK---LRMLQNRLRELK
AIA10498.1__1__[58..125] ---LVALFRALSTKF-T-LEELESVCWE---LGMQFEDLP-AKTLSGKARQLIEKAEDLNV---LATLQEIVQRER

================================

EAD8

WP_084177670.1__1__[3..100] INSELIQKILPLLR---LMM-EN-ESQRRGY--LIRALG---INTPVQYRL-----NFN-TPTNDFIPNLVNEL---VSF--GE---IA--PGQPALCA--LLEVIR--ED-VGE--DIQV---RID-NLLREIK
EDX73137.1__1__[1..103] LDPNTINELVELLQ---PFM-ED-ERSRRSI--LILALG---NDASVLQRI-----TWN-GTVTTFIPEMVEKL---ADY--GE---IA--PGKPALWA--LLECVR--SH-SGI--DRQQ---RID-KLRPRID
WP_017741350.1__1__[3..100] LSGEIIQELSRVLR---PFM-WD-KQQRQSY--LVMALG---TNANVLNRL-----VWD-TSVDVFIPQMVKEI---VTF--GE---IA--SGKPALCT--LLEVIR--EN-VGV--DIQP---KID-NLLRKI-
WP_094344204.1__1__[1..118] LSTPDFQRLTRIVQNL-PDF-AN-VRDRRRL--VAGALQGVAQADIILARL-----DLD-GAPMGVSVEVVRFL---AQF--GR---VA--YDKEALAV--FLNYIQ--PY-TGD--EDKD---FIV-ELFQNYP
WP_015197957.1__1__[2..113] LDSSIIQELVEILT---PYM-IN-DRDRHSL--LIAALG---NNATVLQQI-----TWS-GAVATFIPDMAYKL---VSY--GE---IA--PGKQALWV--LLDYVR--SQRVGL--DVQQ---RID-KLLDRLT
WP_073640683.1__1__[3..100] ISGEIIQELSRVLQ---PFM-WD-KQQRRSY--LVIALG---TNANVLNRL-----MWD-TPVEVFIPQMIDEL---VAF--GE---IT--PGKPALCS--LLEVIR--ET-VGL--DNQQ---KID-NLLRQI-
WP_096570424.1__1__[1..118] LSQPHFQRLTRIVQNL-PDF-AN-VRDRRRL--VAGALQGAAQGDTIMARL-----DLD-GSPMGVSVEVVRFF---CQF--GR---VA--YDKEALAV--FLNYIQ--PF-TGD--EDKD---FIV-ELFQNYP
WP_017741345.1__1__[3..101] LSGEIIQELSRVLR---PFM-WD-KQQRQSY--LVMALG---TNANVLNRL-----VWD-TSVDVFIPQMVKEL---VAF--EE---IA--SGKPALCI--LLEVIR--EN-VGV--DIQP---KID-NLLQQIR
WP_096733275.1__1__[1..118] LSTTDFQQLTRIVQNL-PDF-AN-VRDRRRL--VAGSLQGVAQADVILGRL-----DLD-GTPMGVAVEVVRFL---AQF--GR---VA--YDKEALAV--FLNYIQ--PF-TGD--EDTD---FIV-ELFQKYP
WP_015208270.1__1__[1..118] LSPPDFQRLTRVVQNL-PDF-AN-VRDRRRL--VVGALEGVPQADVILARL-----DLD-GAPMGVSVEIVRFL---SQF--GQ---VA--YGKEALAV--FLNYIQ--PY-TGD--QDKD---FII-ELFQKYP
WP_017741351.1__1__[1..117] LSQPDFQRLTRIVQNL-PDF-AN-VRDRRDF--LTGAFGGDPKAEVILARL-----DWE-GSPMSFSVRIVTFL---SQF--GQ---VA--YGKEALAV--FLNHIQ--NY-IGD-GDDKD---FIL-GLFQTYP
WP_052307542.1__1__[2..101] LDPNTINELVELLQ---PFM-ED-ERSRRSI--LILALG---NDASVLQRI-----TWN-GTVTTFIPEMVEKL---ADY--GE---IA--PGKPALWA--LLECVR--SH-SGI--DRQQ---RID-KLRPRID
WP_096607134.1__1__[1..118] LSQPDFQRLIKIVSNL-PDF-AN-VRDRRRL--VAGALEGVPQADIILARL-----DLD-GMPMNVAVEVVRFL---GNF--GQ---VA--YGKEALGI--FLNYIQ--PY-TGD--EDNS---FIQ-DLFQTYP
WP_094332688.1__1__[1..100] VNSELMQKILHLLR---PLM-EN-ESQRRGY--LFRALG---TNTPVQYRL-----AFN-TPTNDFIPNLVNEL---VAY--GE---TS--SGKPALCA--LLEVVR--ED-VGN--DIQV---QID-NLLEQIN
WP_088241671.1__1__[1..118] LSTPDFQRITRILQNL-PDF-AN-VRDRRRL--LVGVFEGTTQANTILGRL-----DLD-GTPMSVSVEVVRFL---CQF--GR---VA--YDKEALAV--FLNHIQ--PF-TGD--EDRD---FIL-ELFQNYP
BAZ19855.1__1__[7..123] LSQPHFQRLTRIVQNL-PDF-AN-VRDRRRL--VAGALQGAAQGDTIMARL-----DLD-GSPMGVSVEVVRFF---CQF--GR---VA--YDKEALAV--FLNYIQ--PF-TGD--EDKD---FIV-ELFQNYP
WP_096585531.1__1__[1..118] LSQPDFQRLIRIVSNL-PDF-AN-VRDRRRL--VAGALEGVPKANIILAQL-----DLD-GNPKNVAVEVVHFF---ANF--GQ---VA--YGKEALGV--FLNYIQ--FS-TSD--EDTS---FIQ-DLFQIYP
WP_094332690.1__1__[1..116] LSQPDFQRLTRVVQNL-PDF-AD-VRGRQDF--LTGAFGGDPKADIILARL-----DWE-GSPMSFSVRIVSFL---SQF--GQ---VA--YGKEALAV--FLNHIQ--NY-IGD-SDDKD---FIL-GLFQTYP
WP_096601218.1__1__[116..213] INSKLIQKILTLLR---PLM-EN-ESQRRAY--LFRALG---TNTPVQYRL-----AFN-IPTNDFIANLVNEL---VAY--GE---TS--SGKPALCA--LLEVIR--ED-VGA--DIQE---QID-NLLQEIN
WP_096601218.1__2__[3..101] ISGEIIQELSRVLQ---PFM-WD-KQQRQAY--LIIALG---TNANVLNRL-----VWD-TPVDVFIPHMVKEL---VAF--GE---IT--PGKPALCS--LLEVIG--EN-VGL--DSLP---KIE-NLLRQIR
WP_088241670.1__1__[3..108] ISSDLMQKILTLLR---PLM-EN-ESQRRGY--LIRAFG---TDTAVLHRL-----VLH-IPTNDFIPSLVNEL---VNF--GE---ID--LGKPALCA--LLTEIR--KD-VGV--DIQI---HID-KIITEFT
WP_073640682.1__1__[1..118] LSQPDFQRLTRIVQNL-ADF-AN-VRDRRRL--VAGALEGVPQADTILARL-----DLD-GSPMGVSVEVVRFL---AQF--GR---VA--YDKEALAV--FLNIIQ--GF-TGD--EDRD---FIL-ELFQKYP
WP_094344203.1__1__[274..374] LEPHTINELVKLLR---PFL-ED-ERNRRPF--LVLALG---NDEPVLQHI-----SWG-GAVAIFIPDMVCKL---ADY--GE---VA--PGKQALWA--LLEYMR--SQ-VGV--DVQQ---HID-NLRPLLD
WP_094332689.1__1__[3..100] ISGEIIQELLLVLR---PFM-WD-KQQRRSY--LFIALG---TNATVLNRL-----VWD-TPVDVFIPQMVNEL---ILS--GE---IA--PGKPTICA--LLEVIR--EN-VGV--DKQL---EID-NLQQKI-
WP_017313928.1__1__[3..103] LSSELMQKLLPLLR---PLM-EN-ESQRRGY--LIRALG---TDNSVQHRL-----VLN-TPTNDFIPNLVNEL---VAF--GE---IS--PGKTALCV--LLEVIR--ED-VGE--DVKL---RID-QLLQNIR
WP_096733277.1__1__[54..149] LESKTINELVNLLR---LFL-ED-ERSRRPF--LVLALG---NDAPVLQHI-----NWS-GSVANFIPDMLCKL---ADY--GE---LA--PGKTAIWA--LLEYVR--SQ-VGT--DVQQ---RID-NL-----
WP_015197955.1__1__[10..128] LSTPDFQRIIKIVSNL-PGFGTT-VYERRRF--VEGAFGGEAKANTILVQL-----NLD-GLPMNVAVELVNFL---CKF--GQ---VA--YGKEALGV--FLNYIQ--LY-TGE--EDTS---FIQ-DVFQRYP
WP_083373571.1__1__[3..100] ISRETHRELLDLLR---PHM-RT-ARERQAY--LQRALG---MDSPVLNRL-----DYS-GTVDAFITDMVDKL---VRF--GR---IP--SGQPALCA--LLEEIR--EG-VGT--DQKD---RID-RLLQQIR
WP_012407405.1__1__[2..112] LEAEDRKQLITLLKEL-PEL-AT-ERSRQQI--LELA-----GLKQVIPMI-----NLS-GASFVAVSEIVSYL---SNY--GR---LT--YDHEALGL--FLNTLK--SL-TGA--QQQE---FLD-MLLTKYD
WP_017313929.1__1__[3..108] INSDLIQKILPLLT---QHF-KD-EKDCQSY--LIKAFG---INETISKRI-----TWN-TSKDIFITDMVKVL---DIY--SE---IA--PGKPALCA--LLTEIR--KD-VGV--DIQI---NID-KIITEFT
WP_094344205.1__1__[3..101] ISSDLIQKILPLLR---PLM-EN-ESQRRGY--LIRALG---TNTPVQYHL-----VLN-TPTNNFIPNLINEL---VAF--GE---IS--PGKPALCA--LLEVIR--ED-VGE--DVKV---SID-ELLKDIR
WP_094340291.1__1__[2..112] LEVEDRKQLITLLKDL-PEL-AT-ERSRQQI--LELA-----GLKQVIPMI-----NLS-GASFVAVSEIVSYL---SNY--GR---LT--YDHEALGL--LLNTLK--SL-MGV--QQQE---FLD-MLLTKYD
WP_096590160.1__1__[2..112] LDVEDRKQLITLLKDI-PEL-AT-ERSRLQI--LELA-----GLKQLAPMI-----DLS-GTPFVAISEIVSYL---SKY--GR---LT--YDHEALGL--FLNSLK--SF-VGI--QQQA---FLD-GLLTKYD
WP_094329911.1__1__[2..112] LEIEDRKQLITLLKDL-PEL-AT-ERSRQQI--LELA-----GLKQLIPMI-----DLS-GASFVAVSEIVSYL---SNY--GR---LT--YDDEALGQ--LLNTLK--SF-MGV--QQQE---FLD-MLLTKYD
WP_006098352.1__1__[2..114] LKNEDRQQLIALLKDI-PEL-SN-ERSRRQF--LAEA-----GLTPLLPRL-----DLS-GSPFVAISEIITNL---LNY--GR---LS--YDREALGV--FLNALKIFNI-VGV--QQQQ---FVD-RLLTDYE
BAZ32655.1__1__[2..113] LSTEDRQGLIDLLKDL-PEL-AT-QESRREM--LEYA-----GLKKLIPQI-----NVS-GSPFIANSSIISYL---ENY--GY---LT--YERQALGQ--FLNSIK--RVGVGK--QQEV---FLD-RILTEYN
WP_017313925.1__1__[2..108] LDPNTINELTEILR---PFV-ES-ERERQSF--LIAALG---NDAPVLQHI-----SWG-GSVATFIPHMMHKL---ADF--G---------GRQALCA--VLEYGR--SQ-MSVHEDVQQ---RID-QLICQLD
WP_042341713.1__1__[7..108] LEQQDVTPLIMALNLF-ALK-VN-VASDRQN--FLENAG---VDLAFLSRL-----KFD-TQPGTFAQSLVSAF---KSYQISH---KS--FNSHPLVN--VLKHLC--EL-ASL-YGLKD---QDI-ELFTRL-
WP_053455827.1__1__[7..108] IEQQDVIPLIKALSHF-ALK-LN-VASDRQN--FLENTG---VDFAFLSSL-----RFD-TQPHIFAQSLVSGF---KSYQISH---KN--LNHHPLVN--VLQSLC--EL-EAI-YGLKE---QDV-ELFTRL-
WP_016863328.1__1__[2..112] LDVDDRKQLITLLKDL-PEL-AT-ERSRLQI--LELA-----GLKQLAPMI-----DLS-GASFVAISEIVSYL---SKY--GR---LT--YDHEALGL--FLNTLK--GF-VGV--QQQE---FLD-GLLTKYD
WP_094344206.1__1__[3..108] INSDLMQKILPLLT---QHF-KD-EKDCQSY--LTKAFG---LNETISKRI-----TWN-TSKDIFITDMVKVL---DIY--SE---IT--PGKPAICA--LLTEIR--KD-VGV--DIQI---NID-KIITEFQ
WP_086832680.1__1__[3..100] ISNNIIQKLLRLLR---PIM-QS-ESQRKGY--LMRSLG---MNTPILNRL-----VFN-QPVDDFITDMLREL---VAL--SE---TT--AGKPALCA--LLEAIR--ED-VGE--DVKV---GID-ELLQQIK
WP_071102906.1__1__[1..118] LQQADFRQLTRIVQNL-PEF-AN-VRDRRRL--VAGALEGVPKADVILARL-----DLD-GAPMLASVEVVRFL---SQF--GQ---VA--YGKEALSV--FLNYIQ--LL-RGD--EDLE---FIR-ELFDKYP
WP_095043104.1__1__[105..219] LTVPDRQRLVDLLAGG-PWL-LG-DATARRA--LLDIAG----LGRFAAGL-----NLN-GAAREVAAMLVTRL---EPY--GF---LPDRPTHHALGA--LLDYLAGLPD-TPP--DDGQ---WLS-SIIRRYG
WP_044451899.1__1__[7..108] IEQQDVIPLIKALNHF-ALK-LN-VASDRQN--FLENTG---VDFAFLSSL-----RFD-TQPHIFAQSLVSGF---KSYQISH---KN--LNHHPLVN--VLQSLC--EL-EAI-YGLKE---QDV-ELFTRL-
AFY47225.1__1__[2..112] LEVEDRKQLITLLKDI-PEL-AT-ERSRQQI--LEQA-----DLKQLLPMI-----DIS-GATFVAVSEIVSYL---SNY--GR---LT--YEQEALGR--FLNTVK--GF-VGM--QQQH---FLD-KLLTKYD
WP_100919657.1__1__[13..120] ------ETLRDLLARL-PLW-QQ-ERDRRAL--LEFAL----AGHPALADF-----RHD-GQPLTVACELVTRL---QHHGYAA---LA--TGTHPVCA--LLRELRTRGE-HGN--PDTA---ARG-AVLARFF
AFY30833.1__1__[326..427] LEQQDVTPLIMALNLF-ALK-VN-VASDRQN--FLENAG---VDLAFLSRL-----KFD-TQPGTFAQSLVSAF---KSYQISH---KS--FNSHPLVN--VLKHLC--EL-ASL-YGLKD---QDI-ELFTRL-
WP_086761128.1__1__[7..108] LEQQDITPLTMALNHF-ALK-VP-LASDRQN--VLESAG---IDSAFLSNL-----KWD-TQSIHFANELVAKF---KQYQISS---NS--LESHPMVK--LLKYLS--DL-AII-YNFKD---EDS-KLFTRL-
WP_096733273.1__1__[3..107] ISSDIIHKLLPLLR---PLM-ED-KKERRGY--LNRAL----INAPVLNRL-----DWD-MTVDIFITDMLKKL---HEF--GE---IS--LGKTAISA--LLTEIR--KD-VGV--DSQI---QID-EVLTELQ
WP_048868472.1__1__[7..108] LDHTDVTPLILALNNF-ALK-VS-VASDRQN--VLETAS---IDSAFLSNL-----RFD-TPPNTFAQALVSGF---KTYQSYN---SN--FNYHPLVN--LLGSLR--DL-API-YGLRD---QDV-ELFNRL-
WP_101391068.1__1__[2..112] LTVEERQRLVTLLAAV-PVL-GS-PSGRAEI--LNLA-----GLGDLVPHI-----DLE-GPTLVAVSRLVTHL---SSY--GR---VS--YDHEALGL--LLNVIA--TL-TGK--EQQD---FLA-ALLLRHR
WP_096732913.1__1__[2..112] LEAEDLKQLVILLKDL-PEL-AT-ERSRQQI--LEIS-----GLKQLTPMI-----DLS-GAPFVAVSGIVSYL---SNY--GR---LT--YDHEALGL--FLNTLK--SL-IGV--QQQE---FLD-MLLTKYD
GAK60036.1__1__[2..100] LPGTLRNKIIDFLQSL-PNI-GD-IRGRQAF--IYSV-G---LDSKLQDQI-----VFD-EPPAQFIPLLVKRL---LDY--GQ---IS--DKRNALEA--VLKVAK--NY-VGL--DRKA---YCD-ELLAEL-
WP_096594145.1__1__[1..117] MELKDIELLVDILADL-A---QT-QKDYFKN--LAARAD---LPKKWQQEI-----VWD-GASRLDAKILIDQA---LARGLNT---KN--TKFSSLGS--ILHIVW-KED-LGT--DKGI---ELA-ILIVKYN
WP_069475583.1__1__[7..108] LLQTEVTSLILALNPF-AIR-VN-VASDRQE--VLENAG---IDMAFISNL-----RQD-TKPNIFAQALVAAF---KTYCVSN---QR--LDYHPMVR--FLKHLC--EL-API-YQLAD---KDV-ALFTRL-
WP_096561346.1__1__[3..109] VSGKIIQQLSLILT---PFM-RD-KQQRQAY--LELALG---TNSPVLGNL-----EWD-GSANVFITQMVNKL---VAF--GE---IS--SGKSALCA--LLEVIR--KD-VGV--DIQI---DID-KIITEFT
WP_096560533.1__1__[8..108] -EQQDVSSLTLALNDF-ASN-VL-VPSDRLN--FLQNSG---VDSAFLSNL-----RFD-TSPNTFAQSLVSGF---KSYQISH---KN--FDYHPLLN--VTKSLC--EL-ESI-YGLKE---QDV-ELFTRL-
WP_067166140.1__1__[2..112] LSVEERQRLVTLLTAV-PVL-GS-PSGRAEI--LALA-----GLGGLVPHI-----DLE-GPTLVAVSRIVTHL---SAY--GR---VS--YDHEALGL--LLNVIA--TL-TGK--EQQD---FLA-ALLLRHR
WP_095042768.1__1__[1..119] LSLPDRQKLARIIANL-NEM-TM-GAAARFG--WLDRAG----LRRFVPGT-----NLD-AAPITLAGVLVGKL---EPY--GM---LPNQPNYHALGA--LVSLALTEPD-LAQ--DDAQ---FLA-GLLVKYQ
BAZ54213.1__1__[329..429] -EQQDVSSLTLALNDF-ASN-VL-VPSDRLN--FLQNSG---VDSAFLSNL-----RFD-TSPNTFAQSLVSGF---KSYQISH---KN--FDYHPLLN--VTKSLC--EL-ESI-YGLKE---QDV-ELFTRL-
OKH11495.1__1__[3..100] MNSTLISQLTDLVH---KHL-KD-EGTCKTY--LITALG---TSEQISQQV-----NWN-DKPKNYINSLIVEL---DKY--GN---TD--SGQLALCD--FLQEIS--AG-VGQ--DVKK---HID-DLIEKIK
PID58769.1__1__[1..105] LSYLLRKRIVDFLVSL-PGI-ND-TEKQQAL--LQRA-G---LDRNLVSQL-----RFN-AASGQFFQLLVSTA---WQY--GR---LE--DGREALVA--VLQAAK--DS-VGL--DKQV---DCE-RLIRELS
WP_002754222.1__1__[7..108] LLQTEVTSLILALNLF-AIR-VN-VASDRQE--VLENAG---IDMAFISNL-----RQD-TKPNIFAQALVAAF---KTYCVSN---QR--LDYHPMVR--FLKHLC--EL-API-YQLAD---KDV-ALFTRL-
WP_024968614.1__1__[7..108] LLQTEVTSLILALNLF-AIR-VN-VASDRQE--VLENAG---IDMAFISNL-----RQD-TKPNIFAQALVAAF---KTYCVSN---QR--LDYHPMVR--FLKHLC--EL-API-YQLAD---KDV-ALFTRL-
WP_074309822.1__1__[1..114] LETQDLRRLAQIVSKL-AWF-ENSARERRQF--VEMALGSTPRAETLRGQL-----GLD-TPPAIASVEVITKL---ARF--GQ---VE--YGKEALGV--FLNAVI--GE-VGV--EIQG---EIR-SLFDKYP
ODH02277.1__1__[1..116] LSTPDFQCLTRIVQNL-PDF-AN-VRDRRRL--VAGALQGVSQADIILARL-----DLD-GAPMGVSVEVVRFL---AQF--GR---VA--YDKEALAV--FLNYIQ--PY-TGD--EDKD---FIVSKLMTAWQ
KST69860.1__1__[330..431] LEQKDIPSLIIALNKF-ALK-VS-VANDRYN--ALETAN---IDDAFLSNI-----RFD-TGSNIFAQSLVAAF---KNYQVSN---QN--LSYHPLIN--FLKSLT--DL-ALI-YGFRD---QDI-ELFNRL-
ABD75797.1__1__[743..846] SRHTLHRRIVDLLTSL-PAF-AE-SSGRQAL--LISA-G---LDAQLKTQI-----DVN-QPPTQFFSLMVSAL---SVY--GT---LK--DGRNALTA--ILETTK--GY-VGQ--EKQA---LCD-ALIEEIE
WP_096679032.1__1__[7..109] LEQDDIIPLESALEKLFAIN-LD-NANIRRS--VFNTSG---VDSSFITKI-----NLN-TSPVELTSIVVAQF---RDYKVTN---RR--LDYHPMVS--FLQYFM--KR-QES-YDLAD---QDV-ELFDRL-
BAZ68426.1__1__[328..430] LEQDDIIPLESALEKLFAIN-LD-NANIRRS--VFNTSG---VDSSFITKI-----NLN-TSPVELTSIVVAQF---RDYKVTN---RR--LDYHPMVS--FLQYFM--KR-QES-YDLAD---QDV-ELFDRL-
WP_037722020.1__1__[2..112] LTVEERQRIVTLVASV-PVL-ST-ESGRAEM--LTLA-----GLGDLVPHI-----DLT-GPTLVAASRIVTHL---SAY--GR---FS--RDHEALGL--FLNLIA--TL-TGR--EQQD---FIA-ALLLEHH
GAK60798.1__1__[168..278] LPFAFHTRMVEFLLTL-PNL-DD-SYAQRAF--LNSA-G---LDPQLQQRI-----HVA-DPPSQFFHLLVPML---SQY--GT---LK--DGRHALQA--ILEAAK--AY-VGK--EGQA---QCE-ELLRELQ
WP_096607135.1__1__[3..100] ISGNLTNKLVSLLQ---RHL-RD-KNECKSK--LFLLFG---VNSSISNQI-----NWD-TALSNIIPDLIDRL---DAY--GT---MPN-SENIALCE--FLKLIS--ES-VGA--DVQI---EIS-KLSQLI-
GAK50704.1__1__[3..101] LPAKLKTKISNFLRSL-PNI-DD-SNGRRAF--IYSV-G---LDSQLQDHI-----SFN-QPVAEFIPLLIANL---FDY--GK---LN--DGRYALEA--LLETAK--EH-VGQ--DKKD---YCE-RLIRELQ
PAK27265.1__1__[2..111] LSPEDRSAIITALKEL-PEF-AR-ETDRGEF--VRNA-----GLERLAPHV-----DLS-GSPHVAASRLVTHA---LAY--GR---VS--PEHEALGR--IVSEMT--LL-VGI--EQRA---LLA-GLLDRYD
OSC68290.1__1__[2..111] LSPEDRSAIITALKEL-PEF-AR-ETDRGEF--VRNA-----GLERLAPHV-----DLS-GSPHVAASRLVTHA---LAY--GR---VS--PEHEALGR--IVSEMT--LL-VGI--EQRA---LLA-GLLDRYD
WP_073645662.1__1__[7..108] LMQQDVRPLIESLITF-AIM-FS-NASDRLT--VLQNAN---IDKAFLSSL-----NLS-DEPRKFAQQLVSKF---RTYRVSN---NK--LDYHPMIK--LLTHLC----------EIAP---NYN-ELINDVP
WP_047155817.1__1__[12..108] LNRDDIIQMELIFQRL-FQP-FD-SISGRRA--FLQLAG---IDDYFINSR-----NFN-LPPQKFITILVADL---KSYRISR---QN--PYYHPLLL--IIDHVI--NQ------PREK---FYH---LDDRD
WP_015623279.1__1__[1..118] LAAEDFERVVAILATM-PDF-RT-AQQRADL--LTDVFAGTPRGDDVITSL-----DLD-GTPRAVAVRVVQRL---QLF--GQ---DE--PGREALGV--LLNKML--SY-LGG-GGSAQ---VLR-SVLVRYP
WP_096594147.1__1__[1..121] LQEKDIKLLVEVMADL-AYN----SQDSHPV--VFKDLL---QRANIPKKWIQAFGQWP-SDIGAAARTLINNC---YSRGINN---ND--PKFNTLGS--ILQILL-SEE-LGL--DKAS---IIA-AVIVRYK
WP_002734217.1__1__[7..109] LLQTEVTSLILALNPF-AIR-VN-VASDRQE--VLENAG---IDMAFISNL-----RQD-TKPNIFAQALVAAF---KTYCVSN---QR--LDYHPMVR--FLKHLY--EL-APIIYQLAD---EDV-ALFTRL-
WP_095042769.1__1__[89..202] LSDDDRSRLVDILANN-YDM-QM-GPSARYG--LMDRAG----LRERLKFI-----DLA-GAPLSLAYSIVSDL---EPL--GI---LPGQPSFHALGA--LINYILQLPD-TTT--DDAR---ILA-ELLVKYQ
WP_063712018.1__1__[1..97] -----VTPLMLALNRF-AIK-VN-DASERQE--VLESAG---VDIALLSNL-----KLG-ATPTKFAPALVAAF---KIYPISN---RR--LNYHPMVS--LLKYLC--EL-APL-YGLAD---QDV-ALFSRL-
WP_058183761.1__1__[8..134] LKTNDIIQLETAFVSL-LNQ-ID-TVAGRRS--ILLAAG---IDNYFISEL-----NLN-LNIREFTNILVSKF---IDIPISS---QR--PCYHPLIV--FLDYLL--QQPQRK-YNLDD---EAL-EILNKVY
EDX74986.1__1__[174..270] -----VTPLMLALNRF-AIK-VN-DASERQE--VLESAG---VDIALLSNL-----KLG-ATPTKFAPALVAAF---KIYPISN---RR--LNYHPMVS--LLKYLC--EL-APL-YGLAD---QDV-ALFSRL-
WP_011611097.1__1__[12..108] LNRDNITQLELIFQRL-FQQ-FD-SISGRRA--FLQLAG---IDDYFINGR-----DFN-LPPQQFITILVADL---KSYRISR---QN--PYYHPLLF--IIDYVI--NQ------PREK---FYH---LDDRD
GAK50703.1__1__[2..100] LPGKLQKEIIDLLLSL-PNI-QD-SDGQKAF--ISRAA----IESKLENQL-----PFG-KPASDFVPLLVRVA---LKY--EK---SD--DGRYPLEA--ILQTAK--EY-VGI--DKQQ---HYD-NLIQRL-
GAK48799.1__1__[9..110] ------KELSAFLTPL-PPF-QD-EPSRRAL--LINA-----GFSDLLAQI-----SCG-GTTANFVPIVVNYL---ANY--GT---RA--DGRHALAH--LLEEVA--RN-VGN--DKQA---RIQ-EFLAKLQ
GAK58367.1__1__[207..309] LTVSLRRQIIEFFLSI-PDI-YN-PGKPQAL--VQSA-N---LDSQLLNQI-----SFA-GAPGQFFNLLLPIL---IQY--GR---LN--DGRYALQA--VLEAAK--QF-VGP--DRKA---VCD-NLIRELG
EXJ15393.1__1__[198..300] -----VERLRDLLLGL-PRW-ND-RRDRLGF--VEIALG---RRHPILHEV-----EWE-GSARQLAWDLARAC---EDYP-EP---TE--TGRSPACA--LLEAIP--RE-FGR-SPVRD---REI-QALSAL-
BAZ51865.1__1__[7..108] LKQEDVIPLTKALTIV-LRQ-NN-TASDRQT--LLENAG---IKSALIGNL-----RLE-SQPNILAPALVAEF---RRYRVDS---RW--LDYHPMVS--FLEHLC--DF-AED-YPLSQ---QDV-TLFRRL-
WP_081763436.1__1__[218..320] -----VERLRDLLLGL-PRW-ND-RRDRLGF--VEIALG---RRHPILHEV-----EWE-GSARQLAWDLARAC---EDYP-EP---TE--TGRSPACA--LLEAIP--RE-FGR-SPVRD---REI-QALSAL-
WP_006101191.1__1__[3..100] ISNDSIEKLLPLLR---PYL-RD-ENERRAY--LIRALG---MDTPVLNRL-----VLN-TPVDSFITNMVTEL---VRL--GK---IS--TGKLALCA--LLEVIR--KD-MGL--DNQA---KVD-TLLQQLR
GAK58546.1__1__[14..123] LPPPVHEEIVKFLLSI-PNI-QD-QKTIQGL--ISNA-G---LGIQLQNQL-----DIT-GSPVQIFNLVVPIL---LKY--GK---LD--DGRYALEA--FLETTK--QC-VGT--DKRA---YCD-ILIKKLQ
GAK49080.1__1__[248..347] LPPALTQEIVAFLVAL-PDI-HD-RLKQQAF--LLSA-G---LDAELFNQL-----HIG-EPPTSFINALISNC---MTY--GQ---LN--DGRHALIA--VMNAAK--QL-VGK--NRQA---DAD-TLIQQIE
WP_027844486.1__1__[9..110] LELNHTIELESALQNL-FIN-ID-GVAGRRG--ILRNAG---IDNHFIANF-----DFN-LGINEFTTILVSKF---KDYS-VS---RK--NPSHPLVK--LLSYIL--RQ-PQK-YNLDD---EDI-KIFTEI-
WP_096585528.1__1__[3..101] ISGKLMQELLNFLQ---QHL-TD-KNDCKSY--LSLLFG---TNQSILNQI-----QWD-NTLNNIIINVLVKL---DAY--GT---MPD-SGQTALCG--FFNLIS--EN-VGS--DVRI---NID-RLLEFIR
WP_026199145.1__1__[1..107] MDQSTFNDLCRLLERI-EPL-KD-QRRLKAL--VSLAL----LNHQVIGEV-----QWD-GAPAVVVSELIRAC---LDF--DQ---PTE-RGETPLCA--VLGALR-DEG-LAD-GRVKA---DFD-RLRERLG
KXK49627.1__1__[3..103] LTREQFKTTLQILT---PHF-GG-TEADRQG--IVRAAL---HPSPVLDSV-----TWS-GGADIFTPNLITRL---GVH-----------DDTISLIA--LLQHVR--SP-VGD--SHQT---AIT-TLIDELS
WP_020507189.1__1__[213..318] QQRLVLRDLLVAL----PAW-PL-VRERKAL--VEAALG----GHPAAANL-----IWE-DDGYTVAGNLILKL---HFFDTVP---LP--DGHHAVCG--LLAEIR-----TRR-WDLHP---GIG-EQMQALA
GAK51045.1__1__[1..105] MNPTLQRDIINFLRPL-PQF-ES-ENSRKAL--LITA-----GLNNIISSL-----DLR-GSAGEFVPLLVRRL---EAF--GV---AA--DDEPALVV--LLRSLA--RD-MGQ--EKKA---AIR-EFCARLL
PIE80605.1__1__[238..350] LKQEDRKWLVQTIGNL-ARF-QD-LPGRRNL--LIDAQ----IPDAWIGEI--S--LER-GGTSEIARTVVNDL---ERR--GS---LPQNPQTHALGG--LLEALS--DS-LGV--EQSR---RAV-ALLFRYR
PIE80605.1__2__[98..212] LNKADFTRLANILQAE-PRF-AT-PQQRLDL--LNEAFSDSPRREDIKGGI-----NVD-GAPRSVAIRLINHL---VQF--GQ---DI--KDRETLGL--LILTLL--AG-LGD-NPDAH---FLR-GLLSRYP
WP_082393028.1__1__[1..120] LVPRDFSRVVEILSAM-PDF-RT-VQSRVDL--VTDVFAGTSRSDDVVTTL-----DLD-GPPRAVAVRVVQRL---QSF--GQ---DE--PGQETLGV--LINKML--AY-LGA-GEQAD---DLR-DVLARYP
WP_027846150.1__1__[1..121] IKQADIDKLVNVLAGL-AA--TS-FTSPQDF--FRDLVSRANLRQQLVYSL-AG--VWT-GNPIHDARRLINWA---LVRDINP---ND--QRFTTLGS--ILQPLL--SE-AGF--NDAK---LIV-SLIIIYK
WP_094341674.1__1__[7..109] LDQNDVVCLENSLEKFFATR-FD-NAISWRS--IFSSSG---VEDSFIRPL-----IFI-SNPVEFSNRVVAKF---KDYKVSN---QR--IDHHPIVK--LLQYLL--NR-KES-YEIED---QDI-KLFTKL-
PID58768.1__1__[3..99] IDSVLRSNIVEFLLER-PAF-QD-ENGRKAI--VLDA-----GLDRLLPDL-----ELS-GTQRSFIVLLVEHL---DRY--GR---LP--DGRLALTA--FLQAVS--ER-VGQ--DGQR---QIT-DLCERI-
WP_043753049.1__1__[2..112] TDHQILLDFKALLLRL-PYW-CR-NERRLGL--AEQALG---KDHPAIRAI-----EWD-GTAEAQAWDLPSRC---DDYD-QP---VP--SGLSPLCA--LLDLLR--EE-FGH--STDERGRRIA-SLTERLS
GAK49205.1__1__[3..103] ---NIIQELSEFLTPL-PCF-AN-EPSRRAV--LINA-----GLSDLLPSV-----NLS-GSAYDCVASLLDHF---AKS--GQ---IE-----EQIA---LLQEVY--KS-VGG--EKKK---EIT-RLIALLN
WP_020504760.1__1__[6..119] RDLPIAETLRDLLVGL-PLW-QE-ERDRRAF--LELTL----HGHPALADF-----QFG-GKPLTVAAELVNRL---RAHDYRA---LPDPAAAPPVCA--LIREIRTRRE-DGN--RDTA---ERS-TVLARFF
WP_100919651.1__1__[192..300] -QRSPLRDLLVAL----PDW-DL-LAVRRGF--VAAALG----EHP-AARL-----TWE-GDGFTVAGELVSKL---KYYSAAP---LP--DVRHAVCA--LLAEAR-----TRK-WDQAP---AIG-DAVRRLA
WP_027846149.1__1__[146..265] LSDNDKEYLITTISRL-ATN-ST-TSSKEYFKALVNQLN---LPEKWRNSI-AD--IWT-GDTNTDTSKLVNWVEQKKSYPNES---EK--PGYTVLGS--LIEKLL--EE-TGD-------R-HFL-EMIISYE
WP_095043549.1__1__[18..133] LAADERQRLIRLLSEL-PLI-LT-GGADGRL--AFLNSN---GLLELSTRL-----PMA-DNAQLFAGLLVITA---EGQ--GEPLAHR--PGYHALGA--VCDGVL--QL-DDA-PRDDR-P-FLA-QLIARYA
GAK52163.1__1__[210..313] -SNAIKAKIMKLLPSL-NIL-RQ-ESERFGL--IRAAM----LDQAAANQI-----DAS-QALGSFVPNTVELL---AGY--GT---LE--DGRHALEA--LLIAAR--DL-GGK--EFKQ---QCD-AIFQEWL
WP_058557120.1__1__[80..182] -DQATRIRAQQLLCEL-PGW-RE-PRSRQRI--IGNALG---DGHPLLDEI-----PLS-GSAKDAAHAVIQAC-A-PPA--GF---HK--DAKPPLCM--LVDAIG-RDF-PGD--PRRD-A-EVR-ELLRLLG
KXK49628.1__1__[217..309] MAPALFQRVVQVIT---PHV-SS-QGNQSAL--VNRAF----FGSPVVNKI-----QVG-QAAGVFANHVVRTL---YDF-----------DGNAAIIT--LLETLR--AD-VGA--NKQR---EID-TLIEDLR
KXK50651.1__1__[3..101] LSRDQYQRAVEILT---PHF-NV-SADDRKA--LVNVPL---YGSPVMTKV-----KWDMKGAVAFSAHFVDEL---VLF-----------DDVVSVCA--VLRHIA--TL-VGE--PTVT---RIA-DLIREIE
WP_074309824.1__1__[38..141] IEEVKRFHLVQ----------EG-DSGRKSL--LELVLGGD-QFEQLRGRV-----TIE-GPPEIFASGLVRCL---YQY--DR-S-----NVRFTVVD--LLEFMK--RG-VGE--DQQS---RLS-DLIAEYT
GAK60599.1__1__[3..99] IEQEIVTWLERHSDIL--DL-KE-TSGRKAF--LFKA-----DLTDLQNKL-----KLE-ETTAIFCSDLVQRL---RNY--GA---LS--DGRDPLTA--VLEAAK--TM-VGR--DKQA---ECD-ALIARLQ
PJF35289.1__1__[1..100] LTMEEFRRLVQIVSAM-PAW-QR-IDNRQFN--LIMA-----GLEHFIKCV-----NLD-LDTQVYVGSLIRAL---RDY--GS-D-----DGQPVLAK--LVRYLV--PM-TSG--EDRQ---FLE-TLLGE--
CUS03247.2__1__[103..200] VDFRDIQKLGPILAAH-TLF-QT-PDGRQSL--LYN------AGLSRVIHL-----DLN-GNAYAVASSLLAKV---NEY--GE---IE--PGDTAIGR--LLAYIA--AD-PAL--PPAD-K-----SVITAIA
WP_015766797.1__1__[2..96] ---TIIEQAADLLR---PFM-GE-DRRDTWL--TLAFHA---EHPDVYHAI-----PQR-GATRDFVVACVRRL---LEH--GR-V-----GSRHALSL--LLEAVC--SA-AGD--ERQP---AFR-ALIEELD
BAZ28206.1__1__[779..877] -NMSLRSQLIDFLLNS-SIL-NT-ERDRQTL--LLYF-----GYDSLIKKI-----TLA-GTPQQFTVNLIQVL-E---------L-----EGRDTLLN--FIDNLAKSDF-LGI--ENKE---KLT-RLSADIR
EXI70483.1__1__[7..97] -------RAARLLQ---PHL-GE-ERRGARL--ALAFHG---SNRAILDGI-----SQR-GSSSDFTVRCVSRL---LDR--GC-V-----GSRHALSL--LLEVVR--GE-AGD--ELQA---SFQ-TLIGELD
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KPQ40646.1__1__[228..313] STPPSNRRLR-GLQARLKDVSGEIDIAEEQLAA-TNND-VERKRQERQLDILYKRHDEIEQQIN
WP_026723989.1__1__[198..294] LSRVQAIKAK-ELNKRLGILEGDFIAVYNQLNY-TENA-QSRNNLQRQLEAIEQDMNKVETQLN
WP_073631991.1__1__[201..296] LSRVQAIKAK-ELNKRLEILESDFEAVYNQLNY-TENA-QTRNNLQRQLEAIEQDMKKVEAQLN
WP_073643844.1__1__[205..297] KSRVQQLKIK-TLQQRFEVLSSDYEAAYNQLNY-TLSA-GDRNIIQRQINSILQELEQVESELN
WP_012412620.1__1__[205..295] PSRVQQLKIK-TLQQRFEVLSSDYEAAYNQLNY-TLAA-SDRNIIQRQINTILQELGRVESELN
WP_096590497.1__1__[205..297] LSRVQQLKIK-TLQQRFEILSSDYEAAYNQLNY-TLSA-SDRNIIQRQINTILQDLEQVESELN
WP_094328909.1__1__[205..295] PSRVQQLKIK-TLQRRFEVLSSDYEAAYNQLNY-TLGA-SDRNIIQRQINAILQELGRVESELN
WP_096541054.1__1__[205..297] KSRVQQLKIK-TLQQRFDVLSSDYEAAYNQLNY-TLSA-GDRNIIQRQINSILQELERVESELN
WP_086834930.1__1__[205..297] LSQVKQLKIK-TLQQRFEVLSSDYEAAYNQLNY-TLSA-SDRNIIQRQINNILQDLEQVESELN
WP_094352374.1__1__[205..297] PSRVQQLKIK-TLQQHFDVLSSDYEVAYNQLNY-TLSA-SDRNIIQRQIDSILQELERVESQLN
WP_103137091.1__1__[202..293] TNRVQQLKIK-TLQQRFEALSSDYEAAYNQLNY-TLSA-GDRNLIQRQINTILLDLEQVQSELD
WP_006100387.1__1__[198..288] LSRVQQIKAK-VLQQRLESLSTDYEAAYNQLNY-TLGA-ADRTILKRQCDAIEQDITQVANEFD
WP_094343495.1__1__[205..307] KINSSDLRKN-YLEQLIARLKTEIESLGNQIGW-TLND-VDKNKLQRQLDDKFDEIEKAESKLN
WP_028091547.1__1__[197..287] LSRVQEIKAR-ELNKRLVILEGDYEAVYNQLNY-TENA-ESRNNLQRQLNRIEQEMNDVVEKLN
WP_063874526.1__1__[197..287] KPALLPAKKR-FLEQRKQQFEENIEAVSKQMSF-ESNL-SNYLNLERQISFYFEELEKIERELS
WP_006196859.1__1__[197..287] KPALLPAKRR-FLEQRKQQLEENIEAVSKQMSF-DPNL-SNYLNLERQITFYFEELEKIERELS
WP_089090172.1__1__[197..287] NPALLPAKRR-FLEQRKQQFEENIEAVSKQMSF-ESNL-ANYLNLERQITFYFEELKKIEREFS
WP_073595182.1__1__[214..310] LPSFRQVKLK-ALKNHYSVLCAKYEATYNQLNY-TLSQ-ADLVSIREQIKDLEKNLLNVEQDIN
WP_071102599.1__1__[194..282] KP-LSSAKRK-FLEQEKKDLEEKINDIPNQMRFLDPAS-SDYKNLKRRSDIYFEELEKIENQL-
WP_070391094.1__1__[197..286] NPRLSPAKIK-HLEERKKYLEEQISDLGIPMKFLEPSS-IEYQNLKRRSDVYFDELEEIENQLS
WP_075896569.1__1__[192..282] KPGLLPAKRK-LLEQEKKYLEERINDIPNQMRFLDPAS-SDYQNLKRRSEVYFEKLEKIENKLS
WP_008189859.1__1__[194..283] KPRLSPFRIR-FLEKQKREWEERVEEVSKQMGF-ESNL-ANYLDLEKRANIYFDKIEKIKRELS
WP_071187408.1__1__[218..312] EEPSSNSSSE-FYKKRIAAKEEELAKVQADLDE-VVPQ-DIELKLSRKAERLLKEIQDLKAKLN
WP_096541050.1__1__[1..67] MNNSSELRKN-YLEQLIAYLKTDIETIGRQISR-TLDD-VDKNKLQRQIDDKFDEMAKAESELN
WP_094352375.1__1__[1..67] MNISVDLRKN-YLEQLIANLKSEVESLSKQMAW-TSND-VDKNKLQRQVDDKFEEMYKIESELN
WP_094343496.1__1__[1..67] MKNPSESRKN-YLEQSIANLKNEIESISKQIGW-TLND-VDKNKLQRQIDNKFDAIEQAESELS
WP_073643845.1__1__[1..67] MNNSSDLRKN-YLERVIANLKTEIETISKQILR-TLDD-VEKNKLQRQIDDKFDEMAKAESELN
WP_012412619.1__1__[1..65] MKNSLDLRKK-SLEQLIARLTTDIESLSNQIGW-TLNN-VQKDQLERQLENKFKEIEKAESELS
WP_096590496.1__1__[1..67] MTNSSDLRKN-HLEQLIAHLTTEIEITSKQIVR-TLDD-VDKNKLQRQLNDKFNSLEKAESELN
WP_103137092.1__1__[1..68] MTNSADLRKK-HLQQLIAHLTTEIEIISQQRLQ-TLDD-VAKNKLQRQLDDKFQELETAESELK
WP_094328910.1__1__[1..67] MKNSSDLQKN-YLEQLIARLNTEIESLSNQIGW-TLNN-VQKDQLERQLKDKFKEIEKAYSELS
WP_086768595.1__1__[1..67] MTNSSDLRKN-HLGQLIAHLITEIEITSKQIVR-TLDD-VDKNKLQRQLNDKFNSLEKAESELN
OUL23955.1__1__[1..68] MSRIREIRLE-VLKQDLDKLENDYKAVADKKRR-ESNP-QEKNNLQLQLDEIAQQIEVTEKAIN
WP_006100574.1__1__[3..68] FNRSVQVRIR-CLQRRFDLLEQNYTDISEQLNY-ESNA-QNRNHLKRQLAHLEKEMTIVEEELN
WP_026723988.1__1__[3..68] -ESSQQLIKK-LYEERLENLKKDYADVFAQLNS-TDNV-QSRNHLQRQLDVIEQDMNRVEQKLE
WP_073631993.1__1__[6..68] ----QPLIKK-LYEERLSKLEKDLTDVFAQLNR-TENA-QSRNNLQRQIEEIEQEMNTIEQKLK
WP_086835262.1__1__[2..70] MSRIREIRLE-VLKQDLDKLENDYKAVADKKRR-ESNP-QEKNNLQLQLDEIAQQIEVTEKAIN
WP_017748254.1__1__[4..69] -SRVSQIKKK-VLQERLDARMKEYKALNQQLNN-EGNA-ATLEKLKRQILEKEKEMREVEDELN
WP_094329325.1__1__[1..68] MSRIRTIRLE-TLNQDLEKLENDYKAVADKKRR-ESNP-QEQNNLQLQLDDIAKRINAIEKEMN
WP_086835261.1__1__[390..468] IPRLTQIRTD-NLKNDLDKLAKDYDAVANKKRR-ESNP-QEQNNLQLQLDEIAQQIEFIEQQLQ
OUL23954.1__1__[442..520] IPRLTQIRTD-NLKNDLDKLAKDYDAVANKKRR-ESNP-QEQNNLQLQLDEIAQQIEFIEQQLQ
WP_012411187.1__1__[444..519] FSSPDNVKRK-ILTERQEKLEKEYTLINQQIDE-TIDE-VLRSRLELKAERIFRDLEKVKSDLS
WP_008307944.1__1__[422..503] LGLAAQLELQ-DLQAQLVQLQAEYQACQEAARS-TLDP-DSKIKLQTKGQKILADISRIGERIE
WP_052754353.1__1__[462..533] PSMKTSRQKQ-RLQDELTDLHEERDASYSQYRS-TIDD-AQKIVLKRKIDKLDNQINDLENQIN
WP_006196858.1__1__[3..70] MTDSIQTKLK-FLQERKKVIEEDIEAICKQYNY-SSNW-VDKGNLDRQFNEYLQRLKKVDNEIE
WP_063874525.1__1__[1..67] MTDYIQNRLQ-FLQERKKVIEDDIKAIGKQYNY-SYNL-ADKDNLDRQSNEYFQRLKKVDNEIE
WP_008189861.1__1__[1..70] MTRDTQIRRQAFLEEQKRLINEHIEEISNQMSY-SMSDLAKYSDLQRQSEEYFKKLDKVENELN
WP_070391095.1__1__[3..63] -------RRD-FLEQEKKDLEEKISDIPSQMRFLDPAS-SEYQNLKRRSDIYFSQLEEIETQLS
WP_075896571.1__1__[3..63] -------RRD-FLEQEKKDLEEKISDIPSQMRFLDPAS-SEYQNLKRRSDIYFYQLEEIETQLS
ERN41719.1__1__[8..74] NTVRETVRIA--KTERLNTLAREYVNCNRQLQC-SDNN-VARSRLNCQLQNIEQQMMAVESELE
WP_012411188.1__1__[10..77] -ESPIEVKRK-TLNKRYTDLLNQYTLANQKIDE-TIEE-SERYRRQQEADRLYSDLEAVDRKLK
WP_087539493.1__1__[3..72] RESPIEVKRN-ALNNRYTNLLYEYELVNKQINE-TNDE-VERSRLQHKAENLYSQLEEVDQELK
WP_100902261.1__1__[3..63] ---VANTRRE-FYSKQLAQRNNELAAIESQLQG-TLSA-VDELKLNNQAENILQKIEELDAKLK
AFW96970.1__1__[101..190] FNRVQEIKVR-ELEKRFAILEIDYEAVYNQLNE-TLDA-EFKNKIQLKLKRIEQEMNDVFGELK
WP_051155255.1__1__[86..175] FNRVQEIKVR-ELEKRFAILEIDYEAVYNQLNE-TLDA-EFKNKIQLKLKRIEQEMNDVFGELK
WP_017290287.1__1__[148..227] LSRVQQVVEK-GLQKRLESLAADYEAVANQISY-TNNA-ADQKRLERQLTEIAEKMEKVAAELD
WP_016861398.1__1__[255..327] VSQANELEKQ-QLQQEFDSLSEEYMVVNKQLRQ-ALSA-RERLLLKKQADDILQQMKEVEAKLK
OBQ14646.1__1__[63..152] FNRVQEIKVR-ELEKRFAILEIDYEAVYNQLNE-TLDA-EFKNKIQLKLKRIEQEMNDVFGELK
WP_095721457.1__1__[280..349] LSKTAALQKQ-MLEEQLVSLSEEYAVVNKQMNS-ERDA-RSRLLLKKQADELLEHMKQVEAELE
WP_017748253.1__1__[149..246] WSRVQAIKLK-ELNKRLEILGSDFEAVSNQLNY-TENA-QTRNNLQRQLDAIEQDMKKVEEQIN
WP_084202418.1__1__[175..253] ESLTSRVKRR-AMQERLVRLEKEYTACNQQIGR-CFND-VEKMRLEYQASQILQEIRDIEDSLS
WP_017713465.1__1__[228..309] LSRVQQLKLD-RLQGELKRSEEEYIAVQRQLET-ELDP-VNRSRLERRLAQFEQEMEKIEQEI-
WP_006100559.1__1__[1..66] MPNALSTKKK-ILQDKYNALEADYISVNQQIIQ-TRDK-ADRNQLQRQADDLFEQMERVESQLN
WP_016861397.1__1__[6..66] --NTRDIQVK-ALQELFEHLSEEYCVVMKQYVQ-EYDA-RNRLLLKKQADNLVEQMQQVEAELK
WP_095720362.1__1__[203..271] LTLVQRLKKE-SLEKRLAVLEENYQALERDYTG-AGDA-DEKNRLQSKLDRKIEEIDKITKELS
WP_017711952.1__1__[113..184] GSRVQQLRRD-RLERELDHLTQEYQAVADQVAV-TLDP-TVRVRLERQLEQLEARMGAIEADL-
WP_087539496.1__1__[257..313] ----QNLKRG-VLTERLAKLEKEYTLINQQIDE-TVDE-GTRFRLEQKANRIFRELEKVQSELN
WP_017747934.1__1__[2..70] LRSPDELKRE-ELEKQYQALEKQYQELSQQLSF-TINA-GDRVQLDMQLEDVYQRIQKINDEIK
KPQ40647.1__1__[4..61] -------KLR-GLQQRLSDIDKEIAIAEEQLST-INDN-VEYERQEKALNALYNRYDKIEEEIQ
WP_095721456.1__1__[3..70] ISRTTKLQKQ-MLEEKLASLSEQCTVVNEQMNS-ERDA-RSHLLLKKQGDELLEQMKQVEMELN
WP_017747935.1__1__[121..198] PESPEKIRRQ-MLEKQYQALEKQYQELSQQLSF-TINA-GDRVQLDMQLEDVYQRLKKLSDELG
WP_028091549.1__1__[1..66] MEKPNNIKLQ-QLEKRYQNIKQDIEKLNNQLNH-TENA-RTQNNLEREMNSLYEELEKIDQETK
WP_094329326.1__1__[146..224] IPRITQIKID-NLKHDLNKLAKDYDDVANKKRR-ESNP-QEQNNLQLQLNDITNQMEVIEQQLK
WP_035149283.1__1__[1..58] --MLSESERR-KLTLEYADLIKEEEACSTQYRS-TIDD-AQKVILKRKLDDYQQKLTNLENRL-
WP_019496296.1__1__[6..66] ---TNRLRKE-SLEKRLADYNKDYEGLERDYKA-ASDA-DVKNRLQFKLDNTLEEMKKVENDLQ
WP_006520046.1__1__[171..245] VSRFSIIKID-ELKKRRSALFEDYKALSEQLSY-TNNS-VEKSKLDRQKNSLEQEIEEIEDELN
WP_095720361.1__1__[6..69] ---AKRLRKE-SLEKRLVELEKNYQALERDYRG-AGDA-DEKDRLQSKLDRKIELIDKIIKELN
WP_096598668.1__1__[165..244] QRRRLEQDRD-SLEQQYNSVSTKLSRLRQAYSI-ETDA-ATKFRLEKQIQETETELKQLDQQLE
WP_017746751.1__1__[6..64] ------IQRD-ALRQRLSNIQEEYKTVNKQIDT-EIDN-VNRDRLQRKASSLFEEMQKIEREIK
WP_017317445.1__1__[232..306] RKAPSNARSE-FYKKRIAAKKEELAAIDSQLAG-TLSA-VDELKLNKQAEGIMKEIEELEAK--

================================
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WP_073639884.1 MDNRD-HLGNILDRILNG-SQTE-----------------ENIAQLRRSL-------K-IVG-GMLQ--------IVSQDGKFNTNIGQITGG-DIHI------GD-------R--------VYQQWDEEAIEALVKAL--
WP_103123734.1 MANPD-HLSEILDRVLKG-NQTE-----------------ADIDQLRRSL-------K-IAD-GVVQ--------SVSQTGKFNTNIGQITGG-DVHL------GD-------R--------IYQGADAETIRQVFQEVL-
WP_073639887.1 MTTPE-ELNAILERIVKK-QQTE-----------------TDITVLRQWL-------S---GSG--Q--------IVSQQGKYAVNLGQ--GQ-DIHI------GD-------R--------IYQGADAEVIKEIVRSIL-
WP_073639889.1 MNAPD-ELITIFDRILQG-NYSQ-----------------EEASILRQWL-------R-MSE-GLLQ--------FVAQDGKFNTNIGQVQGG-EIHI------GD-------R--------NYQGIDAESIRAILQEVL-
WP_096566835.1 MIAPD-ELNPILERIAKR-QQTE-----------------MDIAVVRQWL-------N---G-G--Q--------IVSQQSKYVVNLGQ--TQGDIHI------GD-------R--------IYHGADAQAIREIVRSLLQ
WP_017308244.1 MANPS-DLNNIIQRILNG-NQTD-----------------ADIEALRQWL-------N-T-G-G--S--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------R--------TYQGLDAQAIREVARAVIQ
WP_011319975.1 MANQD-HLSEILDRILKG-NQTE-----------------ADIDQLLRSL-------K-TVN-GILQ--------SVSQNGKFNNNIGQITGG-DIQI------GD-------R--------IYQGADAEIIREIIRSLLE
WP_103123738.1 MTTPE-ELNAILERIVKK-QQTE-----------------TDITFLRQSL-------S---G-G--Q--------IVSQQGKYAVNLGQ--GQ-EIHV------GD-------R--------IYQGADAEIIREIIRSLLE
WP_015197932.1 MPDSD-DLLAMIERILSH-QHTE-----------------ADLVLLRQAI-------S-ASS-S--Q--------GTLQIGKYNVNIGE--GK-DVHI------GD-------K--------VYHGADAEAIREIIKEIL-
WP_015081250.1 --STD-DLQAIIDRIANN-QHTE-----------------EDIALLQQLL---------TDK-P--Q--------IVLQIGKNIVNIGE--GK-EIHI------GD-------R--------IYQQWDKESIKALVKAIQK
WP_029630961.1 MANHD-NLSNIIERILNG-SQTQ-----------------DDIEQLRRSL-------N-MAG-SVLQ--------LVSQDGKFNTNIGQITGG-EVHL------GD-------R--------IYQGADAETIRQVLQQVL-
WP_103123861.1 MADQD-NLNDIIERILKG-IQTE-----------------DDIEQLRRSL-------T-IVE-GVLQ--------LVSQDGEFNTNIGQITGG-DIHI------GD-------R--------TYQGADAATIQQIVRNVFQ
WP_045874747.1 MANPS-NLNDIIQRILNG-NQTD-----------------ADIEALRQWL-------N-S-G-G--S--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------R--------TYQGLDAQAIREVARAVI-
WP_084763081.1 -TVYE-HLKQILHRVENG-QQTD-----------------EDITFLRQLL-------L-AGD-R--Q--------IVQQLGKYNVNIGE--GK-EIHI------GD-------R--------IYQQWDEQAIQALVKAIQK
WP_052335471.1 MTPYK-RFQQILNRVEQG-QQTD-----------------EDISFLRQLL-------S-ADD-R--Q--------IVLQLGKYNVNIGE--GR-DIHI------GD-------R--------IYQTWDEQAIQTLVQAIQK
WP_029630954.1 MANPS-NLNDIIQRILNG-NQTD-----------------GDVEALRQWL-------N-S-G-G--S--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------R--------TYQGLDAQAIREVARAVIQ
GBE90953.1 MTPAE-RLEETLHRVEQG-MQTD-----------------EDITFLRQLL-------L-AGD-R--Q--------IALQLGKYNINIGE--GK-EIHI------GD-------R--------IYRGADAETVRKISKEILE
WP_016864139.1 MANPS-NLNDIIQRILNA-TQTD-----------------SDVEALRQWL-------N-S-G-G--S--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------R--------TYQGLDAEAIREVARAVIQ
WP_084177636.1 MPASD-NLLAIIERILNH-QHTD-----------------DDLAVLRWAL-------S-A-S-S--Q--------STVQIGKYAVNIGQ--GQ-DIHI------GD-------K--------IYQGAEAEAIREIIAPLIR
WP_103123736.1 MISPE-ELNSILERIVKH-QHTE-----------------SDIALLQKWL-------S---NGS--Q--------IVSQQGKYAVNLGQ--GQ-EIHI------GD-------R--------IYQGADAKAIKQIVGNIVQ
WP_029630963.1 MADQN-NLNDILERILKG-SQTE-----------------DDIEQLRRSL-------S-DGG-R--Q--------IASQLGKYNVNIGE--GK-EIHI------GD-------R--------IDNQWDNEAMEALVKAIQE
WP_051502760.1 MTRPD-ELVSILDRILDG-CGDE-----------------GDVAILRQFL-------K-ESS-G--Q--------NVVQLGKYNINIGE--GQ-DIHI------GD-------K--------VYQGADAQTIRSIFLEVL-
WP_073639880.1 MANPS-NLNDIIQRILNG-NQTD-----------------NDVEALRQWL-------N-S-G-G--S--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------K--------TYQGLDAQAIREVARAVIQ
WP_027845623.1 MTNPT-NLNNIIQRILNG-TQTE-----------------RDIEALRQWL-------N-S-G-G--I--------QNLQIGKYNINIGQ--GQ-DIHV------GD-------R--------TYHGLDAQAIREVARVVTQ
WP_089130037.1 MANPS-NLNDIIQRMLNG-NQSD-----------------EDVEALRQWL-------N-S-G-G--I--------QNLQVGKYNVNIGQ--GQ-DIHI------GD-------R--------TYQGLNAEAIREVARAVIQ
BAY28970.1 MIYNP-NLNIIFDRIAKG-EETE-----------------GDMQTLRKLL-------N-ARE-G--Q--------SYIQIGKYNVNIAE--GQ-NIQI------GD-------R--------TYYGTDAETIKAAIREIL-
WP_099071177.1 MTTPE-ELNAILERIVKK-QQTE-----------------ADITVLRKWL-------S---G-G--Q--------IVSQQGKYAVNLGQ--GQ-EIHI------GDTFGGLCLR--------IYQGADAELVREILRSLLE
EDX74228.1 --TSN-ELGNILDRIVNG-QHTE-----------------ADIATLHRLL-------S-EGK-H--E--------RLLQVGKYHVNIGQ--GQ-DIKV------GD-------R--------VYQGLDAEAVREVVRAVLQ
WP_015081252.1 MAKTD-KLSNIIDRILNG-SQTE-----------------EDIEQLRQLL-------NVADN-R--Q--------ISTQLGKYNVNIGE--GK-EIHI------GD-------R--------IYQQWDKDAMEALVKAIQ-
EKE96729.1 MSDHD-DLKAIFERIVNH-QETE-----------------DDRQAIRSLL-------R-AGN-G--D--------NEIQIGKNIVNIAE--GR-DIHI------GD-------R--------IYQGADAEVIKEALRLVLQ
WP_027845294.1 MSSNE-ELRAIFDRIADG-EETE-----------------DDIKTLRRIL-------R-LRD-G------------SIQVGKDIVNIAD--GR-NIQI------GD-------R--------IYYGTDAETIKEVLHLVLQ
WP_052335472.1 MKPTE-HLQQILHRIENG-QQTD-----------------EDISFLRQLL-------L-AGD-R--Q--------IVSQLGKYNVNLGE--GR-DIHI------GD-------H--------FYQQWDEKAIQALIKFI--
AFZ01288.1 MADSW-ELQEICDRILNQ-NANE-----------------DDIAQLRQFI-------T-ANS-D--K--------NVVQLGKYNVNIAD--GK-DIHI------GD-------K--------IYQGTDAETIRAILREVL-
WP_044208481.1 --TSN-ELGNILDRIVNG-QHTE-----------------ADIATLHRLL-------S-EGK-H--E--------RLLQVGKYHVNIGQ--GQ-DIKV------GD-------R--------VYQGLDAEAVREVVRAVLQ
WP_073639886.1 -------IQQILHRVEKG-QQTD-----------------EDITFLRQLL-------L-AGD-R--Q--------LSIQLGKYNVNIGE--GR-DIHI------GD-------R--------IYNQWDEQAIQALVKAIQK
WP_103123731.1 MPSTD-KLLAIFDRIVEGKNTTK-----------------TDIEQLRRSL-------K-IVE-GVIQ--------LVSQNGKFNSNIGQITGG-DIHI------GD-------R--------IYQGVDVETLKKVLQ----
WP_073639877.1 MTDSL-ELLTILDRILNG-SQDE-----------------KDVAILRQYL-------K-ASG-S--Q--------NVVQLGKYNVNIGE--GK-DIHI------GG-------K--------VYQGADAQTIRSIFLEVL-
WP_055076841.1 ---SD-ELIDILDRIAKG-QHTD-----------------TDIANLCQIL-------G-WSD-R--Q--------TKQQLGKYNVNIGE--GK-DIHI------GD-------R--------NYISWNEESIQALIQAI--
WP_096566843.1 MSFDD-DLNAIFDHFINN-QATE-----------------ADKQTLRQLI-------G-ARD-G--K--------NALQIGNNIVNIAE--GT-DIQI------GD-------R--------TYYGADAEAIKEALRSILQ
WP_015197941.1 MSDYD-DLKAIFERIINH-QETE-----------------SDRQTLRSLL-------R-ASN-G--D--------NEIQIGKNIVNISE--GR-DIHI------GD-------R--------TYNNTDAEAIREALREVM-
WP_058184087.1 MTLSE-DVKQILNRIETG-QQTQ-----------------NDLTLLRQRL-------M-AGD-R--D--------ALQQLGKYNVSLGE--GK-EIHV------GD-------R--------NYYAWTDETIQAVVRVIQK
WP_083888424.1 MSMNN-ELTTILDRISNG-QFTD-----------------ADITSLRQLL-------E-LGD-H--E--------VKLQLAKFNVNIGK--GK-DIHI------GD-------K--------IYLELNDEIIREIADKI--
WP_027845296.1 MPTPD-EIKVIFEKLTAG-TATD-----------------EDIEILRQAY-------E-GSE----R--------ISFQYGNSIVNIGQ--GK-DIHI------GD-------L--------TYQTIHAEVIRKVFLKALE
WP_084763080.1 --NSE-ELGNLLDRLVEG-KQAE-----------------ADISTLRQFL-------K-EGN-N--Q--------ALLQLGKYNVNIGQ--GE-DIHI------GD-------R--------VFVTWNDDAIQALIEVVQK
WP_017308276.1 MINPE-ELSSILERFIDG-KQTE-----------------ENILTLRQVLSDIVSGVA-SEQ-R--Q--------IVIQLGKYNINIGE--GK-ELRI------GD-------R--------TFREVNDETMKALTRAL--
WP_089130036.1 MSSNQ-DLNAIFDRIANG-EETE-----------------EDRQTLRDLE--L----R-ARE-G--Q--------NSIQIGKYNVNISE--GR-DIQI------GD-------R--------IYQG---------------
WP_084177635.1 --NSE-ELGNLLDRLVEG-KQAE-----------------ADITTLRQFL-------K-ADN-N--Q--------ALLQLGKYNVNIGQ--GQ-DIQI------GD-------R--------VFVTWNDDAIQALIKVVQK
WP_103123735.1 --TSG-DPIAILERIVAG-KHTE-----------------ADLLLLRHIL-------I-VGK-N--Q--------QLMQLGKYNVNIGQ--GQ-DIQI------GD-------R--------IYKGSSAETIRQVFQEVLE
WP_096566823.1 MSTPD-ELIAILNRIRDA-SQDE-----------------RD-AILRQWL-------K-TSS-V--Q--------NLLQSGNYIVNIAD--GK-EIHI------GD---R---I--------TYQGIDEET-KALFRQVQE
WP_045874741.1 ------EINAIFNKIIDN-EHTA-----------------ADLLVLRQAL-------S-AGD-K--P--------TLKQLGKYITNIEE--GK-DIHI------GD-------R--------IYQGTDAETLKAILQDMLQ
WP_027845141.1 MANSN-NPNDIIKRILNG-IQTD-----------------DDVEALRQLL-------L-AGD-R--AATPEEYRQVLQQLSKYNVNITE--AK-EIHI------GD-------R--------NYYSWNEEALSALVHMI--
ELS31540.1 ---NN-ELTTILDRISNG-QFTD-----------------ADITSLRQLL-------E-LGD-H--E--------VKLQLAKFNVNIGK--GK-DIHI------GD-------K--------IYLELNDEIIREIADKI--
WP_096551520.1 -PTSD-ELIKILDRILDG-SRNE-----------------NDIKLLRQCL-------R-RVN-G--Q--------NQVQLANNIVNIAE--GR-DIHI------GD-----C-I--------TYQGLDEET-KTVLRQLQQ
WP_080807480.1 MAQFE-DLPIILERIAKG-DHTE-----------------ADLQTLRDFF-------G-EGD-C--S--P-----SVLQVGKYAVNIQQALGQ--IHI------GD-------R--------L--ELTEENIQAIAQAIRE
WP_015197929.1 MPVSE-DLFVIVERIINH-HESA-----------------EDLETLRRLI-------G-TNS-S--Q--------ESLQIGKYGVNVGQ--GQ-DIHI------GD-------K--------IYQGTDAETIREIIAPLIR
WP_015081251.1 --NTD-DLKAIINRIANK-QYTE-----------------EDITLLQQLV---------TNN-P--Q--------TASQIGKNIVNIGE--GK-EIHI------GD-------H--------IYQVTDAEAIREIVATLIQ
WP_073627086.1 MAIPD-ELKVIIEKLAAG-IATD-----------------EEIEAVRQAC-------K-GSE----R--------ISSQLGKYVINIEQ--GQ-GIQI------GD-------R--------IYIELNSEAPQAPIQ----
WP_006104403.1 MTKIE-QLQAILNRVATH-SYTE-----------------ADIIALRDAV--IV-----RGD----Q--------IVAQEGDHNINIGHI-GQ--------A--GD--IQIN-P--------TYYGADAETIKAILQEIV-
WP_080813919.1 ---SD-RLQDIIQRIALG-EYSK-----------------ADIMALQQAL-------Q-GEE-G--R--------SLFQLGKYNITIGE--GK-DIQI------GD-------R--------TFVEINDAAVQAIVEAIQ-
WP_017308234.1 --NCS-RLDKILDRIVEG-KQTE-----------------ANIATLRQVLSDIVSGVA-SEQ-R--Q--------IVIQLGKYNITIGE--GK-ELRI------GD-------R--------TFREVNDETMNALTRAL--
BBC26653.1 ------DLNTIISKIIEG-QSTE-----------------AELSRLGEAL-----S-N-ADS-R--Q--------LNLQLGKYNVNVEK--GK-DIHI------GD-------D--------SYAEWDSKAIKSIVQAI--
WP_015197938.1 MNINEIEINAIFDKITDN-QHTA-----------------ADLLVLRKTL-------N-AGD-K--S--------TLKQLGKYITNIEE--GK-DIHI------GD-------R--------TYNQWDKDAMEALVKAIQ-
WP_015120439.1 -PGNQ-ELREFQESICNE-FNDE-----------------KNIVELRESP-QI------ADD-G--------LE-SKSQNGKFINNIGQITGG-EVQF------GD-------R--------ITNQFIDEETKAILRDLQQ
WP_015081247.1 MGNSD-DIKVIFEKLVAK-TATD-----------------EDIKVLQETY-------E-GSQ----R--------ISFQYGESVINIGE--GK-RIQI------GN-------N--------IYQDINTEKIRELVLSML-
ABA22856.1 MSNFS-ELIAIIKRIAKG-EAVQTDISNVISTLTNLGVEADDIQKFTSIL-------N-ADR-Q--Q----VYQ-IVFQLGKYNSNIGQ--AK-----------GN---QF--D--------IHDGISSEEIKEVLREVLQ
WP_009625018.1 ---ND-ELAAIFNRIANG-QFTD-----------------ADIESLQQFL-------E-SGD-H--E--------VKAQFAKFNTNIAN--GK-NIHI------GD-------N--------YNLELSDEMIQAITAKI--
WP_017307661.1 MTDIN-DLRRILNLLAAN-TCNN-----------------ADFARLYQIL---------DSK----Q--------IIFVPGERSVGVGGSISD-SVII---T--GD--NN---M--------VYKGPNAEVVYQIVQDVLE
WP_104009949.1 -SNFS-ELIAIIKRIAKG-EAVQTDISNVISTLTNLGVEADDIQKFTSIL-------N-ADR-Q--Q----VYQ-IVFQLGKYNSNIGQ--AK-----------GN---QF--D--------IHDGISSEEIKEVLREVLQ
ASC70377.1 MPIPD-ELLPLIDQILNR-IEQD-------------G---AALKSWRQTE-------D-----G--Q--K-IIQ-YVVQIGKYNTTVGE--GK-DISI------GD-------R--------LDRAL-LEEVRNLLRSQL-
WP_017307658.1 ----E-NLKEIINRIENG-MGTE-----------------ADIQALASAV---------QSK----Q--------ITIATGERAVALGGD-VS-DVVI-V-T--GD--NN---I--------VIKGTSAEEIKQIVYKIEQ
WP_096566837.1 MATPD-QLKVIIEKLAAG-TATD-----------------EEIEVVRQAC-------E-GSD----K--------ITVQVAKYINNVNQ--AQ-DSQF------GD-------R------------FATARSVERID----
WP_099071178.1 MTHIE-QIQETLHRVENG-QQTD-----------------EDISFLRQLL-------L-IGD-R--Q--------IVSQLSKYNVNIGK--GR-DIHIVVFSPDGK-------T--------LVSGSNDETIVE-------
WP_096585043.1 MTDIN-DLRRILNLLAAN-TCNN-----------------ADFARLCQIL---------DSK----Q--------IIFVPGERSVGVGGSISD-SVII---T--GD--NN---V--------VYKGPNAEVVYQIVQDVLE
WP_016869167.1 MTDIN-DLRRILNLLAAN-TCNN-----------------ADFARLCQIL---------DSK----Q--------IIFVPGERSVGVGGSISD-SVII---T--GD--NN---V--------VYKGPNAEVVYQIVQDVLE
WP_017308233.1 --TSD-EIKSTIEALLAE-SNLD-----------------EAINVLQQIQ-------G-REE----N--------ITFQIGKSVINITE--GR-DIHI------GD-------R--------IYQLTDTKSLKDFLLPLLE
BAL53446.1 MTGTK-DISEALKRLAEG-KANP-----------------ADLERLRAAL-----A-E-----G--R--------LSVQQGIAISGNAT-----NSVI-V-T--GD--NNQI-E--------FRLELSAEALHALTQ----
OBQ02285.1 MISLN-KLKDIVNRIFLR-QQTE-----------------DDLVFLQNYS-AI------SGN----K--------NVSQQGNDNINIGQ--AR-DVSF---------------N--------ITQHLTPENIQELI-----
OBQ41022.1 MISLN-KLKDIVNRIFLR-QQTE-----------------DDLVFLQNYS-AI------SGN----K--------NVSQQGNDNINIGQ--AR-DVSF---------------N--------ITQHLTPENIQELI-----
OBQ19326.1 MESLL-EIQAIFDRILEK-QSSE---EDIQILLDEILSN-ENLQYLCEKL-FI------PTN----T--------KVQQIGSGNINIGQ--AR-DVQI------GS-------R--------IYESPNVKEIQQAIY----
OBQ41021.1 MESLL-EIQAIFDRILEK-QSSE---EDIQILLDEILSN-ENLQYLCEKL-FI------PTN----T--------KVQQIGSGNINIGQ--AR-DVQI------GS-------R--------IYESPNVKEIQQAIY----
OBQ02284.1 MESLL-EIQAIFDRILEK-QSSE---EDIQILLDEILSN-ENLQYLCEKL-FI------PTN----T--------KVQQIGSGNINIGQ--AR-DVQI------GS-------R--------IYESPNVKEIQQAIY----
WP_088243832.1 ----E-EISEIFNHILEG-NYTE-----------------NDVQTVTSKI--L--R-I-TVN-G--D--S-----NYLKIGNNYINIGE--GR-DIHI------GD-------R--------IYKGESADTIREIIREVV-
WP_096551511.1 MLTPD-ELKVLIEKLAAG-IATD-----------------EEIEILRKAD-------G-DSD----Q--------IILQIAQNITNVNH--AQ-NSQF------GD-------R--------IY--LESEALQSLNQ----
WP_015940571.1 MPAP--DLEQILKRLAEG-TLSP-----------------ADGDLLHRAL-----T-E-----G--H--------LLIATGDRAVAIGG--SA-DGAV-IIT--GD----------------LHIQLDA------------
WP_084568756.1 MPDT--SLVDLIERFTAG-VYTP-----------------ADLDLLREAL-------R-AGQ-------------IAIATGERAVSLGG--NA-DGAV-IVT--GD--HNRI-I--------ILQGNAAAVARELIEP---
WP_080807489.1 ---PQ-DLKSIIQRVVGT-SLTP-----------------EQQQQLVEAI-------Q-SGQ-------------ATLVTGDRALAMGG--NA-DNAV-LIT--GD-------HNIIGDGNIIFEGADAEIIRQYLRP---
OYQ67496.1 MPTTE-EILSILEIVENA-LKQT-E---------------GDSSVLECWR-------Q-TED-G--Q--N-----IIVQIGKYNTIIGE--GK-NITI------GD-------Q------------WDRSVLEEIREKLL-
WP_052335173.1 -------IPVIFMRVQDG-YLFK-R---------------QVVNQVSSES---------SQK-G-----------TAFQPGKYNVNIGE--GN-DIHI------GD-------R--------IYQQKFTSLASELIATL--
WP_051871218.1 MPDP--HLTNLIERLKSD-VLTP-----------------ADLDLLREAL-------R-AGQ-------------IAIATGERAVSLGG--SA-DGAV-IVT--GD--HNRI-I--------ILQGHAATVARELTAS---
WP_049767549.1 -------LAGVIERFISG-VYTP-----------------ADLDLLREAL-------R-AGQ-------------IAIATGERAVSLGG--SA-DGAV-IVT--GD--HNRI-I--------ILQGHAATVARELTAS---
WP_082382025.1 ------RLRQVLERLQSG-TLSP-----------------DDLNVLREAL-------R-TGH-------------LRIATGERAVDIGG--SA-DGAV-IVT--GD--NN-I-V--------RLDA---------------
WP_028459444.1 MIPP--DLQQALQRLHDG-TDTP-----------------ADLEAVRAAL-------Q-----T--R--L-----ITLAPATRTVTVGG--NT-EGTV-IVT--GD--GNTV-Q--------VLHGAAAEKLRQI------
OYQ62238.1 MPTTE-EILSILEIVENA-LKQT-E---------------GDSSVLECWR-------Q-TED-G--Q--N-----IIVQIGKYNTIIGE--GK-NITI------GD-------Q------------WDRSVLEEIREKLL-
ABQ90126.1 MIPP--ELHQALQRLHDG-TDTP-----------------ADLEAVRAAL-------Q-----T--R--L-----ITLAPATRTVTVGG--NS-EGTV-IVT--GD--GNTV-Q--------VLHGAAAEKLRQI------
WP_017298824.1 ---------------LDS-SLDE-----------------ETIQKLRCDL--I----E-NPH----N--------AAIQLGKYGVTVGQ--AS-EIHI------GD---------I------INHNLDQNSIDMLVSAI--
WP_011958710.1 -------IRRALEALAHN-RQTA-----------------ADLDLLRQAL-------R-DGQ-------------VALATGERAVALGS--SA-DSVV-IVT--GD--G----N--------IVQVLNVQ-----------
WP_006102441.1 --------------------------------------D-ADQERLRQHQ-------------------------IARQLDKYNVNIRQ--GQ-DIQI------GN-------H--------FYVEWNDEAIPALQKS---
WP_063718890.1 -------LAELQNWV----KTSD---GP------------LVVNLIERYV-------E--------Q--------HVEQRGKYNVNIGE--GS-GVSI------GD-------R-L--D---RLDTSVLEEIRDLLRSQL-
WP_080807482.1 MSD---SLENLKAALK---ELPQ-----------------ENLQALLAEV-----S-A-SGQ-G--A--------VAIARDATGAKIVT--GS-DNIL------GD--NN---R-VV-----IHQGMDAETLKLVLQEVL-

############################################################################################################
7. Trypco1 and Trypco2 alignments
############################################################################################################

Trypco1

WP_111338130.1 MSDGGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------T-G------P-SPG---G-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDF---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKIV-GLL---ADGEAKG--AITVTLTW
WP_093706259.1 MSDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------A-G------P-APG---G-------G----------P-----------------------S------------------Y----T----D--------T-G----------------------------FGDI---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KSGKIV-GLL---ADGEAKG--AITVTLTW
WP_018549971.1 MGDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------A-G------P-APG---G-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDL---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKIV-GLL---ADGEAKG--AITVTLTW
WP_030969871.1 MSDSEARI---------------------------------------A--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------R-R------A-PAG---S-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------FSDF---A--------D---------Q------------V------Q------A-R-VE----SLQGV-VTGVARSLAEPLRA-V---------Q-P---DQV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
WP_073736960.1 MGDSVARI---------------------------------------T--R---I-E-M--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------D-G------P-APG---S-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDI---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTSVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KSGRIV-GLL---ADGEAKG--AIKVTLTW
WP_030915760.1 MSDSEARI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------R-R------T-PAG---G-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------FSDF---A--------D---------Q------------V------Q------A-R-VE----SLQGV-VTGVARSLAGPLRA-V---------Q-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
WP_093772592.1 MSDSEARI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------R-R------T-PAG---S-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------FSDF---A--------D---------Q------------V------Q------A-R-VE----SLQGV-VTGVARSLAGPLRA-V---------Q-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
WP_093929388.1 MSDSEARI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------R-R------T-PAG---S-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------FSDF---A--------D---------Q------------V------Q------A-R-VE----SLQGV-VTGVARSLAGPLRA-V---------Q-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
SES36700.1 -GEDVTRV---------------------------------------A--R---I-A-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------G-------------E------------------------------------------------------------------L-----------------------------------------A-A------P-----S-G-------R----------L-----------------------S------------------Y----S----D--------T-G----------------------------F------A--------E---------R------------V------E------A-S-VE----SLHAL-VTGVARSLAEPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKA--GITVTLTW
WP_073963984.1 MGDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------T-G------P-APG---G-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDI---A--------D---------Q------------V------Q------A-R-VE----SLYSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AITVTLTW
WP_086167635.1 ----------------------------M----T----P---L----T--R---I-P-L--G-----D--G----------------GW---I--L-V--E-Q-----P----S---P----------P--------------D-----------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-G----------------------------D------A------V-R---------D------------L------P------V-T-LE----QALEP-ISQAAHATLEQLRK-A---------R-P---DEI-----TVEFGVDLA-F-EAG----AVI---TKSQAGC--HLKVTVRW
WP_018521083.1 MSDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------A-G------P-APG---G-------G----------P-----------------------S------------------Y----T----D--------T-G----------------------------FGDI---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DAV-----SVEFGIELT-A-KSGRIV-GLL---ADGEAKG--AITVTLTW
WP_024495062.1 MGDSVARI---------------------------------------T--R---I-E-M--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------E-G------P-APG---S-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDI---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTSVARSLAVPLRA-V---------R-P---DAV-----SVEFGIELT-A-KSGRIV-GLL---ADGEAKG--AIKVTLTW
AJT69737.1 ------------------------------------------L----A--R---I-A-L--G-----D--G----------------GC---I--L-V--E-A-----P----T--------------A--------------L-----------------------------------------------------E--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-S----------------------------N------A------I-H---------D------------L------P------G-S-LQ----GALEP-VTAAAHATLDQLRK-A---------G-P---DKI-----AVEFGIDLA-V-EAG----AVI---TKTGANC--HLKVTMTW
EDX82727.1 -------------------------GTRM----T----H---L----A--P---L-Q-L--E-----D--G----------------SI---I--Y-I--E-------A----E--------------E--------------------------------------------------------------------T--------------------------------------------------------------------------------A-----------------------------------------L-V------P-----E----------------------------------TPI----TG-E--------T-T-------R----T----A--------K-G----AG-Q-------------Q---------------------------------------------T------R------Q-Q-FQ----AMQDT-IRTYTRQTLDAFRE-M---AIAN--V-----DKV-----TLEFGVKVA-G-EAG--V-PYI---TKSNAEC--NLKITVE-
WP_006513763.1 ----------------------------M----S----Q---L----A--P---I-I-L--E-----D--G----------------TT---I--Y-I--E-------A----A--------------D--------------------------------------------------------------------R--------------------------------------------------------------------------------N-----------------------------------------D-I------P-----S------AP-P----T-----D--------------------ES-E--------P-G-------R----V----S--------K-G-----------------------------------A------F-S---------S-S----------I------Q------R-Q-LP----TVKNT-ITQYTRYVLNAFKE-L---GSGN--V-----DKV-----NLEFGLKIA-G-SSG--I-PYI---TEGSAEA--NLQITVE-
WP_071376490.1 -----TRV---------------------------------------A--R---I-Q-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------A-A------P-PGGDPSG-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------F------A--------E---------R------------V------E------A-S-VE----SLQSL-ITGVARSLSGPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKA--AITVTLTW
WP_018102710.1 MGDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------T-G------P-GPG---G-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDF---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKIV-GLL---ADGEAKG--AITVTLTW
WP_106882429.1 ----------------------------M----P----Q---L----V--P---L-I-L--D-----D--N----------------TV---I--Y-I--E-------A----T--------------E--------------------------------------------------------------------D--------------------------------------------------------------------------------ITA---------------------------------------P-I------Q-----P----------------------------------VGS----PE-G--------P-T-------R----T----S--------K-G----AS-D-------------Q---------------------------------------------V------L------R-S-FQ----AMQGT-IRAYTRYTLNAFRS-M---AGAN--V-----DKV-----TLEFGIKVG-G-EAG--V-PYV---TKGTAES--NLKITVE-
ELP55214.1 ----------------------------M----T----R---L----V--E---F---T--S-----E--E----------------GT---I--Y-I--E-------V----D-----------------------------------------------------------------------------------E-----KL------P------------------------------------------------------------------L-----------------------------------------P------K-P-----K---------P----E-----------D-----------------E--------L---------I----S--L-T----------D-----------------------E----I------A------V-----------K------------A------A------Q-S-FE----DALNG-IKPVANAIINKVKS-L-N-------E-P-A-DQV-----EVKFGIKMT-V-GLG----AII---ASGSADV--NYEITLKW
WP_037689145.1 MSDSGARI---------------------------------------T--H---I-E-M--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------E-R------R-PAG---D-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------FSDF---T--------D---------H------------V------Q------A-R-VE----SLRGV-VTSVARSLAEPLRA-V---------R-P---DEV-----SIEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
WP_073639592.1 ----------------------------M----T----Q---L----T--P---I-H-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------D--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----N-----I----------EVSPEG----EE-E--------A---------L----I----D--------K-G----WD-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKITVE-
WP_026735836.1 ----------------------------M----T----K---L----T--P---I-Q-L--D-----D--N----------------TI---I--Y-I--E-------A----S--------------E--------------------------------------------------------------------D--------------------------------------------------------------------------------V-----------------------------------------N-I------P-----L---------V----T-----I----------EAPTEE----EE-E--------A---------L----L----D--------K-G----MS-P-------------A-------------Q------L-R---------Q-K----------M------I------Q-N-FQ----VIQTT-IRAYTVYSLHAFKQ-I---PIPN--V-----DKV-----TLEFGIELG-G-EAG--I-PYV---TKGTAKS--NLKITVE-
WP_038020074.1 ----------------------------M----T----H---L----A--P---L-Q-L--E-----D--G----------------SI---I--Y-I--E-------A----E--------------E--------------------------------------------------------------------T--------------------------------------------------------------------------------A-----------------------------------------L-V------P-----E----------------------------------TPI----TG-E--------T-T-------R----T----A--------K-G----AG-Q-------------Q---------------------------------------------T------R------Q-Q-FQ----AMQDT-IRTYTRQTLDAFRE-M---AIAN--V-----DKV-----TLEFGVKVA-G-EAG--V-PYI---TKSNAEC--NLKITVE-
WP_094352688.1 ----------------------------M----T----Q---L----T--P---I-Q-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------N--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----S-----I----------EVSPEG----EE-E--------A---------L----I----D--------K-G----WN-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKITVE-
WP_080812363.1 ----------------------------M----T----Q---L----V--P---L-T-L--D-----D--N----------------TV---I--Y-V--E-------A----T--------------D--------------------------------------------------------------------D--------------------------------------------------------------------------------VAA---------------------------------------P-I------Q-----P----------------------------------VGS----PE-G--------P-T-------R----T----S--------K-G----AS-D-------------Q---------------------------------------------V------L------R-G-FQ----AMQGT-ICAYTCYTLNAFRS-M---AGAN--V-----DKV-----ILEFGIKIG-G-EAG--V-PYV---TKGTAES--NLKITVE-
WP_099101581.1 ----------------------------M----T----Q---L----T--P---I-Q-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------N--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----S-----I----------EVSPEG----EE-E--------A---------L----I----D--------K-G----WN-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKVTVE-
WP_046930014.1 ----------------------------M----A----P---L----A--R---I-A-L--G-----D--G----------------GC---I--L-V--E-A-----P----T--------------A--------------L-----------------------------------------------------E--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-S----------------------------N------A------I-H---------D------------L------P------G-S-LQ----GALEP-VTAAAHATLDQLRK-A---------G-P---DKI-----AVEFGIDLA-V-EAG----AVI---TKTGANC--HLKVTMTW
WP_021473274.1 ----------------------------M----S----R---L----V--E---F-A-T--D-----D--G----------------GT---V--V-V--E-------V----A--------------S--------------------------------------------------------------------T-------------A------------------------------------------------------------------------------------------------------------G--------S-LVT-R-G-------G----D-----------------------------H--A-----A-------------------E------H-S-G-----------------------------------V------F-A---------R------------A------Q------Q-T-FQ----RALEH-VRPAVQGVIDELLS-L-E----N--R-P---DEV-----SVEFGIDLH-A-EAG----AFI---ASASTAS--NFKVRLTW
WP_099937264.1 ----------------------------M----T----P---L----T--R---I-P-L--D-----G--G----------------GS---V--L-V--E-Q-----P----A---A----------A--------------W-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-G----------------------------D------A------V-R---------E------------L------P------V-T-LQ----GALEP-ITQAARATLDQLRK-A---------R-P---DEI-----TVEFGIDLA-V-EAG----AVI---TKSQAGC--HLKVTMCW
WP_079665046.1 ----------------------------M----T----P---L----T--R---I-P-L--D-----G--G----------------GS---V--L-V--E-Q-----P----A---A----------A--------------W-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-G----------------------------D------A------V-R---------E------------L------P------V-T-LQ----GALEP-ITQAARATLDQLRK-A---------R-P---DEI-----TVEFGIDLA-V-EAG----AVI---TKNQAGC--HLKVTMCW
OGO39014.1 ----------------------------M----K----R---L----V--E---F-L-L--E-----D--G----------------ST---M--L-V--E-------V----D-----------------------------------------------------------------------------------E-----------------------------------------------------------------------------------------------------------------------------------P-----E---------P----E-----------G-GV--------------V--------K---------A----A--R-P----------G-----------------------E----L------I------T-----------R------------S------Q------Q-T-FD----QALEK-VKPAASLVIQKLRA-L-S-------D-P-P-DEI-----DVEFGLKLS-A-ESG----AFI---AAAGIEA--NYRVTLKW
WP_029632474.1 MELQ-----------------------------S----R---I----I--S---V-E-L--A-----D--G----------------TS---V--K-V--E-------A----T-----------------------------------------------------------------------------------P--------------------------------------------------------------------------------I-----------------------------------------G-----------------------------------------------------------D-----------------------R----K--------I-N----------------------------F------H------T-R---------P------------------------------FS----EVTDT-IESLSKEIAEALHK-V---------K-P---DKF-----TVKFGIEIG-I-ESGKLT-ALL---VKGTSTA--NLEITLEW
WP_093652603.1 MGDSEARV---------------------------------------T--R---I-V-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------A-------------E------------------------------------------------------------------L-----------------------------------------E-R------PGPGGEP-G-------G----------L-----------------------P------------------Y----S----D--------T-G----------------------------F------A--------E---------Q------------V------Q------A-R-ME----SLHGV-VTGVARSLAGPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKG--AIKVTLTW
WP_072483779.1 MGDSDARI---------------------------------------T--R---I-E-M--P-----D--G----------------TE---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------T-Q------P-----G-S-------G----------P-----------------------S------------------F----T----D--------I-G----------------------------AGNI---A--------D---------R------------V------Q------A-R-VE----SLQGV-VTSVARSLAEPLRA-V---------R-P---DEV-----SVEFGIELT-A-KSGKVV-GLL---ADGEAKG--SIKVTLTW
WP_107475437.1 ----------------------------M----A----D---L----A--R---I-P-L--D-----G--G----------------GY---V--L-I--E-A-----P----A--------------G--------------P-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------L-S----------------------------D------A------I-R---------D------------M------P------G-S-LQ----EALKP-VTAAAHATLEQVRK-A---------A-P---DEV-----TVEFGVDLA-V-EAG----AVI---TRTGAHC--HLKVTVKW
WP_096607361.1 ----------------------------M----P----Q---L----T--P---I-Q-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------N--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----S-----I----------EVSPEG----EE-E--------A---------L----I----N--------K-G----WD-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYTLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKVTVE-
WP_073862964.1 MGDSGSRI---------------------------------------T--R---I-E-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------T-G------P-GTG---G-------G----------P-----------------------T------------------Y----T----D--------T-G----------------------------FGDF---A--------D---------Q------------V------Q------A-R-VE----SLHSV-VTGVARSLAVPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKIV-GLL---ADGEAKS--AITVTLTW
WP_035149791.1 ----------------------------M----T----N---L----T--P---I-Q-L--D-----D--N----------------TI---I--Y-I--E-------A----S--------------E--------------------------------------------------------------------D--------------------------------------------------------------------------------V-----------------------------------------N-I------A-----P---------I----A-----T--------------EEE---EE-E--------G---------L----N----E--------K-G----MS-P-------------E-------------A------I-R---------K-Q----------M------A------Q-N-FQ----AVQGT-IRAYTVYTLNAFKQ-M---PLKNANV-----DKV-----TLEFGIELG-G-EAG--V-PYV---TKGTAKS--NMKITVE-
WP_104907800.1 ----------------------------M----T----Q---L----T--P---I-H-L--E-----D--G----------------TI---I--Y-I--E-------G----T--------------D--------------------------------------------------------------------N--------------------------------------------------------------------------------I-----------------------------------------D-A------P-----P---------V----I-----T----------EVSPKG----E--E--------A---------L----I----D--------K-G----WD-A-------------N-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKVTVE-
WP_096542104.1 ----------------------------M----T----Q---L----T--P---I-Y-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------N--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----N-----I----------EVSPEG----EE-E--------A---------L----I----D--------K-G----WD-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKK-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYI---TKGTAES--NLKITVE-
PKB38515.1 MNEQSTRV---------------------------------------A--R---I-Q-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------G--------------A-----------------------------------------------------E-------------E------------------------------------------------------------------L-----------------------------------------S-A------P-----S-G-------G----------L-----------------------S------------------Y----T----D--------T-G----------------------------F------A--------E---------R------------V------E------A-S-VE----SLQSL-ITGVARSLSGPLRA-V---------R-P---DEV-----SVEFGIELT-A-KAGKVV-GLL---ADGEAKA--AITVTLTW
WP_094675981.1 ----------------------------M----K----Q---I----V--E---F-P-L--E-----D--G----------------DF---I--L-I--E-------V----D-----------------------------------------------------------------------------------A-----------------------------------------------------------------------------------------------------------------------------------P-----P---------QQ---I-----------D-----------------D--------R---------I----G--I-T----------D-----------------------D----V------T------R-----------K------------A------N------K-S-FD----SAMEK-IKPVANTIIKKVRS-M-N-------E-P-A-DEV-----EVKFGIKLS-A-EMG----AII---ASGEAEV--NYEITLKW
WP_015210066.1 ----------------------------M----T----Q---L----A--P---F-Q-L--E-----D--G----------------TV---I--Y-I--E-------A----N--------------E--------------------------------------------------------------------E--------------------------------------------------------------------------------V-----------------------------------------A-A------P-----S---------V----N-----S----------QIAT-E----EE-E--------S---------L----D----A--------K-G----WN-P-------------V-------------A------V-K---------Q-Q----------M------A------Q-N-FQ----AIQGT-IRAYTTQSLQAFKD-I---EIGN--I-----RKV-----TLEFGLKIG-G-EAG--I-PYV---TKGTAES--NLKITVE-
WP_026082537.1 ----------------------------M----K----R---I----V--E---F-P-L--E-----S--G----------------ES---I--L-V--E-------V----D-----------------------------------------------------------------------------------E-----------------------------------------------------------------------------------------------------------------------------------P-----A---------V----I-----------D-----------------D--------R---------I----G--L-R----------D-----------------------Q----I------V------D-----------K------------A------H------Q-T-FE----SALDK-IRPVANVILTKVRN-I-K-------E-P-A-DEV-----EVKFGIKIS-A-ELG----AVI---ASGNGEV--NYEITLKW
WP_099939288.1 ----------------------------M----T----Y---L----A--R---I-P-L--E-----D--G----------------GS---I--L-V--E-A-----P----A--------------A--------------V-----------------------------------------------------E--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-S----------------------------D------A------I-H---------A------------L------P------G-S-LQ----EALES-VTEAARATLDQLRK-A---------N-P---DEI-----RVEFGVDLA-V-EAG----AVI---TKNSAHC--HLKVTVAW
WP_029636889.1 ----------------------------M----T----K---L----A--P---I-Q-L--D-----D--N----------------TI---I--Y-I--E-------A----S--------------E--------------------------------------------------------------------D--------------------------------------------------------------------------------V-----------------------------------------N-V------P-----L---------I----I-----P----------EEPAEE----EE-E--------A---------L----T----D--------K-G----IT---------------E-------------E------L-R---------K-Q----------M------V------Q-N-FQ----VIQHT-IRAYTVYSLNAFKQ-I---PIDN--I-----NKV-----TLEFGIEVG-G-EAG--V-PYV---TKGTAKS--NLKVTVE-
WP_099101344.1 ----------------------------M----T----K---L----T--P---I-Q-L--D-----D--N----------------TI---I--Y-I--E-------V----S--------------E--------------------------------------------------------------------E--------------------------------------------------------------------------------V-----------------------------------------N-L------P-----S---------I----V-----T--------------EE----EE-E--------A---------L----D----S--------K-G----MS-P-------------E-------------V------V-R---------K-Q----------M------V------Q-N-FQ----AIQGT-IRAYTVYTLNAFKQ-I---PIANANV-----NKV-----TLEFGIELG-G-EAG--V-PYV---TKGTAKS--NMKITVE-
WP_096561414.1 ----------------------------M----T----K---L----T--P---I-Q-L--D-----D--N----------------TI---I--Y-I--E-------A----T--------------D--------------------------------------------------------------------D--------------------------------------------------------------------------------V-----------------------------------------N-V------P-----L---------V----I-----T----------EEPADE----EE-E--------A---------L----T----Y--------K-G----MS-P-------------E-------------A------V-R---------K-Q----------M------V------Q-N-FQ----IIQTT-IRAYTVCSLNAFKQ-L---PIPG--V-----NKV-----TLEFGIELG-G-EAG--I-PYV---TKGTAKS--NLKVTVE-
RCJ31492.1 ----------------------------M----T----Q---L----T--P---I-Q-L--E-----D--G----------------TI---I--Y-I--E-------A----T--------------N--------------------------------------------------------------------N--------------------------------------------------------------------------------V-----------------------------------------D-A------P-----P---------V----I-----T----------EVSPEG----EE-E--------A---------L----I----D--------K-G----WD-A-------------D-------------A------A-Q---------K-Q----------I------V------Q-N-FQ----AIEGT-IRAYTVYSLNAFKR-I---PVAN--I-----DKV-----TLEFGIKVG-G-EAG--I-PYV---TKGTAES--NLKITVE-
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WP_059246617.1 ----------------------------M----S----S---L----A--R---L-P-L--E-----G--G----------------GA---I--L-L--E-E-----V----E--------------G---A-------PQ-I-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-G----------------------------D------A------V-R---------E------------L------P------R-T-LQ----QSLIP-VRETARAVLDQLRQ-A---------G-P---REV-----EVEFGVNLS-A-KAG----AVI---TAGETAV--HLKVRVVW
WP_075596937.1 AESR-----------------------------T----D---T----V--P---V-Q-L--P-----N--G----------------AI---V--K-V--E-------V----S-----------------------------------------------------------------------------------K--------------------------------------------------------------------------------T-----------------------------------------G-----------------------------------------------------------R-----------------------E----D--------V-S----------------------------F------D------P-K---------Q------------------------------FQ----PVADA-IEGVVQMIATPIQK-V---------R-P---KKA-----TVKFGMELA-I-ESGQLT-AII---VKGSGKA--NLEITLEW
WP_052877271.1 ----------------------------M----S----D---A----I--Q-A-V---M--P-----D--G----------------TS---I--W-V--H-------V----D--------------D---G----------------------------------------------------------------D-------------D------------------------------------------------------------------------------------------------------------G--------P--------------------------------------------------R----------------------------D--------T-S----------------------------F-G-------------D---------R------------L------S------R-R-LS----DLPQT-LEAVTRSVRSGLRN-A---------A-P---DEV-----TLEFGIEIA-A-KSGQLV-SVV---TEAGGKA--TLKVTVTW
WP_028085107.1 MADR-----------------------------T----E---I----L--P---L-K-L--S-----D--G----------------NI---V--K-V--E-------V----T-----------------------------------------------------------------------------------P--------------------------------------------------------------------------------I-----------------------------------------G--------------E--------------------------------------------Q--------P---------V----S---------------A--------------------------------------------D----------------------T------R------V---FK----EATEI-IKSIAEDVAGTLED-I-K-EA-V--K-P---DKF-----TVKLGLQIG-V-EAGQLT-ALI---VKGTGTA--NLEITMEW
WP_101392975.1 ---------MSE-R--------------L----V----R---T----V--E---V-P-L--A-----E--GSD--------------ET---I--R-V--Q-------V----R--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------S-----------------------------------L-----------------------V--------R---------V----G----R-G--------D-------G-------------S-------------V------N-R---------A------------Q------R------T---FG----QMLDT-VRPVAESFVGRFRD-L---AN----S-P---DEI-----TLEFGVSLS-A-EAD----VVI---ASTATEA--NFSVTLTW
WP_037728895.1 ---------MSE-R--------------Q----V----H---T----V--E---V-P-L--G-----D--GSD--------------ET---I--R-V--Q-------I----R--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------S-----------------------------------L-----------------------I--------R---------V----G----R-G--------S-------R-------------S-------------V------A-R---------A------------E------R------S---FG----QMLDT-VRPVAESFVGRLRG-M---AN----S-P---DEI-----TLEFGVSLS-A-EAD----VVI---ASTATAA--NFSVSLTW
WP_104908930.1 MADK-----------------------------S----K---I----V--S---F-E-L--S-----D--G----------------KI---I--K-V--E-------V----T-----------------------------------------------------------------------------------P--------------------------------------------------------------------------------I-----------------------------------------G--------------E--------------------------------------------Q--------P---------V----S---------------D--------------------------------------------E----------------------T------R------V---FK----QATEI-IKSIAEDVAGSLKD-I-S-QT-V--K-P---DKF-----SIKLGLQIG-V-ESGQLT-ALI---VKGTGTA--KLEITMEW
WP_067768576.1 ----------------------------M----A----R---I----T--P---I-K-L--D-----D--D----------------TI---I--Y-M--E-------V----N--------------E--------------------------------------------------------------------E--------------------------------------------------------------------------------V-----------------------------------------D-V------D-----L---------V----T-----T----------EILEDEE---EE-E--------A---------L----V----H--------K-G----MS-P-------------M-------------E------M-R---------Q-K----------M------I------Q-N-FQ----IIQST-IHAYTVCSLKAFKQ-I---PIPN--V-----NKV-----TLEFGIELG-G-EAG--I-PYV---TKGTAKS--NMKITVE-
WP_096656650.1 MELQ-----------------------------S----K---I----I--T---V-E-L--S-----D--G----------------TN---V--R-V--E-------A----T-----------------------------------------------------------------------------------L--------------------------------------------------------------------------------I-----------------------------------------G-----------------------------------------------------------D-----------------------R----K--------L-T----------------------------F------Q------T-R---------P------------------------------FS----EVTNA-IESLTKDIAETVQK-V---------K-P---DKA-----RVRFGIDVG-I-ESGKLT-PLL---VKDASTG--NIEITLEW
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WP_055624735.1 ----------------------------M----T----A---I----T--S---I-R-L--D-----D--G----------------SL---L--R-V--E-------T----T--------------A--------------------------------------------------------------------P-----------A-T------AIPAPEDVYE-----------------------------------------------------------------------------------------------------------------------------------------------------------------P---------I----R----R-P--------R----PA-D-------------D-------------A------A-G---------A------------A------D------T---LR----AAVDR-VRPAVQDIVDSLRS-M---PR----R-P---DRI-----TLEFGVKVT-A-EAG----VVV---ARSTAEA--HFTVGVEW
KUN32597.1 ----------------------------M----D----E---L----V--E---F-R-T--E-----D--G----------------AL---V--V-V--E-G-A---A---GT--------------R--------------------------------------------------------------------S--------------------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------R--------L---------V----S----R-G------E-G-----------------------------------P------A-Q---------A------------A------R------T---FE----GALDG-VRAAAASALRVFRD-G---SL----C-P---DAV-----EIEFGVRLT-A-EAG----AVI---AKGSAEG--HLVVKLSW
WP_073866472.1 ---------MSD-R--------------P----V----H---T----V--E---V-P-L--G-----D--GSE--------------ES---V--R-V--Q-------I----R--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------T-----------------------------------L-----------------------V--------R---------V----G----R-G--------G-------R-------------S-------------I------A-R---------A------------E------R------S---FG----QMLDT-VRPVAEGFVGRFKG-M---AN----A-P---DEI-----TLEFGVSLS-A-EAD----VVI---ASTATAA--NFSVTLTW
WP_043829689.1 ----------------------------M----T----Q---W----V--S---M-P-V--G-----G--G----------------DA---I--L-F--E-------T----D--------------A--------------------------------------------------------------------A-------------D-----------------------------------------------------GVSRAAG------------------------------------------------G--------------N--------------------------------------------Q--------P---------V----G----R----------G-----------------------P-----------S------I-E---------Q------------A------S------E-S-VQ----EALQR-IRPAAEAVLAEFRA-M---EQ----R-P---SKI-----SLQFGIKVT-G-EAN----LAI---AKTAGEA--NFTVSMEW
WP_073966068.1 ----------------------------M----A----A---L----M--E---F-T-T--D-----N--G----------------AT---V--T-V--E---V---D----R--------------H--------------------------------------------------------------------A-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------Q--------L---------V----S----R-D----GQH-A-----------------------------------L------A-R---------A------------G------R------T---FD----SALEG-IRSAAESALAVFRD-G---RL----K-P---DGV-----ELEFGVKIT-S-EAG----AVI---AKSALEG--HLTVKLSW
WP_018523706.1 ----------------------------M----A----S---L----M--E---F-T-T--D-----N--G----------------AT---V--T-V--E---V---D----R--------------H--------------------------------------------------------------------A-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------Q--------L---------V----S----R-D----GQH-T-----------------------------------L------A-R---------A------------G------R------T---FD----SALEG-IRSAAESALAVFRD-G---RL----Q-P---DGV-----ELEFGVKIT-S-EAG----AVI---AKSALEG--HLTVKLSW
WP_087886972.1 ----------------------------M----T----E---L----V--R---I-P-L--------D--A--------GE------FL---V--A----E-------V----D--------------L--------------------------------------------------------------------T-------------D------------------------------------------------------------------I-----------------------------------------P--------E-----E---SVV--------------L-----------------------A--------S---------P-E--P----G----------R-----------------------------------S------V-G---------Q------------A------S------R-T-LE----SSLQS-LRPALTGLAKTLEE-L---------G-P---DAV-----SIEFGLKLG-G-ETG----VIF---AKGTAEV--HFTVTVQW
WP_073752143.1 ---------MGD-R--------------P----V----H---T----V--E---V-P-L--G-----D--GSD--------------ES---I--R-V--Q-------I----R--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------T-----------------------------------L-----------------------V--------R---------V----G----R-G--------G-------R-------------S-------------I------A-R---------A------------E------R------S---FG----QMLDT-VRPVAESFVGRFSG-L---AN----A-P---DEI-----TLEFGVSLS-A-EAD----VVI---ASTATAA--NFSVSLTW
WP_107444109.1 ----------------------------M----D----G---L----V--E---F-R-T--D-----D--G----------------TV---V--A-V--E-A-G---A----E-G------------R--------------------------------------------------------------------P--------------------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------R--------L---------V----A----R-G------D-G-----------------------------------T------V-Q---------A------------A------R------T---FE----GALEG-VRAAAESALRVFRD-G---TL----Q-P---DGV-----EIEFGVKLS-A-ETG----AII---AKGTAEG--HLVVKLTW
WP_054245024.1 -------------G-----TT-------V----A----Q---L----V--R---I-P-L--------E--D--------GD------FL---I--A----E-------I----D--------------G--------------------------------------------------------------------G-------------D------------------------------------------------------------------I-----------------------------------------P--------E-----E---SVV--------------L-----------------------A--------S---------P-E--P----G----------R-----------------------------------A------V-A---------R------------A------A------H-T-LE----ASLLS-LRPALAGLTETLKA-L---------S-P---QEV-----SVEFGIKLG-G-ETG----VIL---AKGTAEV--HFAVHVQW
OBQ40144.1 ----------MA----------EK--------------V---L----V--P---F-T-L--------D--G----------------GT---I--L-V--E-------V----E-----------------------------------------------------------------------------------V-----------------------------------------------------------------------------------------------------------------------------------P-----E---------K----S---K-E----GG--R--------------E--------R---------V----S--K-S--------H-S-----------------------E----I------V------SDK--VT-----E------------A------K------Q-T-FA----EAIQQ-IKPVVTTIADQFKD-L-D-----------T-KEM-----EVKFGVKLS-T-QAG----VIL---TSVGGEV--NFEITVKW
WP_106260537.1 AESR-----------------------------S----E---T----V--P---V-Q-L--P-----N--G----------------AI---V--K-V--E-------V----T-----------------------------------------------------------------------------------N--------------------------------------------------------------------------------T-----------------------------------------G-----------------------------------------------------------R-----------------------E----D--------V-G----------------------------F------D------T-K---------Q------------------------------FQ----PVADA-IEGVVQMIAAPIQK-V---------R-P---KKA-----TVKFGMELA-I-EAGQLT-AII---VKGSGKA--NLEITLEW
CBE69715.1 ----------------------------M----S----R---Y----V--E---F-D-L--P-----D--G----------------ST---V--V-I--E------------S-----------------------------------------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------P-----D-G------------S-----V------------------------------------------V----K----A-G------L-G----------------------------E------V------A-E---------R------------A------R------E-S-FE----QAAEN-ARNAALVIVDKIRS-L-Y----E--S-P---DEI-----EITFGLKAS-G-ELN--T-LVV---AKTGIEA--SYTVRLTW
OEV34809.1 ------------------------------------------L----A--R---M-L-L--E-----G--G----------------GC---V--L-I--E-A-----P----A--------------G--------------L-----------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------K------------------A----G----R--------V-G----------------------------D------A------I-H---------E------------L------P------E-S-LQ----GALQP-VTEAARATLDELRK-A---------C-P---DEI-----TVAFGVDLA-V-EAG----AVI---TKAGATG--HLMVTMTW
AJT64429.3 --------------------------------------------MMQD--RAQYI-E-L--P-----D--G----------------TG---I--W-A--R-------V----S--------------R--------------L-----------------------------------------------------D-------------A-------------------------------------------------------------------------------------------------------PGL--G-G------R-----D-G-------V----D--DT----------------------DG-E------------------F----E----D--------V-G----------------------------T------W--------D---------A------------L------G------A-R-VE----GLREV-VAGVAASVRDATAR-V---------A-P---HET-----SVTFGVEVS-A-KPGKAV-ALL---ADGEAKA--NLAITLTW
WP_097254846.1 ----------------------------M----N----K---L----M--E---F-T-T--E-----D--G----------------AV---V--V-V--E-A-T---D----S--------------T--------------------------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G-----------------------------------T-----------------------R--------L---------V----S----R-G------E-GGGP--------------------------------A------A-Q---------A------------A------R------T---FE----GTLDG-VRSAAQSALRVFRD-G---TL----R-P---DSV-----ELEFGVKLS-A-EAG----AVI---AKGAAEG--QLVVKLSW
WP_037345485.1 ----------------------------M----N----D---L----A--R---F-P-L--E-----G--G----------------GS---V--I-V--E-------I----D--------------P--------------------------------------------------------------------V-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------T-----------------------A--------R---------V----S----R-R------D-D-----------------------------------L------I-E---------D------------T------K------G-S-FE----AALAN-VKDAAAAALDAFRS-M---TR----G-P---DEV-----ELKFGVKLT-A-QAG----AVI---AKTGLEG--NFEVKLKW
WP_048117608.1 ----------------------------M----K----R---L----V--K---F-T-L--E-----D--G----------------ST---V--L-I--E-------A----E--------------E--------------A-----------------------------------------------------E-----------V-E------------------------------------------------------------------------------------------------------------E--------------E---------T----------T-----------------------R------------------V----S----R--------S-S-----------------------------------T------S-H---------E---I--------V------N-ITN--Q-T-FE----ESLGI-VKPVANTVLNRLKD-I---SK----Q-P---EEV-----QVSFGISMD-L-KAG----MFI---AAGTG-A--NFNVTLTW
WP_093895608.1 ---------MSD-R--------------P----V----H---T----V--E---V-P-L--G-----D--GSN--------------ES---V--R-V--Q-------I----R--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------T-----------------------------------L-----------------------V--------R---------V----G----R-G--------G-------R-------------S-------------I------A-R---------A------------E------R------S---LG----QMLDT-VRPVAESFVGRFRG-L---AN----A-P---DEI-----TLEFGVSLS-A-EAD----VVI---ASTATAA--NFSVSLTW
WP_079665104.1 ----------------------------M----D----G---L----V--E---F-K-T--D-----D--G----------------AV---I--A-V--E-A-A---T----E-R------------R--------------------------------------------------------------------P--------------------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------R--------L---------V----A----R-G------D-G-----------------------------------T------V-Q---------A------------A------R------T---FE----GALDG-VRAAAESALRVFRD-G---AL----R-P---DGV-----EIEFGVKLS-A-ETG----AII---AKGTAEG--HLVVRLTW
WP_069968099.1 ---------------------------------T----K---L----V--P---L-Q-L--D-----E--N----------------TV---L--Y-I--E-------A----Q--------------S--------------------------------------------------------------------D--------------------------------------------------------------------------------T-----------------------------------------E-S----------------------L----L-----T----------ELMNPE----EP-E--------Q-R-------R----N--G-Q--------K-G----WP-G-------------S-K-----------P------T-Q---------T-I---S------P------A------A-S-LK----MLQST-IRAYAAYSLNAFKN-F---GAAN--V-----NEV-----TLEFGVSLS-A-DGG--I-PYI---ASGKTQS--NLKITVK-
WP_079088877.1 ----------------------------M----T----G---A----Q--E---F-P-L--D-----D--G----------------TT---V--R-F--L---V---S----G--------------A---G----E-----G---------H----------------------------L-----G-Q------E-------------E-D----------------------------------------------------------------F---------------------P-D-----------------G-L--------------G-------P----------P-----------------------I--------P---------V----A----R----------R-------G-E-------------------------A------V-A---------A-I----------A------T------D-V-LR----TTLKP-LGSLVQEVHDAVNA-G---PT----P-P---TEV-----AVTFGVQLG-Q-DLK----LGI---VNGSGQA--HLTVTATW
WP_015133893.1 ----------------------------M----S----N---L----Q--R---I-E-L--D-----D--G----------------TL---I--Y-I--H-------A----Q-----------------------------P-----------------------------------------------------N-------------P-------------------------------------V----------------------------I---------------------P-A--Q--------------A--------P---T-K-D-------D----K-----L-----D--F-----------LT-E-AP-----P-E-----N-Q----D----R------I-F-G------------------------------------------L-E---------R-L---D------P------K------Q-Q-SE----ALKNT-IQGYTKHVVQSFKE-L---AL----A-E-V-TEI-----TLEFGVNIG-A-ESG--I-PYI---ANGTAEC--NMNISVK-
EPJ34656.1 -----------------------GDE--M----S----H---I----Q--D---V-Q-L--P-----D--G----------------TV---I--T-A--R-------I----G--------------E--------------G-----------------------------------------------------E-------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------YD-D------------------Q----E----D--------V-G----------------------------F------T--------E---------A------------A------L------A-K-VE----QLQDL-IKGVGASVLDAAKA-A---------R-P---SEA-----AITFGVELT-A-KEGVAF-AVL---ARGETKA--SLQVTLTW
WP_006515987.1 SDSR-----------------------------S----E---T----V--P---V-Q-L--P-----N--G----------------TV---V--K-V--E-------V----E-----------------------------------------------------------------------------------Q--------------------------------------------------------------------------------T-----------------------------------------G-----------------------------------------------------------R-----------------------E----D--------V-G----------------------------F------D------V-K---------S------------------------------FQ----GVTNA-IEGVAEAITGSLEK-I---------S-P---NKA-----SVKFGLEIQ-I-EQGSLV-AAI---VRGTGTA--NLEVTLEW
WP_071102597.1 --------------------------------------K---L----A--Q---F-S-L--A-----D--G----------------TT---F--L-V--E-------V----E-----------------------------------------------------------------------------------E-----------------------------------------------------------------------------------------------------------------------------------P-----E---------S----R-----------G--I--------------E--------R---------V----S--L-G--------S-G-----------------------K----K------V------L-----------K------------A------R------Q-T-FE----EALDQ-IKPVASAVITKLRD-L-N-------Q-P-A-DEV-----EVKFGLKLT-A-DAG----AVF---ASVGGEV--SYEITLK-
WP_069782624.1 ----------------------------M----T----Q---L----L--R---F-P-A--E-----D--G----E-----------GF---L--V-V--E-V-A---E----D--------------E--------------------------------------------------------------------P--------------------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------V--------E---------V----S----R-L----G-N-A-----------------------------------V------A-D---------A------------T------A------S---FE----EGVDR-IRNAAASALRRLRD-M---PS----R-P---SEV-----SLEFGMRLN-A-ELG----AVI---AKSQGEA--HLKVTMTW
WP_012948260.1 --------------------------------------R---L----V--E---F-P-L--E-----G--G----------------GT---V--L-V--Q-------A----E--------------D--------------------------------------------------------------------G-------------A-A--------------------A--------------------------------------------------------------------------------GGH--G----------------S-------G----------------------------------E------------------V----T----R-G----W---G-------D-------------R-D----E-R----V------V-L---------Q------------A------Q------Q-S-FE----QAVGR-VQPAVQALVGRLRS-V---AE----S-P---EEI-----TVDFGIELS-A-EVG----AFV---AGASSTG--NFTVSMTW
WP_073640527.1 MAEK-----------------------------T----K---I----I--S---F-Q-L--S-----D--R----------------KI---I--K-V--E-------V----T-----------------------------------------------------------------------------------P--------------------------------------------------------------------------------I-----------------------------------------G--------------E--------------------------------------------Q--------P---------V----S---------------D--------------------------------------------E----------------------T------R------V---FK----QATEI-IKSIAEDVASTLKD-I-S-ET-V--K-P---DKF-----SVKLGLQIG-V-ESGQLT-ALI---VKGTGTA--NLEITMEW
WP_031071718.1 ----------------------------M----D----S---L----V--E---F-R-T--E-----S--G----------------AN---V--V-V--E---V---D----D--------------E--------------------------------------------------------------------G-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------L-----------------------E--------L---------V----A----R-G----DGG-A-----------------------------------V------T-R---------V------------G------R------T---FE----QALEG-IHSAAESTLRVFRD-G---RL----K-P---DSV-----EIEFGVKLT-T-EAG----AVI---ARSSLEG--HLVVKLSW
WP_033313326.1 ----------------------------M----A----E---L----V--R---F-D-G--P-----D--G-------------A--SL---M--V----E-------V----E--------------D--------------------------------------------------------------------D-------------D-------------------------------------A----------------------------------------------------------------------G-----------------------------------L-----------------------E--------L---------I----S----R-D----P-N-G-----------------------------------V------V-R---------A------------G------R------R---LE----EALAS-VRPALRSVVDSVAA------L----A-P---DAY-----EVEFGMKLN-A-ESG----VVV---ARTALEG--HFSVRLQW
WP_081514015.1 ----------------------------M----T----H---I-------E-R-V-E-M--P-----D--G----------------TV---I--H-A--R-------V----D--------------E--------------------------------------------------------------------S-----------A-R-T----------------------------------------------------------------S-----------------------T-----------------G-----------------------------------V-----------------------D------------------V--------------------G------------------------------------------L-R---------D-R----------F------K----------LE----TLGPT-IRSVASSVHASVDG-L---------K-P---NRI-----SVEFGLELS-L-DAGRVV-AVL---ASGGAKA--SLKVQLDW
WP_035156080.1 MDLQ-----------------------------T----K---V----I--P---V-E-L--I-----D--G----------------TN---V--R-V--E-------A----T-----------------------------------------------------------------------------------F--------------------------------------------------------------------------------L-----------------------------------------G-----------------------------------------------------------D-----------------------R----K--------I-N----------------------------L------H------T-R---------P------------------------------FS----EVTTA-IESLSKEIAEMLQK-V---------K-P---DKA-----SVKFGIDIV-M-ESGRLT-PLL---VKGSETA--NIEITLEW
WP_103420449.1 ----------------------------M----S----D---A----I--Q-A-V---M--P-----D--G----------------TS---I--W-V--H-------V----D--------------D---E----------------------------------------------------------------D-------------E------------------------------------------------------------------------------------------------------------G--------P--------------------------------------------------R----------------------------D--------T-S----------------------------F-G-------------D---------R------------L------S------R-R-LS----DLPQT-LEAVTRSVRSGLRS-A---------A-P---DEV-----TLEFGIEIA-A-KSGQLV-SVV---TEAGGKA--TLKVTVTW
WP_095722045.1 MEFQ-----------------------------S----K---V----I--S---V-E-L--A-----D--G----------------TV---V--K-I--E-------A----S-----------------------------------------------------------------------------------S--------------------------------------------------------------------------------I-----------------------------------------S-----------------------------------------------------------D-----------------------R----K--------V-G----------------------------L------Q------T-R---------P------------------------------FS----EATSV-IKSPVKEIAETVQT-I---------K-P---DKA-----RVRFGIEIG-V-DAGKLT-AIL---AKGTSTA--NLEITLEW
WP_094217947.1 ----------------------------M----N----K---L----M--E---F-T-T--E-----D--G----------------AV---V--V-V--E-A-T---D----S--------------T--------------------------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G-----------------------------------T-----------------------R--------L---------V----S----R-G------E-GGGP--------------------------------A------A-Q---------A------------A------R------T---FE----GTLDG-VRSAAQSALRVFRD-G---TL----R-P---DSV-----ELEFGVKLS-A-EAG----AVI---AKGAAEG--QLVVKLSW
WP_041825511.1 ----------------------------M----T----R---V----G--D---M-Q-L--G-----D--G----------------TA---V--R-V--E-------V----DGP------------G--------------------------------------------------------------------A-----------E-E-S----------------------------------------------------------------------------------------------------------G-----------------------------------I-----------------------G--------R---------V----G----R-G--------S-------E-------------L-------------A------R-A---------S------------A------E------T---LQ----EVLAH-VRPAVEAVARSVRD-M---AQ----P-P---DTV-----SVEFGIKLS-A-EAG----VVV---AKTAGEA--NFAVTLEW
WP_037817969.1 ----------------------------M----T----Q---W----V--S---M-P-V--G-----G--G----------------DA---I--L-F--E-------T----D--------------A--------------------------------------------------------------------D-------------A-----------------------------------------------------GVSRAAR------------------------------------------------G--------------N--------------------------------------------Q--------P---------V----G----R----------G-----------------------P-----------S------I-E---------Q------------A------S------E-S-VQ----EALQR-IRPAAEAVLAEFRA-M---EQ----R-P---SKI-----SLQFGIKVT-G-EAN----LAI---AKTAGEA--NFTVSMEW
WP_033530194.1 ----------------------------M----D----G---L----V--E---F-E-T--E-----D--G----------------SM---I--I-V--E-P-A---E----D--------------L--------------------------------------------------------------------S--------------------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------Q--------L---------V----A----D-H------D-G-G---------------------------------T------V-R---------A------------A------R------T---FE----NALGH-VRTAAQSALRVLRD-D---SL----A-P---DSV-----ELEFGVKLS-A-EAG----AVI---AKSTVEA--HLVVRLTW
OJJ11402.1 ----------------------------M----T----K---L----A--P---L-R-L--D-----D--N----------------TV---I--Y-I--E-------A----T--------------E--------------------------------------------------------------------E--------------------------------------------------------------------------------L-----------------------------------------E-T------S-----D---------L----V-----E----------HLSTSE----AE-E------------------E----E----E--------E-T----PT-S-------------R-------------G------F-N---------A-N----------L------Q------Q-H-VT----DLQST-IVTYTNYSLAAFKK-VRESAIAN--V-----DKV-----TLEFGVEIG-G-EAG--I-PYI---TKGTAKS--NLKIQVE-
WP_015955554.1 ----------------------------M----S----E---L----Q--K---L-Q-I--N-A---D--G--------ET------YE---I--Y-I--E-------T----K--------------T--------------------------------------------------------------------N--------------------------------------------------------------------------------------------------------------------------P-S------I-----S---------E----------P-----------------------T--------D---------Q----E----T----------S---------------QR----G------G------A-KG---I-S---------N-I----------G------F------T-H-LQ----EVRKT-IRGYAAYVLNAFKD-F---GV----A-E-V-EEV-----TLKFGIKIG-G-KAG--I-PYI---TEGTAES--NLEVEVK-
OUC15330.1 ------------------------------------------I----A--Q---F-T-L--E-----D--G----------------SS---V--L-V--E-------V----D-----------------------------------------------------------------------------------E-----------------------------------------------------------------------------------------------------------------------------------P-----E---------G----S-----------A--I--------------Q--------P---------V----A-SV-S--------T-G-----------------------K----L------V------Y-----------Q------------A------Q------V-S-LE----QALDR-VKPVASTVLNKLRSGM-T-------T-P-A-DEI-----EVTFGLKLS-A-EAG----AII---SSVGGEV--TFEVKLKW
WP_062206700.1 -----SEV---------------------------------------T--R---V-S-L--P-----D--G----------------TP---V--W-A--R-------I----S--------------D--------------A-----------------------------------------------------E-------------Q----------------------------------------------------------------AQV-----------------------------------------P-E------Q-QPR---S-------G----------Y-----------------------SGSGGSSPGGSSPGNSGSSY----S----D--------T-G----------------------------I------A--------Q---------R------------A------V------A-Q-LE----SFRDL-ISGVAASVADGVRD-A---------R-P---DEV-----SVSFGIELT-A-KAGKVV-GLL---AEGEAKG--AITVTLTW
OLP19850.1 ----------------------------M----A----K---L----V--E---F-D-V--G-----E--G----------------QT---V--L-I--E-------V----E-----------------------------------------------------------------------------------D-----------------------------------------------------------------------------------------------------------------------------------V-----E---------S----D-----------E--I--------------T--------P---------V----S--K-S--------P-G-----------------------Q----L------A------A-----------R------------A------R------Q-T-LS----EALDS-IAPMIRTLKTRLNA-M-A-------D-P-A-DEV-----EVKFSIKLS-G-EVD----AIV---TKVGGEA--TYEITLKW
WP_093589379.1 ----------------------------M----T----A---L----V--R---F-E-N--N-----E--G-------------D--PV---V--F----E-------V----D--------------E--------------------------------------------------------------------Y-------------D-------------------------------------F----------------------------------------------------------------------G-----------------------------------M-----------------------E--------R---------V----S----K-G----S-D-A-----------------------------------I------V-E---------A------------G------R------R---IE----DVLAG-VRPALSTLMTALKN------L----G-P---SEH-----EIEFGVKLN-V-QAG----VIV---AKTATEG--HFVVKLRW
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WP_109886428.1 ----------------------------M----S----E---V----V--R---V-E-V--G-----T--D-------------S--SV---L--V----E-------M----D--------------E--------------------------------------------------------------------D-------------T-------------------------------------F----------------------------------------------------------------------G-----------------------------------M-----------------------E--------R---------V----G----R-L----S-D-G-----------------------------------V------V-E---------A------------G------Y------R---VE----DALSG-VRGVALAALETLKG------L----S-P---EGV-----EVEFGIKLT-A-GVD----ALI---AKSTGEG--HFTVKVSW
ERN41718.1 --------------------------------------K---S----I--P---V-Q-L--T-----N--G----------------IK---V--Y-I--Q-A-T---A----D--------------D--------------A-----------------------------------------------------D-----------E-E--------------------------------SM---Q----------------------------V-----------------------------------------G--------------D--------------------------------------------E------------------V-E--S----D--------V-A-----------------------------------L--------K----------------------F------P------T---VE----GIAEA-IEGVAQTVKVGLDK-V---------S-P---TKA-----RVEFSLEFG-F-ESGQLT-ALI---VQGSQKA--NLKIALEW
WP_055491868.1 ----------------------------M----G----D---V----V--S---F-A-L--P-----D--G----------------GR---V--L-V--E-P-----V----D--------------E--------------------------------------------------------------------D--------------------------------------------------------------------------------V------Y----------------------------------G-----------------------------------L-----------------------E--------E---------I----S--V-N----------G-------S-------------T-------------V------V-R---------R------------A------Q------E-G-LG----EALDG-IRRMAAEAHARITS-L---DV----A-P---KKL-----ELEFGVKLS-G-ETG----AVL---AKATGEA--HLVVRAVW
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OBQ35048.1 --------------------------------------Q---L----I--E---F-R-L--E-----D--G----------------ET---I--L-A--E-------V----E--------------E--------------P-----------------------------------------------------T-------------S-D----------------------------------------------------------------------------------------------------------A-----------------------------------I-----------------------A--------P---------I----S----R-S------P-G-------D-------------I------A------A--K---A-K---------E-T----------L------E------G-A-LK----KVIKP-FAVGSSTIVSELRN-I-N-------E-P-A-DEI-----EVKFGVKLS-G-TMG----AVL---TAGGEAS---YEVTLKW
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RED69076.1 ------------------------------------------V----Q--R---I-E-L--V-----D--G----------------HS---V--F-A--R-------V----S--------------V--------------L-----------------------------------------------------E-------------P------------------------------------------------------------------------------------------------------------D-E----L-P-----P-D-------D----E--------------------------PF-P------------------H----E----N--------V-G----------------------------T------L--------D---------R------------L------T------T-R-VE----QLNEL-VRGVGAAVLDAAKA-A---------A-P---DEV-----SATFGIELA-V-KPGKAV-AVL---ADGEAKA--AIEITLTW
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KOU42788.1 ------------------------------------------M-S--V--P---F------E-----N--G----------------ES---V--V-V--E-------L----S--------------D--------------------------------------------------------------------D-------------Q------------------------------------------------------------------------------------------------------------G--------S-------G-------V----------V-----------------------R------------------A----S----R----------G-------E-------------G-------------L------I-A---------S------------S------V------D-T-FE----AGLTR-IRHVAEAVVNRLTD-L---PR----S-P---DRI-----RAEFGIKVT-A-EAG----LVV---AKGSGDA--HITLELEW
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WP_030667859.1 ----------------------------M----R----E---L----M--R---W-E-S--D-----D--G----------------PV---V--V-E--V-------D----S--------------R--------------------------------------------------------------------D-------------V------------------------------------------------------------------------------------------------------------G-----------------------------------Y-----------------------R--------S---------V----S----R-R--D---E-D-----------------------------------G------I-R---------E------------V------E------G-R-FE----AALGN-VRGAALSALRTFRE-R---AL----D-P---DGI-----ELEFGVKLS-A-AAG----AVI---ARTAAEG--HLTVKLTW
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PZS40847.1 ------------------------------M--T----E---L----R--L---V-T----A-----G--G----------------AE---F--Y-V--E-------V-S--D--------------A--------------------------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------------------------------V--------T---------I----R----D----------G--------------------------------------------G----------------------P------L------S---FD----GVRAT-VEGIATELAQVWEK-V---------K-P---SEA-----SVAFGLKLT-A-KSGKLT-GLV---VEGGGEA--SLTVTLTW
SEC37778.1 ----------------------------M----A----E---L----L--R---I-A-M-AD-DEG-E--G----------------QL---V----V--E-------V----E--------------D--------------------------------------------------------------------D-------------E----------------------------------------------------------------------------------------P-------------------G-M---------------------------------V-----------------------R------------------A----S----R--------F-G-------N---------------------------R------M-H---------E------------A------T------V-S-LE----EALAP-IRRAAETTLRTFRA-A---------R-P---STV-----ELEFGVKLN-A-SAG----AVL---TKAGVEG--HIVVKLGW
WP_063750384.1 ------------------------------------------------------M-R-L--D-D---G--G--------EG------AA---V--F----E-------VDV--D--------------A--------------------------------------------------------------------D-------------A------------------------------------------------------------------T--------------------------------------------------------D--------------------L-----------------------E--------L---------A-A--G----G----------G-----------------------------------V------V-A---------R------------A------R------V-S-LD----EALDQ-VKPTLARVADTLRE-L---------G-P---DAA-----ELEFGLKMG-G-ETG----VII---AKGTAEV--NFTVRLTW
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GBP99241.1 ------------------------------------S-T---Y----S--E---L-Q-L--A-----D--G----------------TA---V--R-F--V---L---V----P------G-------A---E----D-----A---------H-----------P----------------P-------S--AS--P-------------G-S------------------------------------------------------------------------------------DDP-D-----------------G-M--------------G-------P----------T-----------------------V--------P---------V----A----R----------G-------T---------------------------G------S-P---------S-F----------A------I------D-S-LR----RALRP-LGTVLQEVHDAVTA-A---PS----P-P---QEI-----NVSFGVQIG-Q-DLK----LGI---VGGSGQA--HIEVSATW
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WP_101408309.1 ------------------------------------------------------M-P-L--D-----E--GGD------GV-A----RV---V--K-V--E-------V----Q--------------E--------------------------------------------------------------------K-----------P-G-D----------------------------------------------------------------------------------------------------------G-----------------------------------L-----------------------V--------K---------V----A----R-P--------G-------Q-------------V-------------V------G-R---------A------------T------R------S---MG----EMLSE-LRPMARQLVDTFSE-P---VR----G-P---QEI-----TVEFGLSLS-A-GAD----IVI---SSSTAQA--HFTVTLKW
WP_065958962.1 ------------------------------------------Q----V--S---Y-A-L--D-----D--E----------------TI---V--R-F--E-------I----E--------------E--------------------------------------------------------------------A-------------D------------------------------------------------------------------------------------------------------------T-----------------------------------F-----------------------R--------P---------V--------------------G-----------------------------------T--------E---------E------------V------V------G-R-VR----EAVRP-AVEAARAVLDRIRE-V---------R-P---AEV-----EVKFGVKAS-G-TAQ----WVV---AKAATEA--NFEITLVW
WP_072920894.1 --------------------------------------------------------------------------------------------M--L-V--Q-------V----E--------------D--------------------------------------------------------------------G-------------H-G----------------------------------------------------------------------------------------------------------G----------------D-------A----------------------------------E------------------V----T----R-G----W---G-------E-------------R-D----R-R----V------V-K---------Q------------A------R------E-S-FG----QVVAR-VQPAVQGLVHQLRS-L---VD----S-P---DAT-----SVEFGLELS-A-EVG----AFV---AGASTKG--NFKVSMTW
WP_089331204.1 ---------------------------------E----T-A-L----V--P---L-Q-V--------D--G----------------AL---I--Y-M--S-------V----Q--------------Q--------------S-----------------------------------------------------E-------------A--------------------------S---------------------------------------------------------------G-----------------G----------------Q------------------------------------------E--------E--------------E----E--------I-G-----------------------------------W--------R---------P-------------------P------T---LE----QALDG-LMGVARAMGTRLQQ-S---------D-A---SRV-----TVEFGCEFL-V-ESGKLV-TVI---GKASGKS--SFKVALEW
WP_027043935.1 ---------------------------------T----G---W-------Q-----Q-L--G-----D--S----------------GV------F-I--E-------V----E--------------L--------------------------------------------------------------------R--------------------------------------------------------------------------------------------------------------------------G----------------G-------R----------------------------------E--------D---------V--------------------G-----------------------------------L------L-D---------S------------I------P----------FE----RVTTL-VGEIAHHIGSAIKK-A---------Q-P---SKA-----TVEVGIEFG-L-EEGKLV-ALI---ARGSTKA--NLKISMEW
WP_094348610.1 --------------------------------------K---L----L--E---L-N-T--E-----D--G----------------GT---I--L-V--A-------V----E------L-------P--------------------------------------------------------------------D-------------A-S----------------------------------------------------------------V-----------------------------------------G-----------------------------------------------------------R------------------V----S----P--------T-G-------E--------------------L------P------I-E---------K------------V------E------A-N-FD----AVKDL-IVRGCRPITKAFRT-L-Q-QE-S--Q-P---VSG-----EVEFGVNFT-A-KGS----VYV---VESTGQA--SLKVKITW
WP_087764966.1 --------------------------------------R---V----R--R---I-D-L--G-----D--G----------------NI---V--H-A--R-------V----S--------------A--------------A-----------------------------------------------------E-------------G---------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSS------------------D----R----D--------V-G----------------------------V------A--------D---------G------------A------V------A-R-LE----QLDEL-IARVGGTVLRAAAA-V---------K-P---HEA-----SVTFGVELT-A-KTGKAV-AIL---AEGEAKA--SVQVTLVW
WP_106251736.1 ----------------------------------------------------------------A--N--G----------------QE---H--F-I--E-------A----E-----------------------------I-----------------------------------------------------E-------------P------------------------------------------------------------------------------------------------------------G--------P-------G------------------I-----------------------T------------------L----A----S--------S-G-------G---------------------------R------L-A---------E------------A------P-W----T---LA----EAFDR-IGPAIDVILGKLRA-----QL-K--A-P---HEI-----EVEFGLTLG-G-EFG----VLF---TKGTAEA--SFTVRATW
WP_063379575.1 ----------------------------M----P----P-T-M----T--K---F-P-S--E-----N--G----------------AA---I--Y-V--E-------V----D------T-------P--------------A--------------------------------------P--------------Q-------------N-T----------------------------------------------------------------------------------------------------------G----------------G-------R----------------------------------R--------Q---------V----S--T-D--------D-G-----------------------------------I------I-E---------Q------------A------T------V-K-LE----NAMDN-LSALLGNVVNATAV-----AV----E-G-V-SEV-----KLELGVKLS-G-ETG----VVI---AKTALEG--NLKVSVTW
KDN87856.1 ---------------------------------T----E---Y----I--E---L-G-L--S-----D--D----------------TS---I--M-L--R---V---F----P------I-------G---P----G-----A---------A-----------R----------------P-A-DG--K--EQ--A-------------E-D-ADWG-----------------------------------------------------------R---------------------P-P-----------------D-L--------------V-------G----------A-----------------------V--------P---------V----S----S----------G-------A---------------GA----------R------T-A---------A-L----------A------R------D-A-LR----LALKP-LVPLLQEVHDTVAA-V---PA----R-P---DEV-----SVEFGVQFG-A-DLK----LGI---VGGKAEA--TMTVSATW
WP_109980888.1 ------------------------------------------M----V--L---Y-A-L--D-----D--E----------------TV---V--R-F--E-------V----E--------------P--------------------------------------------------------------------G-------------G------------------------------------------------------------------------------------------------------------D-----------------------------------W-----------------------Q--------P---------V--------------------S-----------------------------------T--------D---------G------------V------V------G-R-VR----DAAGP-AIDAARVVLQRVAE-L---------Q-P---DQV-----QVKFGLKVN-G-TAN----WVV---AKAATEA--NFEISLTW
WP_063876561.1 ----------------------------M----P----P-I-I----K--K---F-P-S--E-----N--G----------------AA---I--Y-V--E-------V----D------P-------E--------------T--------------------------------------P--------------Q-------------T-T----------------------------------------------------------------------------------------------------------G----------------G-------R----------------------------------R--------Q---------V----S--T-D--------D-G-----------------------------------I------I-E---------Q------------A------T------V-K-LE----NAMDN-LSVLLGNVVNTTAV-----TV----E-G-V-SEV-----KLELGVKLS-G-ETG----VVI---AKTALEG--NLKVSVTW
WP_082412868.1 ----------------------------------------------------------M--D-----D--G----------------TP---V--R-F--L---L---T----P--------------R---A----A-----P---------V----------------------------P-----A-G------G-------------D-G----------------------------------------------------------------L---------------------P-E-----------------G-M--------------G-------R----------A-----------------------V--------P---------V----A----T----------G-------G-A-------------------------A------V-A---------S-F----------A------A------G-A-LK----SALKP-LGPLLQEVHDVVSA-V---PD----P-P---AEL-----SVTFGVQIG-Q-DLK----LGI---VGGNGQA--HLTVTASW
WP_019901908.1 --------------------------------------H---T----V--E---I-P-L--G-----D--A-E--------------GV---V--R-V--Q-------V----G--------------E--------------------------------------------------------------------V-------------D-E----------------------------------------------------------------------------------------------------------S-----------------------------------L-----------------------V--------R---------V----G----R-G--------G-------R-------------T-------------V------A-R---------A------------E------Q------S---LG----QMLDV-VRPVADAFVGRCRA-M---AQ----P-P---DEA-----TLQFGVSVS-G-DAN----VAI---ASVSTAA--NFSVSLVW
WP_027629134.1 ----------------------------------------------------------------------G---------------------I-------K------------------------------------------------------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K------------------L----H----N----------G-------------------------------------------------------------------------------------LE----SALDN-ITDFASKVQESLIR-F---SN------P---DKA-----SVEVSFGLT-A-DAGKVV-AVL---LNSHSSA--GIKIKLEW
WP_053661465.1 ------------------------------------------------------M-R-L--D-----D--G----------------SV---V--W-A--R-------I----G--------------D--------------G-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------G------------------------D----G------------------Y----R----D--------T-G----------------------------L------G--------D---------R------------I------I------D-M-AG----GLAGT-VGGVVRSLRAGLDT-P---------A-P---VEV-----SVSFGIELT-A-QSGKIV-SAI---AEGGGKS--SLTVSLTW
OKK03480.1 ---------------------------------G----D-----------E---L-D-L--P-----A--G-----------F----GT---A-------R-P-----V----S-----------------------------A-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G------------------------R----------T-----A-----------------Q--------A---------L----T----R-G--------G--------------------------------------------E---------A------------------------------LT----AALRP-LGGVLGGIHRSFAQ-F---AQ----R-P---DEV-----TVEFGVTLG-S-DLS----LGV---FSGKGEA--SFTVSATW
WP_106124522.1 ------------------------------------------V----V--T---Y-A-L--D-----D--E----------------EP---V--S-I--E-------I----T--------------P--------------------------------------------------------------------V-------------E------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------I--------P---------V--------------------G-----------------------------------V--------E---------Q------------V------A------G-H-VR----RAVEP-AIAAAREVLDQTRA-M---------A-P---DTV-----QVKFGVKVT-G-TAN----WLV---AKAATEG--NFEITLSW
WP_020641870.1 ------------------------------------------V----V--Q---Y-E-L--D-----D--E----------------TV---V--R-F--E-------I----D--------------P--------------------------------------------------------------------L-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------F-----------------------R--------P---------A--------------------G-----------------------------------V--------Q---------E------------I------A------G-R-VK----EAVAP-AVEAARVVLDRVQQ-A---------R-P---DQV-----KLKFGIKVS-G-TTN----WLV---AKAASEG--NFEIEMTW
WP_006347908.1 ----------------------------M----A----H---S----A--E---F-Q-F--E-----D--G----------------TP---V--R-F--L---L---A----P--------------G---P----A-----P---------VTAPEDPAGPYPGPYG-------------P-------E------E-----D-------D-E----------------------------------------------------------------L---------------------P-P-----------------G-M--------------G-------P----------A-----------------------V--------P---------V----A----R----------G-------D-R-------------------------DRGEPGRF-A---------T-Y----------A------G------G-A-LR----GALRP-VSALLEEVHHTVTS-V---PQ----P-P---SEV-----SVTFGAQIG-Q-DLK----LGI---VGGTGQA--HLTVTAVW
WP_068753448.1 ----------------------------M----G----E---L----V--S---L-T-V--D-----D--N------G---------TE---I--L-I--E-------P----A--------------G--------------------------------------------------------------------A-------------R-S----------------------------------------------------------------------------------------------------------G--------P--------------------------V-----------------------N------------------V----A----K--------S-G-----------------------------------D--------K---------R------------V------Q------K-H-LD----QVLGQ-VRQIAATVAERIRD-L---PG----R-P---DQV-----AVELGVGFT-T-TAD----VFI---AQSTANA--ALKVTLTW
WP_017562504.1 ------------------------------------------M----I--D---F-V-T--D-----D--G----------------TV---V--G-I--E-S-----V----P------A-------R--------------------------------------------------------------------R-------------E------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------S--------N---------V----S----K--------R-S-----------------------------------E--------E---------A------------T------G---D--K-R-LD----DVLLR-IRKVAEAVSEQLRE-L-S-SS-SF-A-P---SET-----EVEFGVSVT-A-EAG----AVV---VKGSAEA--TFNVRMTW
WP_046591905.1 MGE-----------------------------------R---I----Q--E---I-R-L--P-----D--G----------------TP---V--L-A--R-------L----T--VL----------P-L-T----------P-----------------------------------------------------D-GA--SAQG----E-----------------------------------------------------GEGDGEQ------Y--DA--------------------------------EPY--E-G----A-P-R---D-G-------D----------P-RQ-GG----PYEAESY---DG-E----Q-------------Y----D----D--------V-G----------------------------T-------------L-D---------A------------I------A------G-R-VL----GLRSL-ITGIGASVHDAAKA-V---------K-P---DEI-----STEFAVELA-L-KPNKAIAAVL---ADGEAKA--SLTVTLTW
WP_051090466.1 ------------------------------------------V----V--R---Y-Q-V--D-----D--E----------------TV---A--L-I--E-------V----E--------------P--------------------------------------------------------------------T-------------P------------------------------------------------------------------------------------------------------------G-----------------------------------F-----------------------Q--------P---------A--------------------G-----------------------------------F--------G---------D------------V------A------G-W-VR----ESAAP-AVAAARELLEQVKT-V---------S-P---DAV-----EVRFGIKAT-G-TAS----WVV---AKATGEA--NFEVTLAW
WP_006515715.1 ----------------------------M----T----D---V----N--R---L-V-L-ED-E---S--G--------TA------YT---M--Y-F--E-------T----D--------------D--------------------------------------------------------------------A------------------------------------------------------------------------------------------------------I-------------------D--------------T---------P----------S-----------------------A--P-----S---------D----D----D----------E---------------------Y------E------A-MG---V-S---------T-E----------V------Q------A-K-LE----DIHGT-LKSYANYALGAFKG-V---AG----A-E-V-EEI-----TLKFGIKIA-G-STG--L-PVL---AQGSAEG--SFEIEVK-
SJZ45981.1 ----------------------------M----P----E---I----I--R---F-D----S-A---H--G----------------GS---V--L-I--E-------T----A--------------G--------------------------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------P--------A---------------K----------V-----------------------R--------D---------V----S---------------S-------R--------------------T------A------F-R---------T------------A------E------E-K-FE----TVLGK-VRALSDLVAHELGE-L---AS----S-P---DEV-----SVELGVNVT-A-GAD----IML---VKANAES--TMKITLTW
OSY46847.1 ---------------------------------P----R---F----S--E---F-S-L--A-----D--G----------------TS---V--R-L--E---L---A----P------A-------A---A----A-----A-P------------------------------------P-A-----Q--SP--E-------------A-D----------------------------------------------------------------L---------------------P-D-----------------G-M--------------G-------P----------T-----------------------V--------P---------V----A----R----------G-------G-A-------------------------A------A-G---------A-G----------A------V------A-A-MR----TTLRP-LGPLLQEIHDAVTA-S---ER----P-P---SEM-----SVQFGVQVG-Q-DLK----FGI---VGANGHA--SLTITATW
WP_063370625.1 ----------------------------M----P----P-T-M----T--K---F-P-S--E-----N--G----------------AA---I--Y-V--E-------V----D------T-------P--------------A--------------------------------------L--------------Q-------------N-T----------------------------------------------------------------------------------------------------------G----------------G-------R----------------------------------R--------Q---------V----S--T-D--------D-G-----------------------------------I------I-E---------Q------------A------T------V-K-LE----NAMDN-LSALLGNVVNATAV-----AV----E-G-V-SEV-----KLELGVKLS-G-ETG----VVI---AKTALEG--NLKVSVTW
PPC89215.1 --------------------------------------Q---L----I--K---Y------E-A---D--G----------------EV---F--Y-V--E-------A----E--------------R--------------------------------------------------------------------Q-------------Q------------------------------------------------------------------I-----------------------------------------G--------D-----D--------------------------------------------D--------D---------I----S----R----------D-----------------------------------S--------N---------G-I----------I------E---G--G-K-FE----EVIAG-LKPVANSVLGVLKN-I---SE------P---AEI-----ALEMGIKLG-A-KAG----IIF---ASTDSEA--TLKVTIKW
WP_063375417.1 ----------------------------M----P----P-I-I----K--K---F-P-S--E-----N--G----------------AA---I--Y-V--E-------V----D------P-------E--------------T--------------------------------------P--------------Q-------------T-T----------------------------------------------------------------------------------------------------------G----------------G-------R----------------------------------R--------Q---------V----S--T-D--------D-G-----------------------------------I------I-E---------Q------------A------T------V-K-LE----NAMDN-LSVLLGNVVNATAV-----TV----E-G-V-SEV-----KLELGVKLS-G-ETG----VVI---AKTALEG--NLKVSVTW
WP_030018280.1 --------------------------------------------------------E-L--P-----D--G-----------F----GH---S-------R-P-----V----S-----------------------------V-----------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G------------------------R----------V-----A-----------------R--------A---------L----T----R-G--------G--------------------------------------------E---------T------------------------------LE----GALRP-LGAVLGSIHRSLAA-G---DH----R-P---DEV-----TVEFGVTLG-S-DLS----LGV---FSGQGEA--SFKVSATW
WP_015138744.1 ----------------------------M----S----E---V----Q--S---L-I-V--K-D---D--D-----------Q----EY-T-I--Y-V--E-------S----K--------------T--------------A-----------------------------------------------------P-------------E------------------------------------------------------------------E--------------------------------------------------I-----E---------E----E-----------------------------E--------P--------------G--Y-R----------D-----------------------------------G------L-P---------T------------L-------------N---IK----DFQDK-IRGYAKLAVGAFKN-L---PE----A-----EEV-----TVKFGIKLG-G-KTG--I-PFL---TEGSAES--NFEIEVK-
WP_100444820.1 ----------------------------M-------R-Q---A----V--P---V-T-I-----------G-----------S----AE---L--L-V--E-T-----A----E------P----SQ-S--------------S----------------------------------------E------------S-------------G------------------------------------------------------------------------------------------------------------G----------------G------------------L-----------------------T--------P---------I----S---------------A-------------Q---------------------Q------A-D---------M------------D------Q------T---FD----RVREA-IEAVSGELVSAWEK-S---------R-P---TEA-----TVEFGIDAD-L-KSGKLT-GML---VSGGAAA--SLKVTLKW
WP_116244134.1 ----------------------------M----D---------------------------------G--G----------------DP---V--V-V--E-------V----D--------------D--------------------------------------------------------------------G-------------R-D----------------------------------------------------------------------------------------------------------D-----------------------------------S-----------------------V--------L---------V----S----G-G------R-E-----------------------------------I------E-D---------A------------T------Q------T---FT----EKLSA-VRKAVSVTLDELGN-----SL----K-P---DVI-----KVTFGVKLT-A-EAG----AVI---AKSSVEG--NLHVQMQW
OQY45047.1 ----------------------------M----A----E---Y----L--R---I-Q-S--S-----E--G----------------GS---I--K-I--Q-------T----E------M----V--E--------S-----S-----------------------------------------------------D-------------E-E-----------------------------------S----------------------------V---------R-----------K-D-----------------G------------------------N----------V-----------------------D------------------V----G-NV-R-T------M-S-------Q---------------------------Q------T-R---------A------------A---V--H-L----T---FS----EVMNT-VQHVAFGFQEKLDK-L-S-EQ----T-T-L-DEA-----SLNFGVKID-G-EGN----VYI---GKVGVGT--NFNVSLKW
WP_018353357.1 MQQR-----------------------------S----R---I----V--D---I-E-L--P-----D--G----------------EV---I--A-A--E-------V----V------L-------A--------------------------------------------------------------------G-------------A------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------G----D--------A-G-----------------------------------A------L-D---------R------------L-------------K---LD----ETRAA-IGRIGRWVVEEVRA-A-L-PD----K-P---TTL-----GVEFGLKFG-M-KSGKLT-SVL---AEASGEA--SVVIRLEW
WP_004626249.1 ----------------------------------------------------------------------G---------------------I-------K------------------------------------------------------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K------------------L----H----N----------G-------------------------------------------------------------------------------------LE----SALDN-ITDFASKIQESLIR-F---SN------P---DKA-----SVEVSFGLT-A-DAGKVV-AVL---LNSHSSA--GIKIKLEW
WP_060949833.1 ----------------------------M----T----D---Y----A--E---F-A-L--P-----D--G----------------TP---V--R-L--E---L---T----P------V-------G---I----A-----P-----A---S-----------V-----PGPVPVPVPV-P-V-----P--GH--G-------------H-GHGDRDRDGHDDGGKRQGPP---------------------------------------------M---------------------P-G-----------------G-I--------------G-------G----------V-----------------------T--------P---------V----G----R----------V-------P-R-------------------------A------A-A---------A-L----------A------V------D-G-LQ----AVLRP-LGPLLQEVHDAVSA-T---AN----P-P---DEM-----QVQFGVQIG-Q-DLK----LGI---VGANGQA--SMTISATW
WP_095568025.1 ------------------------------------------M----V--R---Y-Q-I--D-----D--R----------------TV---A--L-I--E-------I----E--------------P--------------------------------------------------------------------P-------------E------------------------------------------------------------------------------------------------------------G-----------------------------------F-----------------------Q--------P---------A--------------------G-----------------------------------L--------G---------D------------V------A------G-W-VR----DSAAP-AVAAARELLEQVKS-A---------A-P---DAV-----EVKFGVKAT-G-TAS----WVV---ARTAAEA--NFEVTLHW
WP_078889939.1 ----------------------------------------------------------M--D-----D--G----------------TP---V--R-F--L---L---T----S-----PP----A--A---T----A-----R---------V----------------------------P-----G-G------G-------------D-G----------------------------------------------------------------L---------------------P-E-----------------G-M--------------G-------R----------A-----------------------V--------P---------V----A----T----------G-------G-A-------------------------T------V-A---------S-F----------A------A------G-A-LK----ATLKP-LGPLLQEVHDAVSA-V---PD----P-P---AEL-----SVTFGVQIG-Q-DLK----LGI---VGGSGQA--HLTVTASW
WP_101419412.1 ------------------------------------------V----L--E---F-A-A--G-Q---D--G--------R------------V--Y-V--E-------V----P--------------D--------G-----T-S---------------------------------------------------G-------------E------------------------------------------------------------------------------------------------------------G--------S-----N-G------------------L------------------------------------------V---------R--------A-G----AG-E-------------R-------------I------S-R---------A------------A------S------D-T-WQ----GALAG-VRSAAEGALAQLRA-I---DP----P-P---EEV-----EVTFGVAVD-G-KFG----ATL---VSAGTNA--HLNVKVVW
WP_099845428.1 -----------------------------------------------------------------------------------------------------------------D--------------G--------------------------------------------------------------------G--------------------------------------------------------------------------------------------------------------------------G--------P--------------------------------------------------E--------N---------V----S----P----------A--------------------------------------------R----------------------L------L------S---FD----GVRET-VEVIADQLSRAWQQ-A---------K-P---AEA-----TVEFGLSLT-A-KAGPLT-GLI---VAGDGAA--TFKITLVW
WP_091056319.1 ----------------------------M----R----E---I----V--Q---V-E-L--P-----D--G----------------QI---A--W-A--T-------I----E--------------S--------------------------------------------------------------------N--------------------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------S--------D---------V----G--L------------G--------------------------------------------A---------R-L----------L------P----------LT----GLSET-LSAVATNVRNGVRN-V---------R-P---DNV-----SVELGLDLE-I-GSQ----GLVAALAGSAVKA--ALKVTLTW
WP_075925889.1 ----------------------------M----D---------------------------------E--G----------------DS---V--V-V--E-------V----D--------------D--------------------------------------------------------------------G-------------R-D----------------------------------------------------------------------------------------------------------D-----------------------------------S-----------------------V--------L---------V----A----G-G------R-G-----------------------------------I------E-D---------A------------T------E------T---FT----EKLSA-VRKAVSATLDELGN-----SL----K-P---DVI-----KVTFGVKLT-A-EAG----AVI---AKSSVEG--NLHVQMQW
WP_095934102.1 ----------------------------M----D----G---L----V--E---F-K-T--D-----E--G----------------AL---V--V-V--E-G-V---D----D--------------G--------------------------------------------------------------------T--------------------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------R--------L---------V----A----R-D------D-G-----------------------------------T------V-Q---------A------------A------R------T---FE----GSLEG-VRAAARSALRVFRD-G----L----N-P---DAV-----EIEFGVRLT-A-EAG----ALI---AKSAVEG--HLVVKL--
WP_088982287.1 ----------------------------M----P--------F-Y--V--E---V-P-L--S-----D--G----------------SV---V--L-A--E-------V----T--------------E--------------------------------------------------------------------Q-----------V-E------------------------------------------------------------------------------------------------------------G-I---------------------------------V-----------------------S--------A--------------G----R--------A-G-------D---------------------------V------V-G---------R------------L------T------E-S-FE----DSFAQ-FRTIAAGVARQAWN-Q---AH----P-P---DRV-----AIELGVKVT-A-KGR----LVL---AETGVEG--QVKVLFEW
WP_073380261.1 ----------------------------M----A----R---L----V--R---F-Q-V--D-----E--T----------------DS---V--V-V--E-------V----D--------------D--------------------------------------------------------------------G-------------D-E----------------------------------------------------------------------------------------------------------V-----------------------------------S-----------------------Q--------V-------------------G-G------G-V-----------------------------------I------E-D---------A------------A------E------D---FT----EKLGS-VRKAVEAALRELGG-----TL----K-P---ETI-----KVSFGVKLS-A-QAG----AVI---AKTSVEG--NLQVEMEW
WP_115914756.1 ----------------------------M----G--G-S---V----Q--D-A-V-R-M--------D--G--------SD------DR-L-V--V-L--D-------V----D--------------G--------------------------------------------------------------------Q-------------R------------------------------------------------------------------V------Y--M-------------------------------A-----------------------------------V-----------------------Q--------E---------L-D--S----R------Y---G-------D-E-----------R-------------E------V-S-------G-R------------V------R------R-R-LD----EALEG-LTSTARAVVTQLRQ-S---------E-A---TRV-----RVQFGCEFA-L-ESGSIV-AVV---GKARTSS--AFTVELEW
WP_016924415.1 ----------------------------M----S-------------Y--Q---I-R-I-TD-E---S--G--------NV------QP---I-TI-V--E-------N----D--------------E--------------------------------------------------------------------D------------------------------------------------------------------------------------------------------L-------------------A--------------T---------V----------P-----------------------A--A-----E---------L----G----D----------D---------------------R------E------S-YG---LLE---------D-R----------A------I------A-K-LK----DIHST-IQAYSRYAIGAFQN-L---PG----A-E-V-EEV-----TLKFGITIE-G-STG--L-PLL---TGGSAGA--NFEIEVK-
PZV26309.1 ----------------------------M----S----E---L----Q--R---F-L-I--D-D---N--G-----------T----QV-E-I--F-V--E-------S----S--------------P--------------P-----------------------------------------------------P-------------E------------------------------------------------------------------I---------------------I-------------------D--------S-----N---------P----------I--------------------DE-R--------P--------------G--G-K----------G-----------------------------------V------T-D---------K------------I-L-L--K----------MA----DIQPQ-IQTYAKFAIGAFQH-L---GT----A-E-V-EEI-----TLKFGIKLG-G-TTG----IIF---TEGSAEG--SMEISVK-
WP_102911202.1 ------------------------------------------Q----V--S---Y-A-L--D-----D--E----------------TV---V--R-F--E-------I----E--------------E--------------------------------------------------------------------T-------------D------------------------------------------------------------------------------------------------------------T-----------------------------------F-----------------------R--------P---------V--------------------G-----------------------------------A--------E---------E------------V------V------G-R-VR----EAVRP-AVEAARAVLDRVRE-V---------R-P---AEV-----EVKFGVKAT-G-TAQ----WLV---AKAATEA--NFEITLVW
WP_056740563.1 ----------------------------M----T----E---I----L--R---Y-E-V--G-----S--G----------------TV---L--V----E-------V----D--------------E--------------------------------------------------------------------G-------------S-------------------------------------F----------------------------------------------------------------------G-----------------------------------V-----------------------E--------R---------P----A----R-N----E-L-G-----------------------------------V------L-D---------A------------G------R------R---LE----DALAA-VRPAAKAAAEVMRE------L----A-P---EHL-----ELQFGVKLA-G-EAG----AII---ARNCAEG--HFIVRMS-
WP_043464956.1 ----------------------------------------Y-L-S--V--P---F------E-----N--G----------------ET---F--V-V--E-------L----S--------------E--------------------------------------------------------------------G-------------Q------------------------------------------------------------------------------------------------------------G--------S-------G-------V----------I-----------------------R------------------A----S----R----------G-------E-------------G-------------L------I-E---------Y------------S------V------D-T-FE----AGMAR-VRHVVEALLEPLAD-L---PR----S-P---DHI-----RAEFGLRVT-A-EAG----LVV---ANGSGDA--HIALELEW
WP_082166993.1 ------------------------------------------M----I--D---F-V-T--D-----D--G----------------TV---V--S-I--E-S-----V----P------A-------R--------------------------------------------------------------------R-------------E------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------A--------N---------V----S----K--------R-S-----------------------------------E--------E---------A------------T------G---D--R-R-LD----DVLLR-IRKVAEAVSGQLRE-L-S-SS-PL-A-P---SET-----EVEFGVSVT-A-EAG----AVV---VKGGAEA--TFNVTMTW
WP_096558471.1 --------------------------------------K---L----L--E---L-N-T--E-----D--G----------------GT---I--L-V--A-------V----E------L-------P--------------------------------------------------------------------D-------------T-A----------------------------------------------------------------V-----------------------------------------G-----------------------------------------------------------R------------------V----A----A--------P-G-------E--------------------L------P------V-E---------K------------V------E------A-S-FE----AVRDL-IVRGCRPITKAFRT-L-Q-QE-S--Q-P---VSG-----EVEFGVNFT-A-KGS----VYV---VESTGQA--SLKVKITW
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WP_100248842.1 ------------------------------------------M-S--V--P---F------E-----D--G----------------EA---F--V-V--E-------L----P--------------D--------------------------------------------------------------------D-------------Q------------------------------------------------------------------------------------------------------------G--------A-------G-------V----------I-----------------------R------------------A----T----R----------G-------D-------------A-------------L------F-E---------T------------S------A------D-T-FE----SGMAR-VQRVAATMLERLAD-L---PR----S-P---DHV-----RAEFGLRVT-A-EAG----LVV---AKGSGDA--HIKLELEW
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WP_055556943.1 ----------------------------M----P----E---Y----L--E---L-D-L--A--------G----------------AA---L--R-V--E---L---A----D------V-------G---Q---------------------------------------------------------A--PG--S-------------G-A----------------------------------------------------------------L---------------------P-P-----------------E-F--------------G-------A----------P-----------------------E--------P---------V----S----T----------G-------G-G-------------------------R------G-A---------A-L----------A------A------G-A-LR----ATLSP-LGPLLDEVHASVSR-A---ER----P-P---EEF-----TVEFGIEVG-K-DLK----LGI---VGLKGSA--TMTVSATW
WP_086473416.1 ---------------------------------T----R---F----V--P---V-T-V--------D--G----------------ID---I--L-V--Q-------V----A-----------------------------------------------------------------------------------A--------------------------------------------------------------------------------------------------------------------------G--------P-----S-G-------E----------V--------------------------------P---------V--------------------G-----------------------------------A------V-N----------------------A------T----------VE----SALAG-ASATVQKALESVQD-L---------E---W-SKA-----TIELGVEFA-L-ESGTML-AVI---GKGSATS--ALKVSLE-
WP_089253888.1 ------------------------------------------------------M-R-L--S-----S--G----------------GQ---I--W-V--D-------V----G--------------E--------------------------------------------------------------------E-------------H------------------------------------------------------------------------------------------------------------G-V---------------------------------V-----------------------R------------------V----G----T-S------A-G-------E---------------------------A------L-A---------K------------A------A------S-S-VV----EVFDD-IRDTADDALRTMIA-M---ES----A-P---SKI-----EIVFGVTVT-A-EAN----AVI---AKAGAQA--NMTVTVAW
WP_094217253.1 ----------------------------------------------------------------------G----------------GV-E-V--L-V--E-------A----T--------------E--------------V-----------------------------------------------------R--V----------P------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------E--------P---------T----A--A-R--------P-G-------Q---------------------------L------A-E---------R------------A------R------D-A-FG----QAQSA-IVEIAAATATALRQ-A---GR-AA-R-P---DAM-----EVEFGVKFS-A-KGD----IIV---AGASGEV--TLKVKLT-
WP_015244544.1 ----------------------------M----A----K---L----V--E---I-K-T--E-----S--G----------------ET---I--L-M--Q-------I----S--------------E--------------R-----------------------------------------------------D-------------T-E----------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------R--------P---------V----S----S--------L-D-------E---------------------------A------Y-E---------K------------S------A------Q-T-FE----SGLKQ-LEAVGRAFLSTLKP-L---AE------S-L-DSA-----ELEIGLQAT---STG--R-LFV---VEAEVQA--SLKAKLV-
KPA19577.1 ------------------------------------------------------I-E-L--S-----D--G----------------IL---V--E-V--E-------V----E--------------K--------------------------------------------------------------------N-------------K------------------------------------------------------------------------------------------------------------------------------------------------A-----------------------K--------E---------I----A----G----------S-----------------------------------S------S-E---------K------------V------N------A-S-ID----NIYLI-LKKISKPVINVWNE-F---NK-EV-N---I-EQT-----EIELGLSFE-G-EGN----LFI---TKTKAGA--NIGIK---
PZO44576.1 ----------------------------M----S----N---F----V--A---V-N----E-----E--S-----------E----DA---F--Y-I--E---V---I----P------V-------E--------------S-----------------------------------------------------N-------------S------------------------------------------------------------------------------------------------------------G-----------------------------------I-----------------------K--------K---------T----S----K--------A-D-----------------------------------V------I-E---------K-L----------T------T------E-R-FD-N--ALRKA-VLPACNTFVSLWQE-V-K-QS-NS-L-V-A-DSA-----EVEFNLGLT---ASG--N-MAI---VQTSGQA--SFKIKVTW
SOD85805.1 ----------------------------------------------------------------------G----------------GI-E-V--L-V--E-------A----T--------------P--------------V-----------------------------------------------------E--L----------P------------------------------------------------------------------------------------------------------------G-----------------------------------T-----------------------E--------P---------T----A--A-R--------P-A-------Q---------------------------L------A-A---------R------------V------R------D-A-FG----QAQSA-IVEIAASTATALGR-A---GR-AA-R-P---DAM-----EVEFGIKFT-A-KGD----IIV---AGASGEV--TLKVKLT-
SCF80114.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LLDELRQ-A---------S-P---DEV-----ELEFGVNLA-T-SAG----AVI---TKGELAG--HLKVRLLW
CCH99511.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-SN-P-P---SKV-----TLEFGLQVE-G-KTV--I-PLL---TKDSAQA--NIKVAIEW
WP_076798554.1 ---------------------------------T----P---I----V--E---I-S-M--A-----N--G----------------DV---I----L--S-------T----A--------------E--------------V-----------------------------------------------------A--------------------------------------------------------------------------------------------------------------------------D--------P-----E--------------------------------------------Q--------E---------V----G----D----------G-------K-------------L-------------V------I-K----------------------A------R----------------ELVAK-LGPLASEIKESLTE-L---------T-P---DEM-----TVTLKVGLA-I-ETGAVV-AIL---GGGRVES--GIEVAMTW
WP_040742813.1 --------------------------------------------------------------------------------------------V--L-V--E-T-----V----K-----------------------------I-----------------------------------------------------T--------------------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------E--------P-T-----G-V----G----R-S--P-D-S-G--------------------------------------------R---------A------------V-------------D-A-LE----RAREV-IMAAATSTANTVRE-L-G-DK-T--R-P---DRV-----EVEFGLGFS-M-KGN----VII---ASGSADA--CLKINLV-
WP_075740523.1 -------------------------------------------------------------S-----D--S-----------P----EH------H-A--D-------A----D--------------E--------------------------------------------------------------------S-------------D------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------D--------A---------A----E----R----------D--------------------------------------------R---------R------------L------R------R-R-VE----KSIER-IRRFGAMTVERISD-M---PR----K-P---DKV-----TVEIAVKVS-A-EAG----VVI---ARTSAEA--NFKIAVEW
WP_096557669.1 ----------------------------A----S----Q--------N--D-A-Y---------------G----------------NT-----------R------------------------------------------------------------------------------------------------D--------------------------------------------------------------------------------------------------------------------------G--------S--------------------------A-----------------------Q--------K---------A----A----Q--------K-A------------------------------------------A-E---------N------------V------R------D-F-FG----EGITL-ARQCATDAIENFRQ-M-Q-DQ-V--K-P---DEF-----ELQLGIKVG-S-KAG----AFI----TAHGEG--QIQVKMKW
WP_067834197.1 ------------------------------------------V----V--E---M-Q-F-----------G----------------GV-D-V--L-V--E-T-----V----K-----------------------------V-----------------------------------------------------P--------------------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------E--------P-T-----S-T----G----T-G------S-G--------------------------------------------R---------V------------I-------------D-A-LE----RARDV-ISAAATSTANTVRE-L-G-DK-T--R-P---DRV-----EVEFGLGFS-M-KGN----VIV---ASGSADA--TLKVKL--
WP_013329465.1 --------------------------------------------------P-----K-V--------E------------------------F--Y----K------------K--------------A--------------------------------------------------------------------E--------------------------------------------------------------------------------------------------------------------------D------------------------------------------------------------------------------L----S------------------------------------------------------------E-----------------------------K------A---LD----DSLTK-IGYLSEKLNKQFEG-M---VK----K-P---NKV-----EVSFGLKVS-G---G--I-ALF---VEATGSC--EFAVKLTW
WP_078649643.1 -----------------------------------------------------------------------------------------------------------------------------------------------T---------A-----------V---------------------V-----PA--D-------------A-D----------------------------------------------------------------L---------------------P-D-----------------G-F--------------G-------S----------T-----------------------V--------P---------V----A----R----------R-------S---------------------------R------T-A---------Q-I----------A------V------D-G-LR----SVLRP-LGPLLQEIREAVAA-G---EN----P-P---REV-----TVAFGLQIG-Q-DLK----LGV---VGAAGQA--TMTVSATW
WP_062926208.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------M-A---------R------------A------E------G-T-FE----SAMGV-IRTVSRSVATQVEE-F---VH----K-P---DVL-----VVEFGVELS-A-QAG----AFV---SAAGASA--QLKVSLTW
WP_075136965.1 ------------------------------------------------------I-E-L--G-----D--G----------------TL---V--E-V--A-------A----A--------------P--------------------------------------------------------------------G-------------E------------------------------------------------------------------------------------------------------------------------------------------------S-----------------------R--------E---------I----S----G----------G-----------------------------------F------T-E---------K------------V------N------S-T-LE----QLRPV-LAKACEPVLEMCRD-L---KA-DN-R---I-DSA-----EVELGFSFA-A-EGN----LFI---AKATSNA--SVVVKL--
PWU80860.1 ----------------------------M----S----K---L----I--Q---L-E-Y--------D--G----------------GK---I--W-V--E------------S--------------S--------------------------------------------------------------------E--------------------------------------------------------------------------------V-----------------------------------------G-Y--------------G-------G----------I------------------------------------------L----E----Q--------A-S-----------------------------------A------I-E---------V------------A------E------K-S-IE----KMLGV-LKPFCDGLKKSVNS-L-G-EN----R-P---DSY-----SAELGLSFS-G-EGN----VFF-A------------------
WP_053649518.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MR----DSLHT-AVNTASDVIEAFRA-L---PR----R-P---DEI-----EVKFGVKLD-G-SVG----VIL---AGGSAGV--HFEVTLRW
WP_078491244.1 -------------------------------------------------------------------D--E----------------GV-P-I--F-V--D-T-G---V----P------A----P--R--------------E-----------------------------------------------------G-------------D-S----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-E-------------R-------------V------G-A---------V------------V------R------D-S-YG----DALAL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSSAEA--QLQLTFRW
OBQ31610.1 ----------------------------M----S----Q---L----T--P---I-Q-L--E-----D--G----------------TI---I--Y-I--E-------A----S--------------E--------------------------------------------------------------------N-----------I-A------------------------------------------------------------------V-----------------------------------------S-I------P-QPP-K-N-------E----N-----L-----D----FI--------IP-T--------P-E-----Q-A----D----R-G----F---A---------------------L------E------K------L-N-------E-K-L---N------I------K------E-Q-GD----KLQKT-IQSYSKHIIQSFKD-L-----------------------------------------------------------------
WP_115977259.1 --------------------------------------------------------P-T--G-----R--G---------------------V--R----Q-------V----A--------------------------------------------------------------------------------------------------------------------------------------------------------------------L-----------------------------------------G--------P--------------------------A-----------------------D--------L---------V----R----R----------S--------------------------------------------E---------E------------A-----------------VN----AAMGT-IRGMAQRVGDAVGG-L---SY----R-P---DEV-----EIEFGITLD-A-ESG----ALI---AKAAAGA--SLTVRLTW
WP_084434707.1 ---------------------------------G----Q---V----V--P---M-R-I-----------G----------------DV-E-V--L-V--Q-T-----I----P-----------------------------V-----------------------------------------------------A--------------------------------------------------------------------------------------------------------------------------G--------T-----E---------K----------T-----------------------S--------A---------V----G----D--------T-G--------------------------------------------R---------R------------V------L------D-A-FE----RAHEV-IVGAAVSTMEVIGK-L-G-GR-AA-R-P---DKF-----EVEFGLGFS-V-KGN----VIV---VGGQADA--TLKVKLT-
ANS67903.1 ------------------------------------------------------------------------------------------P-V--V-V--E-A-D---L----V------G----E--S--------------L-----------------------------------------------------D-----DL------D-A----------------------------------------------------------------I------Y----------------------------------G--------------D--------------------E-----------------------K-----------------------T----R-DG-------G----SA-R-------------R-------------V------V-Q---------V------------A------Q------D-A-YT----EGLDL-ARRCAAQAVRRFGE-M---AE-EL-R-P---DEI-----EMQLAIKV----DAG--V-VAL---VRSGAEA--QLQVTFRW
WP_067439478.1 ------------------------------------------------------------------------------------------P-V--V-V--E-A-D---L----V------G----E--S--------------L-----------------------------------------------------D-----DL------D-A----------------------------------------------------------------I------Y----------------------------------G--------------D--------------------E-----------------------K-----------------------T----R-DG-------G----SA-R-------------R-------------V------V-Q---------V------------A------Q------D-A-YT----EGLDL-ARRCAAQAVRRFGE-M---AE-EL-R-P---DEI-----EMQLAIKV----DAG--V-VAL---VRSGAEA--QLQVTFRW
WP_101417826.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P------------------------------------------------------------------------------------------------------------G-----------------------------------S-----------------------E--------P---------T----A--V-R--------P-G-------Q---------------------------L------A-G---------R------------A------R------D-A-FG----QAQSA-IVEIAAATATALRQ-A---GR-AA-R-P---DAM-----EVEFGVKFS-A-KGD----IIV---AGASGEV--TLKVKLT-
WP_089154132.1 ----------------------------M----R----E---I----V--Q---V-E-L--P-----D--G----------------QI---A--W-A--T-------I----E--------------S--------------------------------------------------------------------N--------------------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------S--------D---------V----G--F------------G--------------------------------------------N---------R-L----------L------P----------LT----GLSET-LTAVATNVRNGVRA-A---------R-P---DTM-----SVELGLDLE-I-GAQ----GLV--------------------
REE66295.1 --------------------------------------------------------P-T--G-----R--G---------------------V--R----Q-------V----A--------------------------------------------------------------------------------------------------------------------------------------------------------------------L-----------------------------------------G--------P--------------------------A-----------------------D--------L---------V----R----R----------S--------------------------------------------E---------E------------A-----------------VN----AAMGT-IRGMAQRVGDAVGG-L---SY----R-P---DEV-----EIEFGITLD-A-ESG----ALI---AKAAAGA--SLTVRLTW
WP_106328186.1 ----------------------------------------------------------M--P-----N--G----------------QV---I--W-A--R-------V----E-----------------------------------------------------------------------------------T--------------------------------------------------------------------------------------------------------------------------G--------A--------------------------S-----------------------D------------------V----A----M--------T-D-----------------------------------A------V-K---------R------------L------D----------VD----ELKSS-IHAVSAAVRTAAED-L---------T-P---DTV-----TVEFGLELA-L-KAGKLV-SVL---AEASGKA--SLRV----
OWK34897.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------N-P---SEV-----AIEFGIKVS-V-ESG----VIV---ASAEAEA--NFKVSLKW
WP_010288462.1 -------------------------------------------------------------------E--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_067738643.1 ------------------------------------------M-------R---V-K-L--E-----D--G----------------SL---V-------E---V---I----D--------------N--------------S-----------------------------------------------------D-------------Q----------------------------------------------------------------------------------------P-T-----------------G-----------------------------------------------------------E--------A---------F----S---------------A------------------------------------------T-N---------T------------V------A----------LP-PS-EALSK-VTKFANEAMNEFKK-I---GN------P---DEI-----EVEFGIEAG-G-EGG--F-FGI---AKVHSKA--TITLKAKW
WP_028272181.1 ----------------------------M----T----E---I----L--R---Y-E-V--G-----S--G----------------MV---L--V----E-------A----E--------------E--------------------------------------------------------------------S-------------S-------------------------------------F----------------------------------------------------------------------G-----------------------------------V-----------------------E--------H---------P----S----R-D----D-Q-G-----------------------------------I------Q-D---------T------------G------R------R---LE----DALAA-IRPAAKAAADVLAD------L----A-P---EHL-----ELQFGVKLA-G-AAG----AII---ARNVAEA--HFIVRMSW
GAK54551.1 ------------------------------------------------------I-Q-L--K-----N--G----------------ML---V--E-T--E-------T----T--------------S--------------------------------------------------------------------A-------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E---------V----T----R----------G-----------------------------------G------Q-Q---------I------------AAGVSKLG------V-S-FE--E-KVKPL-LLQICEPLADVWKE-L---NK-NM-S---V-EQA-----EVELGLSFE-G-EGN----LFV---TKAKTGA--NFTVKL--
WP_093587368.1 -------------------------------------------------------------------D--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_093816181.1 -------------------------------------------------------------------D--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_007822157.1 -------------------------------------------------------------------D--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------I------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_095682113.1 -------------------------------------------------------------------D--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_007070968.1 ----------------------------------------------------------------V--D--G----------------HV---V--Y-L----------S----T--------------G------V-------L-----------------------------------------------------R-------------E------------------------------------------------------------------------------------------------------------G-----------------------------------A-----------------------S-----------------------S----D----------E------------------------------------------V-E-----V---A------------S------R---P--T-S-LD----EALAG-LAAFAGKMADSLRE-A---------Q---V-TRL-----SVEFSCEFA-V-ESGKFV-AIL---GKASAKS--GVKVGLEW
WP_059938554.1 ----------------------------------------------------------------------G----------------KP---V--F-V--E-------T----T--------------S--------------P-----------------------------------------------------S-------------S------------------------------------------------------------------------------------------------------------G--------P-----R---------P----------F-----------------------A--------T-D-------V----S----P--------T-G--------------------------------------------K----------------------V------A------T-S-VE----ESLDV-LQALGRAIQSSLKD-A---------G-A---KEA-----EATLSVKFT---ASG----KLI-I-AQGSAEA--SLSVKLK-
WP_007623438.1 ----------------------------M----D----K---I-----------I-K-L--S-----D--G---------------------I--Q-V--E-------I----E------V-------S--------------------------------------------------------------------D-------------E------------------------------------------------------------------------------------------------------------E-----------------------------------A-----------------------Q--------L---------I----S-------------N-N--------------------------------------------T---------T------------V------N------S-S-IN----KVQSL-IMAVCTPIGKTLKE-I-S-------N-D---IDI-EST-KVTIGVKVG-V-EGN----FIL---AKSSAGA--NIQVEMT-
WP_048180901.1 -------------------------------------------------------------A-----D--S----------------PV-K-V--V-L----------V----S--------------P--------------------------------------------------------------------K--------------------------------------------------------------------------------------------------------------------------S-----------------------------------V-----------------------E-----------------------E----K----------S--------------------------------------------R---------E-------------------A----------LK----DAMRI-IHQVSRRVVDTVEE-L-D-AE-H--R-P---SQV-----QVNFGLKLT-A-EGR----AVM-TRVKNEKDT--NMKIILTW
WP_083967022.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------A------------------L----D----R----------A-----------------------------------A--------K---------A------------S------A------D-Q-FA----KAMGS-LSVLVEHLRSAVEA-I---PD----R-P---QKV-----EIEFGASLT-G-DCD----LWV---VSGEGKA--EFKVKLAW
WP_018097570.1 ----------------------------M----A--V-----L----V--E---F------------S--G----------------DV-P-I--L-I--E-A-----A----D------V-------P--------------V-----------------------------------------------------A-------------S------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------R--------P---------S----G--I-D--------T-G-----------------------------------S------V-H---------Q-K----------A------A------N-T-LK----EGLRM-ISAIGDAVRGSLVE-A---------K---V-DEA-----EVKIGLKVS---GTG----QFV-V-AQSTVEG--AIEVTFK-
WP_102549612.1 ----------------------------M----N----K---V-----------I-E-L--S-----D--G---------------------L--E-V--E-------V----E------I-------N--------------------------------------------------------------------E-------------D------------------------------------------------------------------------------------------------------------E-----------------------------------V-----------------------F--------E---------I----S-------------N-G--------------------------------------------S---------T------------V------D------S-S-IN----KVSEL-LTKAISPVSDAYRA-L-Q-------D-N---NTI-EST-KVTVGVKFG-A-SGN----VFV---AKSSAEA--NITVEMV-
WP_010271940.1 -------------------------------------------------------------------E--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_009068668.1 -------------------------------------------------------------------E--E----------------DI-P-I--F-V--D-T-G---L----P------A----Q--R--------------E-----------------------------------------------------N-------------D-G----------------------------------------------------------------L------W----------------------------------D--------------D--------------------V-----------------------R-----------------------A----R-G--------N----GA-Q-------------R-------------V------G-T---------V------------V------R------D-S-YG----DALDL-AERCARQAAARFNA-L---GR-AV-R-P---EEV-----ELQLAIRV----EAG-GT-IGL---AKSTAEA--QLQLTFRW
WP_028003565.1 ----------------------------M----A--V-----L----V--E---F------------S--G----------------DV-P-I--L-I--E-A-----A----D------V-------P--------------V-----------------------------------------------------A-------------S------------------------------------------------------------------------------------------------------------G-----------------------------------V-----------------------R--------P---------S----G--I-D--------T-G-----------------------------------S------V-H---------Q-K----------A------A------N-T-LK----EGLRM-IGAIGDAVRGSLVE-A---------K---V-DEA-----EVKIGLKVS---GTG----QFV-V-AQSTVEG--AIEVTFK-

================================

Trypco2

WP_011613682.1__1 DE--SSIGLAELIQQVKEEL-----------LTQA-----PDGET-----------------------------------------------------D----I--P-I--FAVDSVELELQVTVKK--S--G--KA--G--------IK--I---Y--V----L--EM----------G----G--G----------------SSRD---D--V--QKVKVKL--SP-----------------------------------------------------------
WP_047156738.1__1 DE--SSIGLAELIQQVKEEL-----------LIQA-----PDGET-----------------------------------------------------D----I--P-I--FAVDSVELELQVTVKK--S--G--KA--G--------IK--I---Y--V----L--EM----------G----G--G----------------SSRD---D--V--QKVKVKL--SP-----------------------------------------------------------
WP_087544173.1__1 EE--NLIGLAELIEQVKREL-----------LANS-----PDQDT-----------------------------------------------------D----V--P-F--LSVESVELELQVTVKK--E--G--KG--G--------VK--I---Y--V----L--EL----------G----G--G----------------GSRD---D--V--QKVKVKL--SP-----------------------------------------------------------
WP_006100318.1__1 ED--NLIGLAELIEQVKREL-----------LATS-----PDQET-----------------------------------------------------D----I--P-F--MSVDSVELELQVMVKK--E--G--KG--G--------VK--I---Y--V----L--EL----------A----G--G----------------GSRD---D--V--QKVKVTL--SP-----------------------------------------------------------
WP_015206918.1__1 NE--NLIGLAELIQQVKREL-----------LTTSPT--SPSNEK-----------------------------------------------------D----I--P-F--LSVDSVELELQVTVKK--E--G--KS--G--------IK--I---Y--V----L--EV----------G----V--G----------------GSRD---D--V--QKVKVTL--SP-----------------------------------------------------------
WP_041032715.1__1 DE--NLIGLAELIEQVKREL-----------LSTYLSNETSSNKT-----------------------------------------------------D----V--P-F--FSVDSVELELQVTVKK--E--G--KG--G--------VK--I---Y--V----L--EV----------G----G--G----------------ASRD---D--V--QKVKVTL--SP-----------------------------------------------------------
WP_015117406.1__1 EQ--NLIGLSELIEQVKQEL-----------LTKA-----PENEN-----------------------------------------------------D----I--P-L--LSVDSVELELQVTVKN--E--A--KG--G--------IK--I---Y--V----L--EL----------G----G--G----------------NSQD---D--V--QKVKVKL--SP-----------------------------------------------------------
WP_015180894.1__1 EE--NSIGLAELIEQVKREL-----------LAPS-----LEGET-----------------------------------------------------D----I--P-L--LSVDEVELELQVTVKK--E--G--KG--A--------IK--I---Y--V----L--EL----------G----G--G----------------GSRD---D--V--QKVKVKL--SP--V--------------------------------------------------------
PZO41692.1__1 ED--NSIGLAELIEQVKQEL-----------LSTS-----INNKT-----------------------------------------------------E----I--P-F--LSVDSVELELQVTVKR--E--G--KA--G--------IK--I---Q--I----L--EA----------G----G--S----------------IGRD---D--V--QKVKVSL--SP-----------------------------------------------------------
WP_086835260.1__1 ----SEIGLAELIQQVKQEL-----------LTTY-----PRSEN-----------------------------------------------------D----T--P-I--LSVDSVELELQVTVKK--D--A--KG--G--------VK--I---N--V----L--QF----------G----G--G--------E---LSGGASRD---D--V--QKVKVKL--SP-----------------------------------------------------------
WP_035149285.1__1 ----SEIGLAEFIQQVKKEL-----------LTTY-----PNSEN-----------------------------------------------------D----T--P-L--LSVDSVELELQVTVKK--E--G--GG--G--------VK--I---N--V----L--QF----------G----G--G--------E---LSGKVSRD---D--V--QKVVVKL--SP-----------------------------------------------------------
WP_012411186.1__1 -----EIGLAEFIQQVKKEL-----------LTTY-----PKNEN-----------------------------------------------------D----T--P-I--LCVDSVELELQVTVKT--E--G--KG--G--------IK--I---N--V----L--L----------------G--G--------E---LSGGVSKD---G--V--QKVKVQL--SP-----------------------------------------------------------
WP_096688662.1__1 ED--NRVELAELIEQVKKEL-----------LSTY-----PSDKS-----------------------------------------------------N----T--P-F--LSVDSIELELQVTVKK--E--A--KG--G--------VK--I---N--V----L--QF----------G----G--G--------E---LSGGGSRD---D--V--QKVRVTL--SP-----------------------------------------------------------
WP_086762607.1__1 EE--NGIGLAELIQQVKQEL-----------LSNP-----ADKET-----------------------------------------------------S----V--P-F--LSVDSVELELQVAVQK--E--A--KG--K--------IK--I---Y--V----L--EV----------G----G--G----------------SSRS---D--V--QKIKVTL--SP--M--------------------------------------------------------
WP_086686852.1__1 QN--NPIGLAELIEQVKQEL-----------LTSP------AEEE-----------------------------------------------------D----V--P-L--LSVDSVELELQVTVQR--Q--D--GG--K--------IK--I---N--V----M--SL----------F----S--G--------E---LADKFSKD---N--M--HKVKVTL--SP-----------------------------------------------------------
WP_012413050.1__1 EE--NSIGLAELIEQIKQEL-----------LSTE-----VEGEK-----------------------------------------------------P----I--P-L--FSVDQVSLELQVTARK--E--G--KA--G--------IK--V---Y--V----V--EL----------G----G--G----------------GSRD---D--V--QKVTVTL--TP-----------------------------------------------------------
WP_106170319.1__1 PS--QSIGLAELIQQVKKEL-----------LSTV-----PGQSS-----------------------------------------------------D----A--P-I--LFVESVELELQVTVSR--E--G--SG--G--------VK--I---D--V----L--AV----------G----G-------------GELGGTLKRE---N--V--HTVKVSL--SP-----------------------------------------------------------
WP_088893321.1__1 NQ--RSIGLAELVEQVKREL-----------LSTA-----PGQTK-----------------------------------------------------D----A--P-I--FFVESVELELQVTVKR--E--G--KA--G--------VK--I---D--V----V--SI----------G----G-------------GELGGGVSRD---D--V--HKVKVSL--SP-----------------------------------------------------------
WP_106254908.1__1 PQ--HPIGLAELIQQVKQEL-----------LATV-----PGKTK-----------------------------------------------------E----A--P-I--LLVSSVEVEVQVTVKR--E--G--KA--G--------IK--I---D--V----V--AV----------G----G-------------GELGGGLSRD---E--V--HKVKITL--SP-----------------------------------------------------------
WP_073609770.1__1 DE--KSIGLAELVEQIKQEL-----------LSTA-----PGQTN-----------------------------------------------------D----A--P-I--LFVNSVELELQVVVKR--G--G--AG--G--------VK--V---N--V----I--PV----------G----G-------------VEIGGTISRD---D--V--HKVKVTL--SP-----------------------------------------------------------
WP_073631284.1__1 DK--SPIELAELIQQVKEDL-----------LSVT-----PGKDK-----------------------------------------------------D----A--P-F--LFVESVELELQVTVKR--T--G--KA--GVKGN----IK--I---N--V----L--GS----------G----G--E--------VGGEIGGDRAQD---R--T--HKVKVKL--SP-----------------------------------------------------------
WP_087539499.1__1 HK--SPIELAELIQQVKEDL-----------LSVT-----PGNDK-----------------------------------------------------D----A--P-F--LFVESVELELQVTVKQ--T--G--KA--GAKGS----IK--I---N--V----L--GS----------G----G--E--------TSGELGGDRT---------------------------------------------------------------------------------
KYC36507.1__1 DK--GSIELAELIQQVKEDL-----------LSVA-----PGNDKPGTACVK---------------------------G---D---R----------D----A--P-F--LFVESVELELQVTIKR--T--G--KA--GAKGS----VK--I---N--V----L--------------------------------------------------------------------------------------------------------------------------
WP_075900498.1__1 DT--SPIGLCEFIQQVKHDL-----------LSVP-----PGQEK-----------------------------------------------------D----A--P-L--LCVESVELELQVSVKR--T--A--KA--GAKGN----IK--I---N--V----L--GT----------G----G--E--------VGGELGGDLGRD---E--I--HKVKVKL--SP-----------------------------------------------------------
WP_008307942.1__1 ----QPIGLSELINQVKKEL-----------LTP------PDKEG-----------------------------------------------------E----P--P-I--FFVDSVELELQVTAKR--E--G--NA--G--------IK--I---D--V----V--AI----------G----G-------------GEAGGTLSHE---K--T--HTVKVSL--SP-----------------------------------------------------------
OCQ99047.1__1 ----NRISLNEFIAQVKKDL-----------SATE---------------------------------------------------------------D----S--P-I--FFLDKAELEIHVSVSH--E--DSFEG--QIQGK----SA--L---K--I----S--VL----------G----I--DFLNLGELQASGKASDSLERQ---D--I--HTIKVTL--VP-----------------------------------------------------------
WP_106255628.1__1 ----NEIGLGEFIAKVKEDL-----------KPME---------------------------------------------------------------G----T--P-I--FFLEKVELEIHVTVSQ--E--SSLEG--QAKGK----VD--L---K--I----N--VL----------G----V--DLLKLGEGELTGKSSGKSQRQ---D--I--HTIKVAL--VP-----------------------------------------------------------
OBQ13049.1__1 ----DGIGLGELIDKVKQEL-----------ANTNK--------------------------------------------------------------D----N--P-V--FMVSNVELELQVSVSR--E--IEIKG--QGEAK----VD--L---K--I----N--VL----------G----A--DFFKLGEAKGSAEASRKVNEE---N--I--HTIKITL--TP-----------------------------------------------------------
ESQ10669.1__1 DV--ELISLSELIEQIKQDL-----------LATPA---------------A---------------------------D---P--------------T----S--P-L--FMVDGVEITAQVVVKR--E--RAEGG--KAGL------K--L---S--V----L--GF----------G----A--D--------AGVDTKTTVGAQ---L--T--QTLSIKL--SP-----------------------------------------------------------
WP_020507866.1__1 QL--ELISLADLIEQIKTDL-----------LTKGA---------------G---------------------------N-----------------------N--P-A--FFIDGVEIAAQVVARR--E--KAEGG--KAGLG----IS--L---A--V----L--GL----------R----A--D--------AGVDTKTTLGSQ---L--T--QTVTIKL--SP-----------------------------------------------------------
WP_103918997.1__1 KE--NLIDLSELIAQVKTDL-----------LKEVK---------------K---------------------------N---T---E----------D----E--P-L--LFVDEIEVSAQVVAS------KTEGG--KAGV------K--L---S--V----L--NF----------G----V--D--------GGVHTQSKQ--Q---Q--T--HTIKIKL--SP-----------------------------------------------------------
OQY34270.1__1 ------ITLSQLIDEVREEL-----------LTPRR---------------A---------------------------H---T---K----------E----A--M-YPFLFVEEIELEVGVTVSS--A--V--EG--S--GG----ID--I---Q--V----V--EL----------G----A--S--------V------EKTNE---Q--A--HRIKIKM--TP-----------------------------------------------------------
WP_030354440.1__1 DF--DGIELADAIESVRDQL-----------LDAAT---------------R---------------------------A---T---D----------R----P--L-A--FEVGDIQMEFTLELRK--E--A--KG--G--AK----VK--A---W--V----V--EA----------G----A--D--------A------TRTTG---R--T--HKVAFTL--KP--RDA--R----S---GA--P----W---------K---VGNE--D-H---GST---AG
WP_037804945.1__1 DF--DGIELADAIQSVRDQL-----------LDAAT---------------R---------------------------A---T---D----------R----P--L-S--FEVGDIQMEFTLELRK--E--V--KG--G--TK----VK--A---W--V----V--EA----------G----A--D--------G------TRATG---R--T--HKVAFTL--TP--RDA--R----T---GA--P----W---------K---VGNP--D-H---GST---AG
WP_114659853.1__1 EF--DGIELADAIQSVRDQL-----------LDAAT---------------R---------------------------A---T---G----------Q----P--M-A--FEVGDIQMEFTLELRK--E--I--KG--G--LK----VR--A---W--V----V--EA----------G----A--D--------G------ARTSA---H--T--HKVAFTL--KP--RDA--R----T---GA--P----W---------Q---VGNA--D-R---GST---AG
WP_114622168.1__1 GF--EGIELADAIASVRDQL-----------LDAAT---------------R---------------------------A---T---G----------R----P--L-A--FEVGDIQMEFTLELRK--E--I--KG--G--LK----VR--A---W--V----V--EA----------G----A--D--------G------ARVGG---H--T--HKVAFTL--KP--RDA--R----T---GA--P----W---------R---VGNP--D-R---GST---A-
WP_040024080.1__1 GF--DRIELADAIDSVRTQL-----------IEAAT---------------R---------------------------S---T---G----------Q----P--L-A--FELGDVQMEFTLELRK--E--V--KG--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRTSG---Q--T--HKVAFTL--KP--TDA--R----T---GT--S----W---------K---VGNE--D-------------
WP_100108428.1__1 EL--DGIELADAIQSVRDQL-----------LDAAT---------------R---------------------------A---T---G----------R----P--L-L--FEVGDIEMEFTLELRK--E--V--KG--G--AK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HRVAFTL--KP--VDP--A----T---GA--S----W---------K---VGNQ--R-P---ADT---SG
WP_114041380.1__1 AF--DGIELADAIESVRDQL-----------TAAAT---------------R---------------------------A---T---G----------Q----P--L-V--FELGDIQMEFTLELRK--E--V--KG--G--LK----VR--A---W--V----V--DA----------G----A--D--------A------GRATG---R--T--HKVSFTL--KP--HAA--V----D---GA--A----W---------R---VGND--R-P---G-------
WP_053729109.1__1 ----DGIELADAIESVRDQL-----------TEAAA---------------R---------------------------A---T---G----------Q----P--L-V--FELGDIQMEFTLELRK--E--V--KG--G--LK----VR--A---W--V----V--DA----------G----A--D--------A------GRSTG---R--T--HKVSFTL--KP--HAA--D----D---GA--A----W---------K---VGND--R-P---G-------
WP_100577667.1__1 AF--DGIELADAIESVREQL-----------TEAAA---------------R---------------------------A---S---G----------H----A--L-I--FELGDIQMEFTLELRK--E--V--KG--G--LK----VR--A---W--V----V--DA----------G----V--D--------A------GRGTG---R--T--HKVAFTL--KP--HAA--A----D---GA--A----W---------R---VGND--R-P---G-------
EFE75498.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_010071174.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_032781158.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_032766494.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--ES----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_073225746.1__1 AL--DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_093807463.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_109179080.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--T--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_093441357.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--T--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
OSC73992.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--T--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--V----W---------Q---IGTE--D-D---GST---AG
WP_109197740.1__1 ----DGIELADAVASIRNQL-----------IEAAT---------------R---------------------------A---T---D----------R----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------Q---IGTE--D-D---GST---AG
WP_010063764.1__1 AL--DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030581695.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030720790.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_044370266.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_097933075.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_073747068.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_073806225.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNT--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_087766032.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNT--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
OLO32652.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNT--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_069757164.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_050356747.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_056700356.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_097967282.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FTVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_097884882.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTAG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030808900.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGAE--D-D---GST---AG
WP_097893850.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------R----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGAE--D-D---GST---AG
WP_097972503.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FGVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGIE--D-D---GST---AG
WP_103508134.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030593233.1__1 AL--DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTQ--D-D---GST---AG
WP_097869367.1__1 ----DGIELADAVASIRNQL-----------IEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_026290846.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RT--G--GK----VK--A---W--V----V--EA----------G----A--D--------V------ARTTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_096632716.1__1 AL--DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGAE--D-D---GST---AG
WP_007456897.1__1 ----DGIELADAVASIRSQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARTTG---R--T--HKVAFTL--TP--LNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_098026150.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--DA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030087872.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------ARATG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_069740369.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------G---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--TP--RNA--R----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_075265669.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KG--G--GK----VK--A---W--V----V--EA----------G----A--D--------V------SRSTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_012380371.1__1 ----DGVELADAVASIRDQL-----------IEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VR--A---W--V----V--EA----------G----A--D--------A------AHSTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_003968303.1__1 ----DGVELADAVASIRDQL-----------IEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFALELRR--E--A--RA--G--GK----VR--A---W--V----V--EA----------G----A--D--------A------AHSTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_030705367.1__1 ----DGVELADAVASIRDQL-----------IEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--RA--G--GK----VR--A---W--V----V--EA----------G----A--D--------A------AHSTG---R--T--HKVAFTL--TP--RNA--A----T---GE--A----W---------E---IGTE--D-D---GST---TG
WP_083193033.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030297386.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030704362.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_031058522.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030114534.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_053623216.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030849631.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030193981.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_093902882.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_078612395.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_078609466.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_030331588.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--IP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_098011681.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FSVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGTR--D-D---GST---AG
WP_032773223.1__1 ----DGIELADAVASIRNQL-----------IDAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---VGTR--D-D---GST---AG
KUJ65541.1__1 ----DGVELADAVASIRDQL-----------IEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------ALASG---R--T--HKVAFT----------------------------------------------------------------
WP_073771919.1__1 ----DGIELADAVASIRNQL-----------VEAAA---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRR--E--A--KA--G--GK----VR--A---W--V----V--EA----------G----A--D--------A------ALVSG---R--T--HKVAFTL--TP--RDA--V----T---GE--A----W---------E---VGTD--D-D---GST---AG
RBL82560.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SLATG---R--T--HKVAFTL--SP--RNA--V----T---GK--A----W---------A---IGTE--D-D---GST---EG
WP_070204507.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SLATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---GST---EG
WP_053560688.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SLATG---R--T--HKVAFTL--SP--RNT--V----T---GE--A----W---------A---IGTE--D-D---GST---AG
WP_093752390.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------H----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SLATG---H--T--HKVAFTL--SP--RNT--V----T---GE--A----W---------A---IGTE--D-D---GST---EG
ATY96420.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SRATG---R--T--HKVAFTL--SP--QNA--V----T---GE--A----W---------A---IGTE--D-D---GST---EG
WP_114931679.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----T--D--------A------SRATG---R--A--HKVAFTL--SP--QNA--V----T---GE--A----W---------A---IGTE--D-D---GST---EG
WP_030564810.1__1 DL--DGIELADAVESIRNQL-----------VEAAA---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---G-------
WP_032760853.1__1 DL--DGIELADAVESIRNQL-----------VEAAA---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---GST---A-
WP_031124028.1__1 DL--DGIELADAVESIRNQL-----------VEAAA---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---GST---AG
WP_015609329.1__1 DL--DGIELADAVESIRNQL-----------VEAAA---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVASTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---GST---AG
WP_018514341.1__1 DL--DGIELADAVESVRNQL-----------EEAAA---------------R---------------------------A---V---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------A---IGTE--D-D---GST---AG
WP_093693374.1__1 DL--DGIELADAVESIRNQL-----------VEAAA---------------R---------------------------A---T---G----------R----P--L-A--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRTTG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------E---VGTE--D-D---GST---EG
WP_084747116.1__1 DL--DGIELADAVESIRNQL-----------VEAAS---------------R---------------------------A---T---G----------R----P--L-A--FEVGDIQMEFTLELRK--E--A--KA--G--GK----VR--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--SP--RNA--V----T---GE--A----W---------E---IGTE--D-D---GST---AG
WP_073719620.1__1 AL--DGIELADAVESIRNQL-----------VEAAT---------------R---------------------------A---T---D----------H----P--V-S--FAVGDIQMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRATG---R--T--HKVAFTL--TP--RNA--V----T---GE--A----W---------E---IGHE--D-E---GST---A-
WP_073750226.1__1 GL--DGIELADAVESIRNQL-----------IDAAT---------------R---------------------------A---T---G----------R----P--V-A--FSVGDIQMEFTLELRR--E--L--KA--G--GK----VK--A---W--V----V--EA----------G----G--D--------T------SRSTG---R--T--HKVGFTL--TP--RNA--V----T---GE--A----W---------E---IGDE--E-A---GST-----
WP_104786901.1__1 DL--DGIELADAVESIRNQL-----------VDAAA---------------R---------------------------A---T---G----------R----P--L-A--FSVGDIQMEFTLELRR--E--H--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------T------SRSTG---R--T--HKVGFTL--TP--HNA--V----T---GE--A----W---------E---IGDE--E-A---GST---A-
WP_037779211.1__1 ------MELADAVESVRNQL-----------IEAAT---------------R---------------------------G---T---G----------R----P--L-A--FEVGDIQMEFTLELRK--E--V--KG--S--AR----VK--A---W--V----V--EA----------G----A--D--------A------GRATG---H--T--HKVAFTL--KP--RDA--T----T---GE--A----W---------Q---IGHE--A-G---GST---E-
WP_073733777.1__1 ------MELADAVESVRNQL-----------IEAAT---------------R---------------------------G---T---G----------R----P--L-S--FEVGDIQMEFTLELRK--E--V--KG--S--AR----VK--A---W--V----V--EA----------G----A--D--------A------GRATG---H--T--HKVAFTL--RP--RDA--T----T---GE--A----W---------Q---IGHE--A-D---GST---E-
WP_081239004.1__1 ND--HGIDLADAIASVRDQL-----------IEAAT---------------R---------------------------A---T---G----------R----P--V-A--FEVGSIDMEFTLELRR--E--T--KG--G--GK----VR--A---W--V----L--EA----------G----A--D--------A------ARSTG---L--T--HRVAFTL--TP--RDS--V----T---RA--P----W---------L---VGSD--D-R---GST---AG
WP_033323468.1__1 DL--DGIELADAIASVRDQL-----------MEAAT---------------R---------------------------A---T---D----------Q----P--V-S--FEVGAVDMEFTLELRK--E--A--KA--G--GK----VK--A---W--V----V--EA----------G----S--D--------A------TRAMG---R--T--HRVAFTL--TP--LDA--R----T---NT--P----W---------K---VGNG--Q-H---GST---A-
WP_056569569.1__1 -----DIELADAIASVRDQL-----------VTAAT---------------R---------------------------A---T---G----------Q----P--V-A--FEVGDIEMEFTIELRK--E--V--KA--G--GK----VK--A---W--V----V--EA----------G----A--D--------A------SRARG---E--T--HRVSFTL--KP--RNA--T----N---NG--P----W---------L---VGND--E-D---ADL---SG
OKJ60768.1__1 -----DIELADAIESVRDQL-----------VEAAG---------------R---------------------------A---T---G----------K----P--V-A--FEVGDIEMEFTIELRK--E--V--KG--G--AK----VK--A---W--V----V--EA----------G----A--D--------A------SRARG---D--T--HRVSFTL--KP--RNA--T----T---NG--P----W---------L---VGDD--E-A---GDT---S-
KKZ69545.1__1 DI--STIELADAIAAVRDQL-----------VDAAA---------------R---------------------------A---T---G----------Q----P--V-G--FEVGDIQMEFTIELRK--E--L--KG--G--TK----VK--A---W--V----V--EA----------G----A--D--------A------SRTRG---E--T--HRVSFTL--KP--RNT--A----T---GG--A----W---------L---VGNE--E-E---ADL---SG
WP_019888457.1__1 ----DRIELADAIASVRDQL-----------VEAAT---------------R---------------------------S---S---G----------L----P--L-S--FEVGDIDMEFTIELRK--E--V--KG--S--GK----VK--A---W--V----V--EA----------G----A--D--------G------SRTSG---Q--T--HRVSFTL--TP--KDT--R----T---GG--S----W---------L---VGND--E-D---ADI---SG
WP_071268537.1__1 DS--TDIELADAIASVRDQV-----------LEAAL---------------R---------------------------A---T---G----------Q----P--V-S--FALGPIEMEFAVELRR--E--V--TG--G--NK----VT--A---R--V----V--EA----------A----G--E--------G------ARATG---G--T--HRVSFTL--KP--QDA--R----T---GR--P----W---------K---VGIE--D-P---VVD---AG
WP_071280042.1__1 DS--TDIELADAIASVRDQV-----------LEAAL---------------R---------------------------A---T---G----------Q----P--V-S--FELGPIEMEFAVELRR--E--V--TD--G--KK----VT--A---R--V----V--EA----------A----G--E--------G------ARATG---G--T--HRVSFTL--KP--QDA--R----T---GR--P----W---------K---VGIE--D-P-----------
WP_095935748.1__1 DE--TRIGLSDAVRSIRDEL-----------LLASR---------------N---------------------------A---A---G----------Q----D--I-V--FELGDIQMEFTVELRK--E--V--KA--G--AK----VR--A---W--V----V--DA----------N----I--D--------G------TRAGS---R--T--HKVSFTL--RA--QDA--R----T---GA--P----L---------K---VSNE--T-E---GSV---D-
WP_028799042.1__1 DE--TRIGLSDAVRSIRDEL-----------LLASR---------------N---------------------------A---A---G----------Q----D--I-V--FELGDIQMEFTVELRK--E--L--KA--G--AK----VR--A---W--V----V--DA----------N----I--D--------G------TRAGS---R--T--HKVSFTL--RA--QDA--R----T---GA--P----L---------K---VSNE--T-E---GSV---A-
KOG35440.1__1 NE--PHIELADAVQTIRDEL-----------LTAAR---------------R---------------------------S---T---G----------H----D--I-V--FELGDIQMEFTVEMRR--E--A--KA--G--AK----VK--A---W--V----V--EA----------G----A--D--------V------TRTGS---R--T--HKVSVTL--RA--QDA--R----T---GA--P----L---------K---VRNG--T-E---GSV---D-
WP_030043376.1__1 NE--PHIELADAVQTIRDEL-----------LTAAR---------------R---------------------------S---T---G----------H----D--I-V--FELGDIQMEFTVEMRR--E--A--KA--G--AK----VK--A---C--L----Y-------------------------------V------YKR-----Q--T--HKVSVTL--RA--QDA--R----T---GA--P----L---------K---VRNG--T-E---GSV---D-
WP_093766729.1__1 DD--PHIELADAVQSIRDEL-----------LTAAR---------------R---------------------------S---T---G----------Q----D--V-V--FEVGDIQMEFTVEIRK--E--A--KA--G--SK----VR--A---W--V----V--DA----------A----A--D--------A------AYGNT---R--T--HRVSFTL--RA--QDA--R----S---GA--P----L---------K---IRNE--T-E---GSA---D-
WP_044573429.1__1 TE--NAIELGSAVQVIRDGL-----------VAAAE---------------Q---------------------------A---E---G----------Q----D--L-T--FELGDIQMEFTVELRK--E--L--KG--G--GK----VK--A---W--V----L--EA----------G----A--D--------A------TRMSA---K--T--HRVAFTL--KP--KDS--R----T---GD--P----W---------K---VGNK--S-Q---GSI---DG
CDR08852.1__1 ------------MQVIRDGL-----------VAAAE---------------Q---------------------------A---E---G----------Q----D--L-T--FELGDIQMEFTVELRK--E--L--KG--G--GK----VK--A---W--V----L--EA----------G----A--D--------A------TRMSA---K--T--HRVAFTL--KP--KDS--R----T---GD--P----W---------K---VGNK--S-Q---GSI---DG
WP_100302990.1__1 TE--HAVELDKAVQAIRDGL-----------IAAAE---------------R---------------------------A---E---E----------Q----D--L-A--FELGDIQMEFTVELRK--E--L--KG--G--GK----VR--A---W--V----L--EA----------G----A--D--------A------TQISA---T--T--QRVAFTL--KP--KDN--R----T---GD--A----W---------K---VGNE--N-E---GSV---AG
KUJ67565.1__1 DA--MDIELADAVQAVRDEL-----------VTAAA---------------R---------------------------A---A---G----------Q----D--I-A--FELGDIGMEFTVELRR--E--T--KG--T--GR----VK--A---W--V----L--DA----------G----A--D--------H------TRART---R--T--HTISFTL--KA--IDA--R----T---GG--P----W---------K---VGNR--S-T---GS------
WP_107466008.1__1 -E--NRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---S---G----------Q----D--V-I--FEVGDIELEFSVELHK--E--I--KG--G--LK----VK--A---W--V----V--EA----------G----V--D--------G------GGDST---R--T--HRVAVTL--KA--LDS--S----T---GE--P----W---------R---VRNQ--S-R---GSV---A-
WP_067432017.1__1 -D--HRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---S---G----------Q----D--V-A--FEVGDIQLEFSVELRK--E--L--KG--G--VK----VK--A---W--V----V--EA----------G----A--E--------G------SGGST---R--T--HRVAVTL--KA--LDA--R----T---GE--P----W---------K---VRND--S-M---GSV---A-
WP_048582385.1__1 DD--NRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---S---G----------H----D--V-T--FEVGDIELEFSVELRK--E--T--TG--G--VK----VK--A---W--V----V--EG----------G----A--D--------R------GGGTT---R--T--HRVALTL--RA--RDA--R----T---GE--P----W---------K---VRNE--S-R---GSV-----
WP_053198000.1__1 DD--NRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---S---G----------R----D--V-T--FEVGDIELEFSVELRK--E--T--TG--G--VK----VK--A---W--V----V--EG----------G----A--D--------R------GGGTT---R--T--HRVALTL--RA--RDA--R----T---GE--P----W---------K---VRNE--S-R---GSV-----
WP_062144004.1__1 -D--NRIELADAVQAVRDQL-----------ITAAA---------------R---------------------------S---A---G----------Q----D--V-T--FEVGDIELEFSVELRK--E--V--AG--G--VK----VK--A---W--V----V--EA----------G----A--D--------G------GGGTT---R--T--HRVAVTL--RA--VDS--Q----T---GR--P----W---------K---VRNE--S-R---GS------
WP_030966960.1__1 TG--NRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---A---G----------Q----D--V-T--FEVGDIELEFGVELRK--E--V--TG--G--VK----VK--A---W--V----V--EA----------G----V--E--------G------GGGTT---R--A--HRVAVTL--RA--LDS--R----T---GQ--P----W---------K---VRNE--S-R---GSV-----
WP_059191563.1__1 -D--NRIELADAVQAVRDEL-----------ITAAG---------------R---------------------------S---S---G----------Q----D--V-T--FEVGDIELEFGVELRK--E--V--KG--G--VK----VK--A---W--V----V--EG----------G----V--D--------G------GGGTT---R--M--HRVTVTL--KA--RDA--R----T---GQ--P----W---------K---VRNE--N-R---GSV-----
WP_062724259.1__1 DD--NRIELADAVQAVRDEL-----------ITAAA---------------R---------------------------S---S---G----------Q----D--V-I--FEVGDIELEFGVELRK--E--V--KG--G--VK----VK--A---W--V----V--EA----------G----A--N--------A------GGGTT---R--T--HRVTVTL--KA--VDA--V----T---GQ--P----W---------K---VRNE--S-R---GSV---A-
WP_033178340.1__1 HI--TGIELSEAVEAVRDGL-----------LTAAN---------------R---------------------------G---A---G----------Q----D--L-R--FELGEIQMEFTVELRR--D--L--RG--K--GG----VK--A---W--V----V--DA----------S----T--E--------A------GRASG---R--T--QKVAFTL--KP--VNA--A----T---GD--G----W---------R---IAND--D-----EGD---VS
WP_053850028.1__1 ----DSIELADVVGAVRDGL-----------VEAAN---------------R---------------------------G---E---G----------Q----G--L-R--FELGEIHMEFAVEVRR--D--A--RA--R--GG----LK--A---W--V----V--DT----------G----A--E--------A------GVSRA---H--T--HKVSFTL--KP--RDR--V----T---GR--D----W---------L---IAAD--D-----EGD---VS
WP_023537151.1__1 HL--PRIDLTQAVQVVRDQL-----------MAAAA---------------S---------------------------G---A---G----------R----E--L-R--FDVGEIQMEFAVELRH--D--T--RV--K--GG----VK--A---W--V----V--SA----------D----A--D--------T------GSGSA---H--T--HKVAFTL--KP--KDA--R----T---GA--D----W---------E---IGND--G-P---EAD-----
WP_107422992.1__1 ----------------------------------------------------------------------------------------------------------M-R--FDVGEIQMEFAVELRH--D--T--RV--K--GG----VK--A---W--V----V--SA----------D----A--D--------T------GSGSA---H--T--HKVAFTL--KP--KDA--R----T---GA--D----W---------E---IGND--G-P---EAD-----
WP_030367408.1__1 GF--EEIELADAVQAVREGL-----------TSAAA---------------R---------------------------G---T---G----------Q----D--L-A--FEVGEIAMEFTVEIRK--D--A--KG--S--GG----VK--A---W--V----I--SA----------D----A--E--------A------SRGST---R--T--HKVAFTL--TP--KDT--R----T---GG--S----W---------R---VGNQ--R-P---G-------
WP_106681220.1__1 GF--EEIELADAVQAVREGL-----------TSAAA---------------R---------------------------G---A---G----------Q----D--L-A--FEVGEIAMEFTVEIRK--D--L--KG--S--GG----VK--A---W--V----V--SA----------D----A--E--------A------SRGST---R--T--HKVAFTL--TP--KDT--R----T---GG--S----W---------R---VGNE--R-P---G-------
WP_058045643.1__1 GF--EEVELADAVQAVREGL-----------TSAAA---------------R---------------------------G---A---G----------Q----D--L-A--FDVGEIAMEFTVEIRK--D--A--KG--S--GG----VK--A---W--V----V--SA----------D----A--E--------A------SRGST---R--T--HKVSFTL--TP--RDT--R----T---GG--S----W---------R---VGNE--R-P---G-------
WP_116213211.1__1 EI--EGIELADAVQAVRDGL-----------TTAAA---------------R---------------------------G---A---G----------Q----D--V-V--FDVGPIAMEFSVEIRR--D--L--RG--S--GG----VK--A---W--V----V--SA----------E----T--E--------A------SRGST---R--T--HRVSFTL--TP--KDA--R----T---GG--S----L---------R---VGNE--R-P---G-------
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WP_087926913.1__1 HL--EDIELADAVQAVREGL-----------TTAAA---------------R---------------------------G---Q---G----------E----E--I-V--FDVGEISMEFTVEIRR--D--A--TG--K--GG----VK--A---W--V----I--SA----------D----A--E--------A------SRGST---R--T--HRVAFTL--TP--KDA--R----T---GG--G----V---------R---VGNE--R-P---G-------
WP_095579449.1__1 HL--EDVELADAVQAVREGL-----------TTAAA---------------R---------------------------G---Q---G----------E----E--I-V--FDVGEISMEFTVEIRR--D--A--TG--K--GG----VK--A---W--V----I--SA----------D----A--E--------A------SRGST---R--T--HRVAFTL--TP--KDA--R----T---GG--G----V---------R---VGNE--R-P---G-------
WP_102918146.1__1 HL--EDVELADAVQAVREGL-----------TTAAA---------------R---------------------------G---R---G----------E----E--I-V--FDVGEISMEFTVEIRR--D--V--TG--K--GG----VK--A---W--V----V--SA----------D----A--E--------A------SRGST---R--T--HRVAFTL--TP--KDA--R----T---GG--G----L---------R---VGNE--R-P---G-------
WP_099198868.1__1 GL--DDIELADAVRAVREGL-----------TGAAA---------------D---------------------------G---A---G----------S----D--L-V--FDVGEIAMEFSVEIRR--D--V--KG--R--GG----VK--A---W--V----V--DA----------G----A--E--------G------SRGST---N--V--HKVAFTL--TP--RDR--R----T---GD--G----W---------K---VGND--R-P---AGL---SG
EME98318.1__1 PF--DGIELAEAVEAIRTGL-----------TSAAA---------------T---------------------------G---E---G----------K----D--L-G--FEVGDITMEFGIEMRR--E--L--KG--S--GK----VR--A---W--V----V--DA----------G----T--D--------A------TRGSS---R--T--HKVTFTL--TP--KDM--R----T---GT--G----W---------K---VGNQ--R-P---G-------
WP_049716305.1__1 FF--EGIELAEAVEAIRTGL-----------TGAAA---------------A---------------------------G---E---G----------Q----E--L-A--FDVGEITMEFGIEMRK--D--V--RG--E--GR----VR--A---W--V----V--EA----------G----T--D--------A------SRGSS---R--T--HKVTFTL--TP--KDL--R----T---GG--G----W---------K---VGNQ--R-P---G-------
WP_109282600.1__1 RF--DDIELAEAVQAIRTGL-----------TSAAT---------------A---------------------------G---E---G----------Q----D--L-A--FDVGEITMEFTVEMRK--D--V--RG--S--GR----VR--A---W--V----V--NA----------G----A--E--------G------SRGST---H--T--HKVTFTL--LP--RDN--R----T---GA--S----W---------R---VGNE--R-P---GRV---T-
WP_006347472.1__1 PS--PLIDLADAVDAVRAQL-----------ITAAA---------------R---------------------------G---N---G----------S----A--V-Q--FQVGDVELEFTVELRR--D--T--TA--G--GR----VR--A---W--V----V--DA----------G----A--D--------H------TRGST---G--T--HRVALTL--RP--QDP--R----T---GG--A----W---------L---VGHD--D-L---GDT---S-
WP_073965211.1__1 HF--KGIELNAAVQALHDQL-----------VAAAA---------------G---------------------------S---A---T----------R----G--I-R--FDVGDIEVEFAFELRR--E--T--KT--G--GK----VK--A---W--V----V--EG----------G----A--E--------H------TRTGA---T--A--HRVTFSL--TP--RDA--V----T---GR--R----S---------Q---IGHT--D-L---GDV---D-
WP_033253540.1__1 R---QDIELADAIEAVRREL-----------LDAAE---------------R---------------------------G---R---G----------Q----A--L-Q--FEVGPVTLDFTVELTR--D--A--RA--K--GG----IK--A---W--V----L--SA----------D----A--E--------G------GVKHT---R--T--HQVSVTL--TP--KDA--A----T---GG--S----V---------H---ISRD--D-L---GSR---DG
WP_100839147.1__1 R---QDIELADAIEAVRLEL-----------LDAAE---------------R---------------------------G---R---G----------Q----A--I-Q--FEVGPVTLDFTVELTR--D--T--RA--K--GG----IK--A---W--V----L--SA----------D----A--E--------A------GIAST---R--T--HQVSVTL--TP--KDA--A----T---GG--S----V---------D---ISSR--D-L---GSR---DG
WP_043911787.1__1 R---HDIELADAIEAIRLEL-----------LDASE---------------R---------------------------G---R---G----------Q----A--V-Q--FEVGPVTLDFTVELKR--D--A--RA--K--GG----VK--A---W--V----L--SA----------D----A--E--------A------GLAHT---R--T--HKVSVTL--TP--KDA--S----T---GR--S----I---------D---ISNP--D-L---GSR---DG
WP_100584427.1__1 R---HDIELADAIEAIRLEL-----------LDASE---------------R---------------------------G---R---G----------Q----A--V-Q--FEVGPVTLDFTVELKR--D--A--RA--K--GG----VK--A---W--V----L--SA----------D----A--E--------A------GLAHT---R--T--HKVSVTL--TP--KDA--S----T---GR--S----I---------D---ISNP--D-L---GRR---DG
WP_073819051.1__1 R---DDIELADAIEAIRLGL-----------LDASE---------------R---------------------------G---R---G----------Q----A--I-Q--FEVGPVTLDFTVELKR--D--A--RA--K--GR----IK--A---W--V----V--SA----------D----A--E--------A------GVAQT---R--T--QKVSVTL--TP--KDA--A----T---GG--S----V---------D---ISND--D-L---GSR---DG
WP_101378497.1__1 D---HGIELSDAIEVIRQQL-----------SDAAA---------------R---------------------------G---A---G----------Q----A--I-Q--FEVGPVTLDFTVELKR--D--A--RA--K--GG----FK--A---W--V----L--SG----------D----L--E--------G------GLTQN---Q--V--QKVSVTL--TP--RLA--G----S---DD--S----V---------L---VGNP--D-L---GS------
WP_104816774.1__1 E---SGIELADAVEAVRRQL-----------VAAAE---------------A---------------------------G---E---G----------Q----P--L-R--FEVGEVKLEFTVELKR--D--A--RV--K--GG----IK--A---L--V----W--SA----------E----A--E--------A------GLAHQ---R--A--HKISVTL--TP--KDA--G----T---GG--S----V---------E---IGNS--D-L---GSR---DG
WP_035847809.1__1 RF--ADIELAEAVESVRRQL-----------ATAAE---------------R---------------------------A---V---N----------E----R--F-Q--FEVGTVELEFSVELRR--D--A--KA--G--GK----VQ--A---W--I----L--SA----------G----A--E--------G------SAGRT---T--A--HRVSVTL--TP--KDL--A----T---GE--N----V---------R---VGHE--D-L---GSR---DG
WP_101381221.1__1 ---------------------------------------------------------------------------------------G----------E----R--F-Q--FEVGTVELEFSVELRR--E--A--RV--D--GK----VR--A---W--V----V--SA----------G----A--E--------A------GTEHT---R--A--HRVTVTL--NP--VDT--T----T---GG--N----V---------L---VGND--D-L---GSR---EG
WP_086724739.1__1 TA--RDLELAEAVEAIRNEL-----------LNAAA---------------R---------------------------G---A---G----------N----D--V-T--FQVGPIQMEFTVELRR--D--V--RA--R--GG----IK--A---Y--V----L--SG----------E----L--D--------A------GRSRT---R--T--HRVSFTL--EP--RR---A----D---GD--P----L---------L---VAAD--G-E---GGT---AG
WP_078918941.1__1 TA--RDLELAEAVEAIRNEL-----------LNAAA---------------R---------------------------G---A---G----------N----D--V-T--FQVGPIQMEFTVELRR--D--V--RA--R--GG----IK--A---Y--V----L--SG----------E----V--D--------A------GRSRT---R--T--HRVSFTL--EP--RR---A----D---GD--P----L---------L---VAAD--G-E---GGT---AG
WP_058041776.1__1 ------MELAEAVQAVRDEL-----------MSAAA---------------Q---------------------------G---A---G----------S----D--V-A--FKVGPIALEFTVELRK--D--A--RA--R--GG----IR--A---F--V----V--SG----------E----T--D--------A------GMSRT---R--T--HRVSLTL--EP--VR---A----D---GE--P----V---------L---ISAD--D-E---GDV---SG
WP_070197069.1__1 ------MELAQAVQVLRDEL-----------TSAAA---------------Q---------------------------G---A---G----------S----D--M-A--FHVGPIEMEFAVELRK--D--A--HA--R--GG----IR--A---I--V----L--SA----------E----T--E--------G------AVGRT---R--T--HRVSLTL--EP--RRS--A----T---GD--P----L---------L---IAAD--D-E---GDA---TG
PLW66979.1__1 PG--NGFELVDAVVSIRDDL-----------MAAAE---------------L---------------------------G---A---G----------E----D--L-R--FEVGDIELELSVEMRR--D--A--RA--R--TG----VK--A---W--V----V--SG----------E----A--E--------A------GAGRT---R--T--HRVTVTL--RP--RDR--R----T---GG--G----W---------E---IAHD--D-E---G-------
WP_097282959.1__1 DF--EGVELAKAVQSLRDEL-----------LEAAV---------------Q---------------------------G---A---D----------Q----A--V-R--FAVDSIELEFTVELRK--D--V--AG--R--VG----IK--A---W--V----V--TA----------G----A--D--------A------SRGRA---D--T--HRVKLTL--SP--KDA--A----T---GR--A----L---------E---IGSA--D-R---GGT---AG
WP_031070090.1__1 DL--EGVELAKAVQSLRDEL-----------LEAAA---------------R---------------------------G---A---D----------Q----A--V-R--FAVDSIELEFTVELRK--D--V--TG--R--AG----VK--A---W--V----V--TA----------G----A--D--------L------SRGRV---D--T--HRVKLML--SP--KDA--A----T---GR--A----L---------E---IGNT--D-R---GGT---AG
WP_078982355.1__1 DQ--AGIELASAVQSLRDEL-----------IEAAA---------------R---------------------------G---A---G----------R----N--V-R--FTVETIELEFTVELRE--D--T--TG--K--AG----VK--A---W--V----I--SA----------G----A--E--------A------SLGRT---N--T--HRVKLAL--SA--RDT--T----T---GR--A----L---------E---IGNP--D-R---GST---SG
SEG88283.1__1 AV--TGMELADAVEAVRAGL-----------MEGAV---------------R---------------------------G---T---G----------A----E--V-R--FEVGEIHMEFTVELQR--T--R--TG--R--GG----VK--A---W--V----V--EA----------G----A--E--------A------SRATS---T--T--HTVSLTL--QP--R-T--A----T---GG--H----L---------L---IGAP--R-----GDD-----
WP_103889611.1__1 -----GMELADAVEAVRAGL-----------MEGAV---------------R---------------------------G---T---G----------A----E--V-R--FEVGEIHMEFTVELQR--T--R--TG--R--GG----VK--A---W--V----V--EA----------G----A--E--------A------SRATS---T--T--HTVSLTL--QP--R-T--A----T---GG--H----L---------L---IGAP--R-----GDD-----
WP_093742574.1__1 ------MELAEAVEAIRQGL-----------MTGAV---------------R---------------------------G---A---G----------S----G--V-R--FEVGEIHMEFSVELQR--S--R--SG--R--GG----VK--A---W--V----V--EA----------G----A--D--------A------ARSTG---R--T--HTVSFSL--RP--KDA--A----T---GA--Y----L---------E---IGAP--R-E---GDT---SG
SCE50600.1__1 EV--TGMELAEAVEAIRQGL-----------MTGAV---------------R---------------------------G---A---G----------S----G--V-R--FEVGEIHMEFSVELQR--S--R--SG--R--GG----VK--A---W--V----V--EA----------G----A--D--------A------ARSTG---R--T--HTVSFSL--RP--KDA--A----T---GA--Y----L---------E---IGAP--R-E---GDT---SG
SDP37848.1__1 PF--TGMELADAVEAVRSGL-----------MAGAA---------------A---------------------------G---A---D----------A----G--L-R--FEVGEIHMEFTVQLER--V--R--TG--R--GG----VK--A---W--V----V--EA----------G----G--E--------A------SRSLA---R--T--HTVSFTL--RP--LDA--A----T---GR--P----P---------H---ITAP--D-E---P-------
WP_093788570.1__1 ------MELADAVEAVRSGL-----------MAGAA---------------A---------------------------G---A---D----------A----G--L-R--FEVGEIHMEFTVQLER--V--R--TG--R--GG----VK--A---W--V----V--EA----------G----G--E--------A------SRSLA---R--T--HTVSFTL--RP--LDA--A----T---GR--P----P---------H---ITAP--D-E---P-------
WP_051951243.1__1 DV--TGLELADAVEAVRSAL-----------MLGAA---------------R---------------------------G---A---G----------R----S--V-R--FQVGEIRMDFTVELQR--T--S--TG--H--AG----VK--A---W--V----V--EA----------G----G--D--------R------ARSST---S--T--HTVSLSL--RP--VDA--A----T---DD--F----L---------V---ISAP--P-G---NAD-----
KPH99576.1__1 -----PIDLVAAVQALRNQI-----------TEAAA---------------T---------------------------D---P---D----------S----D--V-R--FQVGPIELEFTVALTR--D--R--SV--K--GG----VK--A---W--V----V--TA----------D----A--E--------G------RWSRE---H--T--HRVTLSL--TP--VSA--T----T---GT--S----P---------E---ISNT--D-S---G-------
WP_028801020.1__1 DS--PPIDLVSAVRALRTQI-----------TEAAG---------------A---------------------------D---P---D----------S----D--I-R--FRIGPIELEFTVALTR--D--Q--SV--K--GG----VK--A---W--V----V--TA----------D----T--E--------G------RWSTA---H--T--HRVTLNL--EP--LSA--S----T---GV--S----P---------E---IGTA--D-A---G-------
WP_093770515.1__1 PA--LSIDLVSAVQALRTQI-----------TEAAA---------------T---------------------------D---P---G----------S----D--V-R--FQVGPIQLEFSVALTQ--D--R--TV--Q--GG----VK--A---W--V----V--TV----------G----A--E--------G------KWSNA---Q--T--HRVTLNL--TP--ILA--S----T---GE--S----P---------E---IRNT--D-A---G-------
WP_030322739.1__1 GD--APVELVSAVRALRAQI-----------TEAAA---------------S---------------------------D---P---D----------S----D--V-R--FKVGPIQLEFTVSLTR--D--R--TA--K--GG----VK--A---W--V----V--TA----------D----A--E--------H------KRSTA---R--T--HRVTLNL--TP--VSA--A----T---GE--S----P---------E---IRNT--E-S---G-------
WP_034089029.1__1 GF--GPIELSAAVRAIRREL-----------AAAAA---------------D---------------------------G---E---G----------E----P--V-R--FEVGPIQLDLTVELTR--E--T--GA--K--GG----VR--A---W--V----V--EA----------G----A--D--------T------RATRN---S--T--HHLSFTL--TP--RSA--A----T---GG--P----V---------E---IADP--E-P---G-------
WP_042385449.1__1 DE--HRVGLADAIEAIRGQL-----------VDAAE---------------R---------------------------G---A---G----------S----E--L-A--FEVGDIQLEFSVQLSH--D--R--TA--R--GG----VK--A---W--V----L--TA----------G----Y--E--------S------AQARA---E--T--QRVSVTL--RP--KRR--A----S---GA--D----V---------L---VGND--E-A---PDL---DG
WP_042426948.1__1 GE--HRVELADAIEAIRGQL-----------VDAAE---------------R---------------------------G---A---G----------S----E--L-A--FEVGDIQLEFGVQLSH--D--R--TA--K--GG----VK--A---W--V----L--TA----------G----Y--E--------S------AQTRA---E--T--QRVSVTL--RP--KRR--A----S---GA--D----V---------L---VGND--E-A---PDL---DG
WP_042366220.1__1 DE--HRVDLADAIEAIRDQL-----------VTAAV---------------R---------------------------G---A---G----------S----E--L-A--FEVGDIQLEFTVQLSH--D--R--TA--K--GG----VK--A---W--V----L--TA----------G----Y--E--------S------AQTRA---D--T--QRVSVTL--KP--KQR--T----S---GA--D----V---------L---VGND--N-A---PDL---DG
WP_111501436.1__1 DD--HRIELADAIEAIRAQL-----------VAAAE---------------R---------------------------G---A---G----------S----E--L-A--FEVGDIQLEFAVQLTH--D--R--TL--K--GG----VK--A---W--V----L--TA----------G----Y--E--------S------AQSVA---Q--T--QRVSVTL--SP--KQR--G----D---GR--R----V---------E---VG-H--T-G---PE------
WP_037602206.1__1 HD--HRIELADAIEAIRTQL-----------VDAAA---------------R---------------------------G---T---N----------S----D--L-A--FEVGDIHLEFEVQLNH--D--R--TV--K--GG----VK--A---W--V----L--AA----------G----Y--E--------A------ARGRT---E--T--QRVSVTL--SP--KHR--G----S---NA--R----W---------D---VSNP--D-R---ART-----
WP_042452113.1__1 DE--PRVELADAIEAIRTQL-----------VDAAA---------------R---------------------------G---A---D----------S----E--L-A--FEVGDIQLEFTVELIR--D--R--AV--K--GG----VK--A---W--V----L--TG----------D----Y--E--------S------RHGTH---R--T--QRVAVTL--TP--RLR--S----T---GG--R----V---------E---VENP--N-R---AEV---D-
WP_088801214.1__1 DF--DDIELAAAVRAVRDQL-----------MDAAA---------------S---------------------------G---A---G----------E------PM-R--FEVGPIQMEFTVELRR--E--A--GA--K--GG----VK--A---W--V----V--NA----------D----T--E--------A------RASRT---R--T--HRITFTL--TP--KNT--A----T---GT--G----V---------E---IGND--A------PG---DT
WP_103838486.1__1 DF--QDIELAAAVRAIRDGL-----------MQAAA---------------A---------------------------G---A---G----------E------AV-R--FEVGPIQMEFTVELRR--E--A--GA--K--GG----VK--A---W--V----V--NA----------D----A--D--------A------KASQG---R--T--HRIAFTL--TA--KDA--A----G---GN-------L---------E---VGND--T------HG---ST
WP_030254108.1__1 DF--SEIELSTAVRAIREQL-----------VRAAL---------------D---------------------------G---A---G----------A------PI-R--FEVGPIQMDFAVELRR--E--A--GA--R--GG----VK--A---W--V----L--SA----------E----A--E--------A------KASRA---T--T--HRVSFTL--TP--KDA--V----S---GA--P----I---------E---VGNQ--E------PG-----
WP_042396445.1__1 DF--SEIELATAVRAIREQL-----------VQAAR---------------D---------------------------G---A---D----------S------PI-R--FEVGPVQMDFAVELRR--E--A--GA--S--GG----VK--A---W--V----L--SA----------G----A--E--------A------KASRG---S--T--HRVSFTL--TP--KDA--T----T---GG--P----V---------E---VGEP--R------PG-----
WP_034091639.1__1 GF--DEIELSSAVHAIREQL-----------TQAMQ---------------H---------------------------S---A---D----------S------PI-Q--MTVGPIQMDFTVELRR--E--A--TA--T--GG----IK--A---W--V----V--SA----------D----A--E--------A------KKSRG---T--T--HRISFTL--TP--KDS--V----T---GR--D----I---------E---VGND--D------PG---RV
WP_070014456.1__1 DF--DSVELTTAVQAIRDQL-----------TRAAE---------------A---------------------------A---A---D----------E------PL-R--FDVGEIQMEFAVELRQ--D--A--AA--K--GG----FK--A---W--V----L--SA----------D----A--E--------A------KAGRS---R--T--HRVSFTL--TP--RNA--A----T---GD--G----L---------R---IGNE--T------PG---GT
WP_111604585.1__1 DS--DSVELTTAVQAIRDQL-----------THAAE---------------A---------------------------T---A---D----------E------PL-R--FDVGEIQMEFAVELRQ--D--A--AA--K--GG----FK--A---W--V----L--SA----------D----A--E--------A------KAGRS---R--T--HRVSFTL--TP--RNA--A----T---GD--G----L---------R---IGNE--T------PG---GT
WP_051940199.1__1 QP--PAVDLTTAVAAVRDQL-----------TAAAE---------------A---------------------------A---G---D----------S------PL-R--FEVGPITMEFAVEFTQ--D--R--SA--K--GG----LK--A---W--V----L--TA----------E----A--E--------A------RRATA---T--T--HRIT------------------------------------------------------------------
WP_052424969.1__1 -P--EELELATAVQLVRDEL-----------LRASA---------------A---------------------------A---A---H----------E------NL-R--FEVGPIGMEFTVELRR--D--V--TV--K--TG----FK--A---W--V----V--SA----------D----A--E--------G------KAGRT---R--T--HKVSLTL--VP--KR---S----D---GT--S----V---------E---ISHD--A-T---NPG---TG
WP_018957948.1__1 ----DELELHRAVGLIRDEL-----------VRAAV---------------E---------------------------G---A---G----------E------QL-R--FEVGPIGMEFAVELRK--D--V--AA--K--GG----FR--A---W--V----V--SA----------D----V--S--------A------GLSQA---T--T--HRINLTL--TP--VY---G----D---GQ--P----V---------Q---VSEE--V------PG-----
WP_098755109.1__1 ----DEIDLETAVRALRDQL-----------LRAAA---------------Q---------------------------A---G---D----------Q------QI-L--FEVGPIEMEFLVELRR--D--A--KL--R--GG----VR--A---F--V----A--SA----------E----G--E--------A------AAGRT---R--T--HRVCLTL--TA--KDP--T----G---GN-------L---------H---ISSA--D-D---ADA---SG
WP_017583548.1__1 -----ELRLSDAVQTLRDEL-----------NQAAE---------------Q---------------------------A---K---D----------Q------DL-T--FRVGPIQMEFEIQFRA--D--A--KA--K--AG----FA--A---W--I----A--TG----------E----V--E--------A------GAGRT---S--T--HKVAFTL--AP--HNA--D----H---PT--G---DV---------A---INSA--R-E-----------
WP_017613947.1__1 -E--HELRLAAAVQTLRYEL-----------DQAAQ---------------Q---------------------------A---Q---G----------Q------DL-T--FEVGPIQMEFEVQFRA--D--A--KA--K--GG----FS--A---W--I----A--TG----------E----A--E--------V------GAGRT---S--S--HKVAFTL--TP--HNA--A----R---PG--G---DV---------S---INST--R-R---DTD---Q-
WP_077689995.1__1 -----ELRLTDAVRTLREEL-----------TEAVE---------------E---------------------------A---E---T----------Q----SPDI-T--FKVGPIQMDFEVQFRL--D--G--KA--K--GK----LS--A---W--I----A--SG----------E----I--E--------T------GASRA---R--T--HRVSFTL--TP--HPK--D----T---PD--G---DV---------S---ITST--R-------------
WP_017602281.1__1 -----ELRLTDAVRTLREEL-----------TDAVE---------------E---------------------------A---E---A----------Q----SPDL-T--FTVGPIQMDFEVQFRV--D--G--KA--K--GK----LS--A---W--I----A--SG----------E----I--E--------T------GASRA---R--T--HRVSFTL--TP--RPK--D----T---RD--G---DV---------S---ITST--Q-N---DTG-----
WP_075924809.1__1 -----ELRLTDAVRTLREEL-----------TEAVA---------------E---------------------------A---E---A----------H----SPDL-T--FDVGPVTMDFEVQFRA--D--A--KA--K--GK----LS--A---W--I----A--SG----------E----V--E--------A------GASRA---R--T--HRVSFTL--TP--RHK--N----T---PN--G---DV---------S---ITST--N-Q---ATG-----
WP_075924701.1__1 -----ELRLTDAVRTLREEL-----------TEAVA---------------E---------------------------A---E---A----------H----NPDL-T--FDVGPVTMDFEVQFRA--D--A--KA--K--GK----LS--A---W--I----A--SG----------E----V--E--------A------GASRA---R--T--HRVSFTL--TP--RHK--N----T---PN--G---DV---------S---ITST--N-Q---ATG-----
WP_075924835.1__1 -----ELRLTDAVRTLREEL-----------TEAVA---------------E---------------------------A---E---A----------H----SPDL-T--FDVGPVTMDFEVQFRA--D--A--KA--K--GK----IA--A---W--I----A--SG----------E----V--E--------A------GASRA---R--T--HRVSFTL--TP--RHK--T----T---PN--G---DV---------S---ITST--N-Q---NTG-----
WP_017573781.1__1 -----DLRLTDAVQTLRDEL-----------TEAVK---------------E---------------------------A---E---T----------E----NPDI-T--FDVGPVQMEFEVQFRF--D--G--KA--K--SK----VA--A---W--I----V--SG----------E----A--E--------A------GMSRI---R--T--HRVSFTL--TP--RNS--N----H---PQ--E---KV---------S---VSSG--Q-Q---HDA---GP
WP_100864815.1__1 -----EIELADAVAAVRDEL-----------LEAAA---------------R---------------------------G-------A----------G----E-NL-Q--FKVGPVEMEFAVEVRV--D--A--KA--K--AG----FK--A---W--V----V--TA----------G----A--E--------G------TAARG---R--T--HKVKLTL--TP--QNA--D----G---TD-------L---------M---VHG-----D---SNS---D-
PKB00692.1__1 -----EIELADAVAAVRDEL-----------LEAAA---------------R---------------------------G-------A----------G----E-NL-Q--FKVGPVEMEFAVEVRV--D--A--KA--K--AG----FK--A---W--V----V--TA----------G----A--E--------G------TAARG---R--T--HKVKLTL--TP--QNA--D----G---TD-------L---------M---VHG-----D---SNS---D-
WP_100893523.1__1 -----EIELANAVAALRDEL-----------LGAAA---------------R---------------------------G-------A----------G----Q-NL-Q--FKVGPVELEFAVELRV--D--A--KA--K--AG----FK--A---W--V----V--TA----------G----A--E--------G------SAARS---R--T--HTVKLTL--TP--QNA--D----G---ID-------V---------L---VNG-----D---SNR---D-
WP_086846570.1__1 -----EIELADAVASVRDEL-----------MTAAA---------------R---------------------------G-------A----------D----S-DV-A--FVVGPIELEFAVEMRR--S--A--KA--K--AG----FK--A---W--L----V--SA----------D----V--E--------G------EVARG---R--T--HKVKLTL--TP--KKP--G----G---GD-------L---------L---VAG-----D---QAR---P-
WP_013227275.1__1 -----EIELADAVASVRDEL-----------MAAAA---------------R---------------------------G-------A----------G----S-DV-E--FVVGPIELEFAVEMRR--D--A--KV--T--AG----FK--A---W--L----V--SA----------D----A--E--------G------GVAQG---R--T--HKVKLTL--TP--HAR--G----G---GD-------L---------L---VAG-----D---QAR-----
WP_063732021.1__1 -----EIELADAVAAVRDEL-----------LEAAR---------------R---------------------------G-------A----------G----P-DL-A--FKVGPVELEFAVELRA--D--V--KA--K--AG----FK--A---W--V----A--SA----------D----A--E--------A------GVARA---R--T--HRVTVSL--TP--QRP--D----G---GD-------L---------L---VHG-----D---ASR---P-
EFL27083.1__1 -----EIELADAVAAVRDEL-----------LEAAR---------------R---------------------------G-------A----------G----P-DL-A--FKVGPVELEFAVELRA--D--A--KA--K--AG----FK--A---W--V----V--SA----------D----A--E--------A------GVARA---R--T--HRVTVSL--TP--QRP--D----G---GR-----------------------------------------
WP_014043529.1__1 -----EIELADAVAAVRDEL-----------LEAAA---------------R---------------------------G-------A----------G----Q-DL-A--FKVGPVELEFAVELRA--D--A--KA--K--TG----FK--A---W--V----I--SA----------D----A--E--------A------GVTRG---R--T--HRVTLTL--TP--QRP--D----G---SD-------L---------L---VHG-----A---PSR-----
WP_108708237.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------A----------G----P-DL-A--FQVGPVEMEFAVELRA--D--A--KV--K--AG----FK--A---W--V----V--SA----------E----A--E--------A------GLARG---R--T--HRVKIAL--TP--KKL--G----G---GD-------L---------L---IHG-----S---PDR-----
WP_081218852.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------A----------G----P-DL-A--FQVGPVEMEFAVELRA--D--A--KV--K--AG----FK--A---W--V----V--SA----------E----A--E--------T------GVARG---R--T--HRVKIAL--TP--KKP--G----G---GD-------L---------L---IHG-----S---AGR-----
WP_030234052.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------A----------G----Q-DL-A--FQVGPVEMEFAVELRA--D--A--KV--K--AG----FK--A---W--V----V--SA----------D----T--E--------A------GMARG---R--T--HRVKIAL--TP--KKL--E----G---GD-------L---------L---IHG-----R---PDR-----
WP_108708239.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------A----------G----Q-NL-A--FQVGPVELEFAVELRA--D--A--KV--K--AG----FK--A---W--V----V--SA----------D----A--E--------A------GIARG---R--T--HRVKIAL--TP--KKP--G----G---GD-------L---------L---VHG-----S---PER-----
WP_057612512.1__1 ------IELADAVAGLRDEL-----------LTAAA---------------R---------------------------G-------A----------G----Q-EV-V--FDVGTIELELAVELRT--D--A--KA--K--AG----FK--A---W--V----V--SG----------D----A--E--------A------GVSRG---R--T--HRVTLSL--TP--RRA--D----G---GD-------L---------L---VGG-----D---SRR---PA
WP_054229499.1__1 -----DIELADAVAGLRDEL-----------LTAAA---------------R---------------------------G-------A----------G----Q-EV-V--FDVGTIELELAVELRT--D--A--MA--K--AG----FK--A---W--V----V--SG----------D----A--E--------A------GVSRG---R--T--HRVTLSL--TP--RRA--D----G---GD-------L---------L---VEG-----D---SRR-----
WP_019630517.1__1 -----DIELADAVAAVRAEL-----------LEAAG---------------R---------------------------G-------A----------G----E-EV-A--FLVGPITLEFAVELRA--D--A--KG--K--FG----FK--A---W--V----V--SG----------D----A--E--------A------GVSRG---R--T--HRVSVSL--TP--KRA--G----G---ED-------L---------L---ISG-----D---AER-----
WP_084433274.1__1 -----DIDLAAAVTALRDEL-----------IEAAA---------------R---------------------------H---D---P----------G----Q-HI-G--FKVGPIELEFAVELRA--D--A--KA--K--TG----FK--A---W--V----L--SA----------D----A--E--------V------GAARA---R--T--HKVKLTV--TP--TTP--D----G---ED-------L---------M---ISG-----D---PAR---AP
WP_093891719.1__1 -----EIELADTVEAVRDEL-----------LAAAV---------------R---------------------------G-------A----------G----S-QI-A--FTVGPIELEFTVELKV--D--A--KA--K--GG----FK--A---W--V----I--TA----------D----A--E--------T------GVARG---R--T--HKVKVTL--TP--KHR--D----G---AD-------L---------L---IRG-----G---SGP---GD
WP_068929362.1__1 -----DIELTKAVAAMRDEL-----------LQAAV---------------D---------------------------G-------A----------D----S-QI-A--FTVGPIELEFAVEFKA--D--L--KA--K--TG----FK--A---W--V----I--SG----------D----L--E--------A------GAARG---R--T--HKVKVTL--TP--KHR--D----G---GD-------F---------L---ISS-----R---SAA-----
WP_096498126.1__1 -----EIELAQAVAALRDEL-----------LEAVV---------------Y---------------------------G-------R----------G----Q-EV-Q--FAVGTIELEFGVELKV--D--A--KA--K--GG----FK--A---W--V----M--TG----------E----A--S--------A------GVARS---S--T--HRVKVSL--TP--KDQ--H----G---GD-------L---------L---VGG-----S---AQR---PP
WP_035283598.1__1 -----EIELADAVAALRDEL-----------IEAAT---------------R---------------------------G-------R----------S----P-WV-S--FTVGPIELEFAVELKK--D--T--KA--K--AG----FK--A---W--V----V--SG----------D----V--E--------A------GAARA---V--T--HRVKISL--TA--KNA--A----G---GD-------V---------Q---VGS-----Q---ADR---PD
WP_025358813.1__1 -----EIELADVVAAVRDEL-----------LEAAE---------------R---------------------------G-------A----------G----A-DI-E--FVVGTIKLEFDVELKV--D--A--KA--K--TG----FK--A---W--V----V--TA----------D----A--E--------A------GVART---S--K--HRVSIEL--TP--RLP--S----G---GD-------L---------A---VAGD--R-R---LDG---PG
WP_039935106.1__1 -----ELELADAVAALRDEL-----------VQAVT---------------R---------------------------G-------A----------G----Q-DL-A--FRVGPIELEFSVELRQ--D--A--RA--K--AG----FK--A---W--V----V--SG----------D----A--E--------A------GAARG---R--T--HRVTVTL--TP--KSG--D----G---R------------------------------------------
EFL32653.1__1 -------------------------------MQAVT---------------R---------------------------G-------A----------G----Q-DL-A--FRVGPIELEFSVELRQ--D--A--RA--K--AG----FK--A---W--V----V--SG----------D----A--E--------A------GAARG---R--T--HRVTVTL--TP--KSG--D----G---RE--D---IL---------V---AEK-----R---RSA-----
WP_031515230.1__1 -----EIELADAVAELRDEL-----------TRAVA---------------R---------------------------G-------A----------G----Q-DI-T--FQVGPIELEFTVELRA--D--A--RA--R--AG----FK--A---W--V----V--SG----------D----A--E--------A------GSGRT---R--T--HRVRLTL--QP--QGR--D----G---RP-------L---------P---ISG-----G---RDA-----
WP_055420844.1__1 ------IELADAVAALRDEL-----------LAASA---------------R---------------------------G-------A----------G----A-DV-A--FQVGSIEMEFAVELRY--D--A--KA--T--GG----FK--A---W--V----V--TA----------D----G--E--------A------SAGRT---R--T--HRISVTL--TP--RRA--D----G---ED-------L---------L---IHG-----A---RDR---P-
WP_014134053.1__1 -----DIELADAVAAVRDEL-----------LKAQS---------------R-------------------------------G---A----------A----S-DL-V--FEVGPLEMEFEVELRA--D--A--KV--G--GK----FR--V---W--A----V--SA----------D----A--E--------A------GVSRG---A--T--HRVTFTL--TP--RLR--D----G---RP------AL---------L---IHG-----D---PDA---PA
WP_073816180.1__1 -----DIELADAVAAVRDEL-----------LKARS---------------R-------------------------------G---A----------S----S-DL-V--FEVGPVEMEFEVELRA--D--A--KV--G--GK----FR--V---W--A----V--SA----------D----A--E--------A------GVSRG---T--T--HRVSFTL--TP--RLR--D----G---G-------GL---------L---IHG-----D---PDA---PA
WP_101375020.1__1 -----EIGLADAVTAVREEL-----------TRAAA---------------Q-------------------------------G---A----------G----Q-DW-Q--FSVGPVQMEFEVELRA--D--A--RA--K--GG----FR--V---W--A----V--TA----------D----A--E--------A------GVARA---R--T--HRISFTL--TP--RRA--D----G---T-------DA---------Q---IGV-----D---TSD-----
WP_094220921.1__1 -----EIGLADAVTAVREEL-----------TRAAA---------------Q-------------------------------G---A----------G----Q-DW-Q--FSVGPVQMEFEVELRA--D--A--RA--R--GG----FR--V---W--A----V--TA----------D----A--E--------A------GVARA---H--T--HRISFTL--TP--RRT--D----G---T-------EA---------R---IGV-----D---TSD---P-
WP_097258967.1__1 -----EIGLADAVTAVREEL-----------TRAAA---------------Q-------------------------------G---A----------G----Q-DW-Q--FSVGPVQMEFEVELRA--D--A--RA--K--GG----FR--V---W--A----V--TA----------D----A--E--------A------GVARA---R--T--HRISFTL--TP--RRA--D----G---T-------EV---------R---IAE-----A---ASD-----
WP_073815034.1__1 -----EIGLADAVAAVRDEL-----------LDATA---------------R-------------------------------G---A----------G----H-EI-S--FVVGPVEMEFEVELRA--D--A--RA--K--AG----FR--V---W--A----V--TA----------D----A--E--------A------GVARG---R--T--HRVSFTL--TP--RNP--A----G---G-------DL---------L---VSG-----G---ADR---PA
WP_031149088.1__1 -----DIPLVDAVAAVRDEL-----------LAAAA---------------Q-------------------------------G---A----------D----Q-EV-T--FAVGPIEMEFQVELRA--D--G--KA--K--GG----LR--L---W--A----V--SA----------E----T--E--------A------GVSRG---R--T--HRVAFTL--TP--RSA--S----G---E-------DL---------L---ISG-----S---QNR---PD
WP_030240491.1__1 -----DIPLVDAVAAVRDEL-----------LAAAA---------------Q-------------------------------G---V----------D----Q-EI-Q--FAVGPVEMEFQVELRA--D--V--KA--K--GG----FR--L---W--A----V--SA----------E----T--E--------A------GVSRG---R--T--HRVAFTL--TP--KSA--S----G---A-------DL---------L---ISG-----P---LGA---ED
SDS59463.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------A---A---D----------D----P-QV-V--FAVGPVEMEFEVELRA--D--A--KA--E--VG----FK--L---W--A----V--GA----------E----T--E--------A------GFSRA---R--T--HRVSFTL--AP--KRP--D----G---S-------DL---------L---VSS-----T---APG---PE
WP_093864555.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------A---A---D----------D----P-QV-V--FAVGPVEMEFEVELRA--D--A--KA--E--VG----FK--L---W--A----V--GA----------E----T--E--------A------GFSRA---R--T--HRVSFTL--AP--KRP--D----G---S-------DL---------L---VSS-----T---APG---P-
WP_073870172.1__1 -----DVPLADAVAAARDQL-----------IEAAG---------------R---------------------------M---G---D----------D----P-GV-V--FAVGPVEMEFEVELRA--D--A--KA--K--AG----FK--L---W--A----V--GA----------E----T--E--------A------GLSRG---R--T--HRISFTL--TP--KRP--D----G---G-------DL---------L---VSS-----A---QHR---PD
WP_081525524.1__1 -----DVPLADAVAAVRDQL-----------IEAAG---------------R---------------------------V---G---D----------D----P-GV-V--FAVGPVEMEFEVELRA--D--A--RA--K--AG----FK--L---W--A----V--GA----------E----T--E--------A------GLSRG---R--T--HRVSFTL--TP--KRP--G----G---G-------DL---------L---VSS-----A---QDR---P-
WP_081525443.1__1 ----------DAVAAVRDEL-----------IEAAG---------------R---------------------------A---G---E----------D----P-GV-V--FAVGPVEMEFEVELRA--D--V--KA--K--AG----FK--L---W--A----V--SA----------E----T--E--------A------GLSRG---R--T--HRVSFTL--TP--KRP--D----G---T-------DL---------L---VHS-----A---QER---PD
WP_097977232.1__1 -----DVPLADAVAAVRDEL-----------LEAAG---------------R---------------------------A---G---E----------D----P-GV-V--FAVGPVEMEFEVELRA--D--A--TV--K--GK----FK--L---W--A----V--GG----------E----V--G--------A------GISRG---R--T--HRVSFTL--TP--KRP--D----G---T-------DL---------L---VHS-----A---QER---PD
WP_045943588.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------V---G---D----------D----P-QV-V--FAVGPVEMEFEVELRV--D--A--KA--K--AG----FK--L---F--A----V--GA----------E----T--E--------A------GVARA---R--T--HRVSFTL--TP--KRP--D----G---G-------DL---------L---VHS-----A---QER---PD
WP_053642849.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------V---G---D----------D----P-QV-V--FAVGPVEMEFEVELRV--D--A--KA--K--AG----FR--L---F--A----V--GA----------E----T--E--------A------GVARA---R--T--HRVSFTL--TP--KRP--D----G---G-------DL---------L---VRS-----A---QER---PD
WP_045939833.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------A---G---D----------D----P-GV-V--FAVGPVEMEFEVELRV--D--A--KA--K--AG----FK--L---W--A----V--GA----------E----T--E--------T------GVSRG---R--T--HRVSFTL--TP--RRP--D----G---T-------DL---------L---VHS-----A---AP------
WP_093858231.1__1 -----DVPLADAVAAVRDEL-----------LEAAA---------------R---------------------------A---G---D----------D----P-GV-V--FAVGPVEMEFEVEVRA--D--A--KA--K--AK----FK--L---W--A----V--GA----------E----A--E--------A------GVSRG---R--T--HRVSFTL--TP--KRA--D----G---G-------DL---------L---VHS-----A---RER---PE
WP_081525436.1__1 -----DIPLVDAVAAVRDEL-----------LSAAA---------------Q---------------------------V---G---E----------D----P-GV-V--FAVGPVEMEFEVELRA--D--A--KA--K--AG----FK--L---W--A----V--GA----------E----A--E--------A------GLSRG---R--T--HRVSFTL--TP--KTA--S----G---G-------DL---------L---VHA-----T---RPR-----
WP_030342137.1__1 -----DIPLVDAVAAVRDEL-----------IAAAG---------------R---------------------------G---G---N----------H----P-DV-V--FAVGPVEMEFEVELRA--D--A--KA--K--AG----FK--L---W--A----V--GA----------E----T--E--------A------GLSRG---R--T--HRVSFTL--TP--RNT--G----G---G-------DL---------L---VSG-----S---KQR---SD
WP_037882702.1__1 -----DIPLVDAVAAVRDEL-----------VAAAA---------------R---------------------------G---G---A----------H----P-DV-V--FAVGPVEMEFEVELRA--D--A--TA--K--AG----FK--L---W--A----V--GA----------E----T--Q--------A------GVSRG---R--T--HRVSFTL--TP--RNA--R----G---G-------DL---------L---VSG-----S---PDR---SA
WP_057604350.1__1 -----DIPLVAAVAAVRDEL-----------ISAAA---------------V---------------------------G---G---S----------H----P-DL-V--FAVGPVEMEFEVEIRA--D--A--SA--K--AG----FR--L---W--A----V--GA----------E----A--K--------A------GVSRG---R--T--HRVQFTL--TP--RSA--N----G---G-------DL---------L---VSG-----S---SNR-----
WP_043908471.1__1 -----DIPLVDAVAAVRDEL-----------LAAAR---------------A---------------------------G---G---E----------H----P-DL-V--FAVGPVEMEFEVELRA--D--A--KA--K--AG----FK--I---F--A----V--GA----------E----T--E--------A------GVSRG---R--T--HRVSFTL--TP--RAA--N----G---A-------DL---------L---VHG-----D---PAR---PS
WP_100585120.1__1 -----DIPLVDAVAAVRDEL-----------LAAAR---------------A---------------------------G---G---E----------H----P-DL-V--FVVGPVEMEFEVELRA--D--A--KA--K--AG----FK--I---F--A----V--GA----------E----T--E--------A------GVSRG---R--T--HRVSFAL--TP--RAA--N----G---A-------DL---------L---VHG-----D---PAR---PS
WP_073816782.1__1 -----DIPLVDAVAAVRDEL-----------LAAAR---------------A---------------------------G---G---G----------H----P-DL-V--FAVGPVEMEFEVELRA--D--T--RA--K--GG----FK--I---F--A----V--GA----------E----V--E--------A------GASRG---R--T--HRVSFTL--TP--RAA--N----G---G-------DL---------L---VHG-----D---PAR---S-
WP_035859872.1__1 -----DIPLVDAVAAVRDEL-----------LEAAR---------------V---------------------------G---G---A----------H----P-DL-V--FAVGPVEMEFEVELRA--D--A--KA--K--AG----FK--I---F--A----V--GA----------E----T--E--------G------AVSRG---R--T--HRVSFTL--TP--RAA--G----G---G-------DL---------L---VSG-----S---PSR---PA
PBC75729.1__1 -----EIGLADAVDAVREEL-----------LEAAA---------------R-------------------------------G---A----------G----Q-SL-S--FEVGPIEMEFEIELRA--E--A--KA--G--GK----FK--A---W--V----V--SA----------E----T--E--------A------GVSRG---R--T--HRVAFTL--TP--RGT--D----A---A-------KV---------N---IGD-----R-----------
PKB52173.1__1 -----EIGLADAVDAVRKEL-----------LEAAA---------------R-------------------------------G---E----------G----Q-LL-S--FEVGPIEMEFEIELRA--E--A--KA--G--GK----FK--A---W--V----V--SA----------E----T--E--------A------GVARG---R--T--HRVAFTL--TP--RAG--G----P---A-------DP---------R-----------------------
WP_058940930.1__1 -----EIELARAVAALRDEL-----------LEAAA---------------E-------------------------------G---G----------R----H-DV-A--FEVGPIEMEFQVELRQ--D--A--RV--K--AG----FR--A---W--V----V--SA----------D----T--D--------A------GVARG---R--T--HRVHFTL--TP--RGA--N----G---AG------PL---------L---IAA-----T---GDD---E-
WP_093656914.1__1 -----EIELAEAVAAVRDGL-----------MEAAS---------------R-------------------------------G---A----------G----Q-DI-A--FEVGPIEMEFQVELRQ--E--V--RG--K--SG----LR--A---W--V----L--TA----------D----A--E--------G------GLSRG---R--G--HRVALTL--TP--RRA--D----G---R-------AV---------L---VSD-----E---GEV---PV
WP_081236783.1__1 ------IELGDAVAAVRDSL-----------MEAAR---------------R-------------------------------G---E----------G----Q-DV-T--FDVGPIELEFLVEIRH--E--A--RG--K--AG----VR--A---W--V----V--TA----------D----A--E--------G------SAARS---R--S--HRVMVTL--TP--RRG--D----G-----------PV---------R---IVA-----Q---GR------
WP_019927173.1__1 -----DIELGDAVAAIRDEL-----------LAAVA---------------R---------------------------G-------A----------D----E-NL-R--FVVGPVELSFEVELRA--D--A--KA--K--AG----FK--A---W--V----V--TG----------D----V--E--------A------GGSRA---R--K--QKVTITL--TP--KNR--G----G---GD-------V---------L---VGSD--D-H---DRG---PG
WP_104408018.1__1 -----DIELGDAVAAVRDQL-----------LDAAA---------------R---------------------------G-------A----------G----E-DV-R--FVVGPIELSFEVELRA--D--A--KA--K--GG----FK--A---W--V----V--TG----------D----V--E--------A------GGSRA---R--K--HKVTVTL--TP--KNR--G----G---GD-------V---------L---VGSD--E-R----RG---P-
WP_071929441.1__1 -----DIELSDAVAALRDEL-----------LEAAA---------------K---------------------------G-------A----------G----T-GL-Q--FEVGPVELSFEVELRK--D--A--KA--K--AG----FK--A---W--V----V--SA----------D----V--E--------A------GAGHS---R--R--QRVTLTL--TP--QAV--G----G---GR-------V---------L---VGSQ--A-G---EEG---PG
WP_063054760.1__1 -----EIELADAVAALRDEL-----------LTAAA---------------R---------------------------G-------A----------G----A-GL-A--FEVGPIELSFEVELRR--D--A--KA--K--AG----FK--A---W--V----V--TG----------D----A--E--------V------GAGHT---R--K--QRVTLTL--TP--KNP--G----G---GD-------V---------L---VGSD--Q-Q---HSV---P-
WP_107117801.1__1 ----EEIGLADAVAAARDQL-----------MTAAT---------------S---------------------------G-------A----------S----A-DL-A--FLVGPVELT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030930654.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------V----------G----Q-DV-E--FKVGAVELEFAVELRK--S--A--EA--K--AG----FK--A---W--V----V--SA----------E----A--R--------G------AVEQG---R--T--HRVTISL--QP--RQR--G----G---GD-------W---------T---VGRA--R-G-----------
WP_037722285.1__1 -----EIELADAVAALRDEL-----------LEAAA---------------R---------------------------G-------V----------G----Q-DV-E--FKVGAVELEFAVELRE--S--A--EA--K--AG----FK--A---W--V----V--SA----------E----A--R--------G------AVEQG---R--T--HRVTISL--QP--RQR--G----G---GD-------W---------T---VGRA--R-G-----------
WP_007383104.1__1 -----EIGLADAVAALRDEL-----------LEAAA---------------R---------------------------G-------V----------G----Q-DV-E--FKVGAVELEFAVELRK--S--A--EA--K--AG----FK--A---W--V----V--SA----------E----A--Q--------G------AVEQG---R--T--HRVTISL--QP--RQR--G----G---GD-------W---------T---VGRT--R-G-----------
WP_053804277.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----S--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GG------PV---------E---IGNQ--D-D-----------
WP_003983662.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----S--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GG------PV---------E---IGNQ--D-D-----------
KEF10787.1__1 ----ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----S--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GG------PV---------E---IGNQ--D-D-----------
WP_033020129.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----S--Q--------A------GAART---A--A--HKVSVKL--RP--KKS--R----D---GG------PV---------E---IGNQ--D-D-----------
WP_031190985.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----A--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GG------PV---------E---IGNQ--D-D-----------
WP_030375771.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----A--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GG------PV---------E---IGNQ--D-D-----------
WP_030653944.1__1 PL--ENVELTAAVQGLRDQL-----------MAAVD---------------A---------------------------S---D---G----------R----P--I-R--FEVEEINLEFAVELRR--D--A--QI--K--AG----FK--A---W--V----V--SG----------D----A--Q--------A------GAART---A--A--HKVSVKL--RP--KNS--R----D---GS------PV---------E---IGHQ--D-D-----------
WP_030018859.1__1 PL--ENVELTAAVQGLRDQL-----------MSAVD---------------A---------------------------S---D---G----------Q----P--I-R--FEVEEIDLEFAVELRR--D--A--HA--K--AG----FK--A---W--V----V--SG----------D----V--Q--------A------GAART---S--T--HKVAVKL--KP--KDS--R----D---GR------PV---------E---IGHQ--D-D-----------
WP_015036989.1__1 PL--ENVELTEAVQGLRDQL-----------MAAVH---------------A---------------------------A---D---G----------Q----R--V-K--FEVDEITLDFSVELRR--D--A--TA--K--AG----FK--A---W--V----V--SG----------D----A--Q--------V------GVARS---A--V--HTVSVKL--RP--KDA--T----N---GR------PI---------E---IGHQ--A-E-----------
WP_018491710.1__1 PL--ENVELTAAVQGLRDQL-----------MDAVH---------------A---------------------------A---D---G----------Q----R--V-R--FEVDEITLDFSVELRR--D--A--TA--K--AG----FK--A---W--V----V--SS----------D----A--Q--------V------GVAQS---S--V--HKVSVKL--KP--KDS--A----N---GG------PI---------E---IGNQ--A-E-----------
WP_053649531.1__1 PL--ENVELTEAVQGLRDQL-----------MAAAD---------------A---------------------------A---D---G----------Q----R--I-R--FEVDEITLDFSVELRR--D--A--TA--K--AG----FK--A---W--V----V--SG----------D----A--Q--------V------GVAQN---A--V--HKVSVKL--KP--KDS--A----L---GG------PM---------E---IGSQ----------------
KOV17097.1__1 -------------------------------MAAAD---------------A---------------------------A---D---G----------Q----R--I-R--FEVDEITLDFSVELRR--D--A--TA--K--AG----FK--A---W--V----V--SG----------D----A--Q--------V------GVAQN---A--V--HKVSVKL--KP--KDS--A----L---GG------PM---------E---IGSQ----------------
WP_063350419.1__1 PL--ENVELTEAVQGLRDQL-----------MAAAD---------------A---------------------------A---D---G----------Q----R--I-K--FEVNEITLDFSVELRR--D--A--TA--K--AG----FK--A---W--V----V--SG----------D----A--Q--------V------GVAQN---A--V--HKVSVKL--KP--TDS--A----L---GG------PI---------E---IGSQ--A-A-----------
WP_078659700.1__1 ----ENVELTAAVQGLRDQL-----------ISSAD---------------S---------------------------S---S---G----------Q----N--I-R--FEVEEISLEFTVELRR--D--A--SA--K--AG----FK--A---W--V----I--SS----------D----L--Q--------A------SAAKS---S--V--HKVSVKL--KP--KHS--T----D---GT------PV---------E---IGNA--A-E-----------
WP_055633447.1__1 ----ENVELTAAVQGLRDQL-----------IASMG---------------A---------------------------A---N---G----------Q----Q--I-R--FAVEEISLEFSVELRR--D--A--SV--K--AG----FK--A---W--V----V--AS----------D----A--Q--------A------GVAHN---T--T--HKVSVKL--KP--KDS--S----D---GR------SI---------E---IGSR--A-E---ISM---EG
WP_078493513.1__1 PL--DKIELTAAVQGLRDQL-----------VNAVN---------------A---------------------------S---E---D----------E----R--I-R--FEVEGIDLDFTVELRR--D--A--NA--K--AG----FK--A---W--L----M--SG----------D----A--Q--------I------GASKG---V--T--HRVSLQL--RP--KFA--R----N---GE------AV---------D---IGNE--S-H---AD------
OEV07387.1__1 AF--HEIELTQAVAAVRQQL-----------LDAAV---------------A---------------------------G---D---G----------E----E--L-R--FDVRDITLEFSVELRR--D--A--QA--K--AG----FK--A---W--V----V--SG----------D----V--S--------A------AAAQH---K--A--HRIALTL--EP--RRS--S----D---ST------SW---------L---IGNP--D-P---AE------
WP_085922370.1__1 DR--NRIDLTEAVQAVRDDL-----------RAATE---------------S---------------------------F---D---G----------G----D--L-Q--FDMGPIELEFTVELER--D--P--RA--R--SG----VR--T---W--V----V--TD----------A----A--A--------G------KASAP---A--R--HRLTLTL--TP--RQL--A----Y---R---S----V---------D---VADR----------------
OSY48460.1__1 DR--NRIDLTEAVQAVRDDL-----------RAATE---------------S---------------------------F---D---G----------G----D--L-Q--FDMGPIELEFTVELER--D--P--RA--R--SG----VR--T---W--V----V--TD----------A----A--A--------G------KASAP---A--R--HRLTLTL--TP--RQL--A----Y---R---S----V---------D---VADR----------------
WP_107070734.1__1 DL--NRIDLTEAVQAVRDDL-----------RAATE---------------S---------------------------F---D---G----------G----D--L-Q--FDMGPIELEFTVELER--D--P--RA--R--SG----VR--T---W--V----V--TD----------A----G--T--------G------RVSAP---A--R--HRLTLTL--TP--RQV--A----Y---R---S----V---------D---VANR----------------
KOV94529.1__1 RN--TYVELAAAIEAVREEL-----------RRTAA---------------H---------------------------R---D-------------------D--L-R--FEVGPIELEFGVELRE--D--P--RS--R--AG----VR--V---M--V----L--TG----------G----P--D---------------RTAGA---A--Q--HRIRLEL--TP--QSL--H----G---E---A----L---------L---IGDD--A-P---AP------
WP_107092429.1__1 ------VELAAAIEAVREEL-----------RRTAA---------------H---------------------------R---D-------------------D--L-R--FEVGPIELEFGVELRE--D--P--RS--R--AG----VR--V---M--V----L--TG----------G----P--D---------------RTAGA---A--Q--HRIRLEL--TP--QSL--H----G---E---A----L---------L---IGDD--A-P---AP------
WP_107099506.1__1 ------VELAAAIEAVREEL-----------RRTAA---------------H---------------------------R---D-------------------D--L-R--FEVGPIELEFGVELRE--D--P--RS--R--AG----VR--V---M--V----L--TG----------G----P--D---------------RTAGA---A--Q--HRIRLEL--TP--QSL--H----G---E---A----L---------L---IGDD--A-S---AP------
WP_086810237.1__1 ----EPTELSEAIKAVRAGL-----------AAAQQ---------------D---------------------------G---D---S----------S----P--I-R--FTVKDIVLDLGIELRQ--S--A--SA--G--GG----VK--A---F--V----V--SA----------D----A--R--------G------ERAST---A--T--HRMTVTL--QV--ETG--P----G---G---R----D---------V---LIGD--A-G---RGL---DP
WP_101403307.1__1 ----------------------------------------------------------------------------------------------------------------------LDLGIEPRQ--S--A--SA--G--GG----VK--A---F--V----V--SA----------D----A--R--------G------ERAST---A--T--HRMTVTL--QV--ETG--P----G---G---R----D---------V---LISD--A-G---RGL---DP
WP_054229566.1__1 EL--DGTELSEAIKAVRAGL-----------AAAQE---------------D---------------------------G---D---G----------S----P--I-R--FTVKDIVLDLGIEIRQ--S--A--SA--G--GG----VK--A---F--V----L--SA----------D----A--R--------G------ERART---A--T--HRMTLTL--QV--EQD--G----Q---G---N----D---------L---LIGD--S-G---RGL---DP
WP_051675299.1__1 EL--DGTELSEAIKAVRAGL-----------VTAQQ---------------D---------------------------G---D---G----------S----P--V-R--FTVKDVTLDLGIELRH--E--A--SA--G--GG----IK--A---F--V----V--SA----------D----A--R--------G------GRARS---V--T--HRMTVTL--EV--EPA--P----G---G---R----R---------T---VIGD--E-----RGL---DP
WP_019329423.1__1 EL--EGTELSEAIKAVRAGL-----------VAAQQ---------------D---------------------------G---S---D----------S----P--V-R--FTVKDVTLDLGIELRH--A--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--R--------G------ERART---A--T--HRMTVTL--EV--EST--P----D---G---R----R---------T---LIGD--E-----RGL---DP
PZW18175.1__1 EL--EPTELSDAIKAVRGGL-----------AAAQQ---------------D---------------------------G---D---G----------S----P--V-R--FTVKEIVLDLGIELRH--T--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMTVTL--AV--TPD--G----D---G---S--------------------------------------
WP_107407517.1__1 ----------------------------------------------------------------------------------------------------------------------LDLGIELRH--T--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMTVTL--AV--TPD--G----D---G---S--------------------------------------
WP_097962483.1__1 EL--EPTELSDAIKAVRGGL-----------AAAQQ---------------D---------------------------G---D---G----------S----P--V-R--FTVKEIVLDLGIELRH--T--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMTVTL--SV--APD--G----E---G---S--------------------------------------
WP_073780037.1__1 EL--EPTELSDAIKAVRGGL-----------AAAQQ---------------D---------------------------G---D---G----------S----S--V-R--FTVKEIVLDLGIELRH--T--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMTVTL--AV--APD--G----E---G---S--------------------------------------
WP_097989905.1__1 EL--EPTELSDAIKAVRGGL-----------AAAQQ---------------D---------------------------G---D---G----------S----P--V-R--FTVKEIVLDLGIELRH--T--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMMVTL--AV--APD--G----D---G------------------------------------------
WP_032488626.1__1 EL--EPTELSEAIKAVRGGL-----------AAAQQ---------------D---------------------------G---D---G----------S----P--V-R--FTVKEIVLDLGIELRH--T--A--SA--G--GG----VK--A---F--V----V--ST----------D----A--K--------G------ERAKT---A--T--HRMTVTL--AV--ASD--G----E---G---S----D---------L---LI------------------
WP_037853749.1__1 EL--EPTELSEAIKAVRDGL-----------VAAQQ---------------D---------------------------G---T---G----------M----P--I-R--LTVREIVLDLGIELRH--T--A--SV--G--SG----VK--A---F--V----V--SA----------D----A--K--------G------ERAKT---A--T--HRMTVTL--QV--APD--D----D---G---N----D---------L---LIGD--S-G---RG------
WP_071378636.1__1 EL--EPTELSEAIKAVRSGL-----------AAAQL---------------D---------------------------G---D---S----------S----P--I-R--FTVKEIVLDLGIELRK--T--A--VA--G--GG----VK--A---L--V----V--SA----------D----A--R--------G------ERAST---A--T--HRMTVTL--QV--APD--D----S---G---R----D---------L---PIGD--A-A---RGR-----
REK86466.1__1 ES--SGTELAEALKAVREGL-----------AAAQR---------------D---------------------------G---E---G----------S----P--L-R--FRVSDVTLELSIELRH--S--A--SA--S--GG----VK--A---F--V----V--SA----------D----A--R--------G------ERTKA---E--T--QKLTVNL--QV--DRP--D----D---N----------------------LIGD--E-G---RGF---DP
WP_109890824.1__1 ES--SGTELAEALRAVREGL-----------AAAQR---------------D---------------------------G---E---G----------S----S--L-R--FKVSDVTLELSIELRH--S--A--SA--S--GG----VK--A---F--V----V--SA----------D----T--R--------G------ERTKA---E--T--QKLTVNL--QV--DRP--D----E---N----------------------LIGD--E-G---RGF---DP
WP_052441073.1__1 EL--ESTELSQAIRAVRDGL-----------AAAQQ---------------D---------------------------G---A---G----------S----G--L-R--FRVKEITLDLEIELRQ--T--T--SA--G--GG----VR--A---Y--V----V--NA----------E----A--K--------G------ERAQG---R--T--QKLTVTL--GA--ED---L----N---G---G----D---------L---LVGD--Q-R---PG------
WP_086879381.1__1 -D--EGTELSDAIRAVRVGL-----------AAAQQ---------------A---------------------------G---D---G----------L----P--I-R--FSVKEITLDFGIEIRH--S--G--SA--A--GG----VK--A---F--V----V--SA----------D----T--K--------G------ERSAS---R--A--HRLTVSL--LV--H---------G---G---E----D---------T---LIND--Y-Q---SG------
WP_051828891.1__1 EF--DGTELSEAIAAVRAGL-----------IAAQH---------------S---------------------------G---A---D----------S----E--I-R--FTVKDVVLDLGLELHR--V--G--GA--S--GG----VK--A---F--V----F--SG----------E----A--R--------A------EQSSG---R--T--HRLTVTM--EV--AGG--A----A---V---E----I---------S---SPGE--A-G---VPA---G-
WP_053650076.1__1 EF--DGTELSEAIAAVRAGL-----------IAAQR---------------S---------------------------G---A---D----------S----E--I-R--FTVKDVVVDLGLELRR--V--G--GA--G--GG----VK--A---F--V----F--SG----------E----A--R--------A------EQSNG---Q--T--HRLTVTL--GV--VGG--D----A---V---P----I---------S---GSGE--V-G---LPE---G-
WP_052713779.1__1 EQ--DGTELAEALKAVRAGL-----------SAAQQ---------------E---------------------------G---D---G----------A----A--I-R--FKVKEVTLDLGIELRA--A--G--GA--S--GG----VK--A---F--V----V--ST----------E----A--K--------G------EWSRA---R--T--HRLTVNL--EI--DGS--D----H---V---L----I---------S-----GD--A-------------
WP_070020131.1__1 ------MELSEAIKAVREGL-----------EAAQR---------------D---------------------------G---A---G----------S----D--L-R--FRVKDVVLDLGIELRK--T--S--SA--G--GS----MK--A---F--V----V--SG----------E----A--R--------G------ERSTA---Q--T--HRMTVSL--EL--EGA--S----L---R---P----I---------S---DQGH--L-G---ETP---GG
KQX67430.1__1 DG--MDLELSEAIAAVRAGL-----------LGARA---------------E---------------------------G---A---G----------S----E--V-R--FVPEEVVLDMSIELRH--S--T--RA--G--GG----VK--A---Y--V----L--SA----------D----A--G--------R------ESAGS---R--T--QHITVRF--RV--TDT--E----G---G---E----L---------P---VRDH--V-G---RD------
WP_057603915.1__1 -----DLELSEAIAAVRAGL-----------LGARA---------------E---------------------------G---A---G----------S----E--V-R--FVPEEVVLDMSIELRH--S--T--RA--G--GG----VK--A---Y--V----L--SA----------D----A--G--------R------ESAGS---R--T--QHITVRF--RV--TDT--E----G---G---E----L---------P---VRDH--V-G---RD------
WP_094217623.1__1 DG----TELSEAIAAVRAGL-----------ADARS---------------M---------------------------G---A---G----------S----E--V-K--FVPEEVTLDFSIELRR--S--K--KR--G--GT----VK--A---Y--V----L--SG----------E----A--G--------G------ESAGT---D--G--RRVTIRL--RV--VDD--D----G---R---E----L---------P---VGDQ--V-S---PEE---LR
KUJ65703.1__1 DG--PGAELSEAIEAVRAAL-----------HQAQR---------------A---------------------------G---E---A----------A----G-GL-R--FTVDQVELEFTVELRE--A--R--RG--Q--GG----LK--A---V--V----V--SG----------D----V--S--------R------ERGHT---E--T--NRIKVVL--NV--ADT--G----P---G---S----D---------L---IADR--G-R-----------
BAC68332.1__1 NE--RATELGDAIEAVRQGL-----------LKAAA---------------Q---------------------------G---S---D---------------D--L-R--FLVKETELEFIVELRK--T--G--ST--G--AG----VK--A---W--V----L--SG----------D----G--R--------L------ERSAG---Q--T--NRLTVRL--GI--LAP--E----S---H---P----I---------D---ETHF--G-D---KKD---KG
OOV12621.1__1 -------------------------------MKAAA---------------Q---------------------------G---S---D---------------D--L-R--FLVKETELEFIVELRK--T--G--ST--G--AG----VK--A---W--V----L--SG----------D----G--R--------L------ERSAG---Q--T--NRLTVRL--GI--LAP--E----S---H---P----I---------D---ETHF--G-D---KKD---KG
WP_048894525.1__1 NE--RATELGDAIEAVRQGL-----------LKAAA---------------Q---------------------------G---S---D---------------D--L-R--FLVKETELEFIVELRK--T--G--ST--G--AG----VK--A---W--V----L--SG----------D----G--R--------L------ERSAG---Q--T--NRLTVRL--GI--LAP--E----S---H---P----I---------D---ETHF--G-D---KKD---KG
WP_067301422.1__1 EE--QWFELSEVVRQLRGQL-----------NQAMA---------------E---------------------------G---K---D----------D----E--I-R--FELGPVEMEFEVAVTK--E--R--GG--D--GG----LK--V---G--V----L--SL----------G----A--K--------G------SRSTG---T--K--NRMKLTL--TP--QNR--Q----G---G---P----T---------R---ISGV--E-R---TLP---QG
WP_116146625.1__1 EE--QWFELSKVVRELRGQL-----------NQAMA---------------E---------------------------G---K---D----------D----E--I-R--FELGPVELEFEVAVTK--E--R--GG--D--GG----LK--V---G--V----L--SL----------G----A--K--------G------SRSTG---S--K--NRMKLTL--TP--QNR------------------------------------------------------
WP_045561620.1__1 EE--QWVELSEVVRQPSGQL-----------HQATP---------------D---------------------------D---K---G----------N----G--N-Q--CKLGRVVLEFEVDISK--E--R--GA--D--GE----PK--A---G--V----L--CL----------G----A--K--------G------SQPHG---T--N--KPRMMTH--TL--QDR--Q----G---C---P----A---------R---ISGT--Q-C---ALP---TG
WP_055507275.1__1 -----MVDLATVISDLRVQL-----------NTALE---------------E---------------------------G---K---D----------E----K--I-R--FELGPVELEFEVAVTK--V--T--GV--D--GG----LR--V---K--V----L--SF----------G----A--K--------R------SRSKG---T--T--HNMKLTL--QP--VDT--Q----G---K---H----Q---------R---ISGT--Q-E---TLP---AG
OKK03062.1__1 DD--AWVGLAEAVRAVRREL-----------AEAVA---------------D---------------------------G---D---G----------T----D--V-R--FDVGPVELEFTVDVRK--E--Q--GA--D--GG----VR--V---W--V----L--SA----------G----G--R--------G------TRTSG---T--T--HRMLVSL--TP--VTA--E----G---Q---P----L---------R---ITSQ--E-A---AVT---P-
WP_093637559.1__1 DE--AWVGLAEAVRGVRTEL-----------AAAQA---------------E---------------------------G---A---G----------A----D--V-G--FEVGQIELEFAVDIRK--E--A--TG--Q--AG----AK--V---Y--V----L--SL----------G----A--K--------G------SVAQG---V--T--HRMKVVL--NP--RDR--N----G---N---T----P---------R---IAGR--T-D---EIP---S-
WP_099945519.1__1 QQ--PWAELGETVSAIRAQL-----------QQAME---------------E---------------------------G---E---G----------N----P--L-R--FRTGPVELEFTVEVRK--E--A--EG--K--AK----IL--V---LPWS----A--------------E----A--R--------A------SVSAD---A--V--HRVKLTL--QP--VDL--A----G---S---E----A---------L---VEDQ--A-E---RRP-----
WP_030299091.1__1 -E--PWAELGEAVGAIRAQL-----------QQAME---------------E---------------------------G---A---G----------K----A--L-A--FRAGPVELEFSVEVRK--E--A--GA--T--AK----VF--V---LPWS----A--------------E----A--R--------G------TAGSG---M--V--HRIKLTL--QP--VDD--A----G---V---D----A---------R---IHAQ--A-A---QRP-----
WP_089107878.1__1 QE--PWAELSETISAIRAQL-----------QEALD---------------E---------------------------G---E---G----------K----P--L-K--FRTGPVALEFSIAVRK--E--G--EA--K--AR----VF--V---LPWS----A--------------E----A--R--------G------TAGTE---A--V--HRIALTL--QP--IDA--T----G---E---D----V---------I---VFGE--T-D---RRP---A-
WP_110672812.1__1 QE--PWAELGETISAIRSEL-----------RQAMA---------------A---------------------------G---Q---D----------E----D--V-K--FRTGPVELEFSVEVKK--E--A--SG--R--AK----VL--V---LPWS----A--------------E----A--R--------G------GASSD---R--V--HRIKLTL--QP--VDE--S----T---G---Q----D---------L---VISD--T-------------
WP_112477215.1__1 QE--PWAELGETISAIRSAL-----------LSALE---------------E---------------------------G---E---D----------E----A--V-R--FTAGPVELEFGVEVRK--D--A--GA--R--AK----VF--V---LPWT----V--------------E----A--N--------G------SAGVA---Q--T--HRVKLTL--QP--VDG--R----G---E---D----L---------R---ISGD--S-D---RRP-----
WP_107103872.1__1 QE--PWAELGETISAIRSAL-----------LSALE---------------E---------------------------G---E---G----------E----A--V-R--FTAGPVELEFGVEVRK--D--A--GA--R--AK----VF--V---LPWT----V--------------E----A--N--------G------SAGVA---Q--T--HRVKLTL--QP--VDG--R----G---E---D----L---------R---ISGD--S-D---RRP-----
WP_051783722.1__1 ----------------------------------ME---------------K---------------------------G---R---D----------E----P--L-K--FRTGPVELEFTVEVKK--D--G--GA--R--TR----IF--V---LPWT----V--------------E----A--Q--------G------AASAG---R--I--HRVKLTL--QP--VDG--D----G---D---D----L---------K---ISAD--S-P---QRP---E-
WP_055468929.1__1 ----------------------------------ME---------------K---------------------------G---R---D----------E----S--L-K--FRTGPVELEFTVEVKK--D--G--GA--R--TR----IF--V---LPWT----V--------------E----A--Q--------G------AASAG---R--I--HRVKLTL--QP--VDG--D----G---D---D----L---------K---ISAD--S-P---QRP---E-
WP_051849681.1__1 ----------ETISVIRAEL-----------QSAVE---------------K---------------------------G---R---D----------E----P--L-K--FRTGPVELEFTVEVKK--D--G--GA--R--TR----IF--V---LPWT----V--------------E----A--Q--------G------AASAG---R--I--HRVKLTL--QP--VDG--D----G---D---D----L---------K---ISAD--S-P---QRP---E-
WP_055548781.1__1 ----------------------------------ME---------------A---------------------------G---A---Q----------E----T--L-K--FRTGPVELEFTVEVRK--E--G--GA--R--AK----VF--V---LPWT----A--------------E----A--Q--------G------TAAVG---R--T--HRVKVTL--QP--VDG--D----D---N---D----L---------R---ISAD--S-P---RRP---E-
WP_030267416.1__1 -E--DWAELGDTVEAVREQL-----------QRALT---------------Q---------------------------G---Q---G----------Q----P--L-K--FRTGPVEMEFTVEVKK--E--A--GV--K--AK----VF--V---LPWT----V--------------E----A--Q--------G------AVGRM---G--T--HRIKVTL--QP--VDD--Q----G---N---D----A---------L---ISAQ--S-A---EEP---E-
WP_017624026.1__1 DE--PWVGLAEAISGIRSQL-----------QQAMR---------------E---------------------------G---E---G----------E----E--L-R--FTSGPVEIELAVNVDR--D--A--SG--K--VK----LT--V---LPWS----V--------------E----A--G--------G------SAASG---T--T--SRISCTL--HP--VDG--S----G---S---D----A---------R---ISEG--I-E---RRP-----
WP_042407547.1__1 QE--PWAGLSEAISAIRAEL-----------EKAMD---------------D---------------------------G---R---G----------H----K--I-H--FRPGPVEMEFAVDVKK--D--A--QA--G--AK----VS--I---LPWS----A--SV----------E----A--K--------A------GYATG---A--T--SRLKITL--QP--VDK--D----G---Q---D----Q---------N---ISAQ--S-S---QRP---Q-
WP_099918610.1__1 QE--PWAGLSEAISAIRAEL-----------EQAMN---------------D---------------------------G---H---G----------H----A--I-H--FRTGPVEMEFAVDVKK--D--S--QA--G--AK----VS--V---LPWS----A--SV----------E----A--K--------A------GYAAG---T--T--SRLKITL--QP--VDE--Q----G---Q---D----Q---------K---IGAQ--S-S---QRP---Q-
WP_089222337.1__1 PE--PWTGLSQAISAIRDEL-----------EQAMA---------------D---------------------------G---Q---D----------H----T--V-Q--FRVGPVEVEFAVDVKK--D--G--EA--R--AK----VM--V---LPWS----A--------------E----V--K--------T------RYDKA---T--A--HRLKITL--QP--VDG--Q----G---A---D----Q---------K---ISDR--S-A---ERP---E-
WP_043259659.1__1 DE--VWMGLAEAIGAIRAEL-----------QQAAR---------------D---------------------------G---A---G----------Q----E--I-Q--FRTGPVEIEFAVDMKK--D--G--EA--R--AK----VL--V---LPFG----A--------------E----A--K--------V------ARSKG---T--T--SRVKLTL--QP--VDA--D----G---E---D----R---------R---IADD--S-G---ERP-----
WP_110943874.1__1 ------MGLADAVAAVRGEL-----------QQAVA---------------E---------------------------G---A---G----------Q----A--I-R--FTTGPVELEFTVAVNL--D--A--RA--K--VR----VM--V---LPWS----A--------------D----V--Q--------A------SYARG---A--T--HRLKVTL--QP--VDS--Q----G---A---D----V---------E---IAAA--S-R---ERP---R-
OLE27083.1__1 DQ--AWTGLAEAITAIRAEL-----------LAAVD---------------S---------------------------D---A---G------------------L-R--FRTGPVELEFSVDVHT--D--V--DG--K--VK----VR--L---LPWL----G---A----------E----A--G--------S------GHSVA---N--A--HRLKVVL--QP--IDP--D----G---S---D----A---------K---IGAR--S-A---SRP---E-
WP_086730059.1__1 -------GLAETIEALRAEL-----------TAAMA---------------Q---------------------------G---D---G----------Q----P--L-R--FELGPVDIELALAITR--E--G--SG--D--GG----LR--F---G--V----V--SF----------G----A--A--------A------KAASE---T--T--HRLSLTL--NP--VAAR-D----D---G------------PV----R---VSAD--V-D---GEP---R-
WP_030173762.1__1 -------GLAETIEALRAEL-----------TAAMA---------------Q---------------------------G---D---G----------H----P--L-R--FELGPVDIELALAITR--E--G--SG--N--GG----LR--F---G--V----V--SF----------G----A--A--------G------KAAAE---T--T--HRLSLTL--NP--VAAR-G----D---G------------PV----R---VTAD--V-D---GEP---R-
WP_055613313.1__1 -------GLAETIEALRAEL-----------TAAMA---------------R---------------------------G---S---G----------E----P--L-Q--FELGQVDVELALAITR--E--G--SG--S--GG----LS--F---G--V----V--SF----------G----A--A--------G------KAASE---T--T--HRLSLTL--NP--VAAG-G----D---G------------PV----R---VTAD--V-D---GEP---R-
WP_056789718.1__1 -------GLAETIDALRAEL-----------TTAMA---------------R---------------------------G---D---G----------Q----P--I-R--FELGPVNIELELAITR--E--A--SG--D--GG----LR--F---G--V----V--SF----------G----A--A--------G------KATDA---K--T--HRLALTL--NP--VAAH-G----D---G------------PV----R---IGAS--V-D---GEP-----
WP_084769301.1__1 DR--VAAGLAETIRALRAEL-----------TAAME---------------N---------------------------G---I---N----------E----P--L-R--FELKDVSLDMTLAITK--E--T--SG--D--AG----VR--F---G--V----V--SF----------G----A--K--------G------KIGDD---V--T--HRLSLSL--SP--VIVD-D----S---G---Q----A--RPA----R---INAR--T-N---DEP---R-
ARH95035.1__1 ----------------------------------ME---------------N---------------------------G---I---N----------E----P--L-R--FELKDVSLDMTLAITK--E--T--SG--D--AG----VR--F---G--V----V--SF----------G----A--K--------G------KIGDD---V--T--HRLSLSL--SP--VIVD-D----S---G---Q----A--RPA----R---INAR--T-N---DEP---R-
WP_088577424.1__1 DR--VAAGLAETIRALRAEL-----------TAAME---------------S---------------------------G---S---N----------E----S--L-R--FELGEVSLDVTLAITK--E--A--SG--D--AG----VR--F---G--V----V--SF----------G----A--K--------G------KLGDD---V--T--HHLSLSL--SP--VVVD-H----D---G---E----A--RPA----R---INAR--A-D---DEP-----
WP_048552889.1__1 DT--APIQLADAIANLRSEL-----------ESAAV---------------G---------------------------G---A---D----------S----P--V-R--FDLGPVSISFTVEVSR--T--A--EG--N--AG----VK--F---W--V----V--SA----------G----G--S--------G------SRTGS---T--T--HEITLEL--HP--VTAS-G----D----------------PL----R---ISGR--A-L---REP---R-
KJE22973.1__1 DG--PWVGLADAIGAVRAEL-----------IAAMV---------------A---------------------------G---A---D----------A----P--I-R--FSVEPVELELGIEVRT--G--G--KA--D--GG----VR--I---G--V----V--SI----------G----A--S--------G------EKSST---S--T--HRLTVRL--QP--VDPA-T----G---R---S-------------PL---IADD--E-------------
WP_044885372.1__1 DG--PWVGLADAIGAVRAEL-----------IAAMV---------------A---------------------------G---A---D----------A----P--I-R--FSVEPVELELGIEVRT--G--G--KA--D--GG----VR--I---G--V----V--SI----------G----A--S--------G------EKSST---S--T--HRLTVRL--QP--VDPA-T----G---R---S-------------PL---IADD--E-------------
WP_081439111.1__1 -E--PWVGLAEAIGAIRAEL-----------IAAQV---------------A---------------------------G---V---G----------S----P--I-R--FAAEPIELELGVEVRT--G--G--KA--D--AG----VR--I---G--V----V--SI----------G----A--G--------G------ERSSA---A--S--HRLTVRL--AP--VDPV-T----G---D---R-------------AL---IGDD--E-------------
ONH21847.1__1 -E--PWVGLAEAIGAIRAEL-----------IAAQV---------------A---------------------------G---V---G----------S----P--I-R--FAAEPIELELGVEVRT--G--G--KA--D--AG----VR--I---G--V----V--SI----------G----A--G--------G------ERSSA---A--S--HRLTVRL--AP--VDPV-T----G---D---R-------------AL---IGDD--E-------------
WP_101833003.1__1 DE--PWVGLAEAVGALRAEL-----------EAAAD---------------A---------------------------A---G---D----------H----P-RF-R--FEVEPVELEFALEVRR--D--G--AG--E--AG----VR--F---G--V----V--TL----------G----G--K--------G------GVSAA---S--T--HRLKLVL--KP--QDGA-T----G---G---P-------------AR---IRDR--E-R---G-------
SNQ49492.1__1 DE--PWVGLAEAVGALRAEL-----------EAAAD---------------A---------------------------A---G---D----------H----P-RF-R--FEVEPVELEFALEVRR--D--G--AG--E--AG----VR--F---G--V----V--TL----------G----G--K--------G------GVSAA---S--T--HRLKLVL--KP--QDGA-T----G---G---P-------------AR---IRDR--E-R---G-------
ADP83825.1__1 DN--EWVGVADAIGSLRREL-----------AAARL---------------A---------------------------A---D---G----------E----S--I-R--FELGDVELEFGLELRK--E--G--KG--E--LG----AK--F---W--V----V--SV----------G----G--G--------G------SRGST---A--T--HRLKLKL--KP--HEVV-A----D---G---S----G--GTVRRTVD---ISDE--D-D---D-------
WP_037675491.1__1 -----EIAIAEAVEYLRAEL-----------V-AAA---------------A---------------------------G---S---G----------T----G--P-R--FEVGPVELEFSVEMRK--E--G--KG--K--AG----LK-----AW--V----V--SA----------G----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTM-T----N---G---A----Y---------H---VNTD--Q-P---DST---G-
WP_055711327.1__1 ----EEIGIAEAVEYLRAEL-----------V-AAA---------------A---------------------------G---G---G----------S----G--P-R--FEVGPVELEFSVEMRK--E--G--KG--K--AG----LK-----AW--V----V--SA----------G----V--E--------A------SVSKA---S--V--HRVKLVL--TP--KDAV-T----N---G---A----Y---------H---VNTD--Q-P---DAT---G-
WP_060878280.1__1 ----EEIGIAEAVEHLRAEL-----------V-AAA---------------A---------------------------G---S---G----------A----G--P-R--FEVGPVELEFSVEMRK--E--A--KG--K--AG----VK-----AW--V----V--SA----------G----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTV-T----N---G---S----Y---------H---VNTN--Q-P---DAT---G-
WP_005480310.1__1 ----EEIGIAEAVEHLRAEL-----------V-AAA---------------A---------------------------G---S---G----------A----G--P-R--FEVGPVELEFSVEMRK--E--G--KG--K--AG----VK-----AW--V----V--SA----------G----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTV-T----N---G---S----Y---------H---VNTD--Q-P---DAT---G-
WP_055688592.1__1 ----EEIGIAEAVEHLRAEL-----------V-AAA---------------A---------------------------G---S---G----------I----G--P-R--FEVGPVELEFSVEMRK--E--G--KG--R--AG----LK-----AW--V----V--SA----------G----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTT-T----G---N---A----Y---------H---VNTD--Q-S---DAT---G-
WP_099936275.1__1 ----EKIGIAEAVEHLRAEL-----------V-AAA---------------A---------------------------G---S---G----------T----G--P-R--FEVGSVELEFSVEMRK--E--G--KG--R--AG----VK-----AW--V----V--SA----------D----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTV-T----N---G---A----Y---------H---VNTD--R-P---DST---G-
WP_093799850.1__1 ----EEIGIAEAVEHLRAEL-----------V-AAA---------------A---------------------------G---G---G----------S----G--P-R--FEVGPVELEFSVEMRK--E------G--T--AG----VK-----AW--V----V--SA----------G----------------A------GTSKV---S--V--HRVKLVL--TP--KDTT-T----G---T---A----Y---------H---VNTD--R-P---DET---G-
WP_026282054.1__1 ----EEIGIAEAVEHLRAEL-----------M-AAA---------------S---------------------------G---R---G----------R----G--P-Q--FEVGPVELEFSVEMRR--E--G--KG--K--AG----VK-----AW--V----V--SA----------G----A--E--------G------SVSKA---S--V--HRVKLVL--TP--KDSV-T----N---G---A----Y---------H---VNTD--R-P---DET---G-
WP_015607614.1__1 ----EEIGIAEAVAHLRAEL-----------V-AAA---------------A---------------------------G---G---D----------A----G--P-R--FEVGPVELEFSVEMRK--E--G--KG--K--AG----LK-----AW--V----V--SA----------S----A--E--------A------SVSKA---S--V--HRVKLVL--TP--KDTV-T----D---G---P----Y---------H---VDTE--R-P---HDK---G-
WP_063799560.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KAGRQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISND--S-P---PEV---GG
WP_109364669.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KAGRQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISND--H-P---PEV---GG
WP_112474596.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KAGRQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISND--N-P---PEV---GG
KND32441.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KVGRQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISND--N-P---PEA-----
WP_050372658.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KVGRQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISND--N-P---PEA-----
WP_010353607.1__1 ----DEIGVGEAVQALRDEL-----------LGAAT---------------A---------------------------G---A---T----------S----G--L-S--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--S--------G------KVGKQ---D--T--HRVKFVL--TP--KD-A-S----G---N---P----L---------L---ISNE--H-P---PEA-----
WP_031155075.1__1 ----DDIGVGEAVEALRDEL-----------LRAAT---------------A---------------------------A---G---S----------S----G--L-Q--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RILSA--V----V--SA----------D----V--S--------G------KVGKQ---D--T--HRVKFVL--TP--KG-A-A----G---S---P----L---------L---ISND--N-P---PEV-----
WP_099129416.1__1 -----DIGVGEAVQALREEL-----------LSAAA---------------A---------------------------G---A---S----------S----D--L-Q--FEVGPIELEFAFTLTK--E--A--TA--K--VG----VS--RIFSA--V----V--SA----------D----V--T--------G------KAGKQ---D--T--HRVKFVL--TP--KS-A-S----G---S---P----L---------L---ISNN--N-P---PEV-----
WP_098245692.1__1 ----EGIGVGEAVQALRDEL-----------MAAAV---------------A---------------------------G---A---A----------S----G--V-K--FEVGPIEMEFAFTLTK--E--G--TA--K--VG----LS--KIFSS--V----V--SA----------D----V--S--------G------KVAKE---D--V--HRVKLVL--TP--KD-G-S----G---G---P----L---------L---ISNQ--D-K---ADV-----
WP_107098978.1__1 ------MGVGEAVQALRDEL-----------LAAAA---------------A---------------------------G---A---S----------S----D--V-K--FEVGPIELEFAFTLSR--E--G--TA--K--VG----LS--RIFSS--V----V--SA----------E----A--S--------G------KVAKE---D--V--HRVKLVL--TP--KN-G-A----G---E---P----L---------L---IGHQ--G-Q---EDV-----
WP_093781129.1__1 ----DDITVGDAIDHLRAEL-----------TAARD---------------R---------------------------A---A---A----------D----G--M-R--FELGEISLEFTVELRR--E--N--SG--K--GS----IK--A---W--V----V--SA----------E----A--G--------V------TRSTT---A--T--HRLAFTL--RA--VDP--D----G---Q---G----V---------R---IANS----------------
RFC78080.1__1 DP--EGVPLADYIRVLRDQL-----------ETAQQ---------------E---------------------------G---A---G----------R----G--V-K--FGVGAVELEFEVTMTR--E--A--SG--R--GG----LK--L---W--V----V--DA----------G----A--D--------G------KRSGG---R--T--QRVRMTL--TP--TDD--A----G---R---P----L---------S---VIDR--L-P---ELP---R-
KOU76212.1__1 DP--EGVPLADYIRVLRDQL-----------ETAQQ---------------E---------------------------G---A---G----------R----G--V-K--FGVGAVELEFEVTMTR--E--A--GG--R--GG----LK--L---W--V----V--EA----------G----A--D--------G------KRSGG---R--T--QRVRMTL--TP--TDD--A----G---R---P----L---------S---VIDR--L-P---ELP---R-
WP_052868680.1__1 DP--DGVPLADYIRVLREQL-----------ETAQQ---------------E---------------------------S---V---G----------R----G--V-K--FGVGTVELEFEVTMTR--E--A--SG--R--GG----LK--L---W--V----V--EA----------G----A--D--------G------RRSGG---R--T--QRVRMTL--TP--TDD--A----G---R---P----L---------S---VIDR--L-P---ELP---R-
SNS55031.1__1 ----QEIGLAEAVKAIRDDL-----------ARAQL---------------E---------------------------G---A---E----------E----E--I-R--FSVGPVEVEFEVAVVR--E--G--GA--N--GK----VK--V---W--V----V--EV----------G----A--S--------G------KLAQT---T--T--HRVAVTL--TP---HV--D----G---K---P----I---------E---VGDR--L-R---KP------
WP_089316179.1__1 ---------AEAVKAIRDDL-----------ARAQL---------------E---------------------------G---A---E----------E----E--I-R--FSVGPVEVEFEVAVVR--E--G--GA--N--GK----VK--V---W--V----V--EV----------G----A--S--------G------KLAQT---T--T--HRVAVTL--TP---HV--D----G---K---P----I---------E---VGDR--L-R---KP------
WP_113694513.1__1 QE--ASTDLAEAVEAVRAEL-----------LRAKE---------------L---------------------------G---A---G----------S----P--M-E--FEVGPVEMQFTVALTR--E--G--KA--N--AG----VK--V---W--V----I--EA----------G----A--S--------G------TLTGQ---R--T--HQVKITL--HP--KRP--D----G---R---P----E---------R---IGAS--A-D---D-------
WP_020525202.1__1 EK--DGLELAEAIDAIRREL-----------LTAQR---------------R---------------------------G---Q---G----------S----E--M-P--FELGPVELEFSVTVSR--E--R--SA--E--AA----LK--V---W--V----V--EA----------G----G--S--------L------GRTVE---S--A--HRVSLVL--KP--KNG--E----G---G---P----V---------D---LGD-----------------
WP_055597568.1__1 DM--EPIGLAEAIGSVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FNVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIEVTL--KP--LPR--P----D---G---T----H----H----E---VSRE--D-A---A-------
WP_109382421.1__1 DM--EPIGLAEAIGSVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FTVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIEVAL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-A---AAP-----
WP_108009292.1__1 DA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FSVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-A---GTH---RG
WP_016433622.1__1 DA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FSVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------AVSHD---S--T--HRIQVDL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-G---G-------
WP_112467805.1__1 DT--EPIGLAEAIGTVRAEL-----------ARAQS---------------E---------------------------G---AE-SD------------------W-R--FSVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-A---P-------
WP_048586430.1__1 DP--KPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---VA-SD------------------W-R--FSVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSRD---A--T--HRIQVDL--KP--LPL--P----D---G---R----H----H----E---VSRE--D-A---GS------
WP_062715329.1__1 DT--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---MA-SG------------------W-R--FSVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------AVSHD---A--T--HRIQVDL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-A---AGQ---QP
WP_040905954.1__1 NA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FQVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIEVAL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-P---AAP-----
WP_073930835.1__1 NA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FHVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIEVAL--KP--LPR--P----D---G---R----H----H----E---VGRE----------------
WP_030857616.1__1 NA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FHVEQVTLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------AVSHD---S--T--HRIEVAL--KP--LPR--P----D---G---R----H----H----E---VSRE--D-T---AAP---R-
WP_085573270.1__1 ----EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AE-SD------------------W-R--FHVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVEVAL--KP--LPR--P----D---G---R----H----H----E---VGRE--D-T---TAR---G-
WP_030212833.1__1 NA--EPIGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AQ-SD------------------W-R--FHVEQVSLEFSVQFHR--A--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---A--T--HRIEVNL--KP--VPR--P----D---G---T----H----H----L---VGR-----------------
WP_037702530.1__1 DT--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFAVQFHR--S--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---H----H----H----E---VSRE--D-P---AAP---E-
WP_046709921.1__1 DT--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFAVQFHR--S--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---H----H----H----E---VSRE--D-P---VAP---E-
WP_086746226.1__1 DT--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFAVQFHR--S--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---H----H----H----E---VSRE--D-P---ATP---E-
WP_033524665.1__1 DT--EPVGLSEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--S--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------TVSHD---S--T--HRIQVDL--KP--LPG--P----T---G---H----H----H----E---VGR-----------------
WP_045563122.1__1 DT--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFAVQFHR--S--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------TVSHD---S--T--HRIQVDL--KP--LPG--P----T---G---H----H----H----E---VGR-----------------
WP_013001723.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRD--T-P---AAP---G-
WP_059081714.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRD--T-P---AAP---G-
WP_061335121.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRD--T-P---AAP-----
WP_060881595.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRD--T-P---A-------
WP_060878549.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRD----------------
WP_060906578.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRVQVDL--KP--LPG--P----G---G---H----H----H----E---VSRE--D-P---ATP---E-
WP_005475888.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---H----H----H----E---VGRD--E-P---GTR---E-
WP_046917928.1__1 EP--EPVGLAEAIGTVRAEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--EA----------R----L--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---H----H----H----E---VGRD--E-P---GTR---E-
WP_046728600.1__1 DP--EPIGLAEAIGAVRAEL-----------VRAQA---------------E---------------------------G---AE-SD------------------W-R--FSVEQVSLEFSVQFHR--G--G--EG--G--AG----LR--L---G--V----V--DA----------R----V--G--------G------SVSHD---S--T--HRIQVDL--KP--LPG--P----G---G---R----H----H----E---VSRE--D-G---GS------
WP_086751407.1__1 DT--EPVGLAEAIATVRTEL-----------ARAQA---------------E---------------------------G---AA-SD------------------W-R--FTVEQVSLEFAVQFHR--T--G--ET--G--AG----LR--L---G--V----V--EA----------R----L--G--------A------TTTHD---T--T--HRIQVDL--KP--LPG--P----T---G---H----H----H----E---VSRD----------------
WP_047015839.1__1 -D--ELVGLAEAIAEVRREL-----------VQAER---------------E---------------------------G---ER-SD------------------W-R--FRVERVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGA--A----G---D---R----P---------------------------------
WP_027770186.1__1 GD--ELVGLADAIAEVRREL-----------AEAER---------------E---------------------------G---ER-SD------------------W-R--FRVERVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EG----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGA--A----G---D---R----P---------------------------------
WP_101424483.1__1 GD--ELVGLSDAIAEVRREL-----------AKAER---------------E---------------------------G---ER-SD------------------W-R--FRVDRVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGA--A----G---D---R----P---------------------------------
WP_018851224.1__1 DG--ELVGLADAIAEVRREL-----------ARAER---------------E---------------------------G---ER-SD------------------W-R--FRVDKVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGG--A----G---D---R----A---------------------------------
WP_100302916.1__1 DG--ELVGLADAIAEVRREL-----------ARAER---------------E---------------------------G---ER-SD------------------W-R--FLVDKVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGG--A----G---D---R----A---------------------------------
WP_018834217.1__1 DG--ELVGLADAIAEVRREL-----------ARAER---------------E---------------------------G---ER-SD------------------W-R--FRVDKVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGA--A----G---D---R----A---------------------------------
WP_027741873.1__1 DG--ELAGLADAIAEVRREL-----------ARAER---------------E---------------------------G---ER-SD------------------W-R--FRVDRVSLEFAVELHR--T--G--EG--R--LS----LR--L---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRVQLDL--VP--HGA--A----G---D---R----A---------------------------------
WP_027753439.1__1 ND--ELVGLADAIAEVRREL-----------AQAER---------------E---------------------------G---ER-GD----------G----A--W-R--FRVDRVSLEFAMELHR--T--G--EG--R--LS----LR--F---G--V----V--EA----------G----A--G--------G------SATRV---G--T--HRMQLEL--VP--HGA--A----G---E---R----P---------------------------------
WP_005316109.1__1 ET--AVVGLAEVIGQVRDEL-----------ERAQR---------------A---------------------------G---E---G----------R----D--L-R--FSVENVQLEFAVQVRR--E--G--SG--R--AE----LR--I---G--V----L--TA----------G----G--G--------G------SAARD---T--T--HTIKVEL--KP--HGP--D--------------------------------GDP----------------
WP_113689287.1__1 EG---FVGLSEVIGQVRREL-----------AQAWR---------------E---------------------------G---E---G----------Q----A--V-R--FGVERVSLEFAVQVHR--A--G--DA--K--AG----LR--I---G--V----L--TA----------D----V--G--------G------GAARD---A--T--HRIQVEL--LP--HRE--G----R---G---E----M----L----D---VSNP--R-G---R-------
WP_108989284.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--T--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VNRR----------------
WP_087791981.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--T--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VNRR----------------
WP_042825765.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVEKVSLTFTVQVHR--A--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VNRR----------------
EHN74182.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVEKVSLTFTVQVHR--A--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VNRR----------------
KPC72960.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VNRR----------------
WP_037897539.1__1 EP--GFVGLAEVIGRIRGEL-----------EQARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSRR----------------
PSK58207.1__1 EP--GFVGLAEVIGRIRGEL-----------EQARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSRR----------------
WP_003977355.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSRR----------------
EOY46482.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSRR----------------
WP_037798740.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------E---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSRR----------------
WP_109033987.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--T----G---G---E----R----V----K---VSRR----------------
WP_115741142.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------D---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--T----G---G---E----R----V----K---VRRR----------------
WP_037836059.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------E---------------------------A---E---G----------R----N--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--A----S---G---E----R----V----K---VGRR----------------
WP_061445787.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------E---------------------------A---T---G----------H----D--L-G--FAVEKVSLTFTVQVHR--A--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--T----D---G---T----R----V----K---VNRR----------------
AIV37545.1__1 EP--GFVGLAEVIGRIRGEL-----------EEARA---------------E---------------------------A---T---G----------H----D--L-G--FAVEKVSLTFTVQVHR--A--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--T----D---G---T----R----V----K---VNRR----------------
WP_102928362.1__1 EP--GFVGLAEVIGRIRGEL-----------EAARA---------------E---------------------------A---A---G----------H----D--L-G--FAVENVSLTFTVQVHR--A--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--T----D---G---T----R----V----K---VNRR----------------
WP_052410696.1__1 EQ--EFVGLAEVIGRIRGEL-----------DEARA---------------E---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--P----G---G---D----R----V----K---VSRR----------------
WP_051159608.1__1 EQ--EFVGLAEVIGRIRGEL-----------EEARA---------------E---------------------------A---E---G----------R----D--L-G--FAVENVSLTFTVQVHR--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDHQ---T--T--HQVQVDL--KP--E-L--P----G---G---D----R----V----K---VSRR----------------
WP_073938906.1__1 EP--GFVGLAEVIRQIRGEL-----------EEARV---------------E---------------------------A---Q---G----------R----A--L-G--FTVENVSLTFTVQVHR--S--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------TVDRQ---T--T--HQVQVDL--KP--E-L--A----G---G---E----R----V----K---VSR-----------------
WP_107061709.1__1 GP--GFVGLAEVIRQIRGEL-----------EEARE---------------E---------------------------A---R---D----------R----A--V-G--FTVENVSLTFTVQVHR--S--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------TVDHQ---T--T--HQVQVDL--KP--E-V--G----G-------E----R----L----R---VSRG--G-G---A-------
WP_055543412.1__1 GP--GFVGLTEVIRQIRGEL-----------ERAQD---------------E---------------------------A---Q---G----------R----S--L-G--FSVDKVSLQFTVQVHQ--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--TP--Q-T--R----S---G---G----R----V----S---VGRG--E-R---PGP---T-
WP_055516192.1__1 GP--GFVGLTEVIRQIRGEL-----------ERAQD---------------E---------------------------A---Q---G----------R----S--L-G--FSVDKVSLQFTVQVHQ--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--TP--Q-T--R----S---G---G----R----V----S---VGRG--E-G---PGP-----
WP_099969240.1__1 GP--GFVGLTEVIQQIRGEL-----------ERAQD---------------E---------------------------A---Q---G----------R----S--L-G--FSVDKVSLQFTVQVHQ--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--TP--Q-T--R----S---G---G----R----V----S---VGRG--E-R---PGP---T-
WP_055717784.1__1 GP--GFVGLTEVIRQIRGEL-----------ERAQE---------------E---------------------------A---Q---G----------R----S--L-G--FSVDKVSLQFTVQVHQ--S--G--SG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--TP--Q-T--R----S---G---G----R----V----S---VGRG--E-R---PGP---T-
WP_073497416.1__1 GP--GFVGLTEVIRQIRGEL-----------ERARD---------------E---------------------------A---Q---G----------R----A--L-G--FTVEKVSLTFTVQVHQ--S--G--TA--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--KP--E-T--S----S---G---G----R----I----S---VSRN--E-D---HAA---P-
WP_086773049.1__1 GP--GFVGLTEVIRQIRGEL-----------ERARD---------------E---------------------------A---Q---G----------R----A--L-G--FTVEKVSLTFTVQVHQ--S--G--TA--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVEL--KP--E-T--S----T---G---G----R----V----S---VSRN--E-D---RAL---P-
KQX94728.1__1 EQ--GFVGLTEVIRQIRDEL-----------ERAQG---------------D---------------------------A---Q---G----------R----S--I-G--FHVEKVSLTFTVQVHH--A--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVDL--QP--E-T--R----S---G---G----R----V----S---VSRD--A-G---REV---R-
WP_107103312.1__1 EQ--GFVGLTEVIRQIRDEL-----------ERAQG---------------D---------------------------A---Q---G----------R----S--I-G--FHVEKVSLTFTVQVHH--A--G--TG--R--GG----VR--I---G--V----V--TA----------E----L--G--------G------SVDRQ---T--T--HQVQVDL--QP--E-T--R----S---G---G----R----V----S---VSRD--A-G---REV---R-
WP_107115149.1__1 GQ--DFVGLAEVVRHIRGEL-----------EKARD---------------D---------------------------A---E---G----------R----P--L-G--FTVEKVNLEFSVQVHR--S--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------QIDRQ---T--T--HQVQVEL--VP--E-Y--E----G-------G----R----L----R---VARG--T-P---PRP---SG
KUH37333.1__1 GQ--DFVGLAEVVRHIRGEL-----------EKARD---------------D---------------------------A---E---G----------R----P--L-G--FTVEKVNLEFSVQVHR--S--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------QIDRQ---T--T--HQVQVEL--VP--E-Y--E----G-------G----R----L----R---VARG--T-P---PRP---SG
OEJ94406.1__1 GQ--DFVGLAEVVRQIRGEL-----------EKARD---------------E---------------------------A---E---G----------R----A--L-G--FTVERVNLEFTVQVHR--A--A--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------QVDRQ---T--T--HQVQVEL--VP--E-Y--E----G-------G----R----V----R---VGRG--A-P---PPR---P-
WP_023586560.1__1 GQ--DFVGLAEVVRQIRGEL-----------EKARD---------------E---------------------------A---E---G----------R----A--L-G--FTVERVNLEFTVQVHR--A--A--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------QVDRQ---T--T--HQVQVEL--VP--E-Y--E----G-------G----R----V----R---VGRG--A-P---PPR---P-
WP_010468635.1__1 GQ--GFVGLAEVVRQIRGEL-----------EKARD---------------E---------------------------A---E---G----------R----A--L-G--FSVERVNLEFTVQVHR--S--G--SG--R--GG----LR--I---G--V----V--TA----------E----L--G--------G------QVDRQ---T--T--HQVQVEL--VP--E-Y--E----G-------G----R----V----R---VGRG--T-P---PPP---A-
WP_037939707.1__1 EQ--GFVELAEVVRQIRGEL-----------EKARA---------------D---------------------------A---Q---G----------R----P--L-G--FTVERVNVEFTVQVHR--S--A--SG--R--GG----LN--I---G--V----V--TA----------E----M--G--------G------QVDRQ---T--T--HHVQVEL--VP--D-Y--G----G-------G----R----V----R---VSRG--T-P---APR---A-
WP_073494186.1__1 PP--PFVGLAEVIEQIRGEL-----------EVARA---------------A---------------------------A---E---D----------E----R--I-G--FDVDRVSLEFTVQVHR--A--G--TA--G--GG----LR--I---G--V----V--TA----------E----V--G--------G------SVDRG---T--T--HRVQVEL--KP--H----T----D---G---G----P----L----K---VSR-----------------
WP_033175131.1__1 ------VGLAEVIHQIRGEL-----------EQARA---------------A---------------------------A---E---D----------E----Q--I-G--FTVDKVSLEFTVQVHR--A--G--TA--G--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDRG---T--T--HRVQVEL--QP--Y----T----E---S---G--------------------R-----------------
WP_052398207.1__1 EP--SFVGLAEVITQIRTEL-----------QQARG---------------A---------------------------A---E---G----------E----Q--I-G--FTVEKVSLEFTVQVHR--T--G--RA--G--GG----LR--I---G--V----V--TA----------E----L--G--------G------SVDSG---T--T--HRVQVDL--EP--HDT--S----T---G---G----R----V----Q---VTRP--P-E---TAP---A-
WP_041990062.1__1 EP--DFVGLAEVVRQVRSEL-----------ERARD---------------E---------------------------G---D---T----------H----P--L-G--FNVERVSLEFTVQVHR--T--G--TG--K--GG----LR--I---G--V----V--TA----------E----L--G--------A------SLDRG---T--T--HRVQVDL--QP--E-W--E----D---G--------R---------------------------------
WP_055587770.1__1 DA--DFVGLAEVIRQVRGEL-----------EEARL---------------D---------------------------G---D---G----------H----D--L-L--FAVEKVSLEFAVQVHL--T--G--NG--R--AG----LR--I---G--V----V--TA----------E----L--G--------G------STGRD---T--T--HRIQVEL--KP--E-R--R----D---G---G----R----S----V---VGR-----------------
WP_028810966.1__1 AA--QGVELADVISQVRAEL-----------EESQR---------------R---------------------------G---R---E----------S----G--L-R--FRVDKVSLEFTVQVRR--E--T--GG--K--GG----LR--I---G--V----V--TA----------D----A--G--------R------TTAND---R--T--HRILVEL--QP--RGR--D----G---D---D----W----V----D---VGGD--A-A---TDP---E-
OEJ26434.1__1 ET--QGAELADVISQVRAEL-----------EKAQT---------------R---------------------------G---R---E----------S----D--L-R--FRVEKVNLEFEVQVRR--E--T--GG--K--GG----LR--I---G--V----V--TA----------D----V--G--------R------TTGND---R--T--HRISVEL--QP--RNR------------------------------------------------------
WP_093800417.1__1 AT--QGVELADVISRVREEL-----------EVAQR---------------R---------------------------G---R---A----------S----G--M-R--FRVERVNLEFEVQVRR--E--T--GG--K--GG----LR--I---G--V----V--TA----------E----A--G--------R------TKAND---T--T--HRIQVEL--QP--WSR--D----D---G---G----P----V----D---VGGE--P-E---E-------
WP_023536837.1__1 GT--ETAGLAEVIGRIREEL-----------EEAQH---------------D---------------------------G---Q---E----------S----R--I-Q--FRVERVNVEFTVQVRR--E--G--TG--K--GS----LN--I---G--V----V--TA----------E----A--G--------G------TAARE---N--M--HRIEIEL--MP--HDR--D----E---P---P----H----E----------------------------
WP_069627320.1__1 -------GLAEVIGRIREEL-----------EEAQH---------------D---------------------------G---R---E----------S----R--I-Q--FRVERVNVEFTVQVRR--E--G--TG--K--GS----LN--I---G--V----V--TA----------E----A--G--------G------TAARE---N--M--HRIEIEL--MP--HDR--D----Q---P---P----Q----E----------------------------
WP_078073731.1__1 -------GLAEVIGRIREEL-----------EEAQR---------------G---------------------------G---R---E----------S----R--L-Q--FRVERVHVEFAVQVRR--E--G--TG--K--AG----LN--I---G--V----I--TA----------E----A--G--------G------TAASE---N--L--HRIEIEL--MP--HDR--D----E---R---P--------------------------------------
WP_030647011.1__1 GV--ETAGLSDVIGRIREEL-----------ETAQR---------------E---------------------------G---E---Q----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------ALARE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_030371945.1__1 -------GLSDVIGRIREEL-----------ETAQR---------------E---------------------------G---E---Q----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------ALARE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_033030091.1__1 -------GLSDVIGRIREEL-----------ETAQR---------------E---------------------------G---E---Q----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------TLARE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_003983469.1__1 -------GLSDVIGRIREEL-----------ETAQR---------------E---------------------------G---E---Q----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------TLARD---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_053694824.1__1 -------GLSDVIGRIREEL-----------ETAQR---------------E---------------------------G---E---R----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------ALARE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_030680688.1__1 -------GLADVIGRIREEL-----------EAAQR---------------D---------------------------G---E---Q----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------ALARE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_030018620.1__1 -------GLADVIGRIREEL-----------ETAQR---------------E---------------------------G---E---R----------S----R--L-R--FLVDRVNVEFSVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------E----A--G--------G------VLSRE---S--T--HRIEIEL--KP--HDR--D----A---P---P--------------------------------------
WP_073782580.1__1 GA--ETAGLAEVIGKIRDEL-----------EQAQH---------------E---------------------------G---S---R----------S----R--L-R--FLVERVNVEFAVQVRR--E--G--SG--R--GG----LS--I---G--V----V--TA----------E----A--G--------A------AASHE---T--T--HRIEIEL--KP--HDR--D----D----------------------------------------------
WP_067273545.1__1 DA--AVAGLADVMSQIREEL-----------EEAQR---------------R---------------------------G---A---D----------S----P--V-R--FNVERVSLEFAVQVRR--E--G--SG--R--AG----LR--I---G--V----V--TA----------G----A--G--------G------TLSRD---T--V--HRIQVEL--QP--RRG--D----G---R---T----L----D----V---GRD-----------------
WP_101257553.1__1 ----SDIGLADVIRQVRADL-----------AAAQR---------------E---------------------------G---DA-AG----------D----G--P-R--FTVDRVCLEMAVQVRR--E--G--SG--R--TG----LR--I---G--V----V--TA----------D----L--G--------G------GLSRD---T--T--HRVQVEL--TP--H-R--P----G-------G----T----Y----L---VGGE--P-G---D-------
WP_093656186.1__1 RG--SDIGLADVIRQVRADL-----------AAAQR---------------E---------------------------G---DA-AG----------D----G--L-R--FAVDRVCLEMAVQVRR--E--G--SG--R--TG----LR--I---G--V----V--TA----------D----L--G--------G------GLSRD---T--T--HRVQVEL--TP--H--------------------------------------------------------
WP_100203487.1__1 ----PDIGLDDVIRQVREDL-----------TAAQR---------------E---------------------------G---DG-ST----------G----G--L-R--FAVDRVHLEVAVQVRR--E--G--TG--K--AG----LR--I---G--V----V--TA----------E----L--G--------G------GVSRD---A--V--HRVQVEL--IP--R-H--R----G-------G----S----F----Q---VGGE--P-C---D-------
WP_093840352.1__1 ----SEIGLADVIRQVRRDL-----------EAAQR---------------E---------------------------S---DR-AG----------H----G--L-R--FAVDRVSLEITVQVRR--E--G--SG--R--GG----LR--I---G--V----V--TA----------D----L--G--------G------SVARD---T--T--HRIQVDL--LP--R-G--G----G---E---G----S----F----E---V-------------------
WP_051717295.1__1 -I--GDIGLIDVIRQVRADL-----------AAAQR---------------E---------------------------S---EA-RG----------G----D--P-R--FVVGRVNLEMTVRVHR--E--G--TD--G--TG----LR--I---G--V----V--PA----------G----R--D--------G------GGGGDGGGA--T--HRVQVEL--VP--R-H--R----G-------G----T----F----H---VGGE--P-C---D-------
WP_085182039.1__1 DQ--GPIGLAEAIGQVRAEL-----------ENAQV---------------R---------------------------G---E---G----------Q----E--L-Q--FRVDEVTLEFAVELTR--E--G--GA--G--AG----IN--L---S--V----V--SL----------G----A--K--------G------KVGSA---H--T--NTVTVKM--VP--QSK--S----G---A---G----W---------------------------------
WP_051864921.1__1 GE--EPLSLAEAMDLVRAEV-----------AKARV---------------R---------------------------A---EV-LG----------E----E--L-R--FTVGTVEVEFLVQITR--E--K--GG--E--GK----LT--L---G--V----V--EA----------G----A--S--------G------KKART---D--T--HRIMFSL--AP--FST--T----T---R---Q----P----P----V---INDE--V-T---QPP-----
WP_086577944.1__1 GE--EPLSLAEAMDLVRAEV-----------AKARV---------------R---------------------------A---EV-LG----------E----E--L-R--FTVGTVEVEFLVQIAR--E--K--GG--E--XK----LT--L---G--V----V--EA----------G----A--S--------G------KRART---D--T--HRIMFSL--AP--FST--E----T---R---Q----P----P----V---INDE--V-T---QPP-----
WP_114028252.1__1 ----EPLSLADAMDVVRAEI-----------GKARI---------------R---------------------------A---EV-LG----------E----E--I-R--FDVGTVEVDFEVQFKR--T--G--KN--D--DE----LV--L---S--V----V--ER----------D----G--S--------D---------GG---D--T--HTIRFPL--TP--V--------------------------------------------------------
WP_037680102.1__1 GR--AAVELAEAIESLRAQL-----------EAARR---------------L---------------------------A---P---P----------G----S--L-R--FEVGPVELEFQVELVT--G--T--EI--N--GG----AK--F---Y--V----L--SA----------G----G--R--------G------SREHR---T--T--HSVRLTL--TP--QDP--A----G---G---P----L---------E---VSGT--T-A---GIP---A-
WP_073951338.1__1 GG--AAVELAEAIESLRAQL-----------EAARR---------------L---------------------------A---P---P----------G----S--L-R--FEVGPVELEFQVELVS--G--A--EV--S--GG----AK--F---Y--V----M--SA----------G----G--R--------Q------NRENR---T--T--HSVRLTL--TP--QDP--A----G---G---P----L---------E---VSGN--A-V---GIP-----
GAQ65292.1__1 TG--AAVELAQAIESLRTQL-----------ETARR---------------L---------------------------A---P---P----------G----S--L-R--FEVGPVELEFQVELVN--G--A--EA--N--AG----AK--F---Y--V----L--SA----------G----G--R--------K------SVENR---T--T--HSVRLTL--TP--RDP--A----G---G---P----L---------E---VSAD--T-D---HLP-----
WP_086756425.1__1 AE--NVVELAQAIGSLRDQL-----------DTARR---------------L---------------------------V---P---E----------G----G--L-S--FEVGPVELEFQVALLS--G--S--EV--T--GG----AR--F---Y--V----L--SG----------G----A--S--------K------RRERT---S--T--HTIRLTL--TP--RGP--D----G---G---P----L---------E---VSDA--A-E---ELP---E-
WP_045561616.1__1 AE--NLVELAQAIESLREQL-----------DTARR---------------L---------------------------A---P---E----------G----G--L-S--FEVGPVEMEFQVALLS--G--S--EI--T--GG----AR--F---Y--V----L--SG----------G----G--A--------K------RRERT---S--T--HTVRLTL--TP--RGP--D----G---G---A----L---------E---VSDS--A-E---ELP---Q-
SNR82509.1__1 GD--GRVPIAEFISGLREEL-----------RAAEA---------------E-------------------------------R---D----------P----Q--L-Q--FNVGPVTVEFTVVTGR--E--G--GP--E--GK----VR--F---W--V----I--EA----------G----G--A--------A------KWSNS---E--T--QTVTLTL--TP--VDE--R----G---Q---D----V---------R---IGDR--V-R---KPP---PG
WP_089401951.1__1 ------MPIAEFISGLREEL-----------RAAEA---------------E-------------------------------R---D----------P----Q--L-Q--FNVGPVTVEFTVVTGR--E--G--GP--E--GK----VR--F---W--V----I--EA----------G----G--A--------A------KWSNS---E--T--QTVTLTL--TP--VDE--R----G---Q---D----V---------R---IGDR--V-R---KPP---PG
WP_019526981.1__1 ----EWMELSEAIQVLREQL-----------LIAKA---------------A---------------------------G---E---D----------S----E--V-S--FSVGKVEVELGLEARW--S--G--GG--G--GK----LQ--F---G--V----F--AL----------N----G--K--------G------EYSSG---T--S--HRLRLEL--LP--RDG----E--G---Q---T----L---------E---IKGR--V-N---ELP---P-
WP_086756086.1__1 ------MELGEAIEGVREEL-----------TALRR---------------R---------------------------R---A---D----------H----E--V-V--FDVGPVEVEFVVEAAW--D--A--GV--Q--GK----AK--F---W--V----L--ET----------G----A--D--------L------RRTGG---T--A--HTVRVVL--TP--RDG--R-D--G---Q---P----L---------Q---VSDR--G-R---GLV---D-
WP_030947319.1__1 DE--DWLDLADAIEVLRSQL-----------SEAQR---------------R---------------------------G---Q---D----------S----S--L-R--FVLGEITAEFEIELVR--A--K--NG--G--GK----LR--F---G--V----V--EA----------D----A--R--------G------ERSAR---S--T--QRVTLRL--NP--ERR--G----G---G-------------------DVAVGDV--E-------------
RFC77584.1__1 DE--DWLDLADAIEVLRSQL-----------SEAQR---------------R---------------------------G---Q---G----------S----E--L-R--FVLGEITAEFEIELVR--T--R--SG--G--GA----LR--F---G--V----V--EA----------N----G--R--------Q------ERSKR---S--A--QRVTLRL--NP--ERR--G----G---G-------------------DVAVGDV--D-------------
WP_110629133.1__1 DE--SFLDLADAIDVLRAQL-----------SEAQR---------------R---------------------------G---Q---D----------S----P--L-R--FVLGEITAEFEVELVR--S--R--NG--G--GA----LR--F---G--V----V--EA----------N----A--R--------G------ERSAR---S--V--QRVTLRL--NP--EQR--G----G---G-------------------SVAVGDT--E-------------
WP_055516266.1__1 DE--DWLDLADAVEVLRTQL-----------AEAQR---------------R---------------------------G---Q---G----------S----P--L-R--FVVGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------A------ERATR---S--V--QRVTLTL--KP--ERH--D----G---G-------------------DVAVGDV--E-------------
WP_055539458.1__1 DE--DWLDLADAVEVLRTQL-----------AEAQR---------------R---------------------------G---Q---G----------S----P--L-R--FVVGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------R------ERSSR---S--V--QRVTLTL--KP--EQH-------G---G-------------------DVAVGDV--E-------------
WP_107464119.1__1 DE--DWLDLADAVEVLRTQL-----------AEAQR---------------R---------------------------G---Q---G----------S----P--L-R--FVVGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------T------ERARR---S--V--QRVTLTL--KP--EHD--G----G---G-------------------DVAVGDV--E-------------
WP_099964460.1__1 DE--DWLDLADAVEVLRTQL-----------AEAQR---------------R---------------------------G---Q---G----------A----P--L-R--FVVGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------T------ERARR---S--V--QRVTLTL--KP--EHH--G----G-----------------------DVAVGDV--E-------------
WP_055714705.1__1 EE--DWLDLADAVEVLRTQL-----------AEAQR---------------R---------------------------G---Q---G----------S----P--L-R--FVVGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------T------ERATR---S--V--QRVTLTL--KP--EHH--G----G---G-------------------DVAVGDV--E-------------
WP_009302465.1__1 DE--DWLDLADAIEVLRTQL-----------SEAQR---------------R---------------------------G---Q---G----------S----P--L-R--FVLGEITAEFEVELVR--T--R--NG--G--GA----LR--F---G--V----V--EA----------D----A--R--------R------ERSAR---S--T--QRVTLLL--KP--EQR--G----G---G-------------------DVAVGDV--E-------------
WP_031020582.1__1 DG--EWLDLADAIELLRGQL-----------TEAQQ---------------R---------------------------A---R---Q----------S----Q--L-R--FVLGEITAEFEVELVR--T--K--DG--S--GR----LR--F---G--V----A--EA----------D----A--R--------R------ERSAR---T--A--QRVTLHL--TP--ELR--G----P---D---G----L---------RDVSIGDE--D-------------
WP_019329078.1__1 DG--EWLDLADAIELLRGQL-----------TEAQQ---------------R---------------------------A---R---E----------S----Q--L-R--FVLGEITAEFEVELVR--T--K--DG--S--GR----LR--F---G--V----A--EA----------D----A--R--------R------ERSAR---T--A--QRVTLHL--TP--ELR--G----P---D---G----L---------RDVSIGDE--D-------------
WP_030978681.1__1 DG--EWLDLADAIELLRGQL-----------TEAQQ---------------R---------------------------A---R---Q----------S----Q--L-R--FVLGEITAEFEVELVR--T--K--DG--S--GR----LR--F---G--V----A--EA----------D----A--R--------R------ERSAR---T--A--QRVTLHL--TP--ELR--G----P---D---G----P---------GDISIGDE--D-------------
WP_043688425.1__1 HA--DWLDLVDALTALRRQL-----------IEAQS---------------R---------------------------A---T---D----------S----A--I-K--LAIQEVTVEFGLELQR--S--A--KG--S--GG----FR--F---G--V----V--SA----------D----V--G--------G------DLSRR---A--T--HKVSLKL--NA--LTD--V----G---G-------------------PVDVNDE--D-D---G-------
WP_094218826.1__1 HT--DWLDLADALTALREQL-----------AEAKV---------------R---------------------------G---S---G----------S----P--V-R--LSVEEVTVEFGLELQR--S--A--KG--D--GG----FR--F---G--V----V--SA----------G----A--H--------G------ERARR---T--T--HTVTLRL--AA--RTE--A----G---G-------------------P----------------------
WP_111336665.1__1 AD--DGLDLTDAVRLLRRQL-----------AAAQR---------------D---------------------------A---E---H----------S----D--V-R--FRVGEVTVELAVELTR--S--G--GG--G--GS----LR--F---G--V----V--GV----------D----A--K--------R------ERAHS---T--T--HRIELTL--HP--VSG--T----G---G-------------------DLEIGDS--D-D-----------
WP_040907299.1__1 ------------VGLLRDQV-----------LEARR---------------R---------------------------A---G---A----------S----E--V-R--FEIDNVTVEFELELAR--S--R--SA--G--GE----LR--F---G--V----V--GL----------N----G--K--------G------ETSGR---R--T--HRVSLTL--LP--RTG-------G---G-------------------PVEIADF--D-D-----------
WP_031063386.1__1 DD--RWMDLADAVDQLRLQI-----------ATAQR---------------RM------------------------EEN---P---D----------R----G--V-R--FEMGEITLELGLELTR--T--K--GV--D--GG----LK--W---S--V----V--SL----------G----G--K--------K------ENGAK---S--T--HKLTVKL--NP--HKP--G----G---G---A----I------------DISDE--E-------------
WP_073924963.1__1 DG--QWMDLADAVMLLRDQI-----------VEAQS---------------RVGVT-------------------GNSEN---A---N----------K----G--V-L--FRLGEINIELGLELVK--T--R--GM--N--GG----LR--W---S--V----V--SF----------G----G--K--------R------ENAQK---A--A--HKVNVKL--SP--HQP------------------------------------------------------
WP_073727995.1__1 DE--EWMDLADAVTLLRDQI-----------AEAQD---------------RIA---------------------APAGP---G---D----------K----G--V-L--FTLGEITLDLGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--K--------K------ESGRK---A--T--HTVTVKL--TP--HRP--G----G---G---D----I------------DVSDA--E-------------
WP_069777735.1__1 DE--GWMDLADAITLLRDQI-----------AEAQD---------------RIA---------------------GPAG----G---D----------R----G--V-L--FTLGEITLDLGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--K--------K------ESGTK---A--I--HTMTVKL--NP--HRP--G----G---G---D----I------------DVSDD--E-------------
WP_107068623.1__1 DE--EWMDLADAITLLRDQI-----------AEAQD---------------RIA---------------------DPAGR---G---D----------R----G--V-R--FTMGEITLDLGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--K--------K------ESGRK---A--T--HTVTVKL--TP--HRP--G----G---G---D----I------------DVSDE--E-------------
PKV84267.1__1 DQ--EWMDLADAIALLRDQI-----------AEAQE---------------RIA---------------------APAGG---G---H----------R----G--V-L--FTLGEISLELGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--R--------K------ESGRK---A--T--HTVTVTL--QP--HLP--G----G---G---D----I------------DVSDE--E-------------
WP_101387064.1__1 ------MDLADAIALLRDQI-----------AEAQE---------------RIA---------------------APAGG---G---H----------R----G--V-L--FTLGEISLELGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--R--------K------ESGRK---A--T--HTVTVTL--QP--HLP--G----G---G---D----I------------DVSDE--E-------------
WP_116154927.1__1 DQ--EWMDLADAIALLRDQI-----------AEAQD---------------RIA---------------------NPTDT---G---H----------R----G--V-L--FTLGEVTLELGLELTG--T--K--GV--N--GG----LK--W---S--V----I--SL----------G----G--K--------K------ESGRK---A--T--HTVTVKL--QP--HLP--G----G---G---D----V------------DVRDE--E-------------
WP_070022834.1__1 DP--QMMDLADAITLLRDQI-----------AEAQE---------------RIA---------------------DPVGR---G---H----------R----G--V-L--FTLEEITLELGLELTG--T--K--GV--D--GG----LR--W---S--V----I--GL----------N----G--K--------K------ENTRT---A--T--HTVTVAL--RP--HLP--E----G---G---D----I------------DVSDV--E-------------
WP_074994169.1__1 DP--QMMDLADAITLLRDQI-----------AEAQE---------------RIA---------------------DPAGR---G---H----------R----G--V-L--FTLEEITLELGLELTG--T--K--GV--D--GG----LR--W---S--V----I--GL----------N----G--K--------K------ENTRT---A--T--HTVTVAL--RP--HLP--E----G---G---D----I------------DVSDV--E-------------
WP_041134784.1__1 DG--QWMDLADAVTLLREQI-----------AEAQS---------------RLA---------------------DPAEG---G---D----------K----G--V-L--FTLGEITVELGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--K--------K------ESGTK---D--T--HKLTVKL--TP--HRP--G----G---G---D----V------------DISDE--E-------------
WP_093872119.1__1 DG--QWMDLADAVTLLREQI-----------AEAQS---------------RLA---------------------DPAEG---G---D----------K----G--V-L--FTLGEITVELGLELTG--T--K--GV--N--GG----LR--W---S--V----I--SL----------G----G--K--------T------ESGTK---G--T--HKLTVKL--TP--HLP--G----G---G---D----V------------DISDE--E-------------
WP_093602697.1__1 DG--QWMDLADAVTLLREQI-----------AEAQG---------------RLA---------------------DPAGG---G---D----------K----G--V-R--FTLGEITVELGLELTR--S--K--GV--D--GG----LR--W---S--V----I--SL----------G----G--K--------K------ESGTT---G--T--HRLTVQL--TP--HAP--D----G---S---D----V------------DVSDT--E-------------
WP_031173768.1__1 SG--EWLDLADAITLLRDQI-----------AEAQR---------------RIA---------------------DPVGG---G---D----------K----G--V-Q--FTMGEITLDMGLELTG--T--K--GV--N--GG----LK--W---S--V----I--SL----------G----G--K--------K------ESGTK---A--T--HTVHVKL--TP--HRT--G----G---G---D----V------------NVRRV--S-P---RSA---D-
WP_078980778.1__1 DG---LVDLADAITLLREQI-----------AEAQS---------------RIA---------------------APGA--------D----------K----G--V-R--LTVEEITLQLGLELTE--A--K--GV--T--GG----LR--W---S--V----I--SL----------G----G--K--------K------DTGRR---T--T--HTVTMKL--AS--HGP--D----G---R---R----T------------PVRDV--E-------------
WP_100110801.1__1 GE--KWLDLADAITLLRDQI-----------AEAQA---------------RIANPDG-------------------TGS---G---H----------K----D--V-L--FNLGDITLELGMELTR--S--R--GA--D--GG----LR--F---S--V----V--GF----------G----A--R--------K------DTADA---T--T--HTVTVHL--KP--HRP--D----G---G---D----I------------PVGD-----------------
WP_028805703.1__1 DQ--QWLDLADAITLLRDQI-----------AEAQA---------------RIADPDG-------------------TGA---G---H----------R----G--V-L--FTLGEIMLELGMELTR--T--R--GL--D--GG----LR--F---S--V----V--GL----------G----G--K--------R------ETGNK---A--T--HTVTVQL--KP--HRL--G----G---G---D----V------------DVHDE--E-------------
WP_030949327.1__1 GD--DWLDLADAIMLLRNQI-----------VSAQS---------------RIADPN---------------------GQ---G---D----------R----G--V-R--FGLGEITVELGMELGR--N--T--GA--D--GS----LR--F---A--V----V--GV----------GAALGG--K--------R------ERTET---T--T--HRVTVRL--NP--HTP--D----G---R---P----S------------EVGDR--E-------------
WP_115913165.1__1 GE--DWLDLADAITLLRSQI-----------VEARN---------------RLDG-----------------------GA---G---A----------S----G--V-H--FTLGEITLELGMELAR--V--K--GG--D--GG----LR--F---S--V----V--GV----------G----G--K--------Y------EKAEK---T--T--HKVTVRL--DA--HQL--G----G---G---Q----V------------EVDDE--E-------------
WP_108222191.1__1 DE--DWMDLADAITLLRGQI-----------AQAQT---------------RLAA------------------------A---G---D----------R----G--V-V--FGLGEITLELGVELAR--T--R--GG--D--GS----LR--F---G--V----V--GL----------G----A--K--------G------ERART---A--T--HTVTVSL--TA--RHP--D----G---R---P----V------------DVADE--E-------------
WP_051094413.1__1 ------------ITLLRDQI-----------AEAQR---------------RVSE------------------------S---G---D----------A----G--V-R--FGLGEITLELGLELAQ--T--R--GL--D--GG----LR--F---S--V----V--GL----------G----G--K--------K------ESTRS---A--T--HTLSVRL--LP--HLP--D----G---G------------------------------------------
WP_101387060.1__1 GD--DELDLADAITLLREQV-----------AEAQR---------------RVAD------------------------D---G---D----------Q----G--V-G--FGLGEITVELGMELAR--T--R--GV--D--GG----LR--F---S--V----V--NL----------G----G--K--------K------ETTRK---T--T--HTVTVRL--KP--HLP--G----A---G---D----P---------GDTEVGDE--D-D-----------
WP_081525458.1__1 ER--DMLDLADAITLLRDQI-----------AEAQD---------------RIADPN---------------------GE---G---D----------Q----G--I-R--FGLGEITLELGMELAR--T--N--GA--N--GG----LR--F---S--V----V--NF----------G----G--K--------H------EKTDK---A--T--HKVTVRL--NP--RNA--D----G---S---G----P-----------VEVSHQ----------------
WP_037691729.1__1 EE--EWMDLADAITLLRDQV-----------AEARK---------------RLEN------------------------D---G---D----------G----G--V-L--FGLGEITLELGMELAH--T--G--GA--N--AG----LR--F---S--V----V--SI----------G----G--K--------K------EKTDR---S--T--HKLTVRL--DP--HYP--D--------G---R----P-----------VNVRDK--E-------------
WP_072653812.1__1 DT--DWLDLADAITLLRDQI-----------VEAQA---------------RIAGPPGEDDNSPSEDNSPPSEDNSPPGD---S---D----------R----G--V-R--FELAEITLELSMELTR--T--N--EG--R--GG----LR--F---A--V----M--GV----------GLDLGG--K--------R------ERSNA---S--A--HTVTVRL--IP---RQ--G----G---G---P----V------------EVRD-----------------
WP_020548389.1__1 ------------IELLRVQI-----------AEAQR---------------RSS---------------------------------G----------A----D--V-R--FRLGEITVEFGMELTR--T--K--GV--G--GG----LR--F---G--V----A--SL----------D----G--R--------G------ERAAK---A--T--HHVTVRL--DP--RRA--D----G---S---P----V---------D-TGAGEA--E-------------
WP_051831240.1__1 -----GLDLSDAIVLLRGQL-----------SEAQH---------------NLH------------------------RD---G---D----------R----G--I-V--LTVDDITLELGMELTH--A--R--TT--D--AS----LR--F---S--V----V--GV----------G----G--K--------R------DRGDK---T--L--HKVTVHL--KA--TAQ--N----N---N---P----L---------KV---ADK--E-K---E-------
WP_107459707.1__1 -D--GGLPLTEVLETLRGQL-----------TELMR---------------D---------------------------T---D---G----------K----D--L-L--FALGDVELELGVEVTR--G--G--GL--S--GK----VR--F---G--V----V--EA----------G----A--D--------G------TAGRR---A--T--HTVRVRL--EP--LTT--A----D---G---R----R-----------VMITDP--G-R---ALT---P-
WP_067466478.1__1 AT--DGVSISEAMESLRQQV-----------QAAAS---------------R---------------------------P---Q---Q----------G----G--L-L--FDLKQIEVEFQVELTT--K--V--QG--S--AT----VK--L---WT-V----L--TA----------R----A--G--------A------ERARS---N--T--HRVRLTL--EP--HLG--V----Q---H---A---RP---------GAVPLSDE--D-E---D-------
WP_020740752.1__1 -------ELVEWLDSLRAELRRGAQSRRRALSKSVK---------------E---------------------------G---QAPAD----------A----G--L-T--FVVKEVSIEVELSTER--S--R--SG--D--GA----LK--F---W--V----V--QA----------G----A--Q--------A------RSGTK---S--T--QKVRITL--DV--E--------------------------------------------------------
SDH91815.1__1 ES--TGVDLASAIEAVRAGL-----------VEAQR---------------A---------------------------G---Q---G----------K----P--L-S--FAVGKVEIEFGGEVKT--V--V--GG--G--GG----VK--F---W--V----V--SV----------D----G--K--------G------ERSSA---A--T--HKVRVEL--TP--QDA--E----G---R---S----W---------R---VAGN--T-N---APP---A-
WP_091372111.1__1 -----------------------------------------------------------------------------------------------------------------MGKVEIEFGGEVKT--V--V--GG--G--GG----VK--F---W--V----V--SV----------D----G--K--------G------ERSSA---A--T--HKVRVEL--TP--QDA--E----G---R---S----W---------R---VAGN--T-N---APP---A-
PZS37986.1__1 ----------------VAAQ-----------LAGRQ---------------V---------------------------V---A---G----------Q----V--L-T--FAVGKVSIEFSGEVKK--A--V--GG--G--GG----LK--F---W--L----L--TA----------D----A--K--------A------ERSSG---A--M--HKVQIEL--IP--QTP--E----G---K---S----F---------I---VADG--V-P---APP---A-
KPI21791.1__1 RD--DNPDLVTVLEKLREDL-----------SEAKF---------------N---------------------------A---K---A----------DP--DG--P-I--LNLGKVEIEIELAIQN--T--V--EG--G--GG----IK--F---S--V----L--TF----------G----A--R--------R------NRAKG---A--T--HRLKLEL--NP--IGE--Q----G---V---A----S---------G---EHGE--F-D---TPP---P-
WP_078982917.1__1 ------LGLSDVLEAFGQDL-----------VDAET---------------R---------------------------A---E---E----------A----G--Y-G--LFLDAVTAELEIIATE--S--G--EKTAQ--LG----VL--A---W--V----V--GA----------S----A--G--------G------KRERT---T--TGVHRVILSL--TS--HGP--P----G---P---I----D---------G------A--T-P---AEP---T-
WP_040284180.1__1 HD--AVAGLSEVLQALGEEL-----------RLANY---------------Q---------------------------V---G---QRRSYDPGGPEF----E--P-V--LFFDRAEVELTLSVTK--S--A------Q--GG----VQ--V---W--V----V--N----------------G--E--------G------SRSSE---R--T--MRLKIDL--N------------------------------------------------------------
PVZ10059.1__1 ED--EGLGLDEVLLALRRDL-----------VAARG---------------R---------------------------R---G--------------E----G--Y-G--LGVREVEIELAVEVRR--R--R--EAQGS--VG----AK--W---F--V----L--SG------DV--S----G--G--------G------ERERT---D--T--HRIRLTL--GP--VLP--S----A---A---D----G---------A------D--A-D---PPP---G-
WP_075598624.1__1 DV--GRIGLEETIAALRQEL-----------IASIV---------------A---------------------------S---Q---G----------E----G--L-R--FEVGEVTVEFHVEVER--S--A--DA--K--GG----IK--F---W--V----V--EL----------G----G--S--------G------GTKDK---S--I--HKVTIPL--KP--LRR--D----G---K---P----V---------L---TGSD--Q-------------
KPQ39189.1__1 DI--ERIGLRETIAALRQEL-----------IASII---------------A---------------------------S---E---D----------E----K--L-R--FEVGEVTVEFHVAVER--N--T--NA--K--GG----IK--F---W--V----V--EL----------G----G--S--------F------DIKDK---S--I--HKVIVPL--KP--LRY--D----G---R---P----V---------L---TGSN--E-T---P-------
WP_104398376.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEFQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_016517340.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_106909404.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEFQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_046660507.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_002770435.1__1 ----NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_079206354.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_024970329.1__1 ----NNVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_043998256.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---D----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
CCH95181.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---D----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TASD--D-I---PD------
WP_012267992.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----I---------K---TGSD--D-I---PD------
WP_043997358.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------A---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGE--D----G---G---P----I---------K---TASD--D-I---PD------
CCI06807.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------A---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGE--D----G---G---P----I---------K---TASD--D-I---PD------
WP_069474837.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---K---P----V---------L---TASD--D-I---PD------
ODV37867.1__1 ------VGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---K---P----V---------L---TASD--D-I---PD------
WP_110544014.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---K---P----V---------L---TASD--D-I---PD------
WP_002760521.1__1 DI--NKVGLRETLEALRVEL-----------SQSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGNIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IWK--D----G---K---P----V---------L---TASD--D-I---PD------
WP_072923671.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------A---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IWK--D----G---K---P----V---------L---TGSD--D-I---PD------
WP_002793240.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HKIKIPL--KP--IGK--D----G---G---P----V---------L---TGSD--D-I---PD------
WP_110578690.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FQVGDIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----G---G---P----V---------L---TGSD--D-I---PD------
AKV66101.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--D----K---K---P----V---------L---TGSD--D-I---PD------
REJ59132.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--N------------------------------------------------------------
CCI17914.1__1 ----NNVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKI-----------------------------------------------------------------
REJ47565.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FQVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--KP--IGK--N----G---E---P----I---------K---TGSD--D-S---PD------
WP_002802043.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--S------------------------------------------------------------
WP_002748273.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGNIELEVQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--S------------------------------------------------------------
WP_008203704.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEFQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--S------------------------------------------------------------
WP_002780151.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEFQFVVEQ--S--K--EG--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--N------------------------------------------------------------
WP_103111570.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGEIELEVQFVVEQ--S--K--DS--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--N------------------------------------------------------------
WP_002740110.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--DS--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--N------------------------------------------------------------
REJ41645.1__1 DI--NKVGLRETLEALRVEL-----------SKSIL---------------A---------------------------S---E---G----------E----Q--I-R--FEVGDIELEVQFVVEQ--S--K--DS--K--GG----LK--F---W--V----V--EM----------G----G--G--------V------TNKDT---I--T--HRIKIPL--S------------------------------------------------------------
PZV26886.1__1 DI--QKLGLKETLEALRVEL-----------SESIL---------------V---------------------------S---E---G----------K----E--I-R--FEMGEIELEMQVVIEK--S--K--EA--K--GG----VK--F---W--V----V--EM----------G----G--G--------A------AAKDS---I--T--HKIKIPF--KP--IWK--D----G---K---P----V---------W---TGSN--D-I---PD------
PKV33402.1__1 -----GIGLAEAIGALREEL-----------AEAIR---------------A---------------------------G---S---D----------Q----D--L-R--FEVGEVNVEFEIVIAR--T--V--EG--R--AG----LR--F---W--V----V--ET----------G----A--G--------H------TRANT---Q--T--HRISVPL--TP--VTA--D----G---R---P----V---------L---TG------------------
WP_089315300.1__1 -----ELGLAETIAALRAEL-----------LEALE---------------A---------------------------G---K---E----------S----E--F-A--FGVGQIQLEFHVGVTR--Q--G--GA--S--GK----AK--F---W--V----L--EL----------G----G--D--------G------SYRRE---E--I--QRVTVTL--EPP-LDD--D----G---R---P----I---------K---VSRG--L-R---DKP-----
WP_057599700.1__1 -----MIELAAVVEAIRAEI-----------LAAMS---------------T---------------------------N---D---D----------G----G--I-H--FPVGQIQLQFQVGVTR--S--A--NG--R--AG----LK--L---W--V----L--EL----------G----G--D--------K------GKVLQ---E--L--QTVTVTL--ESP-VDD--H----G---K---S----V---------K---VFRS--S-T---AKP-----
WP_034593400.1__1 ------IGLVDVVQALRSEL-----------ARASA---------------L---------------------------A---T---G----------E----D--I-Q--FPVGQITLEFQVGVTT--S--A--EA--R--GG----VR--F---W--V----L--EL----------G----A--Q--------A------GVSAE---S--V--QKVTIQL--DPP-VDA--Y----G---R---P----V---------R---VSAG--E-T---EKP-----
WP_091088594.1__1 -----ELGLPEAIEQIRQEL-----------REAIA---------------A---------------------------G---A---D----------A----E--I-Q--FPVGEVTLEFQVGMKK--T--G--EG--S--GK----VK--V---W--V----L--EA----------G----A--G--------G------KIEHD---R--V--QKVTVVL--QPP-VDP--Q----G---D---P----V---------K---VSRR--S-S---AKP-----
WP_112584347.1__1 -----GLDLADAIEELRREL-----------TLAQT---------------R---------------------------A---A---S----------A----E--I-R--FPINAVSVELSAVATT--D--I--DG--R--AG----FK--I---P--V----IEAEL----------G----G--G--------A------SYSRE---A--T--HTITIEF--GAP-VDA--S----G---N---P----V---------Q---VNRV--S-A---TR------
RAO00805.1__1 -----GLDLADAIEELRREL-----------TLAQT---------------R---------------------------A---A---S----------A----E--I-R--FPINAVSVELSAVATT--D--I--DG--R--AG----FK--I---P--V----IEAEL----------G----G--G--------A------SYSRE---A--T--HTITIEF--GAP-VDA--S----G---N---P----V---------Q---VNRV--S-A---TR------
WP_060904046.1__1 -----GFGLAEAIGILRDEL-----------LAARE---------------A---------------------------G---A---G----------S----A--V-Q--LPIDSMTVELTVTASR--S--V--DG--K--AG----FK--V---P--F----V--EA----------G----G--G--------G------TLGHG---N--E--QRVTVTF--GSP-VDA--Q----G---R---P----V---------K---VARG--G-G---EL------
WP_060902585.1__1 -----GFGLAEAIGILRDEL-----------LAARE---------------A---------------------------G---A---G----------S----A--V-Q--LPIDSMTVELTVTASR--S--V--DG--K--AG----FK--V---P--F----V--EA----------G----G--G--------G------TLGHG---N--E--QRVTVTF--GSP-VDA--Q----G---R---P----V---------K---VARG--G-G---EL------
WP_013422060.1__1 ----DGLGLADAIGVLRDEL-----------LKARA---------------A---------------------------G---A---G----------A----D--I-Q--LPVESMTVELTVTATR--S--A--DG--K--AG----FK--V---P--V----VDLEL----------G----G--G--------A------SRERG---T--Q--QTVTVVF--GAP-VDR--A----G---N---S----V---------K---VAAA--D-D-----------
WP_091655880.1__1 EV--EGWGLEQALEALRADL-----------TRAGA---------------A-------------------------------S---G----------D----D--M-K--FPITSVTVELKVVASR--N--K--SG--K--AG----FK--V---P--F----IETQL----------G----G--E--------V------GRRDE---A--T--STLTLVL--GSP-VDA--A----G---N---Q----V---------R---IGEA--A-D---RL------
WP_071086085.1__1 ----ERLSLANSVEALRREI-----------LQAQA---------------D---------------------------A---AA-SG----------A----P--F-Y--FPIKDVTIELQVGVTA--S--V--DS--A--AS----IR--F---W--L----I--GL----------G----A--G--------G------RYAQE---E--I--QKITISL--GSP-VDA--A----G---N---P----L---------P---TKIS--A-E---THP---P-
WP_053688082.1__1 ------IELADLLTSLRSEI-----------NRARI---------------D---------------------------A---A---N----------Q----D--V-R--FKINSIDLELQVAVEK--T--G--EG--N--AG----VR--F---W--V----V--SL----------G----G--K--------A------TAKSA---E--T--HTVKIAL--TA--QTA--G--------G---E----A---------V---LTGD--D-I---SDL-----
WP_051777541.1__1 -----DIELADLLKSLRSEI-----------SRARI---------------D---------------------------A---G---G----------Q----D--V-R--FRINSIDLEVNVAVEK--S--A--EG--N--AG----VR--F---W--V----V--SL----------G----G--K--------A------GAKSA---Q--T--HVVKLSL--TA--ESD--T--------G---D----P---------I---LTGD--D-------------
WP_056651756.1__1 -----DIELADLLASLRSEL-----------SRARL---------------E---------------------------A---A---N----------E----D--V-K--FRIDSIDLELQVSVEK--S--A--EA--N--AG----VK--F---W--V----A--SL----------G----G--K--------A------GAKNG---Q--T--HTVRMTL--SA--EDA--A----T---G---Q----K---------V---RTGD--D-V---TDL-----
WP_024759981.1__1 -----DIELADLLASLRSEI-----------SRARL---------------E---------------------------A---A---N----------E----D--V-K--FRIDSIDLELQVSVEK--S--A--EA--N--AG----VK--F---W--V----A--SL----------G----G--K--------A------GAKSG---Q--T--HTVRMTL--SA--EEA--A----T---G---Q----K---------V---RTGD--D-V---TDL-----
WP_055642016.1__1 -----DIELADLLASLRTEI-----------GRARL---------------E---------------------------A---A---N----------Q----D--V-K--FRIDSIDLELQVSVEK--S--A--EA--N--AG----MK--F---W--V----V--SL----------G----G--K--------A------GAKSG---Q--T--HTVRMTL--TA--EDA--A----T---G---Q----K---------V---RTGD--D-V---SDL-----
SOD66815.1__1 ------IELADLLASLRSEL-----------NRARL---------------D---------------------------A---A---G----------E----D--V-R--FRVGSIDLELQVAVEK--S--A--DA--K--AG----VR--F---W--V----V--SL----------D----G--G--------G------SVKST---H--T--HTVRISL--AA--ETG--G--------G---D----P---------V---LTGD--D-V---SDL---LS
WP_093930596.1__1 ------IALAHLLASLRSEI-----------DRARI---------------E---------------------------S---A---D----------K----D--V-R--FRINSIDLELQVSVEE--S--V--EA--K--GG----IR--F---W--V----V--SM----------N----G--S--------A------AAKSA---Q--T--HVVKLSL--SA--ETG--A-----------------E---------T---GTPQ--A-V-----------
AKN72807.1__1 -----DIELADLLASLRSEI-----------ETARV---------------Q---------------------------A---E---D----------E----D--I-R--FRIESVDLELHVAVEK--T--K--QA--K--GG----VK--F---W--V----L--SG----------D----V--S--------G------GSKNT---R--T--HVIKLRL--SA--ETK--D----G---N------------------------------------------
WP_052845238.1__1 -----DIELSDLLASLRAEI-----------ETARA---------------E---------------------------A---D---G----------H----D--V-R--FRIDSVDLELHVAVEK--T--K--QA--K--GG----VK--F---W--V----L--SG----------D----F--T--------G------GSKDT---R--T--HVVRMRL--SA--EAL--D----E---H---G----Q---------P---AAV-----------------
WP_059248818.1__1 -----DIELADLFASLRSEI-----------EAARA---------------Q---------------------------A---K---D----------E----D--A-R--FRIESVDLELHVAVEK--T--K--QA--E--GG----VK--F---W--V----L--SG----------G----L--R--------R------VQEHG---D--A--HYVLKKL--LV--R----D----D----------------------------------------------
WP_051785208.1__1 -----EIGLAETIKALRGEL-----------AQAMA---------------D---------------------------G---E---G----------Q----P--V-R--LRVQSVKLDVQVAVTA--S--A--EA--Q--GG----VK--F---W--V----L--SA----------G----G--K--------A------TGGVS---A--T--HTVSLEL--SA--ETA--N----G---G---S----V---------L---T-------------------
KJY18688.1__1 ----------------------------------MA---------------D---------------------------G---E---G----------Q----P--V-R--LRVQSVKLDVQVAVTA--S--A--EA--Q--GG----VK--F---W--V----L--SA----------G----G--K--------A------TGGVS---A--T--HTVSLEL--SA--ETA--N----G---G---S----V---------L---T-------------------
WP_050362072.1__1 -----EIGLAETIKALRGEL-----------AQAMA---------------D---------------------------A---E---G----------Q----P--V-R--LRVQSVKLDVQVAVTA--S--T--EA--Q--GG----VK--F---W--V----L--SA----------G----G--K--------A------TGGAS---T--T--HTVSLEL--SA--ETA--N----G---G---S----V---------L---T-------------------
WP_093896953.1__1 -----EIGLAETIKALRGEL-----------AQAMA---------------D---------------------------G---E---G----------Q----P--V-R--LRVQSVKLDVQVAVTA--S--A--ET--Q--GG----VK--F---W--V----L--SA----------G----G--K--------A------TGGAS---A--T--HTVSLEL--AA--ETA--D----G---G---S----V---------L---T-------------------
WP_116157892.1__1 -----EIGLADTIKALRGEL-----------SRAMA---------------D---------------------------G---E---G----------Q----P--V-R--LRVQSVKLDVQVAVTA--S--A--EA--H--GG----VK--F---W--V----L--SA----------D----G--K--------A------TEGTS---A--T--HTVSLEL--TA--ETA--E----G---G---S----V---------L---TDSA--R-G---AR------
REK92164.1__1 -----GIGLSDTIRALRQEL-----------VAAVN---------------D---------------------------G---E---G----------Q----P--V-R--FHVDSVDLEMQVEVTA--S--A--EV--N--GG----IK--F---W--V----L--TA----------G----G--K--------A------TGGAS---T--T--HTVSLHL--KA--ETA--D----G---G---R----V---------V---TSN-----------------
WP_010036233.1__1 -----EIRLADALKALRDEL-----------AEATL---------------Q---------------------------A---E---G----------Q----P--V-R--LHVENVNLDLQVTVTQ--A--R--EG--G--GG----VK--F---W--V----L--SA----------D----G--K--------A------SGSTS---T--T--HTVSLQL--KA--ETS--D----G---G---R----V---------L---TGVD--G-A---APV---P-
WP_112475252.1__1 -----EIGLADALRALRREL-----------AEAAL---------------E---------------------------A---D---G----------D----S--V-R--LHVEQVDLNLEVSVQR--A--R--EA--G--GG----VR--F---W--V----V--SA----------D----A--K--------T------SGATT---V--T--HTVSLRL--TA--ETA--G----G---G---R----V---------L---TG-D--G-G-----------
WP_026925201.1__1 ------IELKEALRTIRSQI-----------TEAMA---------------E---------------------------A---E---G----------Q----A--V-R--FTVERINLEVQVGLTK--G--T--EA--A--GG----LK--V---W--V----L--SG----------D----A--K--------A------SRESV---V--T--QTLSIEL--SP--ETS--A----G---G---P----V---------R---IHAD--G-R---RAD-----
WP_035700261.1__1 -----DVELAEAIKALRSQL-----------TEAMR---------------D---------------------------G---D---G----------E----K--V-R--FTVDKIDLDLELTVTK--G------A--E--GG----LS--W---K--V----F--SV----------G----A--SAK------G------DVSKV---S--V--QRLHLEL--SA--RTD--E----D---E---P----V---------R---LSGR--R-P-----------
WP_108827927.1__1 -----DIELAEFISNLRAEL-----------ETALA---------------A---------------------------S---S---D----------A----E--V-R--FVPKTLDLELSVVAEK--S--A--EA--S--GK----IS--F---K--I----F--SV----------G----A--EAGGG----G------TLSNA---S--T--QTIKLSL--EP--VGK--D----G---E---Q----I---------F---ITSS--G-S-----------
WP_062095591.1__1 AS--PGIGLAEAIQSLRQEL-----------WEAMV---------------A---------------------------G---T---G----------S----E--V-R--FRVDSIELTLETAVTK--A--V--GG--K--AG----IK--W---W--L----V--EA----------G----A--E--------A------SRGAA---S--T--QTLKLSL--SP--LHG--S----E----------------EL----L---VEDD--A-A---PD------
WP_069694848.1__1 AS--PGIGLAEAIQSLRQEL-----------WEAMV---------------A---------------------------G---T---G----------S----E--V-R--FRVDSIELTLETAVTK--A--V--GG--K--AG----IK--W---W--L----V--EA----------G----A--E--------A------SREAA---S--T--QTLKLSL--SP--LHG--S----E----------------EL----L---VEDD--A-A---SD------
WP_021472679.1__1 ----PGIGLAEAIQSLRQEL-----------WEAMV---------------A---------------------------G---T---G----------S----E--V-K--FRVESIELTLETAVTK--T--V--GG--K--AG----IK--W---W--L----V--EA----------G----A--E--------A------SRDAA---S--T--QTLKLSL--SP--LHG--S----E----------------EL----L---VEDD--A-S---SD------
WP_051827747.1__1 SE--NMVGLADAIEALRAEL-----------LRAWG------------------------------------------GG---G---V----------R----A--L-R--FKPAPVELTVQVAVTD--A--K--KG--T--AG----VK--W---W--V----V--QA----------G----G--E--------L------SRQSV---A--T--QTLKLVL--EP-----------------------------------------------------------
WP_051817113.1__1 SE--TMVGLADAIEALRTEL-----------LKAWG------------------------------------------GG---G---V----------R----A--L-R--FKPAPVELTVQVAVTD--A--K--KG--T--AG----VK--W---W--V----V--QA----------G----G--E--------L------SRQSV---A--T--QTLKLVL--EP--V--------------------------------------------------------
OXR39955.1__1 LA--GRVSLSAAVDALRAEL-----------ARAWE------------------------------------------GA---Q---S----------E----T--V-R--FKPTAVELTLQVAVTS--A--G--KA--H--GG----IK--W---W--L----V--DA----------G----A--E--------A------SRQSV---A--T--QTVKMTL--EP--VVF--T-----EKGE---P----V---------------------------------
WP_051043636.1__1 ------------MDALRAEL-----------ARAWE------------------------------------------GA---Q---S----------E----T--V-R--FKPTAVELTLQVAVTS--A--G--KA--H--GG----IK--W---W--L----V--DA----------G----A--E--------A------SRQSV---A--T--QTVKMTL--EP--VVF--T-----EKGE---P----V---------------------------------
WP_062962972.1__1 -----RVSLSAAVDALRAEL-----------ARTWE------------------------------------------GA---Q---S----------E----T--V-R--FKPTAVELTLQVAVTT--A--G--KA--H--GG----IK--W---W--L----V--DA----------G----T--E--------V------SRQSV---A--T--QTVKMTL--EP--V--------------------------------------------------------
WP_067697091.1__1 ------MPLSTAIEALRQEL-----------IQAWG------------------------------------------DG---Y---E----------Q----A--L-R--FKPLEVELTLEVAVTS--G--G--RA--H--GG----IK--W---W--L----V--DA----------G----G--E--------L------ARESV---A--T--QTVRMTL--QP--VGF--D-----QNGQ---R----F---EE----V---FIDA--E-D---DDT---G-
KQR80274.1__1 -P--GGVRLVDAIEALRAEL-----------AQAMA------------------------------------------SA---P---V----------A----G--V-R--FRPGPVELTVEAALTK--N--Y--GG--K--AG----IK--W---W--L----I--EA----------G----G--E--------A------SRESV---V--T--QTLKVTL--QP--VLF--S-----ARGE---A----V---DL----V---ISDE--D-D---SPT---G-
WP_055798760.1__1 -P--GGVRLVDAIEALRAEL-----------AQAMA------------------------------------------SA---P---V----------A----G--V-R--FRPGPVELTVEAALTK--N--Y--GG--K--AG----IK--W---W--L----I--EA----------G----G--E--------A------SRESV---V--T--QTLKVTL--QP--VLF--S-----ARGE---A----V---DL----V---ISDE--D-D---SPT---G-
WP_006338672.1__1 --------LSDAIASLRNEL-----------VRSMW---------------LSDTTYTV-------------------NG---T---D----------Y----R--L-A--FKPAPIELTLEVALTV--T--G--KG--E--AG----VK--W---W--V----V--NA----------T----A--G--------G------SVEHA---S--T--QTITLTL--DP--KLT--N----RATGE---A----V---EV----L---IEGA--D-T---SGD---PD
WP_107657545.1__1 ------------------------------------------------------------------------------NG---V---Q----------R----T--L-R--FKPSPVELTLQVAVTN--G--G--KV--S--AG----VR--W---W--L----V--TA----------N----G--E--------A------SGQSV---S--T--QTVKLTL--EP--QMF--D-----ENGH---Q----V---EV----L---IDAD--D-L---VAG-----
WP_090956737.1__1 DK--AVVGLADAIEALRGEL-----------MAAAA---------------A---------------------------G---E---G----------Q----V--M-R--FSIEPVELTVQVAATK--D--A--NG------K----IG--W---A--I----F--EA----------G----G------------------GYENV---T--T--QTLTLRL--AP--LWQ--R----E-DG--------------T----L---TSDF--A-I---SSP-----
SNQ48388.1__1 ------VGLADAIEALRTEL-----------ALAIT---------------A---------------------------G---Q---R----------N----A--I-R--FAPEPIELTVQVAVTR--E--A--NG------K----IG--W---S--M----I--GL----------G----G------------------SYKSA---D--T--QTLVLRL--TP--MLE--K----D-DG--------------T----L---TSD-----------------
WP_099870243.1__1 -----MVELAAAIEALRTEL-----------TAAVE---------------S---------------------------G---R---T----------E----R--M-Q--FGLEPIELTVQAAVTK--Q--A--DG------R----IG--W---S--V----L--GL----------G----G------------------KWEAA---V--T--QTLKLRL--AP--MLK--A----P-DG--------------Q----L---TSD-----------------
PIF86476.1__1 ------VELAAAIEALRTEL-----------TAAVE---------------S---------------------------G---R---T----------E----R--M-Q--FGLEPIELTVQAAVTK--Q--A--DG------R----IG--W---S--V----L--GL----------G----G------------------KWEAA---V--T--QTLKLRL--AP--MLK--A----P-DG--------------Q----L---TSD-----------------
WP_072920327.1__1 DG--AGVELAAAIEALRSAL-----------VRAAY---------------D---------------------------G---V---N----------Q----R--V-R--FQLEPVELTVHVGVTR--T--G--KG--S--AG----IK--W---H--L----L--SL----------G----G--E--------R------SKENA---T--T--QTLTLRL--TP--VLH--D----D-HGR---P----LPESEQ----L---ISDA--D-D---EPG---PA
PZR98503.1__1 EK--TAVGLADAIASLRQEL-----------TAAML---------------E---------------------------G---K---G----------E----E--V-Q--FKLGPIELEVQLQVEN--K--G--SL--N--GG----VK--W---L--L----V--SI----------G----G--S--------A------ERSRV---E--T--HQLKLTL--QP--VGG--Q----S---R---D----V---------P---VADA--T-T---P-------
AKN72137.1__1 -----MIGLKEAIQATYDEL-----------TAAAD---------------G---------------------------G---A--HN---------------P--L-R--FQYSSIELEMTIAMSD--S--R--ER--Q--GG----LK--V---W--V----L--DG----------F----R--K--------R------IRGKT---S--T--HTVRVTI--EP--HTS--A----G---G---E----V---------------------------------
WP_059079356.1__1 -------------------------------------------------------------------------------------------------------------------SIELEMTVTMSD--A--R--ER--Q--GG----LK--V---W--V----L--DG----------F----R--K--------R------IFGKT---S--T--HTVRVTI--EP--GQL--V----G---G---E----L---------------------------------
WP_030661563.1__1 GH--AVIGLKKAIQATYDEL-----------TAAAH---------------S---------------------------N---M--GG----------E----S--M-R--FRYSSIELEMTVAMSD--S--K--ER--Q--GG----VK--I---W--V----L--DG----------F----R--K--------R------IRGKT---S--T--HTVRVTI--EP--VNS--A----G---D---P----L---------------------------------
GAX55796.1__1 ------IGLKEAIQAAYDEL-----------YAAIT---------------E---------------------------I---P--VR----------H----G--L-N--FEYQAIDMEFTVEMAE--S--K--ER--S--GG----VK--V---W--V----V--EG----------A----A--K--------G------ATEER---T--T--HTIRLSI--AP---RG--P----G----------------------------------------------
WP_017713466.1__1 ------IPIAQAIQAIRSEI-----------VTAVK---------------A---------------------------G---E---N----------E----A--I-K--FDLGPIELEFQVEISE--E--K--GG--T--GGASAGFN--V---G--VVALEV--SA----------E----G--E--------L------KRSKA---T--T--HTVKLTL--KP--VTT--Q----G---G---S----V---------Q---VSQT--G-A---NKP---R-
WP_059263217.1__1 ---------------------------------AEA---------------E---------------------------R---E---G----------G----P--V-R--LGVSSLELELQTTLTR--S--S--DL--N--GG----IK--V---H--V----I--SA----------G----G--K--------R------SHTDS---A--V--QTLRIQL--DA--RTT----A--G---T---P----V---------R---TNDR--L-T---QLP---R-
WP_014670347.1__1 ---------------------------------AEA---------------E---------------------------R---E---G----------G----P--V-R--LGVSSLELELQTTLTR--S--S--DL--N--GG----IK--V---H--V----I--SA----------G----G--K--------R------SHTDS---A--V--QTLRIQL--DA--RTT----A--G---A---P----V---------R---TNDR--L-T---QLP---R-
WP_046496277.1__1 -----------------------------------A---------------E---------------------------A---E---G----------G----P--L-R--LGVTSLELELQTTLTR--S--G--DV--N--GG----IK--V---H--V----I--SA----------G----L--K--------R------SQSDS---E--V--QTLRIQL--DA--RTI----A--G---E---L----V---------Q---TNDR--L-S---APP---R-
WP_098754834.1__1 ---------------------------------------------------------------------------------------G----------G----P--V-R--LGVTSLELELQTTLTR--S--N--DV--D--GG----IK--V---H--V----I--SA----------G----A--K--------R------SQSAG---E--V--QTVRVQL--DA--RTV----N--G---E---P----V---------R---TKDR--L-D---QLP---R-
WP_073835715.1__1 ---------------------------------AAA---------------R---------------------------A---E---D----------G----P--V-R--LEVTSLELELQTTLTR--S--G--DL--D--GG----IR--V---H--V----I--SA----------G----A--K--------R------SHSQS---E--V--QTLKIQL--DA--RTA----E--G---R---P----V---------Q---TSDQ--L-R---RLP---R-
WP_027753877.1__1 ----------------------------------AA---------------Q---------------------------T---E---G----------G----P--V-R--LSVSSLELELQTTLSR--S--G--EV--N--GG----IK--V---H--V----I--SA----------G----A--Q--------R------TEGRS---D--V--QTLRLQL--DA--QTP----G--G---R---P----V---------S---AGDT--M-S---RRP-----
WP_047020370.1__1 -----------------------------------A---------------R---------------------------T---E---G----------G----P--V-R--LSVSSLELELQTTLSR--S--G--GV--N--GG----IK--V---H--V----I--SA----------G----A--E--------R------TEGRS---D--V--QTLRLQL--DA--KTA--L-D--D---R---P----V---------P---AGDT--V-D---RRP---R-
WP_053758167.1__1 ----------------------------------AA---------------E---------------------------T---E---G----------G----P--V-R--LSVSSLELELQTTLTR--S--G--GV--N--GG----IK--V---H--V----I--SA----------G----A--Q--------R------TQGRS---D--V--QTLRLQL--DA--RTL----D--D---E---P----V---------K---TADT--L-S---RRP---R-
WP_069173103.1__1 -------------------------------ATAAR---------------Q---------------------------A---E---G----------D----P--V-R--LLVSSIELELQTTITR--S--D--EK--N--GG----VK--I---H--V----I--SG----------G----L--K--------R------AESES---A--V--QTIRLTL--DA--VTD----S--G---G---Q----V---------K---TSDR--V-S---SRP---R-
WP_013995636.1__1 --------------------------------------------------------------------------------------------------E----P--Y-P--LTRNGFEIVSSFTLER--S--G--EG--G--AS----IE--L---S--P----I--SI----------G----A--T--------K------KRQRK---S--V--HTITLTF--SP--K--------------------------------------------------------
WP_011926171.1__1 TE--SGIPLAKAIADLRSEL-----------LKAVS---------------E---------------------------G---K---N----------Q----D--L-R--FKLDPVELELSVGMTY--K--G--GA--N--AG----VK--F---W--V----L--EI----------G----A--K--------G------EVERA---G--S--HKLKLKL--TP--VDK--D----G---N---Q----F---------M---VRDT--V-G---KMP---E-
ETW92512.1__1 TE--SHIPLSDLIAELRREL-----------AAAEA---------------E---------------------------R---E---G----------S----D--L-K--LLVEEVEIELQVVATQ--E--E--GA--G--VG----VK--F---W--V----L----------------------K--------G------------------------------------------------------------------------------------------
WP_096577717.1__1 ------IKLSDAIENLREEL-----------RLAQE---------------K---------------------------G---K---N----------Q----S--L-Q--FDLQSIELELEVIAEG--E--S--GV--S--GK----IN--W---Y--I----F--GG----------G----V--D--------S------KIKDA---S--K--HKLKLTL--KA--VDA--T----G---Q---P----I---------R---VSQL--Q-E---QLP-----
WP_075597710.1__1 ------IRLSDAINNLREEL-----------NLAQE---------------Q---------------------------G---K---K----------S----D--L-K--LNISSIEIELEVVAES--E--G--SA--G--TK----VN--W---W--V----L--GG----------E----L--A--------L------KEKDA---R--K--HKLKLTL--QA--LDS--S----G---K---A----I---------R---VSQE--Q-L---ERP-----
WP_005220742.1__1 EI--ERIPLKAMLSQLRQEL-----------IDAKA---------------E---------------------------G---E---R----------K----D--L-K--FMVDDIELELQLATTQ--E--R--GG--G--TG----IK--F---W--V----L--NA----------N----L--K--------G------KDTSV---A--T--QTLKLKL--KA--V---------------------------------------Q--E-V---EDP---A-
AHF03446.1__1 ------MPLKAMLSQLRQEL-----------IDAKA---------------E---------------------------G---E---R----------K----D--L-K--FMVDDIELELQLATTQ--E--R--GG--G--TG----IK--F---W--V----L--NA----------N----L--K--------G------KDTSV---A--T--QTLKLKL--KA--V---------------------------------------Q--E-V---EDP---A-
WP_093030579.1__1 --------------------------------QAQG---------------D---------------------------G---E---G----------S----N--L-R--FQIEDITIELHTAATQ--E--G--EG--G--VG----IK--F---W--V----L--DA----------S----A--K--------L------KESDV---R--T--QKVILKL--KA--VGA--D----G---KD--G----V---------T---IGSE--G-T---ERP---R-
WP_028302594.1__1 QD--LFVPLADVVAGIRKEL-----------LKAQD-------------------------------------------G---K---D----------P----N--L-D--LQVGDIEIELTSAVTR--E--K--GG--K--FS----LKVPF---W--D----T--GI----------E----A--N--------G------KHNAI---C--T--QKIKMTL--KA--MQK--D----P---ET--G----V---------S---KPMDLND-D---EAG---D-
WP_007041051.1__1 ------IALSEMLRDLRAEL-----------VAARS---------------E---------------------------G---E---D----------S----E--L-R--FEVADVELEIDIATTK--E--A--GG--G--GG----VK--F---W--V----Y--EA----------E----A--N--------V------KASDV---R--T--HRLRLRL--KP--HRA--E----D---GA--P----F---------E---I----SD-E---DD------
WP_087649420.1__1 ----SGIPLARVIEDLRAEL-----------LRALK---------------E---------------------------G---A---D----------K----D--L-Q--FRLKPIELELKLGVTA--T--G--EA--K--VG----AE--F---W--V----V--EL----------G----A--K--------G------TYENE---T--T--HALKLTL--EP--I-GP-G----G---G---P----V---------E---ISSS--G-I---TNP-----
WP_050454704.1__1 ----SEVPLADAIEDLRAEL-----------MDALT---------------R---------------------------G---K---D----------S----D--L-H--FRLKPIELEMTIGITK--K--G--EG--K--GS----IK--F---W--V----V--EL----------G----G--S--------G------SYENS---A--T--HRLKLVL--EP--VTGP-D----N---A---E----A---------L---ISDA--V-K---TNP-----
WP_020504520.1__1 -----EIELADVLVGLRREL-----------ARAQK---------------E---------------------------A---A---A----------E----S--L-R--FRVDAVDLEIKVGVTS--K--G--GV--K--AG----LK--F---C--V----G--EF----------G----V--D--------A------GRELE---N--V--QTLRLKL--AP--INP--D----G---S---D----T---------L---VSDR--D-------------
PZN81645.1__1 ----EQIGLAEMLVELRREL-----------MDAQR---------------Q---------------------------A---A---E----------E----K--L-Q--FKLEDIEIELKVGTTQ--K--T--TG--K--VG----MK--F---W--V----V--DA----------S----A--D--------G------SVEAQ---K--L--HTIKLKM--KP--VTDG-E----G---S--------T---------L---ISSP--E-E-----------
WP_089935135.1__1 ----ERISLAQALDDLKHEL-----------LIMRE---------------A---------------------------N---R---D----------R----E--E-Q--YLIEEAEIELSITMEA--K--R--SG--A--GE----TT--F---W--V----T--PS----------G----S--D--------S------TVTH----S--G--HKIRLKL--KP--VSRH-----------------------------------------------------
WP_012382361.1__1 ------IGLAQAVEQLRQEL-----------GEAQD---------------A---------------------------G---S---D----------Q----Q--L-R--FEIDEVELELQVELTK--G--A--GP--Q--GK----VT--F---G--I----V--SV--------------GG--D--------A------KIERA---S--T--HRLLLRL--TV--RDE--A-LG-G---E---R----A---------K---VSRD--Q-E---R-------
KUJ65211.1__1 --------------------------------EAQD---------------A---------------------------G---S---D----------Q----Q--L-R--FEIDEVELELQVELTK--G--A--GP--Q--GK----VT--F---G--I----V--SV--------------GG--D--------A------KIERA---S--T--HRLLLRL--TV--RDE--A-LG-G---E---R----G---------K---VSRD--Q-E---R-------
WP_003971293.1__1 ------IGLAQAVEQLRQEL-----------GEAQD---------------A---------------------------G---S---D----------Q----Q--L-R--FEIDEVELELQVELTK--G--A--GP--Q--GK----VT--F---G--I----V--SV--------------GG--D--------A------KIERA---S--T--HRLLLRL--TV--RDE--A-LG-G---E---R----A---------K---VSRD--Q-E-----------
BAI23341.1__1 ------IGLAQAVEQLRQEL-----------GEAQD---------------A---------------------------G---S---D----------Q----Q--L-R--FEIDEVELELQVELTK--G--A--GP--Q--GK----VT--F---G--I----V--SV--------------GG--D--------A------KIERA---S--T--HRLLLRL--TV--RDE--A-LG-G---E---R----A---------K---VSRD--Q-E-----------
WP_030703495.1__1 ------IGLAQAVEQLRQEL-----------GEAQD---------------A---------------------------G---S---D----------Q----Q--L-R--FEIDEVELELQVELTK--G--A--GP--Q--GK----VT--F---G--I----V--SV--------------GG--D--------A------KVERA---S--T--HRLLLRL--TV--RDE--A-LG-G---E---R----A---------K---VSRD--Q-E-----------
WP_109383470.1__1 ----EGTGLAQAIESLRAEL-----------GVAQD---------------A---------------------------G---A---H----------Q----Q--L-R--FEIEEAHLELLLELRR--D--V--KP--G--VK----LQ--F---G--V----V--TA--------------GV--D--------A------SVASA---R--T--HRLTLKL--KV--RDE--A-LG-G---R---N----A---------E---VNRQ--Q-L---RP------
WP_067804991.1__1 ------IGLAEAIEQLRFEL-----------GVAQD---------------A---------------------------G---A---D----------Q----Q--L-R--FKVTEVEMELLVELRK--E--G--G------AK----AS--F---G--V----V--SV--------------GA--E--------G------KISKG---N--A--HRLKLKL--EV--KDE--A-LG-G---S---T----A---------E---VGDD--D-E---GS------
WP_055724695.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---A---N----------Q----Q--F-A--FGVEEAQLELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GA--G--------G------EQASV---R--T--HKLTLKL--SV--KDR--A-AG-G---T---T----P---------E---VGDD--E-T---GS------
WP_109363101.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---V---N----------Q----Q--F-A--FGVEEAQLELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GA--G--------G------EQASV---R--T--HKLTLKL--SV--KDR--A-AG-G---T---T----P---------E---VGDD--E-T---GS------
WP_010356081.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---A---D----------Q----Q--F-A--FGVEEAQLELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GG--G--------G------EQASV---R--T--HKLTLKL--SV--KDR--A-AG-G---T---S----P---------E---VGDD--E-T---GSP---D-
WP_050371747.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---S---D----------Q----Q--F-A--FGVEEAQLELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GG--G--------G------EQASV---R--T--HKLTLKL--SV--KDR--A-AG-G---T---S----P---------E---VGDD--E-T---GSP---D-
WP_071371683.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---V---N----------Q----Q--F-S--FGVEEAALELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GA--G--------G------EQSTV---R--T--HKLVLKL--SV--KDR--A-FG-G---A---R----P---------E---IGDD--E-F---GS------
WP_100572675.1__1 ------IGLAAAIEELRQEL-----------YEAQQ---------------L---------------------------G---I---N----------Q----Q--F-A--FGVEEAELELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--VV--------------GA--G--------G------EQTTV---R--T--HKLVLKL--SV--KDR--A-LG-G---A---R----P---------E---IGDD--E-F---GS------
WP_108999028.1__1 -------GVAAAIEELRQEL-----------YQAQA---------------L---------------------------G---A---S----------Q----Q--F-A--FGVEEAELELQLELRK--S--A--KG--D--GK----LS--F---G--V----V--AV--------------GA--G--------G------ERSTV---R--T--HKLTLKL--SV--KDR--A-LG-G---A---S----L---------E---IGDD--E-S---GS------
WP_055601613.1__1 ---------------------------------------------------------------------------------------------------------------------ELELQLELRK--S--V--KG--D--GK----LS--F---G--V----V--TA--------------GA--S--------G------EHATV---R--T--HKLTLRL--SV--KDR--A-TG-G---A---G----P---------E---IGDD--E-T---GS------
WP_045321137.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------L---------------------------G---A---H----------E----Q--F-A--FGVEEAELELLLELRE--S--V--KG--D--GK----LS--F---G--V----L--TV--------------GA--G--------G------ERTTV---R--T--HKLKLKL--SA--KDR--A-TG-G---A---P----P---------E---IGDD--E-F---GS------
WP_069628669.1__1 ------IGLAAAIEELRQEL-----------YQAQD---------------L---------------------------G---A---G----------Q----Q--F-A--FGVEEAELELLLELRN--T--G--TG--D--GK----LS--F---G--V----A--TV--------------GV--G--------G------EHSTV---R--T--HKLTLRL--SV--RDR--A-AG-G---T---D----A---------E---ISDS--E-P---GS------
WP_023537897.1__1 ------IGLAAAIEELRQEL-----------YQAQD---------------L---------------------------G---A---G----------Q----Q--F-A--FGVEEAELELLLELRN--T--G--AG--D--GK----LS--F---G--V----A--TV--------------GV--G--------G------EHSTV---R--T--HKLTLRL--SV--RDR--A-AG-G---S---D----A---------E---ISDS--E-P---GS------
WP_101255816.1__1 ------VGLAAAIEELRQEL-----------YQAQA---------------L---------------------------G---S---D----------Q----Q--F-A--FGVEEAELEILLELRD--S--G--KG--D--GK----LS--F---G--V----A--TV--------------GV--G--------G------GHSTV---R--T--HKLTLRL--SV--RDR--A-VG-G---S---S----P---------D---ISDD--E-T---GS------
WP_103535080.1__1 -----GIGLTAAIEELRQEL-----------YRAQA---------------L---------------------------G---V---D----------Q----Q--F-T--FGIEEAELELQLELRE--S--G--KG--D--GK----LS--F---G--V----A--TV--------------GA--G--------A------ELSTV---R--T--HRLTLKL--SV--RDR--A-RS-G---S---S----P---------E---ISDT--E-T---GS------
WP_033203998.1__1 ------IGLAAAIEELRQEL-----------YEAQR---------------Q---------------------------G---V---G----------Q----Q--F-A--FGVEEAELELQLELRH--S--R--KG--D--GK----LS--F---G--V----V--TV--------------GG--G--------V------ERVGV---R--T--HTLRIRL--SV--ADK--A-AG-G---T---R----P---------E---VNDD--E-T---GS------
WP_093259702.1__1 -----RIGLAAAIEELRQEL-----------YLAQE---------------R---------------------------G---S---Q----------Q----Q--F-A--FQIEEAELELLLELRN--D--V--SG--D--GK----LQ--F---G--V----V--TA--------------GG--G--------G------AHSSV---R--G--HKLTLKL--RV--KDR--A-AG-G---T---S----P---------E---IGHG--R-S---GS------
WP_043265095.1__1 ------IGLAAAIEELRQEL-----------YQAQA---------------Q---------------------------G---A---Q----------Q----Q--F-A--FQIEEAELELLLELRN--D--V--KG--E--GK----LR--F---G--V----A--SV--------------GG--G--------G------SHSSA---R--G--HKLTLKL--QV--KDR--A-TG-G---A---S----P---------E---IGRR--Q-P---GS------
WP_015656884.1__1 ------IGLAAAIEELRREL-----------YEAQD---------------Q---------------------------G---A---H----------Q----Q--F-A--FEIEEAELELMLELRD--D--V--KG--D--GK----LQ--F---G--V----V--TV--------------GG--E--------R------AHSSV---R--G--HKLTLRL--QV--KDR--A-TG-G---A---I----P---------L---ISSD--R-S---GS------
WP_014676501.1__1 ------IGLAAAIEELRQEL-----------YQAQD---------------R---------------------------G---R---G----------A----Q--F-A--FQVEEAELELALELRY--T--G--QA--D--GK----LQ--F---G--V----V--GG--------------RV--G--------G------SRATA---Q--T--HKLTLKL--KV--KDR--A-VG-G---S---S----P---------E---ISHN--R-S---GS------
WP_098024169.1__1 ------IRLAEAIDDLRQEL-----------YQAQD---------------L---------------------------G---K---G----------Q----Q--F-A--FTVEEAELELLLELRD--S--G--KA--D--GR----VT--F---G--V----A--TV--------------GA--G--------G------EHSAV---R--T--HRLTLKL--SI--RDR--A-NG-G---T---N----P---------E---INDD--E-S---RS------
WP_032779789.1__1 ------IRLAEAIDDLRQEL-----------YQAQD---------------L---------------------------G---K---G----------Q----Q--F-A--FTVEEAELELLLELRD--S--G--KA--D--GR----VT--F---G--V----A--TV--------------GA--G--------G------EHSAV---R--T--HRLTLKL--SI--RDR--A-TG-G---T---N----P---------E---INDD--E-S---RS------
WP_030794866.1__1 -----EIGLAAAIEELRQEL-----------YAAQG---------------A---------------------------S---V---G----------Q----Q--F-A--FEIEDAQLELLLELRN--E--G--RG--E--GK----LT--F---G--V----A--TV--------------GA--G--------G------STGST---R--T--HKLTLTL--KV--KDR--A-TG-G---G---R----A---------E---VSAD--E-T---GS------
WP_079145613.1__1 -----EIGLAAAIEELRQEL-----------YAAQS---------------A---------------------------S---A---G----------E----Q--F-A--FEVEGAQLELLLELRN--E--G--RG--E--GK----LT--F---G--V----A--TV--------------GV--G--------G------STGAT---R--T--HKLTLAL--KV--KDR--A-TG-D---G---R----V---------H---VGAE--E-S-----------
WP_100828885.1__1 -----EVGLAAAIAELRREL-----------YDAQS---------------A---------------------------G---A---G----------E----Q--F-A--FEIEEAQLELMLELRN--Q--G--QA--G--GK----LS--F---G--V----A--SV--------------DL--G--------G------NHSSA---R--T--HKLVLKL--KV--KDR--A-TG-G---G---L----A---------E---VSDE--E-V---GVP---WG
WP_100862025.1__1 ----DEISLSEALWQLRSEL-----------YQAQT---------------D---------------------------G---A---G----------Q----Q--L-R--FEVEKAELELEVEFRR--D--G--AG--K--VT----VS--V---G--A----L--GA----------KGEAEA--G--------G------ARGAV---R--R--ERLTLTL--NV--LDE--G-LGPG---Q---R----F---------R---VERG----------------
WP_107438381.1__1 ----DEISLSEALWQLRSEL-----------YQAQT---------------D---------------------------G---A---G----------Q----Q--L-R--FEVEKAELELEVEFRR--D--G--AG--K--VT----VS--V---G--A----L--GA----------KGEAEA--G--------G------ARGAV---R--R--ERLTLTL--NV--LDE--A-LGPG---Q---R----F---------R---VERG----------------
WP_051814010.1__1 ----DEISLSEALWQLRSEL-----------YQAQT---------------D---------------------------G---A---G----------Q----Q--L-R--FEVEKAELELEVEFRR--D--G--NG--K--VK----VS--V---G--A----L--GA----------KGEAEA--G--------G------ARGAV---R--R--ERLTLTL--NV--LDG--A-VGPG---A---R----F---------Q---VERG--A-P-----------
WP_106976835.1__1 -----EISLGEALDELRSEL-----------YRAQA---------------D---------------------------G---T---G----------Q----Q--L-K--FEVEKAELSLEVEFRR--E--G--NG--K--VK----VA--V---G--A----F--GA----------KAEGEA--G--------G------VLGSV---Q--R--QRLTLTL--GV--LDE--A-AG-S---T---R----A---------R---VSRG--A-S---GSA---A-
WP_086804351.1__1 -D--AGISLSEALQELRREL-----------YAAQD---------------A---------------------------G---V---G----------Q----Q--L-R--FEVEQAQLMLEVEFRR--D--G--NG--G--VK----VE--V---G--F----P--GA----------KANGEV--G--------G------GLGAT---R--R--QTLTLTL--QV--HDE--A-LG-G---E---R----V---------R---IRRS--G-R----GL---DA
WP_067237661.1__1 -D--AGISLSEALHELRREL-----------YAAQD---------------V---------------------------G---A---G----------Q----Q--L-R--FEVEQAQLTLDVEFRR--D--G--TG--G--VK----VE--V---G--L----P--GA----------KASGEA--G--------G------GLGST---H--R--QTLTLTL--QV--RDE--S-LG-G---A---R----A---------K---ISRP--G-A----GL-----
WP_003954236.1__1 ----EGISLGEALRELREEL-----------YAAQA---------------A---------------------------G---A---G----------Q----Q--V-R--FEVEQAQLTLEVEFRR--D--G--QG--G--VK----VE--V---G--L----P--GA----------KAGGEA--G--------G------GLGST---R--R--QTLTLTL--QV--HDE--A-LG-G---T---R----A---------K---IGRT--D-G----GL-----
SOE06524.1__1 DD--VGIPLAEALAELRREL-----------YAAQA---------------E---------------------------G---S---Q----------E----Q--F-R--FEVEQAELSLEVEFRR--E--G--NG--G--VK----VE--V---G--A----L--GT----------TAGMEA--G--------G------GLGST---R--R--QVLTLTL--QV--RDE--A-LG-G---E---R----A---------R---IRRG--S-G----GL-----
PKV42521.1__1 -----GIPLAEALAELRREL-----------YAAQA---------------E---------------------------G---S---Q----------E----Q--F-R--FEVEQAELSLEVEFRR--E--G--NG--G--VK----VE--V---G--A----L--GT----------TAGMEA--G--------G------GLGST---R--R--QVLTLTL--QV--RDE--A-LG-G---E---R----A---------R---IRRG--S-G----GL-----
WP_093867968.1__1 ------ISLVEALAELRREL-----------YAAQA---------------E---------------------------G---A---H----------E----Q--F-Q--FEVEQAELSLEVEFRH--D--G--NG--G--VK----VE--V---G--A----F--GT----------KAGMDA--R--------G------GLGST---R--R--QVLTLTL--QV--RDQ--A-LG-G---E---R----A---------K---IRRS--G-G----G------
SDC65879.1__1 -D--RGVSLAEALGELRREL-----------YAAQD---------------E---------------------------G---A---H----------E----Q--F-R--FEVEQAELALEVEFRR--D--G--NG--G--VK----VE--V---G--L----P--GA----------KAAGEA--G--------G------GRGGT---R--R--QTLTLTL--RV--RDE--A-RG-G---E---R----A---------R---IRRA--A-G----GL---D-
REE15863.1__1 -D--EGISLSEALRELRQEL-----------YAAQV---------------E---------------------------G---A---R----------E----Q--F-R--FEVEQAELTLEVEFRR--D--A--DG--K--AK----VE--V---G--A----L--GA----------KVGGEA--G--------G------GFGST---R--R--QTLTLTL--QV--RDE--A-LG-G---D---R----A---------R---IRRG--D-G---RGL---DS
WP_003970656.1__1 GD--NGITLREALRELRQEL-----------YAAQA---------------D---------------------------G---R---Q----------E----Q--F-R--FEVEQAELTLEVEFRR--D--G--AG--K--VQ----VE--V---G--G----W--GA----------KAGLEA--G--------G------TRGDT---L--R--QTLTLRL--QV--LDE--A-LG-G---D---R----A---------K---IRRN--A-G----G------
WP_093562464.1__1 GD--NGITLREALRELRQEL-----------YAAQA---------------D---------------------------G---R---Q----------E----Q--F-R--FEVEQAELTLEVEFRR--D--G--AG--K--VQ----VE--V---G--G----W--GA----------KAGLEA--G--------G------TRGDT---L--R--QTLTLRL--QV--LDE--A-LG-G---D---R----A---------K---IRRN--A-G----G------
WP_012381869.1__1 GD--NGITLREALRELRQEL-----------YAAQD---------------D---------------------------G---W---Q----------E----Q--F-R--FEVEQAELTLEVEFRR--D--G--AG--K--VQ----VE--V---G--G----W--GA----------KAGLEA--G--------G------TRGDT---L--R--QTLTLRL--QV--LDE--A-LG-G---D---R----A---------K---IRRN--A-G----G------
AGS73887.1__1 VE--AKVTLAEALRELRREL-----------YAAQD---------------D---------------------------G---A---G----------Q----Q--L-R--FEVEQAQLTLDVEFRR--D--G--DG--K--VK----VE--V---G--L----P--GV----------KAGAET--G--------G------TLEAT---H--R--QTLTLSL--QV--LDE--A-LG-G---S---R----A---------K---IRRP--S-A---ED------
WP_043479885.1__1 -E--AKVTLAEALRELRREL-----------YAAQD---------------D---------------------------G---A---G----------Q----Q--L-R--FEVEQAQLTLDVEFRR--D--G--DG--K--VK----VE--V---G--L----P--GV----------KAGAET--G--------G------TLEAT---H--R--QTLTLSL--QV--LDE--A-LG-G---S---R----A---------K---IRRP--S-A---ED------
WP_097984105.1__1 -D--AKVTLSEALEELRREL-----------YAAQD---------------A---------------------------G---A---G----------Q----Q--L-R--FEVEQAQLTLEVEFHR--D--A--DG--K--VK----VE--V---G--L----P--GA----------KAGAEA--G--------G------GVETT---R--R--QTLALTL--QV--HDE--A-LG-G---S---R----A---------K---IRRQ--P-A---ENP---A-
WP_017945173.1__1 SV--AKVTLSEALAELRSEL-----------YKAAD---------------A---------------------------N---P---N----------E----Q--F-R--FEVEQVELCLEVEFRK--D--G--NG--K--VN----VE--V---G--A----F--GT----------KGSVEA--G--------G------GGGST---H--R--QTLALTL--NV--RDE--A-LG-G---Q---P----A---------R---IRRH--D-V---PGG---EP
WP_109184901.1__1 IV--AKVTLSEALAELRSEL-----------YKAAD---------------A---------------------------S---S---N----------E----Q--F-R--FEVEQAELCLEVEFRK--D--G--NG--K--VN----VE--V---G--A----F--GT----------KGSVEA--G--------G------GGGST---H--R--QTLTLTL--NV--RDE--A-LG-G---Q---P----A---------R---IRRH--D-V---PGG---EP
WP_069919158.1__1 ------VTLSEALAELREEL-----------YKAAD---------------T---------------------------G---G---N----------E----Q--F-R--FEVEQAELCLEVEFRK--D--G--NG--K--VN----VE--V---G--A----F--GT----------KGAVEA--G--------G------GGGST---Q--R--QTLTLTL--NV--RDE--A-LG-G---Q---P----A---------R---IRRH--E-T---P-------
WP_051859641.1__1 ------VTLSEALAELREEL-----------YKAAD---------------T---------------------------G---G---N----------E----Q--F-R--FEVEQAELCLEVEFRK--D--G--NG--K--VN----VE--V---G--A----F--GT----------KGAAEA--G--------G------GGGST---Q--R--QTLTLTL--NV--RDE--A-LG-G---Q---P----A---------R---IRRH--E-T---P-------
OLZ62153.1__1 -----GISLSEALAELRREL-----------YAAQA---------------E---------------------------G---A---H----------Q----Q--L-R--FEVEKAELSLELEFRQ--E--G--NG--K--AK----VE--V---K--A----L--GA----------RAGAEA--G--------G------VLGRS---R--R--QVLTLTL--QV--RDE--A-LG-G---S---T----F---------P---IRRD--V-G----GL---D-
WP_100598717.1__1 -----GIGLSEALAEHREEL-----------YQAQE---------------D---------------------------G---S---G----------E----R--F-R--FEVESAELKLTVEFRK--G--G--DG--K--VK----VS--A---G--A----E--G--------------VEA--G--------G------TVAST---T--S--HRPALKL--NI--RDG--A-LG-G---T---R----A---------V---IGRN--A-P---EAP---P-
WP_073928139.1__1 -------DVASALEDLRLQL-----------YQAQD---------------K---------------------------G---R---R----------E----Q--F-R--FEVEKAELHLEVQVRK--D--A--TG--K--AK----LS--I---G--A----A--G--------------AEA--G--------G------AAGQS---R--T--HKLVLVL--NV--RDG--A-VN-----G---P----L---------Q---IGDE----------------
OKI13323.1__1 ------------MEDLRLQL-----------YQAQD---------------K---------------------------G---R---R----------E----Q--F-R--FEVEKAELHLEVQVRK--D--A--TG--K--AK----LS--I---G--A----A--G--------------AEA--G--------G------AAGQS---R--T--HKLVLVL--NV--RDG--A-VN-----G---P----L---------Q---IGDE----------------
PIG61888.1__1 -------DVASALEDLRLQL-----------YRAQD---------------E---------------------------G---R---G----------E----Q--F-R--FEVEKAELHLEVQVRK--D--A--TG--K--AK----LS--I---G--A----A--G--------------AEA--G--------G------AAGQS---R--T--HKLVLVL--NV--RDG--A-VN-----G---P----L---------Q---IRDE----------------
WP_099907027.1__1 -------DVASALEDLRLQL-----------YRAQD---------------E---------------------------G---R---G----------E----Q--F-R--FEVEKAELHLEVQVRK--D--A--TG--K--AK----LS--I---G--A----A--G--------------AEA--G--------G------AAGQS---R--T--HKLVLVL--NV--RDG--A-VN-----G---P----L---------Q---IRDE----------------
WP_067259525.1__1 -------DVASALEDLRRQL-----------YRAQD---------------E---------------------------G---R---G----------E----Q--F-R--FEVEKAELHLEVQVRK--D--A--TG--K--AK----LS--I---G--A----A--G--------------AEA--G--------G------ATGQS---R--T--HKLVLVL--NV--RDD--A-TN-----D---P----V---------E---IQRE--E-H---R-------
WP_095877466.1__1 -D--DKDDVENALDDVRRQL-----------YQAQD---------------A---------------------------G---A---G----------H----Q--L-Q--FEVEKAELHLEVQIRK--D--A--AG--K--AK----L------------------------------------------------------------------------------------------------------------------------------------------
WP_086716337.1__1 -------EISEAIEQLRTQL-----------TEAQE---------------Y---------------------------G---K---D----------A----R--L-Q--FHIAEVEMEFLVEVRQ--D--A--GA--S--GG----VR--L---G--V----V--KL----------G----A--D--------A------KASQG---T--T--HRLRLKL--DV--HDT--L-T--G---D---S----A---------T---VSGR----------------
KUJ54503.1__1 -------EITEAIEQLRTQL-----------AEAQE---------------K---------------------------G---R---D----------A----R--L-Q--FRITEVEMEFLIEARE--D--A--GG--S--GG----VR--L---G--V----V--KL----------G----A--D--------G------KVSHG---S--T--HRLRLKL--DV--EDT--E-T--G---D---Q----A---------T---VSGR----------------
PZN46902.1__1 ----------------RREL-----------ADAQA---------------K---------------------------G---D---G----------E----R--L-R--FEVTEAEVELAVQVTK--E--G--GP--E--GK----VK--I---N--V----I--GA----------GVELGT--S--------G------RISRE---S--T--HRLSLKL--AV--KDA--T-T--G---R---T----A---------E---ISDP--T-R---R-------
WP_013151073.1__1 ------IGLSQAIDELRREL-----------AAARR---------------K---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEAHH--E--G--AG--K--AG----VR--F---G--V----L--SL----------N----A--E--------G------KAGRK---D--T--HRITLKL--AL--TDA--D----G---R---K----L---------A---IASD--S-G---A-------
WP_071620930.1__1 ------IGLSQAIDELRREL-----------AAARR---------------E---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEAHH--E--G--AG--K--AG----VR--F---G--V----L--SL----------N----A--E--------G------KAGRK---D--T--HRITLKL--AL--TDA--D----G---R---K----L---------A---IASD--S-G---A-------
WP_019609544.1__1 ------IGLSQAIDELRREL-----------AAARR---------------K---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEAHQ--E--G--AG--K--AG----VR--F---G--V----L--SL----------N----A--E--------G------KAGRK---D--T--HRITLKL--AL--TDA--D----G---R---K----L---------A---IASD--S-G---A-------
WP_094800194.1__1 ------IGLSQAIDELRREL-----------AAARR---------------K---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEAHQ--E--G--AG--K--AG----VR--F---G--V----L--SL----------N----A--E--------G------KAGRK---D--T--HRITLKL--AL--TDT--D----G---R---K----L---------A---IASD--S-G---A-------
WP_097634334.1__1 ------IGLAQAIDKLRQEL-----------AAARR---------------E---------------------------G---E---G----------H----E--V-G--IEIVEAEVELLLEAHQ--E--G--AG--K--AG----VS--F---G--V----V--SL----------G----A--E--------G------KAGRT---D--T--HRITLKL--AL--TGT--D----G---N---R----L---------A---IASE--S-G---A-------
WP_017562936.1__1 ------IGLSQAIDELRQEL-----------AAARR---------------K---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEAHE--E--G--AG--K--AG----VS--F---G--V----V--SL----------G----A--D--------G------KVGRK---D--T--HRITLKL--AL--TGA--D----G---G---N----L---------A---ISSR--N-R---PVP---EG
WP_077692571.1__1 ----PSIGLAQAIERLREEL-----------DDARR---------------E---------------------------G---E---G----------H----E--I-G--IEIVEAEVELLLEVHK--E--G--SG--K--SG----VN--F---G--V----V--SV----------G----A--D--------G------KVGSK---D--T--HRITLKL--AV--TRP--D----G---R---N----L---------S---IASR--N-R---PVP---E-
WP_061082558.1__1 ------IGLAQAIKELRDEL-----------TAAQK---------------E---------------------------K---K---E----------N----G--I-G--IEIVEAEVELLLEVRG--E--G--AG--K--AG----VS--F---G--V----V--SL----------G----A--D--------G------KVGRK---N--T--HRITLKL--AL--TGA--N----G---K---N----V---------A---IASE--S-G---A-------
WP_067541475.1__1 -----MIELSAFIQDLREEL-----------SQAIA---------------T---------------------------G---A---G----------H----D--L-R--FELGPIELEASVAVTR--E--A--GA--G--AK----VR--F---W--V----V--DA----------D----A--QG--------------KLADA---R--T--QTVRLTL--SP--VLN--S----T---------GRSP---------Y---VSGD--E-A---P-------
WP_063909999.1__1 -----MIELAQVVMGLRAEL-----------NRALA---------------D---------------------------G---A---D----------E----E--L-R--FGVGPIELEVTVAVTR--E--V--SA--G--GK----VK--I---W--V----V--EA----------N----G--TG--------------KLGDV---T--T--QRIKLTL--DP--KLT--A----T---------GRRP---------E---ISGA--A-E---P-------
PZS39479.1__1 ----DRVELAQVIGQLRQEL-----------SAAMR---------------D---------------------------G---E---G----------K----D--L-R--FELGPVELELTVAVSK--E--A--GP--N--AK----VR--F---W--V----I--EL----------G----A--DG--------------KVASE---A--T--QRITLTL--DP--RRR--G----V---------AGKP---------L---ISGS--E-Q---A-------
PZS39483.1__1 ----ERVELAQVIGQLRHEL-----------SVAIR---------------D---------------------------G---E---G----------E----D--L-R--FELGPVELELTVAVSD--G--S--AP-----------------------------------------------------------------------------------------------------------------AHRG---------V---VSG-----------------
WP_036016381.1__1 ------VELADLIGQLRAEL-----------TEAMH---------------A---------------------------G---E---N----------E----D--L-R--FELGPVELELTVAVTK--E--A--KP--G--AK----VK--F---W--V----V--EL----------G----A--DV--------------SVSSA---T--T--QTIKLVL--DP--RRR--G----Q---------TGKV---------E---ISGA--E-A---AD------
WP_089921570.1__1 ------VELAELISQLRAEL-----------TEAMR---------------A---------------------------G---E---N----------E----E--L-R--FEVGPVELELTVEVTK--E--A--KP--G--AK----VK--F---W--V----V--EL----------G----A--DV--------------TAGSS---T--T--QTIKLVL--DP--RRK--G----Q---------TGKV---------E---ISGG--E-V---AD------
WP_046497550.1__1 ------VELAEMVRQLRAEL-----------TEAMR---------------E---------------------------G---E---N----------A----D--L-R--FELGPVEMELTISVEK--E--A--GP--G--AK----VR--F---W--V----V--EL----------G----A--EA--------------RAAHH---T--T--QRITLTL--DP--RRA--G----E----P----DRRP---------L---ISGA--E-------------
WP_093604268.1__1 ------VELAEMIGQLRAEL-----------TEAMR---------------Q---------------------------G---ES-EN----------A----D--L-R--FELGPVELELTISVDK--E--A--GP--G--AK----VR--F---W--V----V--EL----------G----A--DA--------------KIAQN---S--T--QRITLTL--DP--RRA--G----E----P----DRRP---------L---ISGA--E-------------
WP_066950562.1__1 ------VELAEVIGQLRAEL-----------TEAMR---------------Q---------------------------G---E---N----------A----G--L-R--FELGPVELELTVSVDK--E--A--GP--G--AK----VR--F---W--V----V--EL----------G----A--DA--------------KVARN---S--T--QRITLTL--DP--RRA--G----E---EP----DR-----------------------------------
SEE70764.1__1 -----GVELAELIAQLRAEL-----------TEAMR---------------A---------------------------G---E---N----------A----G--L-R--FELGPVELELALTVSK--E--G--GA--G--GK----VR--F---W--V----A--EL----------G----T--EG--------------KASRT---S--T--QRIKLVL--DP--RQA--G----V----P----DRRP---------L---ISGE--E-------------
WP_093632176.1__1 -----GVELAELIAQLRAEL-----------TEAMR---------------A---------------------------G---E---N----------A----G--L-R--FELGPVELELALTVSK--E--G--GA--G--GK----VR--F---W--V----A--EL----------G----T--EG--------------KASRT---S--T--QRIKLVL--DP--RQA--G----V----P----DRRP---------L---ISGE--E-------------
SNR78574.1__1 ------VELAELVGQLRSAL-----------TDAMN---------------A---------------------------G---D---D----------A----D--L-R--FELGPVELELTVGVNK--D--V--RP--G--AK----VR--F---W--V----V--EL----------G----A--EG--------------TMSSQ---A--L--QRIKLTL--DP--RKA--G----Q---------DGRP---------W---IGGD--E-------------
WP_089294221.1__1 ----------------------------------MN---------------A---------------------------G---D---D----------A----D--L-R--FELGPVELELTVGVNK--D--V--RP--G--AK----VR--F---W--V----V--EL----------G----A--EG--------------TMSSQ---A--L--QRIKLTL--DP--RKA--G----Q---------DGRP---------W---IGGD--E-------------
WP_029387720.1__1 -----PIQLSELIAQLRVEL-----------AEAIQ---------------A---------------------------G---E---D----------S----D--L-R--FELGPIELELTVGVAK--E--A--SP--G--AK----VK--F---W--V----V--EL----------G----S--EA--------------TVGST---A--T--QRISLTL--DA--RRA--S----Q----P----DRRP---------L---ISGE--E-------------
WP_058084237.1__1 ------IELAELIGQLREEL-----------TEVMH---------------T---------------------------G---E---D----------A----D--L-R--FELGPVELELAVGVEK--A--A--KP--G--AK----VR--F---W--V----V--EL----------G----A--DA--------------TVSSH---T--T--QRIKLEL--VP--RRA--G----Y----P----REAA---------L---ISGD--A-------------
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WP_094923585.1__1 --------LAEVIAQLRAEL-----------AEAVR---------------A---------------------------G---E---G----------E----D--L-Q--FELGPVELELTVGVEK--A--A--TP--G--AK----VR--F---W--V----L--EL----------G----A--DT--------------KLAST---S--T--QRITLTL--DP--RHA--A----Q----P----GRRP---------T---ISGP--D-A---P-------
WP_075950765.1__1 --------LSDVIAQLRAEL-----------ADAMS---------------A---------------------------G---E---N----------E----E--L-R--FELGPVEVELTVGVDK--E--A--KP--G--AK----AK--F---W--V----L--EL----------G----T--ET--------------RFAAT---S--T--QKIKLTL--EP--RHT--S----R----P----GRRP---------E---ISGG--A-A---PD------
WP_073486683.1__1 -----GIELAELIGQLRAEL-----------SAAMA---------------A---------------------------G---E---G----------E----K--L-R--FELGPVELELTVKVEK--E--A--GA--G--AK----VR--F---W--V----V--DA----------A----T--GG--------------KAASS---T--A--QTIKLTL--DP--HPA--G----T----P----GVRP---------V---IAGG--E-R---E-------
WP_037303484.1__1 ------VELSEMIGRLRDEL-----------TVAMN---------------S---------------------------G---D---G----------A----E--L-R--FELGSIELELTVAVTK--E--A--SP--T--AK----VK--F---W--L----V--EA----------G----V--DG--------------KFSSA---A--T--QKIKLTL--DP--RRA--G----Q----L----DRKP---------F---VSGT--E-E---P-------
WP_093904382.1__1 -----MIELAEMIEELRREL-----------TAART---------------A---------------------------A---A---D----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----VR--F---W--V----V--ET----------G----A--DG--------------RLADS---V--T--HRVKLTL--DP--RTR--S----G----G----GRAP---------W---VSGD--E-A---ER------
SDM66964.1__1 -----------MIEELRREL-----------TAART---------------A---------------------------A---A---D----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----VR--F---W--V----V--ET----------G----A--DG--------------RLADS---V--T--HRVKLTL--DP--RTR--S----G----G----GRAP---------W---VSGD--E-A---ER------
WP_069087017.1__1 --------------------------------------------------------------------------------------------------------------------------MAVER--S--A--TA--G--GK----VR--F---W--V----V--EA----------G----A--DG--------------RLADS---V--T--HRVRLTL--DP--RTR--S----G----G----GRAP---------W---VSGD--E-A---ER------
KOV64930.1__1 -----------MIAELRREL-----------NAART---------------T---------------------------A---Q---G----------E----D--L-Y--FEVGPVELEATVVVER--S--A--TA--G--GK----VR--F---W--V----V--DT----------S----A--DG--------------RLADS---V--T--HRVRLTL--DP--RTR--S----G----G----GRAP---------W---VGGD--E-A---E-------
WP_054232450.1__1 -----MIELAELIEELRREL-----------TAART---------------A---------------------------A---E---G----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----IR--F---W--V----V--EA----------G----A--DG--------------RVADS---V--T--HRVKLTL--DP--RTH--S----G----G----GRAP---------W---VGGA--E-A---ER------
WP_095853951.1__1 -----MIELAELIEELRREL-----------TAART---------------A---------------------------A---E---G----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----IR--F---W--V----V--EA----------G----A--DG--------------RVADS---V--T--HRVKLTL--DP--RTH--S----G----G----GRAP---------W---VGGA--E-T---ER------
WP_099942086.1__1 -----MIELAELIEELRREL-----------TAART---------------A---------------------------A---E---G----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----IR--F---W--V----V--EA----------G----A--DG--------------RVADS---L--T--HRVKLTL--DP--RTH--S----G----G----GRAP---------W---VGGT--E-A---E-------
WP_067371703.1__1 -----MIELAELIEELRREL-----------TVART---------------A---------------------------A---E---G----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----IR--F---W--V----V--EA----------G----A--DG--------------RVADS---V--T--HRVKLTL--DP--RTH--S----G----G----GRAP---------W---VGGT--E-A---E-------
WP_100567378.1__1 -----MIELAELIEELRREL-----------TAART---------------A---------------------------A---Q---G----------E----D--L-Y--FEVGPVELEAAVVVER--S--A--TA--G--GK----IR--F---W--V----V--ET----------G----A--DG--------------RLADS---V--T--HRVKLTL--DP--RTR--S----G----G----GRAP---------W---VGGG--E-A---E-------
WP_069466089.1__1 -----MIELADLIEQLRREL-----------TTAVS---------------A---------------------------G---A---G----------E----E--L-R--FELGPVELEAAVVVER--A--T--TA--G--AK----VR--F---W--V----L--DA----------G----G--EA--------------KAGTS---A--T--HRIKLTL--DP--RIG--S----S----G----GR-P---------W---VSGD--T-E---D-------
WP_033322570.1__1 -----MIELAEMIAQLRTEL-----------SAAMS---------------A---------------------------A---R---D----------E----E--L-R--FELGAVELEAEFVVER--S--G--TA--E--GR----VR--F---W--V----V--EA----------G----A--VG--------------HTGNS---T--T--HRVTLTL--EP--RLR--D----S----E----AR-P---------Q---VSGD--A-A---ER------
WP_030779929.1__1 -----MIELSEVIAELRREL-----------DEAMT---------------A---------------------------G---A---G----------H----R--L-R--FELGPVEVEASVAVER--S--G--GA--D--AK----IR--F---W--V----L--DA----------G----A--DA--------------RIARG---E--T--HRISLTL--HP---KI--T----G----Q----SGPP---------E---IAGR--E-A---ER------
WP_020122493.1__1 -----MIELSEVIGELRREL-----------DEAMT---------------A---------------------------G---A---G----------Q----R--L-R--FQLGPVELEATVAMER--S--G--GA--G--AK----VR--F---W--V----V--DT----------S----V--DG--------------RIAHT---A--T--HRVTLTL--NP---VL--S----G----Q----HGPP---------E---IVGG--E-A---HGE-----
WP_043267705.1__1 -----MIELASVIRDLREEL-----------EQAVA---------------A---------------------------A---E---G----------A----S--L-R--FELGTIELEVSVALER--T--A--HA--G--AK----VR--F---W--V----V--ES----------G----G--DA--------------TVNSA---S--T--QRITLAL--QP--TLT--G----S---------GNPP---------Y---ISGP--A-A---PD------
WP_030063273.1__1 -----MIELASVIRDLREEL-----------EQAIA---------------A---------------------------A---E---G----------A----S--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----G--DA--------------TVNST---S--A--QRITLAL--QP--TLT--G----S---------GNPP---------Y---ISGS--A-A---PD------
WP_107440504.1__1 -----MIELASVIRDLREEL-----------EQAVA---------------A---------------------------A---E---D----------A----E--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVGAD-------------------------------------------------------------------------------
WP_107681149.1__1 -----MIELASVIGDLREEL-----------EQAVA---------------A---------------------------A---E---D----------A----E--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVG---------------------------------------------------------------------------------
WP_107446768.1__1 -----MIELASVIGDLREEL-----------EQAVA---------------A---------------------------A---E---G----------A----E--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVGAD-------------------------------------------------------------------------------
WP_107469456.1__1 ------IELASVIGDLREEL-----------EQAVA---------------A---------------------------A---E---G----------A----E--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVGAD-------------------------------------------------------------------------------
WP_086721851.1__1 -----MIELASVIRDLREEL-----------EQAVA---------------A---------------------------A---E---G----------A----E--L-R--FELGTIELEVSVALER--S--A--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVGAT---R--T--QRLTLAL--QP--TLT--R----S---------GNPP---------F---VSGT--T-G---A-------
WP_030990713.1__1 -----MIELASVIRDLREEL-----------EQAVV---------------A---------------------------A---E---G----------A----A--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----V--DA--------------TVGAT---A--T--QRITLAL--QP--TLT--R----S---------GHPA---------Y---VSG-----------------
WP_030080235.1__1 -----MIELASVIRDLREEL-----------EQAVV---------------A---------------------------A---E---G----------A----A--L-R--FELGTIELEVSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--DA--------------TVGAT---A--T--QRITLAL--QP--TLT--R----S---------GNRA---------Y---VSGI--T-G---D-------
WP_103514443.1__1 -----MIELAHVINDLREEL-----------ERATG---------------A---------------------------A---E---G----------A----T--L-K--FELGTIELEVSVALER--S--G--NT--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------AVAHT---G--T--QRITLSL--KP--TIA--G----S---------VNPP---------Y---VSGN--A-E---A-------
WP_053689903.1__1 -----MIELTSVIRDLREEL-----------GRAIA---------------A---------------------------A---E---G----------E----A--L-R--FELGPIELELSLALER--A--G--QA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------EVRAV---S--A--QRISLAL--QP--AVA--G----A---------GTPP---------F---ISGR--A-D---A-------
KOU25156.1__1 -----------VIRDLREEL-----------GRAIA---------------A---------------------------A---E---G----------E----A--L-R--FELGPIELELSLALER--A--G--QA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------EVRAV---S--A--QRISLAL--QP--AVA--G----A---------GTPP---------F---ISGR--A-D---A-------
WP_039638679.1__1 -----MIELASVIRDLRAEL-----------EQAIT---------------A---------------------------A---E---G----------E----A--L-R--FELGPVELEVSVALER--T--A--QA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------TAGAT---T--T--QRIKLAL--QP--TLT--G----T---------NAHP---------F---VSGP--A-D---A-------
AJC60640.1__1 -----------MIRDLRAEL-----------EQAIT---------------A---------------------------A---E---G----------E----A--L-R--FELGPVELEVSVALER--T--A--QA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------TAGAT---T--T--QRIKLAL--QP--TLT--G----T---------NAHP---------F---VSGP--A-D---A-------
WP_073446033.1__1 -----MIELASVIRDLRAEL-----------EQAIT---------------A---------------------------A---E---G----------E----A--L-R--FELGPIELEVSVALER--T--A--QA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------TAGAT---T--T--QRIKLAL--QP--TLT--G----T---------NAHP---------F---VSGP--A-D---A-------
WP_067355248.1__1 -----MIELASVIRDLRAEL-----------EQAIT---------------A---------------------------A---E---G----------E----A--L-R--FELGPVELEVSVALER--T--A--QG--G--AK----VR--F---W--V----V--EA----------G----A--EA--------------TAGAT---T--T--QRIKLAL--QP--TLA--G----T---------NAHP---------F---VSGP--A-D---A-------
WP_097221743.1__1 -----MIELARVVRDLREEL-----------ERAIV---------------A---------------------------S---E---G----------E----A--L-R--FELGSIELELSVALDR--S--G--QV--G--AK----VR--F---W--V----V--ES----------G----T--DA--------------ALSAT---S--T--QRISLSL--RP--TLT--G----A---------DNPP---------F---VTGR--A-A---E-------
WP_052853373.1__1 -----MIELASVIRNLREEL-----------EQAVD---------------A---------------------------A---E---G----------E----T--L-R--FELGAIELELSVAVER--T--G--RA--G--AK----VR--F---W--V----V--ES----------D----V--EA--------------TANRT---S--T--QLIKLTL--QP--TLN--G----S---------HNPP---------F---VSGR--A-G---RD------
WP_103831346.1__1 -----MIELANVIRNLRQEL-----------EQAVT---------------A---------------------------A---E---G----------E----Q--L-R--FALGPIELEMSVALER--T--G--HA--G--AK----VR--F---W--V----V--ES----------G----A--EA--------------TRGTV---S--T--QHIKLTL--QP--TLR--G----S---------DD-----------------------------------
WP_030738504.1__1 -----MIELACVIKDLREEL-----------NRAIA---------------A---------------------------A---D---G----------E----A--L-R--FELGPIELELSVALEQ--S--A--HA--Q--GR----VR--F---W--V----V--DA----------G----A--DA--------------GVGKT---S--T--QRISLTL--QP--TLA--G----S---------SRPV---------A---ISGA--A-E---P-------
WP_004940738.1__1 -----MIELASVIGDLREEL-----------DRAVG---------------A---------------------------A---E---G----------E----A--L-R--FELGPIELELSVALER--S--A--QA--Q--AK----VR--F---L--V----V--DS----------G----A--DV--------------GLGKT---S--T--QRISLTL--KP--TLA--G----S---------HRPV---------A---VSGN--A-E---P-------
WP_093832536.1__1 -----MIELSTVIRDLRAEL-----------ERAVA---------------A---------------------------A---E---G----------A----A--L-R--FELQTIELEMSVTLER--S--A--QA--G--AK----VR--F---W--V----V--DT----------N----A--EA--------------SVASA---S--T--QRIRLAL--QP--ALT--G----S----------ETT---------Y---IHGR--A-E---D-------
SCE25995.1__1 ES--DVIELSTVIRDLRAEL-----------ERAVA---------------A---------------------------A---E---G----------A----A--L-R--FELQTIELEMSVTLER--S--A--QA--G--AK----VR--F---W--V----V--DT----------N----A--EA--------------SVASA---S--T--QRIRLAL--QP--ALT--G----S----------ETT---------Y---IHGR--A-E---D-------
WP_073502954.1__1 -----MIELASVIKDLREEL-----------QRAIE---------------A---------------------------G---K---G----------E----E--L-R--FELGPIELEVSVVVDR--S--D--GG--H--GK----VR--F---W--V----V--DL----------G----G--EH--------------KKDTS---N--N--QRIKLSL--TP--QLA--G----T---------NRRP---------H---VSGR--A-E---A-------
WP_046732449.1__1 -----MIELGSVIKDLRSEL-----------QAAIE---------------A---------------------------G---E---D----------E----D--L-R--FELGPIELEVSVAVER--S--G--SG--G--GK----VR--F---W--V----V--DL----------G----G--ER--------------RKDAS---N--T--QRIKLSL--TP--RLA--G----T---------DRAP---------Q---IAGH--A-G---AD------
OLE29020.1__1 -----MIELARVVQDLRSEL-----------EAAIV---------------Q---------------------------G---D---G----------A----A--L-R--FEIGPVELEVVVGVEQ--S--A--NS--G--GR----VR--F---L--V----A--EI----------G----S--DG--------------KVQST---S--T--QRIKLVL--QP--KLA--A----T---------GAPL---------E---IAGD--A-R-----------
WP_062340187.1__1 -----MIELHELIRDLRSEL-----------MEAMA---------------A---------------------------A---P---E----------E----G--L-Q--FELGPIELEVSFGVEK--S--G--GG--G--AK----VK--F---W--V----V--SL----------E----S--EG--------------KVAAT---S--L--QKVTLTL--SP--RTA--G----S---------SAPP---------Y---VSGR--E-R-----------
WP_099885653.1__1 -----MIELSEMIRNLRREL-----------ETAIA---------------A---------------------------A---P---T----------Q----G--L-Q--LEVGPVELELSVGVRK--E--A--GA--N--GK----VT--F---W--V----V--EL----------G----G--EG--------------RAAHE---S--T--QVVRLTL--QP--KMV--A----T---------GRAP---------H---VAGR--G-R---P-------
WP_045932494.1__1 -----MIELCDVIRDLRDQL-----------ERAVA---------------A---------------------------G---A---G----------Q----A--I-Q--FDLGVIELEVSLALEK--T--R--EG--G--GK----VR--F---W--V----V--EL----------G----G--DG--------------KRAHT---D--T--QRIKLTL--QP--RMA--V----T---------GLPP---------T---VSGE--S-------------
WP_107486378.1__1 -----GVELAEVIRALRDEL-----------ESAVE---------------A---------------------------G---A---G----------E----A--L-R--FELGPVEVEVSVAIVA--G--A--SA--E--VK----PR--F---V--V----V--SL----------G----A--SG--------------NVERT---T--T--QRIKLTL--TP--REG--R----T---------GRTP---------M---VAGT--A-G---ER------
OIJ91813.1__1 ------MELAEVIRALRDEL-----------ESAVE---------------A---------------------------G---A---G----------E----A--L-R--FELGPVEVEVSVAIVA--G--A--SA--E--VK----PR--F---V--V----V--SL----------G----A--SG--------------NVERT---T--T--QRIKLTL--TP--REG--R----T---------GRTP---------M---VAGT--A-G---ER------
WP_045562567.1__1 -----MIELSEMIRQLRQEL-----------NTAMA---------------D---------------------------G---A---A----------G----P--V-R--FELGPVEIEASVAVDR--E--A--GA--G--GK----VR--F---W--V----V--EA----------N----A--GG--------------KFATS---E--T--HRISLTL--QP--KLV--A----P---DG---TQRAV---------L---IAGD--E-A---D-------
WP_037676900.1__1 -----MIELAEMIRQLRHEL-----------NAAMT---------------D---------------------------G---A---G----------G----P--V-R--FELGPVEVEATVAVDR--K--G--GA--G--GK----VR--F---W--V----V--EA----------G----A--DA--------------STGTL---R--T--HRVSLTL--QP--KLV--A----P---DG---THHTV---------L---ISAD--E-------------
WP_020273877.1__1 -----MIELSEMIRQLRWEL-----------NAAMA---------------D---------------------------G---A---G----------E----R--V-R--FELGPVEIETTVAVDR--E--A--EA--N--GK----VR--F---W--V----V--EA----------G----G--SG--------------RDTRS---R--T--QRITLTL--QP--KAV--A----P---DG---TSRNA---------L---ISGG--E-------------
WP_037657382.1__1 -----MIELAEMIRELGQEL-----------NTALS---------------E---------------------------G---P---S----------G----V--V-R--FELGTVEVEADVVVSR--K--G--GA--G--GK----VR--F---W--V----V--EA----------G----A--EG--------------QSETS---R--T--HRIRLAL--HP--KLV--A----P---DG---THVKV---------L---ISGD--E-E---E-------
WP_093680530.1__1 -----MIELAEMIRELGQEL-----------NTALS---------------E---------------------------G---P---S----------G----V--V-R--FELGTVEVEADVVVSR--K--G--GV--S--GK----VR--F---W--V----V--EA----------G----A--EG--------------QSETS---R--T--HRIRLAL--HP--KLV--A----P---DG---THVKV---------L---ISGD--E-E---E-------
WP_085567659.1__1 -----MIELAEMIRELGQEL-----------NAALS---------------E---------------------------G---P---S----------G----V--V-R--FELGTVEVEADVVVSR--T--G--GA--G--GK----VR--F---W--V----V--EA----------G----A--EG--------------QSETS---R--T--HRIRLAL--HP--KLV--A----P---DG---THVKV---------L---ISGE--E-E---E-------
WP_086811546.1__1 -----MIELAEMIRELGQEL-----------NAALS---------------E---------------------------G---P---S----------G----V--V-R--FELGTVEVEADVVVSR--R--G--GA--G--GK----VR--F---W--V----V--EA----------G----A--EG--------------QSETS---R--T--HRIRLAL--HP--KLV--A----P---DG---TQVKV---------L---ISGE--E-E---E-------
WP_111584159.1__1 -----MIELAEMIRELGQEL-----------NSALS---------------E---------------------------G---P---S----------G----V--V-R--FELGTVEVEADVVVSR--K--G--GA--G--GK----VR--F---W--V----V--EA----------G----A--EG--------------QSESS---R--T--QRIRIAL--HP--RLV--A----P---DG---THVKV---------L---ISGE--E-E---E-------
WP_046420875.1__1 -----MIELAEMIRELGQEL-----------NAALA---------------E---------------------------G---P---S----------G----I--V-R--FELGTVEVEADVVVSR--K--G--GV--G--AK----VR--F---W--V----V--EA----------G----A--EG--------------QSESS---R--T--HRIRLAL--HP--RLV--A----P---DG---THVKV---------L---ISGE--E-E---E-------
WP_070029600.1__1 -----MIELAEMIRELSQQL-----------DAALT---------------Q---------------------------G---P---T----------G----A--V-R--FELGPVEIEADVVVGR--K--G--GA--S--GK----VR--F---W--V----V--EA----------G----A--DG--------------RLETS---R--T--QRIRLTL--HP--KLV--T----P---DG---TQIKV---------L---ISGE--E-D---E-------
WP_064730713.1__1 -----MIELADMVRELRDQL-----------NTALT---------------S---------------------------A---G---P----------G----P--V-R--FELGPVEIEATVAIDR--T--G--GA--G--GK----VN--F---W--V----V--EA----------N----A--DA--------------SVSSS---R--T--HRVTLTL--QP--TLV--A----P---DG---TRRHV---------L---VSDD--E-A---R-------
WP_048584305.1__1 -----MIQLADMVRELREQL-----------NHVLA---------------E---------------------------A---G---S----------G----P--L-R--FELGPVEIEAAVTVDR--S--G--GA--G--GK----VN--F---W--V----V--EG----------S----G--DV--------------SASSS---R--A--HRITVTL--QP--TLV--A----P---DG---AHRHV---------L---ISDS--E-------------
AKJ10476.1__1 -----MIELAEMVRELREQL-----------GQAMA---------------G---------------------------T---G---P----------S----P--L-R--FDLGEVEIEATVTVDR--T--A--GA--G--GK----VK--F---W--V----V--EA----------N----G--EA--------------SVADS---R--T--HRITLTL--QP--TLL--A----P---DG---TRHRV---------L---ISGD--E-------------
WP_055705734.1__1 -----MIELAEMVRELREQL-----------SHAMA---------------E---------------------------T---G---S----------S----P--L-R--FDLGEVEIEATVTVDR--T--G--GV--G--GK----VK--F---W--V----V--EA----------S----G--EA--------------SVADS---R--T--HRVTLTL--QP--TLL--A----P---DG---TRHRV---------L---ISGD--E-------------
WP_067301409.1__1 -----MIELAVMVRELREQL-----------NQAMA---------------Q---------------------------T---G---P----------G----P--L-R--FELGAVEVEATVAVDR--T--A--GA--G--GK----VK--F---W--V----V--EA----------S----G--DA--------------SLTDS---R--T--HRITLTL--HP--TLV--S----P---DG---THHRV---------L---VAGD--E-A---D-------
WP_116146638.1__1 -----MIELAVMVRELREQL-----------NRAMA---------------E---------------------------P---G---A----------G----P--I-R--FELGAVEVEATVAVDR--G--G--GV--G--GK----VN--F---W--V----V--EA----------S----G--DA--------------SLTDS---R--T--HRITLTL--QP--TLV--A----P---DG---TRHRV---------L---VADD--E-A---D-------
WP_067008723.1__1 -----MIELAAMVRELREQL-----------NHAMA---------------E---------------------------T---G---P----------G----P--V-R--FELGSVEVEAAVAVDR--T--G--GA--G--GK----VN--F---W--V----I--EA----------N----G--EA--------------SVTNS---R--T--HRITLTF--QP--TLV--A----P---DG---THHRV---------L---VADD--E-A---D-------
ONK11986.1__1 ES--E-VELADLIRQLREEI-----------KAAAT---------------A---------------------------G---AE-PG----------E----T--L-R--FEVGPVEVEVTVAVSR--E--A--GA--N--GK----VR--F---W--V----V--DA----------G----G--DS--------------RFARS---A--T--QRITLTL--HP--KEV--T----P---DG---TTRSP---------L---ISGD--E-------------
WP_077063308.1__1 ES--E-VELADLIRQLREEI-----------KAAAT---------------A---------------------------G---AE-PG----------E----T--L-R--FEVGPVEVEVTVAVSR--E--A--GA--N--GK----VR--F---W--V----V--DA----------G----G--DS--------------RFARS---A--T--QRITLTL--HP--KEV--T----P---DG---TTRSP---------L---ISGD--E-------------
WP_055485193.1__1 QR--QPIELSELVRQLRTEL-----------KTAAA---------------E---------------------------G---AE-AG----------E----Q--L-Q--FELGPVEVEATVAAGR--D--K--GA--S--GK----VR--F---W--V----V--DA----------G----G--DA--------------RFTRS---Q--T--QRITLTL--HP--RRV--G----E---DG---TTRSP---------L---ISGD--E-L---RD------
WP_063729106.1__1 -----MVELSEMIRELRAQL-----------TAAAA---------------E---------------------------G---A---G----------E----S--L-R--FDVGPIEIEATVAVTK--E--A--GG--S--GK----VR--F---W--V----V--EA----------G----G--DG--------------KYTSS---E--T--QRITLTL--QP--TAP--G----P---DG---TRTTA---------R---ISG-----------------
WP_009713846.1__1 -----MVELSEMIRELRAQL-----------TAAAA---------------E---------------------------G---A---G----------E----S--L-R--FDVGPIEIEATVAVTK--E--A--GG--S--GK----VR--F---W--V----V--EA----------G----G--DG--------------KYTSS---E--T--QRVTLTL--QP--TAP--G----P---DG---TRTTA---------R---ISG-----------------
ADI05682.1__1 ----EMVELSEMIRELRAQL-----------TAAAA---------------A---------------------------G---A---D----------E----A--L-K--FDVGPIELEVTVAVTK--E--G--GA--N--GK----VR--F---W--V----V--EA----------G----G--NG--------------KYSTS---E--T--QRISLTL--QP--TMT--G----P---GG---TATTA---------R---ISGA--E-V---DG------
WP_043489613.1__1 -----MVELSEMIRELRAQL-----------TAAAA---------------A---------------------------G---A---D----------E----A--L-K--FDVGPIELEVTVAVTK--E--G--GA--N--GK----VR--F---W--V----V--EA----------G----G--NG--------------KYSTS---E--T--QRISLTL--QP--TMT--G----P---GG---TATTA---------R---ISGA--E-V---DG------
WP_089510576.1__1 -----MVELSEMIRELRAQL-----------TAAAA---------------A---------------------------G---A---D----------E----A--L-K--FDVGPIEIEVTVAVTK--E--G--GA--N--GR----VR--F---W--V----V--EA----------G----G--NG--------------KYSTS---E--T--QRISLTL--QP--TMT--G----P---GG---TATTA---------R---ISGA--E-V---DG------
WP_052849799.1__1 -----MIQLSELIAQLRREL-----------ADAVA---------------E---------------------------G---D---G----------K----P--L-R--FDIGSVELEATLTVDR--E--A--TA--D--GR----VR--F---W--V----V--ET----------G----G--AA--------------RAAHG---E--T--QRVTLTL--QP--RVL--G----P---DG---AYDRA---------L---IGGD--S-------------
WP_085207522.1__1 -----MIELADMIRELRTQL-----------SAALA---------------D---------------------------G---E---G----------E----A--L-R--FELGPVEIEASVAVTR--E--A--GA--D--AK----VR--L---W--V----I--DA----------G----A--SG--------------RYGHA---E--T--QRVTLTL--TP--RTA--T----D---PS--G---TV---------L---ITGE--E-S---PT------
WP_078633592.1__1 -----MIELADMIRELRTQL-----------STALA---------------D---------------------------G---E---G----------E----A--L-R--FELGPVEIEASVAVTR--E--A--GA--D--AK----VR--L---W--V----I--DA----------G----A--SG--------------RYGHA---E--T--QRITLTL--TP--RTA--T----A---PS--G---TV---------L---ITGE--E-S---PT------
WP_007382248.1__1 -----MIELADMIRELREQL-----------TTALT---------------D---------------------------G---D---G----------R----M--L-R--FELGPVEIEASVAVTR--E--G--GG--D--AK----VR--L---W--V----V--DA----------G----A--NG--------------KYGHA---E--T--QRVTLTL--TP--KVV--P----P---GG--GAGRTA---------L---ITGD--E-V---DG------
WP_020140910.1__1 -----MIELADMIRELREQL-----------TTALT---------------D---------------------------G---D---G----------R----M--L-R--FELGPVEIEASVAVTQ--E--V--GG--D--AK----VR--L---W--V----V--DA----------G----A--NG--------------KYGQA---E--T--QRVTLTL--TP--KVV--P----P---GG--GAGRTA---------L---ITGD--E-V---DG------
WP_114252882.1__1 -----MIELADMIRELREQL-----------TTALT---------------D---------------------------G---D---G----------R----M--L-R--FEAGPVEIEATVAVTR--E--G--GG--D--AK----VR--L---W--V----V--DA----------G----A--NG--------------KFSQA---E--T--QRVTLTL--TP--KVV--P----P---GG--GRAETA---------M---ITGD--E-V---DG------
WP_030601193.1__1 -----MIELADMIRELREQL-----------TAALT---------------D---------------------------G---D---G----------R----M--L-R--FELGPVEVEASVAVTR--E--G--GA--D--AK----VK--L---W--V----V--DA----------G----A--NG--------------KYGHA---E--T--QRVTLTL--TP--KVV--P----P---GG--GVAETA---------M---ITGD--E-V---DG------
WP_062720837.1__1 -----------MIRELREQL-----------TSAVA---------------D---------------------------G---D---G----------R----M--L-R--FELGPVEVEASVAVTR--E--G--GG--D--AK----VR--L---W--V----V--DA----------G----A--SG--------------KYGHA---E--T--QRITLTL--TP--KVV--P----S---GG--GTAQTA---------L---IAGD--A-V---DG------
WP_023550372.1__1 -----MIELSDMIRELRGQL-----------TTALA---------------D---------------------------G---D---G----------Q----L--V-R--FELGPVEVEATVAVTR--E--A--GA--D--AK----VR--L---W--V----V--DA----------G----A--NG--------------KYSHA---Q--T--QRIKVTL--TP--KAV--P----A---DG--SPVRPF---------L---IAGG--E-V---DG------
WP_067131308.1__1 -----MIELSDMIRELRAQL-----------TSAVA---------------D---------------------------G---D---G----------Q----L--V-R--FELGPVEVEATVAVTR--E--A--GA--D--AK----VR--L---W--V----V--DA----------G----A--SG--------------KYAHA---Q--T--QRIKVTL--AP--KAV--P----A---DG--SPVRPV---------L---IAGG--E-V---DG------
WP_046708718.1__1 -----MIELSDMIRELRQQL-----------TSALA---------------D---------------------------G---V---D----------E----A--V-R--FEVGPVEIEATVAVTR--E--A--GA--D--SK----VR--L---W--V----V--DA----------G----A--NG--------------KYAHA---Q--T--QRITVTL--SP--KAM--A----G---D------------------------------------------
WP_060891515.1__1 -----MIELSDMIRELRQQL-----------TSALA---------------D---------------------------G---L---D----------E----A--V-R--FEVGPVEIEATVAVTR--E--A--GA--D--SK----VR--L---W--V----V--DA----------G----A--NG--------------KYAHA---Q--T--QRITVTL--SP--KAM--A----G---D------------------------------------------
WP_086747993.1__1 -----MIELSDMIRELRQQL-----------SSALV---------------D---------------------------G---A---D----------E----A--V-R--FEVGPVEIEATVAVTR--E--A--GA--D--SK----VR--L---W--V----V--DA----------G----A--NG--------------KYAHA---Q--T--QRITVTL--TP--KAV--A----A---DG--SSPQSV---------L---IAGG--E-V---DG------
WP_062155907.1__1 -----MIELADMIRELRQQL-----------ATALA---------------D---------------------------G---Q---G----------E----P--L-R--FELGPVEVEATVAVSR--E--A--SA--D--GK----VR--L---W--V----V--DA----------G----A--NG--------------KYTQA---Q--T--QRVTVTL--TP--RAV--P----A---DG--SAARPV---------L---IAGG--E-------------
WP_004001019.1__1 -----MIELADMIRELRQQL-----------ATALA---------------E---------------------------G---Q---G----------E----P--L-R--FELGPVEVEATVAVSR--E--A--GA--D--GK----VR--L---W--V----V--DA----------G----A--NG--------------KYTQA---Q--T--QRVTVTL--TP--RVA--P----A---DG--SAARPV---------L---IAGG--E-------------
WP_033322818.1__1 -----MIELSDMIRELRQQL-----------ATALA---------------D---------------------------G---A---G----------E----A--V-R--FELGPVEVEATVAVSR--E--A--GG--D--AK----VR--L---W--V----V--DG----------G----A--NG--------------KYAQA---E--T--QRVTLTL--TP--KT-------------------------------------------------------
WP_030394447.1__1 -----MIELSDMVRELRQQL-----------TTALA---------------D---------------------------G---T---D----------E----A--V-R--FELGPVELEATVAVSR--E--G--GA--D--AK----VR--L---W--V----V--DA----------S----A--NG--------------KYARA---Q--T--QRITVTL--VP--RTK--A----P---GQ--SEFRSV---------L---IGGE--D-------------
WP_043476696.1__1 -----MIELSDMVRELRQQL-----------TTALA---------------D---------------------------G---T---D----------E----A--V-R--FELGPVQLEATVAVSR--E--G--GA--D--AK----VR--L---W--V----V--DA----------S----A--NG--------------KYAQA---Q--T--QRITVTL--VP--RTK--A----P---GQ--SEFRSV---------L---IGGE--D-------------
WP_030308294.1__1 -----MIELSDMISELRQQL-----------TTALT---------------D---------------------------G---R---G----------E----A--V-R--FELGPVELEATVAVSR--E--G--GA--D--AK----VR--L---W--V----V--DA----------G----T--NG--------------KYAQA---Q--T--QRITVTL--VP--RTE--A----P---EE--TGFRSV---------L---ISGE--E-A---E-------
WP_030230848.1__1 -----MIELSDMIRELRGRL-----------TTALA---------------D---------------------------G---A---G----------E----V--I-R--FEAGPVEIEATAAVTR--E--A--DP--N--AK----VR--F---W--V----V--DA----------S----T--KG--------------AYANA---Q--T--QRVKLTL--TP--TTV--P----A---AG--GPPRPA---------V---IAGD--E-A---PD------
WP_030896210.1__1 -----MIELSDMIRELRGRL-----------TTALA---------------D---------------------------G---A---G----------E----V--I-R--FEAGPVEIEATVAVTR--E--A--DP--N--AK----VR--F---W--V----V--DA----------S----T--KG--------------AYANA---Q--T--QRVK------------------------------------------------------------------
WP_003988002.1__1 -----MIELSDMIQELRSQL-----------TTALT---------------D---------------------------G---A---G----------E----A--I-R--FEAGPVEIEATVAVTR--E--A--GA--D--AK----IR--F---W--V----V--DA----------S----S--KG--------------SSANA---Q--T--QRVKLTL--TP--TAV--P----V---AG--EPPRPA---------M---IAGD--Q-A---PG------
WP_089105156.1__1 -----MIELYDMIRELRRQL-----------IAAAA---------------D---------------------------G---G---G----------Q----A--V-R--FELGPIEVEATVAVNR--E--A--GA--G--AK----VR--V---W--V----V--DL----------D----S--NG--------------RYAQA---Q--T--QRVKLTL--IP--KAV--P----A---GG--GSPQPA---------M---LAGD--E-V---DG------
WP_043463902.1__1 -----MIELSEMIRELRREL-----------TSAMA---------------D---------------------------G---E---G----------R----A--L-R--FEAGPVEVEAAVEVGR--E--G--GG--S--GR----VR--F---W--V----V--EA----------G----A--EG--------------RLTRA---A--T--QRITVTL--QP--VRT--D----E---DG--RPAGPA---------L---IAGD--E-A---D-------
WP_019706385.1__1 -----MIELSEMIRELRREL-----------TSAMA---------------D---------------------------G---E---G----------R----A--L-R--FEAGPVEVETAVEVGR--E--A--GG--S--GR----VR--F---W--V----V--EA----------G----A--EG--------------RLTRA---A--T--QRITVTL--QP--VRT--D----E---DG--RPAGPA---------L---IAGD--E-A---D-------
WP_030543226.1__1 -----MIELSEMIRELRREL-----------TAAMA---------------D---------------------------G---E---G----------H----S--L-R--FEAGPVEVEAAVEVGR--E--A--GG--S--GK----VR--F---W--V----V--EA----------G----A--EG--------------KLSRA---A--T--QRITVTL--QP--VRT--D----G---DG--RPAGPA---------L---IAGD--E-A---E-------
WP_057606117.1__1 -----MIELAEVLRELRREL-----------IAAMA---------------D---------------------------E---V---A----------P----P--V-R--FELGPVEVEATVAVTR--E--A--GG--S--GK----VR--F---W--V----V--EA----------G----A--EG--------------KYART---A--T--QRITLTL--HP--KSV--A----A---DG---TARTV---------L---IAGE--E-------------
WP_053215144.1__1 -----MIELSEMIRELRREF-----------TAALS---------------E---------------------------G---D---G----------E----Q--V-R--FELGPVEIEASVTVSK--E--A--GG--D--AK----LR--F---L--I----V--ES----------G----A--AA--------------KLAHA---E--T--QRITFTL--QP--RIA--A----S---GS------SV---------L---ISGD--D-------------
WP_055517993.1__1 -----MIELSEMIRELRREF-----------TAAMA---------------E---------------------------G---D---G----------E----R--V-R--FELGPVEVEASVTVSK--E--A--GG--D--AR----LR--F---L--I----V--ES----------G----A--AA--------------KMAHA---E--T--QRITFTL--QP--RIA--D----S---GA------SL---------M---ISGD--D-------------
WP_069885407.1__1 -----------MIRALRTEL-----------NEAVA---------------D---------------------------G---A---D----------Q----P--V-Q--FELGPVEIEATVAAQR--T--A--GG--H--GK----IR--F---W--V----L--EG----------G----A--DA--------------AHTSA---R--T--QRITLTL--QP--KVR--T----S---KG---VLTTA---------Y---VAGE----------------
WP_055701897.1__1 -----------MIRALRTEL-----------NEAVV---------------D---------------------------G---A---D----------Q----P--V-Q--FELGPVEIEATVAAQR--T--A--GG--H--GK----IR--F---W--V----L--EG----------G----A--DA--------------AHTSA---R--T--QRITLTL--QP--KVR--T----S---KG---VLTTA---------Y---VAGE----------------
CCK24637.1__1 -----MIELSDLIRELRQQL-----------ATAAQ---------------E---------------------------Q---E---G----------Q----A--V-Q--FDLGPVEIEVTVTVTR--E--S--SA--R--GG----IR--L---W--V----V--DA----------E----A--ED-------G------AQPRS---G--T--QRITLTL--QP--RAE--V----S---GR--PARISA---------G---DIER----I---P-------
WP_069626923.1__1 -----MIELSELIRELRRQL-----------N--AA---------------E---------------------------A---V---G----------Q----E--D-Q--FELGPVEIELTVSVVR--E--D--AG--P--GR----IR--F---W--V----L--SE----------G----A--EE--------------PPVNS---R--T--QRITLTL--RP--R-P--W----D---GS--PG-FSI---------G---GITR--D-F---P-------
WP_093837789.1__1 -----MIELAEMIRALRQEL-----------NRAHA---------------D---------------------------G---R---D----------E----A--I-Q--FDVGPVELESSVVVDR--E--A--GT--G--GR----IR--F---L--V----A--EA----------D----G--RG--------------RLADS---R--T--QRIALTL--HP--R--------------------------------------------------------
WP_113984629.1__1 -----MIELSRVVQELRGEL-----------TKAMQ---------------A---------------------------A---E---G----------E----P--L-R--FGVGPVELEVTMVITR--E--E--AA--G--GK----VR--F---W--V----L--EA----------G----A--DA--------------KETDE---R--T--HRVTLTL--TP--EFE--G----G---P--------M---------R---VGGA--A-E---E-------
WP_024885506.1__1 -----MLELSSVVRELRREL-----------DRASR---------------A---------------------------A---E---G----------E----Q--I-Q--FGLGPIELEVTVMVTE--E--A--SV--T--GR----VK--F---W--V----V--EA----------G----A--DG--------------KAIEA---R--T--HRVTLTL--QP--TRG--G----S---P--------V---------E---IGGM--A-R---ED------
WP_087071994.1__1 -----MIDLVDVIRDLRTQI-----------SQAQL---------------A---------------------------S---I---G----------E----D--L-Q--FELGPIELEMSVAVTE--E--I--SG--Q--GK----VR--F---Y--V----L--EM----------G----A--SG--------------KESEL---T--T--QRIKMTL--TP--RGA--N----S---KD-------T---------E---AAQS--E-N---EKV-----
WP_026425706.1__1 -----RMDLVELVGHLREQL-----------ADAVE---------------A---------------------------G---A---G----------A----D--L-R--FEVGAVEVEVSVVVER--E--A--KA--G--GK----AK--F---W--V----V--EA----------G----T--DA--------------KLAHH---H--T--QRIKLSL--TP--TRG--Q----E-----------SV---------A---IAGV--E-A---G-------
WP_078067666.1__1 -D--DAVELADMIWQLRQEL-----------SKAMW---------------A---------------------------G---A---H----------T----D--L-R--FKAEKLELELTVGVER--T--A--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------RRSAM---T--T--QRITLTL--QP--VRA--D----R---PD--E---AA---------L---ISGD--E-L---PD------
OAH10250.1__1 -----------MIWQLRQEL-----------SKAMW---------------A---------------------------G---A---H----------T----D--L-R--FKAEKLELELTVGVER--T--A--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------RRSAM---T--T--QRITLTL--QP--VRA--D----R---PD--E---AA---------L---ISGD--E-L---PD------
WP_099888021.1__1 ----------------------------------MS---------------A---------------------------G---E---D----------S----D--L-K--FKAERVELELTVGVER--T--S--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSAT---V--T--QKLTLTL--QP--VHA--D----A---PE--Q---MA---------L---ISGD--E-------------
WP_053786725.1__1 ----------------------------------MS---------------A---------------------------G---E---D----------S----D--L-K--FKAERVELELTVGVER--T--S--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
KJY23489.1__1 -----------MIAQLRREL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-K--FKAERVELELTVGVER--T--S--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
WP_051832901.1__1 ---------ADMIAQLRREL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-K--FKAERVELELTVGVER--T--S--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
PIG41908.1__1 -N--DAVELADMIAQLRREL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-K--FKAERVELELTVGVER--T--S--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSAT---V--T--QKLTLTL--QP--VHA--D----A---PE--Q---MA---------L---ISGD--E-------------
KOU23377.1__1 -N--DAVELAEMIAQLRREL-----------SLAMS---------------A---------------------------G---E---E----------S----D--L-K--FKAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
WP_053690846.1__1 ---------AEMIAQLRREL-----------SLAMS---------------A---------------------------G---E---E----------S----D--L-K--FKAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
WP_051806500.1__1 ---------ADMITQLRREL-----------SRAMS---------------D---------------------------G---E---E----------S----D--L-K--FKAERVELELTVGVER--T--T--EP--G--VK----VR--F---W--V----F--DA----------G----A--S--------A------KRSST---V--T--QKLTLTL--QP--VRA--D----A---PE--Q---MA---------L---ISGD--E-------------
WP_093590409.1__1 -N--DAVELADMIARLRQEL-----------SRAMS---------------A---------------------------G---A---D----------T----D--L-R--FKAERVELELTVGVER--T--H--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------KRSAT---V--T--QKLTLTL--QP--VRT--D----T---PD--Q---MA---------L---ISGD--E-------------
SCF64322.1__1 -N--DAVELADMIARLRQEL-----------SRAMS---------------A---------------------------G---A---D----------T----D--L-R--FKAERVELELTVGVER--T--H--EP--G--VK----VR--F---W--V----F--DA----------G----A--T--------A------KRSAT---V--T--QKLTLTL--QP--VRT--D----T---PD--Q---MA---------L---ISGD--E-------------
WP_093899406.1__1 -N--DAVELADMIAQLRQEL-----------SRAMS---------------A---------------------------G---E---D----------A----D--L-R--FKAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------S----A--T--------T------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PD--Q---MA---------L---ISGD--E-------------
SCF92036.1__1 -----------MIAQLRQEL-----------SRAMS---------------A---------------------------G---E---D----------A----D--L-R--FKAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------S----A--T--------T------KRSAT---V--T--QKLTLTL--QP--VRA--D----A---PD--Q---MA---------L---ISGD--E-------------
WP_051956639.1__1 -N--DAVELADMIAQLRQEL-----------SRAMS---------------A---------------------------G---E---D----------A----D--L-R--FKAERVELELTVGVER--T--H--EP--G--VK----VR--F---W--V----F--DA----------S----A--T--------A------KRSAT---V--T--QKLTLTL--QP--VRT--D----T---PD--Q---MA---------L---ISGD--E-------------
WP_008740872.1__1 -N--DAVELADMIAQLRAEL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-R--FRAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------S----A--S--------A------KRSST---V--T--QRLSLTL--QP--VLA--D----A---PE--Q---VA---------L---ISGD--E-------------
WP_073794968.1__1 -N--DAVELADMIAQLRAEL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-R--FRAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------S----A--S--------A------KRSST---V--T--QRLSLTL--QP--VLA--D----T---PE--Q---VA---------L---ISGD--E-------------
WP_050779333.1__1 ------MELADMIAQLRAEL-----------SRAMS---------------A---------------------------G---E---D----------S----D--L-R--FRAERVELELTVGVER--T--N--EP--G--VK----VR--F---W--V----F--DA----------S----A--S--------A------KRSST---V--T--QRLSLTL--QP--VLA--D----A---PE--Q---VA---------L---ISGD--E-------------
WP_054224797.1__1 -D--DAVELADMIAQLRAEL-----------SRAMS---------------A---------------------------G---K---D----------S----D--L-R--FKAERVELELTVGVER--T--T--EP--G--VK----VR--F---W--V----F--DA----------S----A--S--------A------KRSTT---V--T--QKLTLSL--RP--VSA--D----A---PE--R---TA---------L---ISGD--A-------------
WP_073751019.1__1 -----------MIAQLREEL-----------SRALA---------------D---------------------------G---E---G----------S----G--L-R--FKAERVELELTVGVER--S--R--EP--G--VK----VR--F---W--V----F--DA----------S----A--A--------A------KRSST---V--T--QRLTLTL--QP--VLA--D----A---PD--Q---MA---------L---ISGD--E-------------
WP_107090695.1__1 -D--DAVELADMIAQLRSEL-----------SRAMA---------------D---------------------------G---D---G----------E----G--I-R--FQAESLELELTVGVER--S--R--EP--G--AK----VR--F---W--V----F--DV----------K----H--S--------A------RSANT---A--T--QRIKLTL--QP--VRA--E----A---PE--R---PA---------L---ISGA--E-------------
KOU35946.1__1 -D--DAVELADMIAQLRSEL-----------SRAMA---------------D---------------------------G---D---G----------E----G--I-R--FQAESLELELTVGVER--S--R--EP--G--AK----VR--F---W--V----F--DV----------K----H--S--------A------RSANT---A--T--QRIKLTL--QP--VRA--E----A---PE--R---PA---------L---ISGA--E-------------
AAO65337.1__1 -D--DAVELAEMIGQLRSEL-----------SRAMA---------------D---------------------------G---AA--G----------G----G--L-R--FQAEKLELELTVGVER--S--R--EP--G--AK----VR--F---W--V----L--DV----------H----G--S--------A------RSART---A--T--QRIKLTL--QP--VLG--D----A---PD--S---PA---------L---ISGA--E-L---PD------
WP_109196481.1__1 ------MELADVIAQLRSEL-----------NRAMT---------------A---------------------------G---D---G----------D----E--I-R--FQAEKLELELTVGVER--S--L--EP--G--VK----VR--F---W--V----L--DA----------Q----S--S--------A------RSAKM---T--T--QRIVLTL--QP--VRG--D----A---PD--S---PA---------L---ISGT--E-L---PD------
WP_108956094.1__1 -D--DAVELSQMIAQLRREL-----------SRAMA---------------E---------------------------G---E---G----------A----D--L-R--FEAEQIELEVSVGVER--S--R--EP--G--AQ----LK--F---W--V----F--EV----------G----A--S--------A------RRATA---L--T--QRINLTL--RP--VRT--D----R---PD--Q---PT---------L---ISGR--E-------------
SBT40578.1__1 -D--GGIELADLLWQLRHEL-----------SRAMW---------------A---------------------------G---E---R----------T----D--L-R--FEAGPVELELTVAVEK--S--T--EP--G--VK----AK--F---L--V----V--EA----------E----M--G--------G------RRAST---V--T--QRIHLTL--HP--RLA--D----A---PE--R---SP---------L---IAGR--S-E---D-------
WP_091202013.1__1 ----------------------------------MW---------------A---------------------------G---E---R----------T----D--L-R--FEAGPVELELTVAVEK--S--T--EP--G--VK----AK--F---L--V----V--EA----------E----M--G--------G------RRAST---V--T--QRIHLTL--HP--RLA--D----A---PE--R---SP---------L---IAGR--S-E---D-------
WP_067304279.1__1 VD--DGVELADLIWQVRHEL-----------SRAMW---------------A---------------------------G---E---H----------T----D--L-R--FEAGPVELELTVAVER--S--S--QP--G--VK----AK--L---M--V----V--DA----------E----W--G--------E------RRASV---V--T--QRITVVL--QP--RRA--D----E---PD--R---PP---------L---ISGA--P-E-----------
WP_052386702.1__1 -D--DAIQLADVIWQLRHEL-----------SRAMW---------------A---------------------------G---E---H----------A----D--L-R--FEAESVDLELTVAMER--V--R--ED--G--VK----VR--F---W--V----L--DG----------N----A--G--------S------TRTSI---V--T--QRLALKL--RP--IRS--D----D---PG--R---PA---------T---ISGA--A-------------
WP_037717425.1__1 QE--SGLQLSQMIAALRDEL-----------ELAQQ---------------N---------------------------A---E---E----------A----H--L-R--FGISGVEVEATVQVSK--E--W--EG--K--GG----VK--F---W--V----I--EA----------G----G--G--------R------TSGNS---T--S--QRIKLDL--TV--P--------------------------------------------------------
WP_093781931.1__1 QE--GGLQLSQMISALRDEL-----------EQAQL---------------N---------------------------S---E---E----------A----D--L-R--FGISGVELEATVQVSK--E--W--EG--R--GG----VK--F---W--V----I--EA----------G----G--S--------R------TQGNS---T--S--QRIKLDL--TV--PKD--T---------------------------------------------------
WP_076096451.1__1 QR--NGLQLHQMISALRTEL-----------ETAQQ---------------E---------------------------S---A---E----------E----E--L-R--FGVSGVELEATVQVTI--E--G--GG--K--GG----VR--F---W--V----I--EA----------T----G--G--------M------DRSKA---T--T--QRIKLNL--DV--PPG--T---------------------------------------------------
CCK24440.1__1 QR--NGLQLHQMISALRTEL-----------ETAQQ---------------E---------------------------S---A---E----------E----E--L-R--FGVSGVELEATVQVTV--E--G--GG--K--GG----VR--F---W--V----I--EA----------T----G--G--------M------DRSKA---T--T--QRIKLNL--DV--PPG--T---------------------------------------------------
WP_106435830.1__1 ------MQLHQMISALRTEL-----------ETAQQ---------------E---------------------------S---A---E----------E----E--L-R--FGVSGVELEATVQVTV--E--G--GG--K--GG----VR--F---W--V----I--EA----------T----G--G--------M------DRSKA---T--T--QRIKLNL--DV--PPG--T---------------------------------------------------
ELS58075.1__1 ------MGLADMVAALRDEL-----------ADAQR---------------R---------------------------A---E---G----------E----T--L-R--FGIADVEVEATVQITR--S--A--AG--R--AG----VQ--F---W--V----V--QA----------G----G--E--------M------ARGNA---T--T--HRIKLNL--KA--PAG--T---------------------------------------------------
WP_063888125.1__1 RA--GGLGLADMVAALRDEL-----------ADAQR---------------R---------------------------A---E---G----------E----T--L-R--FGIADVEVEATVQITR--S--A--AG--R--AG----VQ--F---W--V----V--QA----------G----G--E--------M------ARGNA---T--T--HRIKLNL--KA--PAG--T---------------------------------------------------
WP_062147405.1__1 ------MGLADMVAALRDEL-----------TDAQM---------------R---------------------------A---E---G----------E----T--L-R--FGIADVEVEATVQITR--S--A--AG--R--AG----VQ--F---W--V----V--QA----------G----G--E--------M------ARGNA---T--T--HRIKLNL--KA--PAG--T---------------------------------------------------
WP_051832810.1__1 ------MGLADMLGGLRREL-----------EDAQR---------------R---------------------------A---A---G----------E----A--L-R--FGIADVEVEATVQITR--N--A--AG--R--AG----IQ--F---W--V----V--QA----------G----G--D--------Y------ARGNA---T--T--HRIKLNL--TL--PPT--T----L---IS--D---EG-------------DG------------------
WP_059211919.1__1 ------MGLADMLGGLRREL-----------EDAQR---------------R---------------------------A---A---G----------E----K--L-R--FGIADVEVEATVQITR--N--A--AG--R--AG----IQ--F---W--V----V--QA----------G----G--D--------Y------ARGNA---T--T--HRIKLNL--TL--PPT--T----L---IS--D---EG-------------D-------------------
WP_057614669.1__1 ------MGLADMLGGLRREL-----------EDAQR---------------R---------------------------A---A---G----------E----K--L-R--FGIADVEVEATVQITR--N--A--AG--R--AG----IQ--F---W--V----V--QA----------G----G--D--------Y------ARGNA---T--T--HRIKLNL--TL--PPT--T---------------------------------------------------
WP_062020673.1__1 ------MGLADMLGGLRREL-----------EDAQR---------------R---------------------------A---T---E----------E----E--L-R--FGIADVEVEATVQITR--N--A--TG--R--AG----IQ--F---W--V----V--QA----------G----G--D--------Y------ARGNA---T--T--HRIKLNL--TL--PPT--T----L---IS--D---EG-------------DG------------------
AQZ63219.1__1 EP--PGIELATMIGALRDSL-----------DATQR---------------A---------------------------G---A---D----------S----H-GP-R--FQVREIEVEATVETTL--D--I--RG--S--GT----VK--F---W--V----V--DA----------G----L--E--------T------GRARA---S--T--QRVLLRL--SV--GSD--Y----T---IA--R---PL-------------SEGD--L-H---DLP-----
WP_080039399.1__1 -----------MIGALRDSL-----------DATQR---------------A---------------------------G---A---D----------S----H-GP-R--FQVREIEVEATVETTL--D--I--RG--S--GT----VK--F---W--V----V--DA----------G----L--E--------T------GRARA---S--T--QRVLLRL--SV--GSD--Y----T---IA--R---PL-------------SEGD--L-H---DLP-----
WP_109495952.1__1 -----------MIAALRGSL-----------ETAQR---------------D---------------------------G---D---R----------E----G-GP-R--FQVKEIEVEATVQATR--D--R--QV--A--GG----VR--F---S--V----V--NA----------K----G--Q--------A------AKSDG---V--V--QRVLLRL---------------------------------------------------------------
WP_010360482.1__1 EN--ERIDLASMITALRRSL-----------EDAQR---------------E---------------------------G---A---R----------T----G-GP-R--FQVEGIELETTVQVVR--D--A--RA--S--GG----VR--F---W--L----V--TA----------Q----A--G--------A------GRGDS---V--T--QRMTIRL---------------------------------------------------------------
WP_033158047.1__1 EN--DKLNLAEVIQELRQSL-----------VTASM---------------H---------------------------G---E---A----------E----T--I-R--FNVNSVEVELQMVVEK--S--V--GG--KAGGK----FN--F---W--V----L--GG-----IDA--E----A--S--------A------AYKSA---A--T--HKIKLSL--QP--VDV--K----N---PD--P---QT---------G---EPSK--L-LLSG--------
WP_026604493.1__1 -D--DKLNLAEVIQELRQSL-----------ATAST---------------Q---------------------------G---A---A----------E----T--I-R--FNVNSVEVELQMVVEK--S--V--GG--KAGGK----FN--F---W--V----L--GA-----IDA--E----A--S--------A------GYKSA---A--T--HKIKLSL--QP--VDV--K----N---PD--P---QT---------G-----------------------
WP_101055551.1__1 EK--DKLNLAEVIQELRQSL-----------VTASM---------------H---------------------------G---E---A----------E----T--I-R--FKVNSVEVELQMVVEK--S--V--GG--KAGGK----FN--F---W--V----L--GG-----IDA--E----A--S--------A------SYKNA---V--T--HKIKLSL--EP--EDA--K----N---LD--P---QA---------G---NPGK--V-KLKG--------
PPC89427.1__1 AK--NQLELAEVIQALRSEL-----------IAAQQ---------------Q---------------------------G---Q---D----------E----T--I-K--FNLNTVEVELETVVEK--E--A--GA--SASGK----IK--F---W--V----L--N------ADA--E----V--S--------G------KYKHA---A--K--QKIKLSL--DA--V--------------------------------------------------------
WP_093069832.1__1 ----QKLELAEVIKALREEL-----------NLAKR---------------D---------------------------G---E---G----------Q----G--I-R--FNINNVDIELQTVVER--K--V--DA--GVSGK----VR--F---W--V----I--D------ADA--K----A--N--------G------ELKDA---V--T--QKIKLSL--QV--VDT--T----K---TA--E---EI---------A---ATGS----------------
WP_020560738.1__1 ------LELSSVLAQLREEI-----------AESQQ---------------Q---------------------------A---E---G----------Q----D--I-R--FKVKNIDVELQVAVDW--E--F--SG--KGGGK----IK--F---W--V----V--D------VNA--E----G--S--------S------KYTRA---R--T--HKIRLTL--EP--TDA--K----N---PD-----------------------------------------
PZF99742.1__1 -E--DRISVAEVISQLRGDL-----------ALAAW---------------Q---------------------------G---E---H----------K----D--P-K--FKIGAIELELSVVVDR--S--R--QR--G--GH----AK--L---W--V----V--DV----------G----L--D--------Q------TRSSS---V--V--HQIRLTL--QP--INP--D----D---PD--G---DY---------I---VHGR--A-RA----------
WP_111242022.1__1 -E--DRISVAEVISQLRGDL-----------ALAAW---------------Q---------------------------G---E---H----------K----D--P-K--FKIGAIELELSVVVDR--S--R--QR--G--GH----AK--L---W--V----V--DV----------G----L--D--------Q------TRSSS---V--V--HQIRLTL--QP--INP--D----D---PD--G---DY---------I---VHGR--A-RA----------
WP_012230733.1__1 -------SVADVIQQLRSDL-----------EKAVS---------------E---------------------------G---D---D----------H----D--I-R--FGLGDIQVELEAVV----S--A--EA--G--GG----LN--L---K--V----L--GV----------G----F--E--------G------AGKGT---S--A--STIKLTL--N---LNP--K----R---SD--G---D----------------------------------
PWQ98630.1__1 VD--MSIPLAKVLDALKSDL-----------KKAQK---------------N---------------------------S---D---P----------K----N----P--LIIEDIEVELQTVVTW--GVDG--KG--EATGK----VD--L---K--V----L--DFLKLGEAEAKLN----A--N--------G------KWEKA---S--T--QKIKLKL--SA--ASL--N----E---ET--G---KL---------E---KTQV--S-DTTENEP---E-
WP_109837096.1__1 ------IPLAKVLDALKSDL-----------KKAQK---------------N---------------------------S---D---P----------K----N----P--LIIEDIEVELQTVVTW--GVDG--KG--EATGK----VD--L---K--V----L--DFLKLGEAEAKLN----A--N--------G------KWEKA---S--T--QKIKLKL--SA--ASL--N----E---ET--G---KL---------E---KTQV--S-DTTENEP---E-
WP_078923770.1__1 -------QLVEIITALRSDI-----------EAAIT---------------E---------------------------G---E---G----------K----A--V-R--FDLEEVEVELHTQITK--S--G--KG--VAGVE----VE--F---K--V----L--GF-DLGKASG--E----G--T--------G------SVAKE---N--A--HTIRLKL--KP-----------------------------------------------------------
WP_114861518.1__1 ------MSISDAIEGLRKDL-----------AEAIA---------------R---------------------------G---D---G----------Q----D--L-R--FKVEGIEVELTVACEI--G--G------N--NK----AS--F---H--V----L--GI------GA--E----L--G--------G------KLGTT---T--T--HKVKLTL--KP--ADR--D----G---AA--R---ET---------L---IHSS--V-S---KRP---E-
WP_109151271.1__1 ------VGLTRAIKALREEL-----------AEAIR---------------H---------------------------G---K---E----------E----D--L-R--FAVDGIDLELAVACEV--G--G------N--GE----LS--F---Q--V----L--GM------GG--K----L--G--------G------KAGGT---A--T--HRVKLSL--KV--ADR--D----G---AS--V---ST---------L---VSAP--V-S---RRP---E-
WP_014188780.1__1 -D--ALIPLADAIRALRTEL-----------MEAVK---------------E---------------------------G---E---E----------K----D--L-R--FELGPVELEFNAIVSR--E--G--SG--G--GK----IG--F---K--L----F--GQ------GA--E----VNLG--------G------KVSDQ---Q--V--QRLKLVL--TP--RSP--G----G---TVETG---KL---------L---VGTT--I-K---RPR---AG
WP_045317498.1__1 DH--DGIALSTAIELLRSEL-----------AESIE---------------A---------------------------G---K---N----------E----R--I-R--FTAESIELELEITAKL--T--R--KA--N--GK----VS--L--WK--V----M--SV----------G----A--A--------R------EHEGA---A--K--HRLKVLL--KP--HDT--SLPQ-G---A---E----T---------L---IGDY--E-E-----------
WP_034307015.1__1 DR--DGVPLSTAIALLRSEL-----------AEAID---------------A---------------------------G---R---E----------A----G--V-R--FVAESIELELEMVIKD--V--R--KV--D--GK----LS--L--WR--V----L--SA----------G----G--S--------K------QYESG---A--K--HRLKLVL--KP--RDT--VLSP-D---E---E----T---------L---IGDD----------------
EFL26495.1__1 DE--YSISLSDAMSHLRSEL-----------QESVE---------------A---------------------------G---E---R----------E----R--V-R--FSVDSITLELEVVAKA--T--R--DV--N--GK----IT--L--WK--I----L--TA----------G----G--G--------K------KHEDS---A--T--HRITLNI--KP--LDT--SLPP-G---Q---E----T---------L---IGDE----------------
WP_086602634.1__1 ----------------------------------MA---------------D---------------------------G---E---G----------Q----R--L-R--FAVDSIEMDLQVAIDT--T--K--KG--N--AS----LS--L--WQ--V----L--SL----------G----G--G--------L------DHKSA---T--T--HRLTLRL--SP--TDT---LAP-N---S---Q----T---------L---IGDD----------------
WP_108148115.1__1 -----GIPLASAIADLRSEL-----------QKAIL---------------A---------------------------G---A---R----------E----P--L-R--FELDTVELELQVAITT--T--G--SA--E--AK----VG--L--WS--V----L--TA----------G----A--S--------A------EHSHG---S--V--HKLTLRL--SP--RHA--NPAS-G---V---T----V---------L---VGDD--L-E---ALP---P-
WP_089008241.1__1 QP--EYLPLAEAISELRNEL-----------RMAVD---------------N---------------------------A---A---G----------E----D--L-K--FAVEAIEVEMQVVATN--T--L--RG--E--AG----GT--L--FG--V----L--TL----------K----G--G--------A------DHATA---A--T--HKVRLVL--KP--ESS--P-AP-G---A---D----V---------Y---VADP--V-P---ARP---Q-
WP_043787464.1__2 --------LVEAIETILALV-----------DR----------------------------------------------A---A---G----------G----D--D-P--FVLKESTVELSFAITE--T--G--S----------------------------I--SL----------G----V--D--------R------DAADE---V--T--HKLKITL--GA--VAR------------------------------------------------------
WP_030158827.1__1 ------LSLADAIASLRTEL-----------RAAID-------------------------------------------A---S---D----------K----E--L-P--LEVQELELELTLEASS--K--T--GA--E--AG----VN--L--WS--V----I--TG----------K----V--S--------A------EDADT---H--T--HRLRIVL--NP--KTV--D---------------------------------------------------
WP_100447272.1__1 ------LSLSDAVASLRREL-----------KTAMA-------------------------------------------A---A---D----------D----D--L-R--LEVKELELELTLQAAS--E--A--GA--E--AG----VN--L--WS--V----V--TG----------K----V--S--------A------KDTDS---R--M--HRLRIVL--SP--LVT--D-AD-G---AP-----------------------------------------
WP_025272332.1__1 ----NDASLSGAINSLRNEL-----------NEAAK-------------------------------------------G---R---D----------D----Q--L-P--LFIREVELELSLQYDS--E--S--SA--G--GG----LN--L--WS--V----V--SA----------K----A--N--------E------KDSST---A--A--HRVRIVI--DP--QAH--N-DH-G---TPE-R----L---------R---LSGD--D-------------
WP_091053024.1__1 -E--SPITLGQALNSLREEV-----------TQAVY---------------D---------------------------S---S---E----------S----A--V-R--FRAREIEVELTLQVTR--S--T--AA--E--AG----AS--V--WS--V----V--TG----------K----I--S--------G------SDSTA---R--T--HKVRLVL--EP--IGI--D-DS-G---RPR-E----L---------H---LSDD--R-R-----------
WP_106363760.1__1 -------PLSDALAQLRDEL-----------RKAQL---------------Q---------------------------A-------D----------P----V--L-R--LKVASIQLDLDMEFTE--K--I--EG--G--VS----VN--V--WS--V----L--SG----------K----A--A--------A------DRSEA---R--G--HRLSLTI--EP--TFI--D-DS-G---DSG-D----L---------H---VSTP--P-I---ADG-----
WP_026929381.1__1 ----EPIPLSSALAEIRREL-----------KIAKL---------------T---------------------------S-------D----------E----E--L-K--LEVQEVELELTMDLGE--V--K--RK--D--GG----IS--L--FN--V----V--SF----------N----G--G--------K------DENSA---N--Q--HRIKLVL--KP--TFD--E-GD------------------------------------------------
SDF01977.1__1 EP--NVWGLADALTSLRDDL-----------ISAQK---------------S---------------------------G---D---G----------K----A--I-L--FEVEHIDLDLQLVASS--K--V--QG--Q--GG----IG--W---G--I----L--SG----------K----L--G--------G------DLESV---R--T--QRVQLRLKLAP--NKD-------G---S---S----K---------Q---INRR--D-E---RPP-----
WP_092788029.1__1 EP--NVWGLADALTSLRDDL-----------ISAQK---------------S---------------------------G---D---G----------K----A--I-L--FEVEHIDLDLQLVASS--K--V--QG--Q--GG----IG--W---G--I----L--SG----------K----L--G--------G------DLESV---R--T--QRVQLRLKLAP--NKD-------G---S---S----K---------Q---INRR--D-E---RPP-----
WP_015660906.1__1 ER--GLVGLSDAIEGLRAEL-----------ESARR---------------A---------------------------G---A---G----------K----A--V-R--FEVAEVTVTLEAVASR--E--R--DG--S--GR----VQ--W---W--V----L--NL----------G----G--G--------M------RSGAQ---E--T--QTVTLRL--VP--KSE-------G---G---P----L---------D---VSGE--Q-T---EP------
WP_037741111.1__1 NL--RRLTLTEAIESLRQDL-----------EAAQR---------------Q---------------------------G---V---G----------K----A--I-G--FSVQDISVELDVEAER--S--D--SV--E--GG----VS--W---Y--V----T--AK----------A----G-----------R------SWTRR---T--A--TRLVVSL--KP--RGT--L----N---V---T----D---------D---VGRS--R-N---SPP---P-
WP_033328457.1__1 DL--QRLTLTEAIESLRQDL-----------EAAQR---------------Q---------------------------G---V---G----------K----A--I-G--FSVQDISVELDVEAER--S--D--SV--E--GG----VS--W---Y--V----A--AK----------A----G-----------R------SRTRR---S--A--TRLVVSL--KP--RGS--L----N---V---T----D---------E---VGRP--R-N---SPL---P-
WP_027752546.1__1 DL--QRLTLTEAIESLRRDL-----------EAAQR---------------Q---------------------------G---V---G----------R----G--I-G--FSVQDISVELAVEAER--S--D--SV--E--GG----VS--W---Y--V----T--AK----------G----G-----------R------SRIRR---N--A--TRLVVSL--KP--RGT--L----N---V---A----D---------D---TGRP--R-N---SPA---P-
WP_042444907.1__1 -------SLPEAIAMLHDDL-----------TRAQQ---------------E---------------------------A---V---A----------S----G-RA-T--FSVAEVTVELSVEAVR--S--S--SA--E--GG----FS--W---Y--V----A--RG----------S----A--S--------R------SSSQS---Q--G--HRIHVRL--TP--NVS--F----I---V---S----A---------S---PQE---------LPA---G-
WP_107869038.1__1 PE--PRLGLAVYLMKLQAEL-----------SKARS---------------Q---------------------------A---E---R----------G----E--I-T--FSMEAVTLELDICCSLPNR--A--AH--G--AA----PE--F---W--V----A--ES----------A----P--Q--------DGKD--CECPPR---Y--V--QRITVKL--MP--MPA--V-V--D---E---P----A---------P---SGRA--P-E---GLP---P-
WP_107979463.1__1 PE--PRLGLAVYLMKLQAEL-----------SKARS---------------L---------------------------A---E---R----------G----E--I-T--FSMEAVTLELDICCSLPNR--A--AH--G--AA----PE--F---W--V----A--KS----------A----P--Q--------DGKD--CECPPR---Y--V--QRITVKL--MP--MPA--V-V--D---E---P----V---------P---SGRA--P-E---GLP---P-
RDH84311.1__1 DN--NNLELAQLIKSLRNEL-----------SLAQE---------------E---------------------------G---K---G----------E----G--I-R--FTVEDVELDLEIAVEE--V--V--DG--G--IA----AK--F---Y--V----L--TS----------H----Y--K--------A------KKKDA---V--R--QKIKLKL--KP--EEV--A-S--N---S---D----K---------D---GNRA--R-K---------P-
PWS43349.1__1 -----MVTLEAAIAGVRQAL-----------GKARE---------------D---------------------------A---T---G----------E----R--F-R--FGLSSVDLDFHIEFSA--G--A--ST--D--GP----AE--L---R--V----V--QL----------T----E--D--------S------AAG-----------HRIKLSL--RP--LDL--S-N--G----------------------------------------------
WP_109915443.1__1 ------MTLEAAIAGVRQAL-----------GKARE---------------D---------------------------A---T---G----------E----R--F-R--FGLSSVDLDFHIEFSA--G--A--ST--D--GP----AE--L---R--V----V--QL----------T----E--D--------S------AAG-----------HRIKLSL--RP--LDL--S-N--G----------------------------------------------
WP_020937355.1__1 ----------------RQAL-----------AKALS---------------D---------------------------A---G---D----------Q----H--I-R--FGLSCLDLEFHVEVSP--G--A--TE--N--DP----AE--L---R--V----I--QP----------A----G--D--------P------ATG-----------HRIKLSL--RP--VNV--L-N--G---T---P----D---------D---V-------------------
WP_036036683.1__1 ------ISIAEAINQIRNDL-----------REAIV---------------E---------------------------S---A---G----------Q----DI---L--FTPKEITLELGVTFGT--E--V--KA--G--GG----F-------K--LLTF-L--DL----------S----G--E--------A------KSSNN---R--Q--HKIVLKL--EA--SDA--K----G---S---P----I---------K---VRSK--------RVP---GG
WP_073588513.1__1 -D--NSISLGEAIHIIQQEL-----------MKSEE---------------E---------------------------R---V---K----------S----GLPR-L--FVTDKLTLEANCVFVQ--N--E--TA--G--VG----FD--I---K--LLSV-F--SA----------K----S--D--------L------SSKDE---SSYI--QKIKLEF--KT--VNE--N----G---G---S----N---------I---SGIT--P-I---GLP---GG
WP_071146162.1__1 LA--DKLFIAELIRKVHDEL-----------IRSQE---------------I---------------------------R---E---S----------E----GKEP-L--FVVNDLTIEVNFVATE--S--S--SK--K--GG----LD--F---K--I----I--TA----------G----A--E--------K------EYNMQ---E--T--HKVTLNL--VV--NNE--L----K---E---K----A---------K---SNTA--G-G---RRP-----
WP_074190765.1__1 --------IKELVRQVHNEL-----------YESQE---------------E---------------------------R---E---L----------Q----GQDA-L--FEVEKLTIEANFIVTD--S--E--TE--S--GG----VD--F---K--L----L--KY----------N----A--G--------G------SSKNE---R--V--HKVILEL--VT--P-------------S---K----P---------S---SNVP--R-S---DD------
WP_113829124.1__1 DD--DDVSVKQLIQRLSVDL-----------LDSER---------------E---------------------------R---T---A----------A----GLRP-V--FEVAELEIELSFVVSR--S--R--QG--Q--AG----ID--L---K--V----V--SV----------G----G--Q--------A------DRGDE---R--T--QRMTLRL---------------------------------------------------------------
KPK91870.1__1 AS--GGLGVKELIQKVKSEL-----------IATEI---------------E---------------------------R---R---S----------S----NEAA-L--FEIKDFDLEIKFTVNT--S--R--TV--S--GK----ID--Y---K--V----V--VV----------G----G--D--------K------KLSSE---E--V--QTIKLHM--VTLPTGL--D----G---R---D--------------------------------------
PIE61158.1__1 NI--EIKGLAEIINSVKNEL-----------QVAQK---------------A---------------------------F---Q---N----------N----KEKP-G--FRLRKMQIEISLVAKE--Q--E--GT--D--GR----FN--L---K--T----F--SI----------G----E--N--------I------INSDI---N--L--HKVTLDF--DIP-EDK--D----N---N---S----L---------R-----------------------
PPA04333.1__1 -----MISLVDFIKEVKQEL-----------RAAV----------------------------------------------------D----------K----ED-P-F--FEMGDVELEVTFALDA--T------A--K--AG----AK--L---F--V----V--DI----------G----G--E--------T------KA--T---Q--T--HKVKVML--HP--FVE--D----D---A---P----Q---------Q---IPAQ--H-A---QKRSG---
BAV28608.1__1 -----MISLVDFIKEVKQEL-----------RAAV----------------------------------------------------D----------K----ED-P-F--FEMGDVELEVTFALDA--T------A--K--AG----AK--L---F--V----V--DI----------G----G--E--------T------KA--T-------------------------------------------------------------------------------
WP_070085838.1__1 -----MISLVDFIKEVKQEL-----------RAAV----------------------------------------------------D----------K----ED-P-F--FEMGDVELEVTFALDA--T------A--K--AG----AK--L---F--V----V--DI----------G----G--E--------T------KA--T---Q--T--HKVKVML--HP--FVE--D----D---V---A----Q---------Q---I-------------------
WP_050587564.1__1 -----MISLVDFIKEVKQEL-----------RAAV----------------------------------------------------D----------K----ED-P-F--FEMGDVELEVTFALDT--T------A--K--AG----AK--L---F--V----V--DI----------G----G--E--------T------KA--T---Q--T--HKVKVML--HP--FIE--N----D---A---P----Q---------Q---IPTQ--D-S---QKRSG---
WP_096512489.1__1 -----MISLVDFIKEVKQEL-----------RAAV----------------------------------------------------D----------K----ED-P-F--FEMGDVELEVTFALDA--T------A--K--AG----AK--L---F--V----V--DI----------G----G--E--------T------KA--T-------------------------------------------------------------------------------
WP_098467253.1__1 -----MISLVDFIKEVKKEL-----------RAAV----------------------------------------------------D----------N----ED-P-F--FEMGEVELEVSFTLDA--S------A--K--AG----VK--L---L--V----A--DI----------G----G--Q--------T------KA--T---Q--M--HKVKIKL--HP-----------------------------------------------------------
PFG25618.1__1 -----MISLVDFIKEVKKEL-----------RAAV----------------------------------------------------D----------N----ED-P-F--FEMGEVELEVSFTLDA--S------A--K--AG----VK--L---L--V----A--DI----------G----G--Q--------T------KA--T---Q--M--HKVKIKL--HP-----------------------------------------------------------
WP_051408720.1__1 ------ISLVDFIKEVKSEL-----------RAAV----------------------------------------------------D----------N----DD-P-F--FEMGEVELEVTFALDI--S------G--K--TG----VK--L---V--V----A--EL----------G----G--E--------T------KA--T---Q--T--HKVKLKL--HP--FVE--E----E---A---P--------------------------------------
ETD36996.1__1 ------MSLVDFIKEVKSEL-----------RAAV----------------------------------------------------D----------N----DD-P-F--FEMGEVELEVTFALDI--S------G--K--TG----VK--L---V--V----A--EL----------G----G--E--------T------KA--T---Q--T--HKVKLKL--HP--FVE--E----E---A---P--------------------------------------
WP_065895873.1__1 ------ISLSDFIKEVKAEL-----------IESI----------------------------------------------------D----------N----DT-P-F--FEMGEVQLEVSFSLDA--S------A--K--AG----AK--L---L--V----L--DI----------G----G--S--------T------KA--T---Q--T--HKVTIKL--HP--FVY--A----D---A---D----E---------E---MHPI--T-I---PDKVTPT-
WP_107199715.1__1 ------ISLKSFIEEVKNEL-----------KASI----------------------------------------------------N----------D----KD-P-F--FELGDVELEVSFALDA--E------A--K--AG----AK--L---F--V----V--DV----------G----G--S--------T------KA--T---Q--T--HKVKLTL--TP-----------------------------------------------------------
WP_065209051.1__1 ------ISLKSFIEEVKNEL-----------KASI----------------------------------------------------N----------D----KD-P-F--FELGDVELEVSFALDA--E------A--K--AG----AK--L---F--V----V--DV----------G----G--S--------T------KA--T---Q--T--HKVKLT----------------------------------------------------------------
WP_107237072.1__1 ------ISLKSFIEEVRNEL-----------KASI----------------------------------------------------N----------D----ED-P-F--FELGDVELEVSFALDA--E------A--Q--AG----AK--L---F--V----V--DV----------G----G--S--------T------KA--T---Q--T--HKVKLTL--TP--FVE--S----D---S---K----P---------------------------------
WP_012517130.1__1 ------ISLKEFIEDVKKEL-----------RDSV----------------------------------------------------N----------D----ND-P-F--FIMGDVELEVSFGLDA--E------A--K--AG----AK--L---F--V----L--DV----------G----G--S--------T------KA--T---Q--T--HKVKLTL--SP-----------------------------------------------------------
WP_020745023.1__1 ------ISLKEFIEDVKKEL-----------RDSV----------------------------------------------------N----------D----ND-P-F--FIMGDVELEVSFGLDA--E------A--K--AG----AK--L---F--V----L--DV----------G----G--S--------T------KA--T---Q--T--HKVKLTL--SP-----------------------------------------------------------
WP_044129263.1__1 -------------------------------------------------------------------------------------------------------------------EVELEVSFTLDA--K------A--E--GS----AK--L---V--V----L--DV----------G----G--N--------V------QA--S---Q--V--HRVKLKL--TP--IHE--P----S---R---P----K---------A---FSKG--G-F---PKPP----
WP_069502069.1__1 -------------------------------------------------------------------------------------------------------------------EVELEVSFTLDA--K------A--E--GS----AK--L---V--V----L--DV----------G----G--N--------V------QA--S---Q--V--HRVKLKL--TP--IHE--P----S---R---P--------------------------------------
WP_023623898.1__1 ------ISLKDFIEEVKSEL-----------KSAV----------------------------------------------------D----------E----ET-P-F--FLMEEVELEVSFMLDA--K------A--H--GS----AK--L---V--V----L--DV----------G----G--N--------V------QA--S---Q--V--HRVKLKL--TP--IHD--P----S---K---S----K---------V---PSKG--V-Y---PKPPCG--
WP_065622967.1__1 ------ISLKDFITDVKTEL-----------KSAI----------------------------------------------------N----------N----DD-P-F--FFLDDVELEVSFSLNA--N------A--K--GS----AK--F---V--V----V--DV----------G----G--D--------I------QA--A---Q--T--HKVKLKL--TP--FVE--D---------------------------------------------------
WP_088417702.1__1 ------ISLTDFIKQVKEEL-----------KAAI----------------------------------------------------D----------D----NE-P-F--FEMGDVELEVSFAVEA--E------G--S--AK----FK--F---Y--V----L--DI----------G----G--K--------A------KA--S---Q--T--HVARIKL--HP--FVE--D----P---A---P--------------------------------------
WP_095185693.1__1 -----DISLSTFIGEVKKEL-----------LASV----------------------------------------------------D----------D----AN-P-F--FDIGEVELEVSFTLEG--S------G--K--AG----FK--F---V--V----V--NA----------D----V--S--------T------KA--A---Q--T--HKVKVKL--TP-----------------------------------------------------------
WP_069536590.1__1 ------ISLKEFIDDVKKEL-----------MEAS----------------------------------------------------E----------S----DS-P-F--FTMDEVELEVSFGLNA--K------G--K--AG----GK--F---V--V----F--EL----------G----A--E--------T------NA--S---Q--M--HKVKLKL--TP-----------------------------------------------------------
WP_100754515.1__1 ------ISLKEFIDDVKKEL-----------MEAS----------------------------------------------------E----------S----DS-P-F--FTMDEVELEVSFGLNA--K------G--K--AG----GK--F---V--V----F--EL----------G----A--E--------T------NA--S---Q--M--HKVKLKL--TP-----------------------------------------------------------
WP_010375886.1__1 ------ISLADFISEVKKEL-----------VEAVK---------------N---------------------------K---K---E----------D----DD-P-F--FTLNAVELQTEFGLKA--E------A--S--GG----FK--F---F--V-------DL----------S----A--K--------T------EA--N---Q--R--HCVTLKF--SP--IRQ--S----I---N---P----S---------L---LSGG--G-G---NS------
WP_083445913.1__1 ------ISLADFISEVKKEL-----------IEAVK---------------N---------------------------K---K---E----------D----DA-P-F--FTLNEVELQTEFGVKA--E------A--S--GG----FK--F---F--V-------DL----------S----A--K--------T------EA--N---Q--R--HCVTLKF--SP--IRQ--S----I---N---P----S---------L---V-------------------
WP_061128650.1__1 ------ISIPDFIHQVKAEL-----------IEAQ--------------------------------------------E---R---R----------S----GD-P-F--YALGEVTLEVSFAVDF--D------A--N--AK----MK--L---Y--V----V--EL----------G----T--D--------A------KA--Q---Q--V--HKVSMKF--MP--LEG--S----S---R---I----M---------I---TSPN--P-D---CPQ-----
SAK97102.1__1 ------ISIPDFIHQVKAEL-----------IEAQ--------------------------------------------E---R---R----------S----GD-P-F--YALGEVTLEVSFAVDF--D------A--N--AK----MK--L---Y--V----V--EL----------G----T--D--------A------KA--Q---Q--V--HKVSMKF--MP--LEG--S----S---R---I----M---------I---TSPN--P-D---CPQ-----
WP_021208782.1__1 ------ISIKDFIKSVKEEI-----------LESI----------------------------------------------------D----------E----EN-P-L--FELTNIDLEIAFQLEA--N------A--G--AG----FK--L---Y--V----F--EA----------N----A--G--------T------TA--T---Q--T--HKVTISL--SP-----------------------------------------------------------
WP_110678805.1__1 ------IPLGEFIGSVKEEL-----------RHAQ----------------------------------------------------S----------D----DD-P-F--YELTDVELEVAFAMTS--E------A--G--GG----FK--A---V--V----F--DV----------S----G--K--------A------SE--T---A--T--HRVRLRL--SP--LPV--G----P---S---G----G---------P-----------------------
WP_106418724.1__1 ------IPLGEFIGSVKEEL-----------RHAQ----------------------------------------------------S----------D----DD-P-F--YELTDVELEVAFAMTS--E------A--G--GG----FK--A---V--V----F--DV----------S----G--K--------A------SE--T---A--T--HRVRLRL--SP--LPV--G----P---S---G----G---------P-----------------------
WP_051895616.1__1 ------IPLGEFIGSVKKEL-----------KNAQ----------------------------------------------------S----------D----DD-P-F--YELTDVELEVAFAMTS--E------A--G--GR----FQ--A---V--V----F--DV----------G----G--K--------A------SE--T---A--T--HRVRLRL--SP--LPV--A----P---S---G----G---------P---QE------------------
WP_110691003.1__1 ------IALGEFIGRVKEEL-----------RHAQ----------------------------------------------------S----------D----DD-P-F--YELTDVELEVAFAMTR--E------A--A--GG----YQ--V---V--V----S--DA----------D----G--D--------A------SE--T---A--T--HRVRLRL--SP--LP-------------------------------------------------------
WP_110687005.1__1 -----EISLSKFIESVKAEL-----------KGAQ----------------------------------------------------S----------D----EE-P-F--YELTEVELEVAFAMTS--E------A--G--GG----FK--F---V--V----F--DL----------G----G--K--------A------SE--T---A--T--HRVRLKL--EP--LP-------------------------------------------------------
RAK13805.1__1 ----PGFSLAQLIETTANEL-----------RAVRD---------------R---------------------------A-----------------------PDDT-V--IQLTDCELELAVTVGA--E------A--G--GG----IK--F---W--V----V--DT----------S----A--K--------G------NL--E---S--V--SRVTLKF--GP--V----P----G---K---P----G---------I---AARA--G-E---QTS---G-
WP_024810232.1__1 KV--PGLSLSELIRSTADEL-----------RDAKN---------------S---------------------------G------------------------EDA-V--IELSECELELSVSAAA--E------G--S--GG----IK--F---W--L----I--DA----------G----A--S--------V------KG--E---T--V--SKIHLKF--KP--V----G----A---Q---Q----F---------P---SQEE--D-E---GTD-----
WP_034738077.1__1 -Q--NEVEISDLISKLASGI-----------RQAEK---------------T---------------------------S---R---Q----------S----GEKP-T--IALSACEIELYVEAQV--E------S--G--GG----IK--F---W--V----V--SA----------E----A--K--------G------GL--K---R--S--HKIKLTF--GP--A----G----Q---P---S----A---------F---VSAS--Q-G---AAP---P-
WP_039858258.1__1 ------LPLAQVLSQVAEEL-----------LAADM---------------N---------------------------A---R---E----------R----GT-P-V--MQFDQCEVEFAITAEA--S------S--N--AG----IK--V---W--V----V--NI----------G----G--T--------A------KS--S---H--T--NMIRVRF--KS--P----E----G---T---V----T---------Q---APHV--T-D---SAP-----
WP_031437443.1__1 ----EKIQLSEMLDQISLEL-----------LEAQK---------------K---------------------------A---A---E----------R----GQ-A-T--MQFSECEIEFAVETTK--E------A--G--GG----IK--V---W--I----S--EL----------K----A--G--------A------KK--M---E--S--NTVRIKF--GS--I----P----G---G---P----I---------Q---AVQE--Q-P---NTP-----
PWU19918.1__1 -------QLAQITERVIEEL-----------QLVTK---------------Q---------------------------A---L---E----------R----GV-A-Y--FELQEVELELALEIKF--G------P--K--AG----VD--F---I-------I--KV----------E----A--G--------A------EQ--K---R--L--HTVKVKY--KP--KAE--A----P---S---F----I---------A---MAGA--GDP---SAP---G-
WP_040863145.1__1 -----------MIRYLKSEL-----------TTART---------------D---------------------------P-----------------------GDEV-K--LTLDECAIELNIAVKR--E------A--K--GD----IK--A---Y--V----V--TI----------G----G--G--------I------SS--A---Q--T--HKISAKF--KP--TAE--S----D---P---N----E---------H---IYET--GSG---ASPSKPT-
WP_088989733.1__1 -D--DSVPVEELVSAVKDAV-----------RQAGI---------------S---------------------------A---V---D----------E----G--R-D--LRIGSVQLILSAVVTT--K--L--GG--G--LD----FR--V---P--V----IGWKV----------K----V--G--------G------SRSRQ---K--T--HTIDITL--VA--EDL--Q----D---R---H----E---------L---RHGP--V-E---A-------
WP_110565249.1__1 ------VPVEELVSAVKDAV-----------KQAGI---------------S---------------------------T---T---D----------K----G--R-D--LRVGSVQLILSAVVTT--K--L--GG--G--VD----FR--V---P--V----IGWKV----------K----V--G--------G------SHSRQ---K--T--HTIDITL--VA--EDL--H----D---R---H----E---------L---RHGA--V-E---A-------
WP_109815605.1__1 ------VPVEELVSAVKRAV-----------KKARI---------------S---------------------------A---S---D----------A----D--R-D--LRVGSVQLILSAVVTT--K--L--GG--G--LD----FR--V---P--V----IGWKV----------K----V--G--------G------SHSRQ---K--T--HTIDITL--VA--EDL--E----D---R------------------------------------------
WP_074309590.1__1 ------VPVEELVSAVKKAV-----------RKARI---------------S---------------------------T---A---D----------A----G--R-D--LRVGSVQLILSAVVTT--K--L--GG--G--LD----FR--V---P--V----IGWKV----------K----V--G--------G------SHSRQ---K--T--HTIDVTL--VA--EDL--Q----D---R------------------------------------------
WP_109803225.1__1 ------VPVEELVAAVKDAV-----------KQAGI---------------S---------------------------T---T---D----------A----G--R-D--LRTSSVQLTLNVVVTT--K--L--GG--G--LD----FR--V---P--V----IGWNV----------K----V--G--------G------SRSRQ---R--A--HTIDLTL--VP--EDL--Q----D---R------------------------------------------
WP_053655782.1__1 -D--DSVPVDELVSAVQNAV-----------KRAGI---------------S---------------------------S---T---D----------A----D--R-D--LRVASVQLTLSAVATT--K--L--GG--G--LD----FR--V---P--V----IGWKV----------K----V--G--------V------SHSRQ---R--T--HTIDITL--VP--EDL--V----G---Q---H--------------------------------------
WP_064448884.1__1 -------PINELVTAVKNAV-----------SQADV---------------S---------------------------A---A---N----------S----A--K-D--MQIGSVQLVLNAVATT--K--A--GG--S--LD----FR--I---P--V----IGWKV----------T----V--G--------A------SRTWQ---R--T--HTIDITL--VP--EGA--Q----P---R------------------------------------------
WP_093694864.1__1 -D--DGVPVEDLVTAVKRAV-----------TESNM---------------S---------------------------A---T---A----------A----G--R-D--LRVTSVRLTLHALATA--T--A--GG--S--LT----FR--L---P--F----IGMKL----------R----I--G--------R------TVSRR---D--T--HVIEMTL--VP--PD-------------------------------------------------------
WP_093480392.1__1 -D--DGVPVEDLVTAVKRAV-----------TESNM---------------S---------------------------A---T---A----------A----G--R-D--LRVTSVRLTLHALATA--T--A--GG--S--LT----FR--L---P--F----IGMKL----------R----I--G--------R------TVSRR---D--T--HVIEMTL--VP--PD-------------------------------------------------------
WP_108151851.1__1 -D--DGVPVEDLVAAVKSAV-----------RQSNI---------------S---------------------------A---T---D----------T----E--R-D--LRITSVRLTLHAVATA--T--A--GS--S--WN----FR--L---P--F----LGMKL----------K----I--G--------R------SVTHR---D--T--HLIDMTL--VP--PD-------------------------------------------------------
WP_111504157.1__1 -D--TGLPVDDLIAVIKRAI-----------KYANI---------------S---------------------------E---T---D----------A----S--R-D--LRVTSVHLHLNTVATA--S--S--GG--G--VD----FR--I---P--F----VGMQL----------R----I--G--------G------KVTHK---D--T--HSIELTL--VP--EDL--A----E-------H----E---------V---RDGR--V-E---EVL---VD
WP_043787464.1__1 -D--TGVSVDSLIDAVKAAV-----------KEAGI---------------S---------------------------A---G---D----------A----G--R-A--LRVVSIQLNLNAVATT--T--A--GA--K--LE----FK--I---P--F----IGMNV----------K----L--G--------G------ASTTK---N--T--HTIDVTL--VP--PDL--A----P---G---H----E---------I---RDGG--V-D---A-------
WP_098510388.1__1 -----GVPVSSLVDAVKAAV-----------RDAGI---------------S---------------------------S---A---D----------P----G--R-T--VRVTAVQLTLNAIATT--G--S--GA--R--LE----FK--I---P--F----VGMTV----------K----L--G--------T------TLTTK---D--T--HAIDITL--VP--PD-------------------------------------------------------
WP_014690201.1__1 -D--DGVRVEDLIAAVKNAI-----------DEANI---------------S---------------------------T---T---D----------P----S--R-D--LRVSKVDLTLSVVASR--H--G--GA--G--LE----LK--V---P--V----IGTKL----------G----A--R--------Y------QHGTS---G--T--QTVQVTL--IP--PPP--S----G---F---E----V---------R---GGDL--E-E---SLV---E-
AAM05701.1__1 EN--VGIQIDKIISKVKKAI-----------REVEQ---------------Q---------------------------S---Y---R----------S----E--L-G--VKVEKLDLKLKTFNSK--E--G--GL--E--LK----VP--V---V--D----L--DL----------G----L--G--------G------SISKE---E--T--HTIELTL--IP--VDD--T---------------------------------------------------
WP_048065362.1__1 EN--VGIQIDKIISKVKKAI-----------REVEQ---------------Q---------------------------S---Y---R----------S----E--L-G--VKVEKLDLKLKTFNSK--E--G--GL--E--LK----VP--V---V--D----L--DL----------G----L--G--------G------SISKE---E--T--HTIELTL--IP--VDD--T---------------------------------------------------
WP_048172489.1__1 ED--MGVQIDKIITKVKKAI-----------REVEQ---------------R---------------------------S---Y---R----------S----E--I-G--VKVEKLDLKLKTFNSK--E--G--GL--E--LK----VP--V---V--D----L--DL----------G----L--G--------G------SISKE---E--T--HTIELTL--IP--VDD--T---------------------------------------------------
WP_013720395.1__1 -I--SGADIEKVIAGVKRAI-----------KAAQK---------------S-------------------------------E---S----------E----K--K-A--LNIEKLELTLKAVVEK--V--A--GG--E--LK----IT--I---P--V----IG-SL----------G----A--S--------A------ELASK---E--L--QTIQLTL--VP-----------------------------------------------------------
WP_113955272.1__1 QE--SEIEIASVVEQIQNGI-----------DIAKK---------------G-------------------------------L---A----------A----D--S-L--PNLQSVTLNLNTAVKR--D--G--GP--K--FK--------F---L--I----F--SF----------G----K------------------KWTSE---A--S--QTTTITL--VP--KVP------------------------------------------------------
PWL14963.1__2 GE--TGVLVDSLLYQVRDTL-----------IRVRE---------------G-------------------------------T---N----------D----G-------LRLTNARLSLSTVYRQ--E--A--GG--K--LS--------L---W--V----V--SA----------G----G------------------SVEEA---S--T--QSLVMNL--RP--PAS--G--------D---D----I---------P---VADV--G-D---ALA---Q-
WP_109766436.1__2 GE--TGVLVDSLLYQVRDTL-----------IRVRE---------------G-------------------------------T---N----------D----G-------LRLTNARLSLSTVYRQ--E--A--GG--K--LS--------L---W--V----V--SA----------G----G------------------SVEEA---S--T--QSLVMNL--RP--PAS--G--------D---D----I---------P---VADV--G-D---ALA---Q-
WP_058899353.1__1 EQ--TGVVLNRLLADTRDTL-----------IRVKR---------------D-------------------------------T---D----------G----T-------LKLKQATLQLQTSLQS--E--A--SG--K--IK--------L---V--V----V--SF----------G----S------------------SVASE---A--V--QTLKLVL--AP--PGD--G--------D---T----T---------K---VSST--S-D---GLA---E-
WP_050474231.1__1 EQ--TGVVLNRLLADTRDTL-----------IRVKR---------------D-------------------------------T---D----------G----T-------LKLKQATLQLQTSLQS--E--A--SG--K--IK--------L---V--V----V--SF----------G----S------------------SVASE---A--V--QTLNLVL--AP--PGD--G--------D---T----T---------K---VSST--S-D---GLA---E-
PWL14963.1__1 ----DDIPVADVGDALAQAI-----------IEAHG---------------A---------------------------VASAE---L----------S----D--P-P--LRLDSIESTLKFIVEL--D--G--TA--G--AG----FK--I---L--P----L--TV----------D----V--S--------G------GVSSV---K--T--HEIHLKF---------------------------------------------------------------
WP_109766436.1__1 ----DDIPVADVGDALAQAI-----------IEAHG---------------A---------------------------VASAE---L----------S----D--P-P--LRLDSIESTLKFIVEL--D--G--TA--G--AG----FK--I---L--P----L--TV----------D----V--S--------G------GVSSV---K--T--HEIHLKF---------------------------------------------------------------
WP_028877250.1__1 DD--NSVELRDLMTELRSQI-----------KQAVD---------------Q---------------------------A---E---K----------D----NMGV-L--FQLEDIEIELQTVIGT--K--G--GA--K--GK----FR--V---L--G----F--EA----------E----L--G--------G------ELSSA---Q--T--QKVKLTL--SA--TGT--S----G---G---Q----I---------P---LSST--E-S---SEP---E-
WP_045825909.1__1 DD--NSVELRDLMTELRSQI-----------KQAVD---------------Q---------------------------A---E---K----------D----NMGV-L--FQLEDIEIELQTVIGT--K--G--GA--K--GK----FR--V---L--G----F--EA----------E----L--G--------A------ELSRA---Q--T--QKIKLKL--SA--TGM--D----G---K---Q----V---------P---MHSK--E-Q---EKP---D-
PCJ02666.1__1 ED--NNLHLADLIQSVKNEL-----------IESSR---------------R---------------------------S---E---E----------DQEENGTSY-L--FALEEVELELKFYVST--T--I--E------GK----VK--G---L--I----F--SA----------Q----A--G--------G------ESAKE---Q--T--AKIKFK----------------------------------------------------------------
PCK00490.1__1 ED--NNLHLADLIQSVKQEL-----------IASSV---------------R---------------------------S---E---Q----------EKKENGTPY-L--LELEEVELELKFYVKT--T--A--E------GK----VN--I---L--V----S--SG----------T----A--G--------V------ESAKE---Q--T--ARIKFKI--H------------------------------------------------------------
PYK15403.1__1 GGGLDTVPLGDVVKAVKRQV-----------KEYQD---------------E---------------------------P---V---P---------------GSPL----PRLDTAEFTFKV--VR--T--V--SG--G--LS----VN--V---F--V----F--EI----------G----------------G------SHSRE---A--M--HTVTYTY--KV--PPP------------------------------------------------------
WP_054490916.1__1 SK--RDFELKDAIKEVRRQI-----------SEAVV---------------N---------------------------D---E---K----------NE---GSPKGA--LRLSQVTFEAGVSFSS--T--S--SG--G--VS----IS--L-----------L--SG----------K----------------L------QSNQT---T--V--NKLTFTF--DV--YSAVKD----S---A---H----R---------L---LNPV--D-A---GGD---SL

############################################################################################################
8. TCAD1,2,3,7,9 alignments
############################################################################################################

TCAD1

WP_006562333.1 TLGTFAASSPPPAGTAVREVNPAYSQAMLRQHQQ-----HISGNAQVGAAIAGDVHGNVNV---DQRSQHGGVRFGDGGQYGDISIGDVVG----------GDK-ITTGDISGTEI---AIGRGAQSSVRHISTGGGDYAEGSIDKRRGTFVSGDQFTMSGNFSGALLN
WP_097654838.1 TLGAFDGSGAPPEGTAVRAVNPAYSQAMLRQHQQ-----SIGDQAHVGAAIAGDVHGNVTVTTHDQRGQQGGVSFGSGNTISDVNLGDIVGRDVNRTEQTQGDR-ITTGDISGSGI---AIGRGAQSTVRKINTGGGDYAEGPLDKRTGTFVSGDQFTMSGDFSGAMLT
WP_006562332.1 TLGDFPADHMPPEDTAWREVSPARSQWAFQQSIS------------NSPITTGNNNTVI---------QSGRDTIHAGGSVTQVG-GDYVG----------GDK-IHVGDISGTGI---AIGRGAQAHVQQ---GGGD-------------------------------
WP_011957832.1 -----------------------------RSHTQ-----TISGKAQVGAAVAGDVHGPI-----TVTQQSGGINFGSGNVIGQI--GDVVA----------RDKHVTTGPTISGPIHAQTVHVATEQTITHGAAAS---------------------------------
KPV52848.1 -----------------------------RTHNL-----SIGDNAQVGTAIAGDVHGNI-----TSTQQSGGVNFGSGNTIQKM--GDVVA----------GDK-VNGDKVLGDKI-----------------------------------------------------
WP_066788155.1 TLGDFPADHAPPAGVALREVPPEHSQWVFAQSISGAGAVGIGGSASNSPIITGTHNTVI---------QSGRDTIRAGRDVNQIG-GDYVA----------GDK-ITTGNISGTGI---AIGSHAQAIVQQ---SS---------------------------------
WP_028459906.1 -LGDFPADHTPPPETAIRTVEPSRSRWAFQQIVS-ERAV-VADAVNDSTIITGD--------------------------------GNTVV----Q-----GDV-INTGHISGSGI---AIGRGAQAHVQGIPSAAASVA-----------------------------
WP_011957959.1 --GDFPTDHAPPPETAMRTVEPSRSRWAFQQITG-ERAVNVAGSVSNSTIITGD--------------------------------GNTVA----Q-----GDI-IRTGDISGSGI---AIGRGAQAHVQ---------------------------------------
KPK04989.1 ----------------------------------------------------------------------------HGDKVM----GDKVG----------GDK-ITVGDVSGTGI---AIGRGASAEVHQGISGA---------------------------------
PDW01712.1 -----------------------------------------------------------------------------------------------------------------------------------VNTGGGDYAEGTIDKRQGTFVTEEQ---SYNVAG----
WP_124681998.1 -----------------------------------------------------------------------------------------------------------------------------------VNTGGGDYAEGTIDKRQGTFVTEEQ---SYNVAG----
PDV97043.1 ----------------------------------------------------------------------------------------------------------------------------------EVRTEGGDYAEGSLDKRMGTFIEGHQY--QLHFSGA---
WP_097654839.1 ----------------------------------------------------------------------------------------------------------------------------------EVRTEGGDYAEGSLDKRMGTFIEGHQY--QLHFSGA---
WP_097642039.1 ------------------------------------------------------------I---DQSQQQGGINFGAFNQIKDVHIGDAVR----------GDK-IT--------------------------------------------------------------
WP_052295025.1 ---------------------------------------------------------------------------GSHNQFGDTSIGDVVG----------RDK-LSSGDIAASTV---ALGSDAMAS-----------------------------------------
WP_006562337.1 ------------------------------------------------------------I---DQSQQQGGVNLGAFNEYKHVEIGDVIA----------GDK-IT--------------------------------------------------------------

================================

TCAD2

WP_006562332.1 ARAFAQIYATIKSRPEDPDVDKDEVTTTVKNIQQEAQK-GEQANETKLTRWLRNLAEMAEDIFAVTVAALSGPQAAFATVAHKVAGRVRDE
WP_066788155.1 --------------PEDPNVDKTEMSDTVKKIEQEALK-RDQANEHKLTRWLRNLAAMADDIFEVTVAALTGPQAAFATVARKVAEKVRKE
RPH60747.1 ---FKKIKALIEKRPDEAAVDKDELKSTLERIEAEVKK-GEDANATKIERWLKFLAGMSDDIFQVTAAALTNPVAGVAKTIQLIAKKAK--
RLC77260.1 AELFKPIYAAIETRPDTSPDNRDDITAEVKDIQAEVVK-GDVADESFLARRLRNLKRMAPDILEVVLTALTSPAAGVGMIASKVAQKMRD-
RLD03539.1 -----QIFNEIEKHPDLDQLDKEDLKSEVKELQKEDKK-GPEAEEKQFSRHLRNIKRMAPDILEVVLAAVTNPVAGFGAIAKKVAEKMKAE
RJP50061.1 ---FSLLLQAVHEMPESP--EQTMAVTAIQNLEVEARK-GENANESNVHKWFSFLAEMAPDIYEVAVNSFSNPILGLSTVFKKVAERGRHN
RIK30841.1 AALFSAIYKQIDALPNNPNVERGEIRDTVKYIENETAK-GENANPNKVERWLTTLKTMAPDILDVTAAALLNPLAGVSAAIKKIAAKARGD
RME87387.1 --AFRAVYRAIDSHPSLPEEDRQDLKAEVRELEREVAK-GDQADETFLARRLRNIKRIAPDILDVVIATMANPAAGFGMVAKKVADRMAAE
OGO75558.1 AYKFASIFPQIEDYPNLSATDKSDLKTELRTFEDEDKK-GPESNEGFLAQKLRNVRRIAPDILDVAIATIANPAAGFGMIAKKVAEKMKNE
RIK24514.1 ---FSEIYRQVDERADLPAADKADLKSELQTFEDEDKK-GPESNEGFLAQRLRNVKRIAPDILEVALATIANPAAGFGVIAKKVAEKMKAE
RJP52512.1 APLFDKVYQSIAALPSASADEKQELAETAKRIETEVAKNGESANQTSLQRWMDNIQKMAPDIVDVILASLGGPLSAATAVLKKIAERAKQ-
OIO84223.1 ---FSTLLKAVEAKPEGP--KKTMVQTAVQELETEAAK-GEKAEEGKVQEWFEVLAGMAPDIWEVAVDTFTNPIKGLSTVFQKVAEKGKAE
WP_028459906.1 AALFVPVEKTIRQRPDDPTVTKDELLATVRWIADEVAR-GAQANEQRLIRLLRALATTAPDIFAPVVTILQT--QSICAAAVRAALQVQRD
RJP49969.1 ASKFKDVYQKVDEHPELSPTDKSDLKSELQAFEDDDKK-GPESNEGFLAQRLRNVRRIAPDIVDVAIATIANPAAGFGVIAKKVAEKMKSE
OIO85167.1 ---FAPVYQAIQS-ASLPAQQKEDLSAEVEEIEGQIVK-AEELDESFLARRLRAVKRMGSDIFEVLLAALNGPGAVVSAVAKKVAEKVKAE
OQY82053.1 ---FSEIYRQVDERADLPAADKADLKSELQTFEDEDKK-GPESNEGFLAQRLRNVKRIAPDILEVALATIANPAAGFGVIAKKVAE-----
WP_011957959.1 AALFAPVEAAIRQRPDDPIVTKDELLATVRWIADEVAQ-GAQANEQRLIRLLRALATTAPDIFAPVVTILQT--QSICAAAVRAALQVQRD
RPI52735.1 AATFQAVLDRIDRRPPDPNVEKEEIRDTVGKVKDEVAK-GDAVNVAKVERWLRQLIDLAPDVADVALKGLANPVMGVAAAVAAVARRLR--
OGO75372.1 AYKFASIFPQIEDHSNLSATDKSDLKTELRTFEDEDKK-GPESNEGFLAQKLRNVRRIAPDILDVAIATIANPAAGFGMIAKKVAEKMKNE
WP_104899452.1 ---FDSVLDRVRKRPADPHVDITEIIGYIDNIRNEVAS-GQKANLTKLGRWLKHLAEIAPDIHEPIIAILERP--DIAEPVRLLAADVRK-
BAL53192.1 ---FEAVYRQIAAHPRLTPVERDDLRAEVEEIEDE-AR-RSSSDPSFLERRLRNVQRMAPDILDVVLATLANPAAGFGVVARKVAEKMRAE
WP_116720623.1 SKLYKSIIEKIDQHPKLSDDDKSDAKKEIEEIRQELTK-KEQANESFLMRRFRNLARMAPDILEVTLATISHP------------------
RME48502.1 ---FAPVYQVIER-SDRPAQEKADLTADVEEIE-EAVK-QPEVDEPWLARRLRTLKRMAPDIAGVLLAGLSGPQAVVAETVKKIAARVQQ-
RIK54656.1 APLFDELYRKLDIHQDLAPETKRDVKEELKEIQSALE--AQQPDESFLARRFRNLKRMAPDIADIALETLKNPIGGVAEIIKKVAKKAAEE

================================

TCAD3

WP_017748253.1 MSKVNLLELRFYPIEGNQQRFKVSVEGFSGEVHHEPVLPFLRSPTPPVK
WP_073631282.1 ---MKLLELRFYPIERKQDCFKVSVEGSSGEVHHEPALPFLDSETPDVQ
WP_012411187.1 ---MNTLELRFYPIEGKQHSFKVSVEGSSGEVHYEPELPFLDGEIPDV-
BAY49308.1 ----------------------MSVEGSSGEVHHEPALPFLDSETPDVQ

================================

TCAD7

WP_012663110.1 QPQVARQCSQWL-----------------GLIQTN-------------RAVAKNAPRSWWKEAVSDDFQIVPGQ---LSVKEVEKNLEND-D---ARF-VIVERPF--------EGELL----HYGIPRK---ILNE-------RIASHPNKED--ALVEILD-----LHEYH-AREISLEDALEVGNANELSSR------SGLELG-RYASVIFA------------HTGPVGVVA-PPE-I-LSSEELQKEVD---------LPQLKSLPQPAR--SSQRNTSPQR----GLERT------------ARSMSR------GATRGVVLSTPDQR--MEDLSAQPPTVWCNAHANMPEEAV
WP_007361783.1 TPASLPAGLALR-----------------GLLSSG-------------TN-GYSAPARF-----DPSLDLASAD---APAHATLQRLENS-P---ARY-LVVERHH--------EGRLL----RYAFTSD---EV-R-------AACSVAAPGA--TLHRALN-----LHEFD-A-----SPTLSAHHTPTTRNTPPAPP-QGAHPT-TRRLVALDGDQVSGVAEAELEPTPFATLI-TQA-C-LSASS----FS---------VPTSR---GPLF--DLKSLRPPAH----AASAP------------PSVRSN------PPAPPAPPVPPSSG--A----SVSPA---PGGGGQTPAAI
WP_012504796.1 QPQVSRQCADWL-----------------GLSPAK-------------NVLRREAPRSWWASEVSRDFTTLPAR---MSVDSAAHALENN-D---TRF-VVIERTH--------DGDEL----HYGLSRA---DLID-------ALSHTARRDA--SVAEALD-----MHESA-SLGVNLDDVLESDDIGIFRSKTASIP-SSLPGG-VTRAVIVD------------ESGPVGVAA-PPG-I-VTATE--RAMS---------APAAR-----AS--RTFRRSSPAE----TQAEK------------TTVKKK------SVRRSMRSAKPSL--------TQPPQ---EALAPVTPLEV
GCE44126.1 QPEVCGALLDWLVL-----------REGTGLVDVG-------------TTVSSDLPRS-----VRTNVLVLGSD---EPISTVRAVLARS-D---PEW-LVLERPW--------DAGTL----HYAFDPG---TVTD-------RIRGR-RGAQ--SIVAALE-----LREDD-A-----STSVDLDEVLSRHRRNDDPQ-GGHATG-T---VVLD------------GGTPVGIIH-DPA-P-PLSLD---AIA---------QPRTR-------------LLVPAA----DAPHP------------PRRRGT------TTAPPTPVETVR---------GGEPQVT-AHVAAHMPDRV
WP_012663019.1 QPQVTNALARWFDLEFPQVASPARIR---GVKAGG-------------VAIPEKTLAR-----LDHDVLVALAE---DSGMDTLERIQSN-I---PSY-VVIERQW--------DEQIL----HYAFAAE---EVIE-------LASQ--QPEA--ILMDSLG-----LHETE-A-----SAEGPVDALPPSHEGAQRSC-SKRVIG-LEDGRVIG------VA----ESEVLATSV-DDL-V-LLADQ----VS---------SPIDD----KGL--VVARRVMPRF----VHSKP------------PLFRNL------IDSVSLPVDFAFDR--SD---GVSVRRT-RGHSSGHAGAI
WP_124395772.1 QPEVCGALLDWLVL-----------REGTGLVDVG-------------TTVSSDLPRS-----VRTNVLVLGSD---EPISTVRAVLARS-D---PEW-LVLERPW--------DAGTL----HYAFDPG---TVTD-------RIRGR-RGAQ--SIVAALE-----LREDD-A-----STSVDLDEVLSRHRRNDDPQ-GGHATG-T---VVLD------------GGTPVGIIH-DPA-P-PLSLD---AIA---------QPRTR-------------LLVPAA----DAPHP------------PRRRGT------TTAPPTPVETVR---------GGEPQVT-AHVAAHMPDRV
CBG70423.1 RPEVCGALGEWL-----------------GLSAASEKPVAKVESPPLPTLVGPDVPQV-----VDTNISVVSAV---DSAGSVRRQMRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETPIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
WP_078580325.1 RPEVCGALGEWL-----------------GLSAASEKPVAKVESPPLPTLVGPDVPQV-----VDTNISVVSAV---DSAGSVRRQMRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETPIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
KPL21529.1 -----------------------------------------------------YLHEI-----AMDSFIIVQAD---WPAEKARQAIERL-R---PTH-VIVHRT---------EPQDY----YYLYTQE---EVLE-------RLGYA-DDQE--LVHDAFG-----LHEYT-A----------TDTV-------DAYA-DAGATE-GRRAVVLD------------EGRVAGFYD-PRV-R-PG------------------PPPTR----GVT--RGGVRGEPSA----PVHRSLVADF-------PEQVPL------QETRSLLVSLSAES--VA---GAALPLV-LPVTATLDVVV
WP_086925964.1 QPETVDAIADWL-----------------DLAPV--------------RAVKAVNAEL-----MDPRIVVVESS---TLVKEALQKASDE-G---AHF-VVFRR----------SDPDYPGTLHYTPNLD---ELRR-------A-----HPDA--SMGEALH-----VRESR-C---S-RVVPNGPFLRSLEGRTPLEA-DEFLPEYSRRAVVVE------------GDRPVAVIP-TDD-A-ALD-----VLTHAT------EPPVR-FTRGVT--RSFEGTFPTS---------------------PLVEGS------TPIPPVTSPTEPVV---------------CNINAEMPPTV
WP_078852327.1 RPEVCGALGEWL-----------------GLSAASEKPVAKVESPPLPTLVGPDVPQV-----VDTNISVVSAV---DSAGSVRRQMRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETPIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
WP_079158162.1 RPEVCGALGEWL-----------------GLSAASEKPVAKVESPPLPTLVGPDVPQV-----VDTNISVVSAV---DSAGSVRRQMRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETPIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
WP_079088733.1 RPEVCGALGEWL-----------------GLSAASEKPVAKVESPPLPTLVGPDVPQV-----VDTNISVVSAV---DSAGSVRRQMRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETLIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
OQX50176.1 QPAVAQALGRWL-----KL----------DDPDAEATRSGSGDWVPSGSIADPVLPPE-----VETGILVTSSG---EAVDALRDDLENSPE---SRF-VIVRHAR--------DDRML----NYTYSRN---EIDE-------LSRSV-KGSA--PLKDVLD-----LHKSK-A----------------SRTFGPPLP-GMRPTI-EEPAVILD------------NDLPVGVIL-PEAEE-LLRAD-AHDLQEEM------FPEEE-VH-VSM--RRSFR------------------------------------------------------------------------------
RKZ93488.1 -----------------------------------------------------QMHKI-----TRDSFLLMYSDWKVNQAEQFLERLKPL-E---PSH-VIVQQI---------DTPSY----YHLFKLEEEFEFKP-------LLSA--HPEQ--TLQNVLK-----LDETT-A-------TPVLDAY-------ENAN-KAPDLC-----IVTD------------KGHLIGFYD-ATM---------P-------------LPQRQ---------KHGDTTSPDE----FITR-------------SLVANF------PKQVALAPNETVSL--LV---SLSAE---EVKNPKLPVAL
WP_088916561.1 QPMVASALSSWL--------ANA------DSTGRGSRAIAS-------RSAALSAPRDWWASVVESDIAILSVG---TAGKQAMQQLKPL-D---SKH-VVLQRVH--------KGKVL----SYGLPRQ---TLID-------RIKQYHDTSH--SLDEILY-----LREYQ-SRGIDESTAIATGNARSLRKLARQGA-SDGYLA-----VITD------------GRKVLGVVP-QI--I-LSAPE-V-------------IVAVA----EVS--RTSVEKRKKA----KRHKP------------RGSRGG------RADAPVPVAPIVAP--IT-T-APVDEVL-CHVHASMADKA
WP_107911462.1 ADMTAEAVLQRL-----------------AMNG---------------FWISVDDPAA------SAYIAQLSIRTG-RPVDDVATMLTRD-A---SRYGAAIRRQW--------GARVL----WYARELG---EVLE-------RCARS-SGGQ--SLLDLLQ-----LHESDAS-------------------STPSRE-SGSQAF-PTSSVVMD------------AGEPVAVALVTGV-STQPRIR---------------SPGID----PGE-------ASPRS---------------------ATTRSA--------SSPVVAVSEVRD--VP-----------AWPRIDAPDFV
WP_031364652.1 RPETVARLALWL-----------------HLPS---------------PVEDLDLYRL--AG-AKRGILPMPAE---TTVGQALQLVSRV-K---PDY-VVVARKNPYRQTYIGNRRTL----HYAISAD---ELRR-------STQNS-ETLA--PLEQALG-----LHESD-I-----SQECEIGQAPLDI---PDVH-ATMPSA-SRTVVTGD-WGAQAVLEP--GSRAANALV-------LAEMA---SQIHAQADA---LAQDD----ADY--RVIDESEREK-VA-TLTAAAGADG-SYLEL-PPLLRS--LRA-ATKIESPVEVRRTI-------RKDPLVK-RTPTRKEPGKS
WP_042581206.1 ADMTAGAVLERL-----------------ALNG---------------YWLDAAQGAA------RARIQAVASRMG-RPFDEVANRLARN-A---DDCGAAIRRQW--------GTHVL----WYARELR---DVLA-------ACSHA-PPAL--PLLDALQ-----LHEPD-S-------------------QKPIDM-GAGAVV-MRNGVTLL------------HGEPVGVSL--RV-P-ADALL---------------PPARG----PAPIDLVLRGSDPLS---------------------PPSAGA-----------TPQAPPAGP--IK-----------AWPRIEAPEAK
KYF92538.1 -----------------------------------------------------YLHEI-----ANEDFLLLDAE---LSAAQAQEASRRL-A---PTA-VVVRR----------SGGQQ--GKHHLYTTE---DFTA-------RLATV-PGHL--GLIEALG-----LDDSN-C-------TPTLDAY------------ADAEAA-PERCVILD------------GDRVVSFLD-DAL-----------------------PPPLG-L--RVG--AGEGGEAPLS-I--EVYLP------D-----PLMVGR--TCS-LVVWAVRSDALSRS--LS---AMQPGTS-LDIVVHPRRGL
WP_079596600.1 -----------------------------------------------------------LESIASTDFVLLQAD---WPVDQARDLVEAL-L---PAR-VIVQRRE--------GNEEY----FYLRSRD---ETLA-------LLQP--STGV--SVREAMG-----LHEGG-A-------VPAIDAL------------SSADKA-PDYCVLLV------------ANQVVGYFD-VDE-H---------------------VPSRT-R--GGT-IPGTTTATPEE----PSERSIEAE------F-PNTIRL--NE--MASLTVSVVDSASA-----D---------SASGDRIPLAL
WP_028351221.1 PSGLLVADLRWD---------------------------------------------------RKGSMLVVAGN---RTLRSVLERAAHT-N---PAW-IVLVRFR--------GAHVY----RYAYRVE---ELRQ-------HAMDF-PTRLDWPIEDALD-----LHETK-S-----SASSRGGRR-----L-ELQQ-GMEGPA-ASRLVDLD---------A--AGRIIGIGE-----Q-VDLVA-A-PLDERRS-----SPLDL---------PEIFDLGPMR----GRSGR------------RLPMGY--QSA-SEEAPQKTADQTDS--VD-----------ITLSANTDNEL
WP_120623772.1 RPEVVGALARWF-----------------ELGSPDFVTGAV-------RHLAPPEPMT--AG-ADPSVLFTDGG---VKYGELLKDIHRQ-Q---PDY-VVVERHK--------GPTTY----HHAFRSD---ELLSLDRPQAATVRAK-LAGL--PLHEALGTTTMALHEES-A-----SGRLDTGGP-----IPPPAP-VDAPVT-QRRVILFD------------EGTPWAVVE-PAS-A-LPSSL---QLGN--------MERRV-V--RGA-------------------------------L-PESPGG--L---PGNVRLPLATAELP--L-----------------------
WP_062195847.1 -----------------------------------------------------SAREL-----SRDDFILLEGN---WSVRFSLALLEAG-Q---SVA-VVVHRLQ--------GDQDY----YYLYTRH---EAED-------FLRTA-PPEM--PVEVVLD-----LHEWR-A-------SPVLGA-------------GEATTG-NQPAVVLE------------DGRPVGYVH-PLA-G-ALRAE---ILEGG-------RPRGA---------RLLQRYLKAD-------------------F-PASLAL------GTRAVLRVKLSRRR-------GRPGG---PGLEVEQPAGS
WP_058086902.1 ------------------------------------------------DLDLSTMPRV-------APALLLPAH---LSAQDALPRLLAS-E---AAF-LAVRRVE--------GLTVY----WYSFDMA---WARE-------RVQQS-PPQA--SLKRALD-----LQEFL-S-----APARASDAK------------ALMQPL-ERDAVVLD------------DGRFIGVQT---------VAS---------------VPLPL----PDL--NAMRQASQAR-LD-ELTREVVAQ--------RHRMDE--I---ALRDQRSERRVHAQ--RE---VF----S-VRHAREQPEAS
WP_093102869.1 AEMTASEVLKRL-----------------ALNG---------------FWVDATQPDA------RARLERVSAASN-RPLDAVARSLARD-A---HRFGAAIRRQW--------GTHVL----WYARALQ---EVLE-------RCAAA-QASE--LLVDVLA-----LHEPD-S-------------------RPPVEW-ADSGIL-LSNSVVMD------------KGQPMAVSL-------DDDSW---------------LPAAR----PGS-------PQAAE---------------------LATRSG--------PVGAAPAEPPAP--VQ-----------AWPRIEAPSCQ
WP_079116051.1 --------------------------------------------------------------------------------------MRNS-L---YDY-AVVTS----------ESAELEPGGYYVYMAE---DLGS-------RLEGV-ESRT--SIADALK-----LDTEH-S-------AVEVDLV-------EAEA-GELRYG-DRPQVVTD------------YETPIGVVA-ANT-Q-IASSD---SLGHGQIAGLGFMPRRT----AGS--GEGARAAPIR----GKRRPIGSTG-------PRPKGG------PRRIPQSDESESDL--VK-----------AYVRAEMPASV
WP_100917510.1 ----------RF-----------------ARYG---------------FWIDPTQPQA------RAWIEASAAHLG-LSFDAAAGRLRRE-S---DGFGAALRRQW--------GMQIL----WYARPVA---EVLA-------RCHAA-PPDE--PLLRVLN-----LHEAD-S-------------------PPRIELPSEGNVP-DRTGVVFL------------GDRPVGVSV-------LPARS---------------EPLGS----DGE--SALRAGAPESFEDYGYRDTYERNYADTDATVRVSRGP--GSPISTPDTATPLPAATPPLVR-----------AWPRIDAPDYA
WP_116913112.1 AGMSAGAVLQRL-----------------ALNG---------------YWLDAAQDAA------RARIAAVAARVG-RPIEEVAARLARN-V---DDCGAAIRRQW--------GTHVL----WYARELR---EVLV-------ACSHA-PPAL--PLLDVLN-----LHEPD-S-------------------QPPIDI-GAGAVV-MRNGVTLL------------NGEPVGVSL--RV-A-VDAFV---------------LPARA----PAPADMALRGADPLA---------------------PATAGAARPTPTPTPTPTPVAPPAGP--IK-----------AWPRIEAPEAK
OGA81261.1 ------------------------------------------------DWDLTDPPRV-------LPALLLPAT---LLAQDALPRLLAS-Q---ADT-LAVRRVE--------GLTVY----WYSFPMD---WARE-------RVRQA-DPQA--TLKRVLD-----LHEFM-S-----APVRSANDS------------ALQAPL-DRDAVVLD------------GDRFVGVQP-----P-RPAQG---------------RPVQA----PVT--SPAMAAPPTR-QP-ATSRRPHTG--------QEQFGQ--V---QQQVQHQERSPFTQ--HQ---NAMPPET-ALPEVATPEMA
APW39252.1 ------------------------------------------------------------RA-YSTAFTALDAS---QTGQAALDRLQKP-DGRRARH-VIVRREH--------SGLVY----FYLFESA---EVLG--RLGA-CSQQE-RARS--TLTILLD-----LHAST-S---------------------SPTV-DEQEAP-FQGAVVVR------------GDRALGFVA-PDS-P-EPPTP---ASPPMS------LPDVL----GGL--GGLGGLGKLG---------------------RLFRHR------SSRDAARSLPDLDV--FG-E---------VFNSREAPSRQ
WP_083686381.1 ------------------------------------------------------------RA-YSTAFTALDAS---QTGQAALDRLQKP-DGRRARH-VIVRREH--------SGLVY----FYLFESA---EVLG--RLGA-CSQQE-RARS--TLTILLD-----LHAST-S---------------------SPTV-DEQEAP-FQGAVVVR------------GDRALGFVA-PDS-P-EPPTP---ASPPMS------LPDVL----GGL--GGLGGLGKLG---------------------RLFRHR------SSRDAARSLPDLDV--FG-E---------VFNSREAPSRQ
ABX05693.1 -------------------------------------------------------SRS-----INRRLLVLQAG---WTVAQAQLLLAHS-Q---AEY-VVVQRT---------EPQIY----WYVYPLE---VVQE-------RLSYH-HPDI--AIYLALN-----LQETS-A-------------------SSTLNS-NQLETA-DYLSVVLD---------D--QQHLQG-------------------------------------------------------------------------------------------------------------------------------
WP_013491996.1 -----------------------------------------------------------------TSAIVLPAT---LTPELALERLAPL-S-D-EAP-VVVRREE--------GGATY----VYDFTVG---SLRA-------ALRG--NPAP--TLTLALG-----LHEWQ-A-----SRQVDLRTT-------SVAD-ADRAAA-TGRTVVVQ------------GDDILGILL-PGR---GTRGG---SGGTRSVD----LPMAP---------PPPAAPPPAA---------------------PPAPAP------PTERAVPREPSPAA--YD---AFFR----AYPRVAAPDAV
WP_114609557.1 -----------------------------------------------------------------TSAIVLPAT---LTPELALERLAPL-S-D-EAP-VVVRREE--------GGATY----VYDFTVG---SLRA-------ALRG--NPAP--TLTLALG-----LHEWQ-A-----SRQVDLRTT-------SVAD-ADRAAA-IGRTVVVQ------------GDDILGILL-PGR---GTRGR---SGGTRSVD----LPMAP---------PPPAAPAPAA---------------------PPAPAP------PTERAVPQEPSPAA--YD---AFFR----AYPRVAAPDAV
WP_024352089.1 QNDVGELLSKWL--------------------------------------IERNAGEI--AE-AEKPTIVIDAG---MRAQEALGRMEIA-G-------IDLSQTV-----VV-SRLHY--G-DYVFRAG---DIIE-------KLRRA-DAGM--DLIEALD-----LHEGQ-V-----ASRRRRSEN------------KPLEFP-PTGEIVTD-DE---------SDNIIAVTP-SLM---PPPSE---ANE---------FPATS---------AQASTAPPLE---------------E-----AEVYGG--VEF-AARARMNRWTSGPS--RY-----------GRRSLRTPASE
WP_082613386.1 QAETVKALQAWL--------T---------------------------GSQNNSAWQI-----VTANPAVVSIH---LPQEEFRTKIAGF-E---PQR-IIVL-----------DRQPY--G-YYVRRAG---DILS-------AVQVA-ESQE--SLDNILD-----LHETT-V-----AVQLPAHGS------------APNPLS-ERGWVRIE------------QGVVTEAFP-PPF---TPVGD---PIDQS-------LPLIV-A-------SPPVVERHFG----GSNERLVA---------AVSSGK------PRQSARHSTTRDSR---------------ERRSAGAPLST
WP_087080594.1 ---------------------------------------------PV-GQMVNALPDF-----VDTNFAMIDAY---SPVNIVTRQLRDS-T---HDF-AVVRDLD---A----DGQVV----HYAFTTD---EFLG--ITG--AIAPE-LSQL--SLTQTGA-----LTDTV-P---S-PATSSIRII-----APRPPA-AASPWA-SRTVVLLD-------------GSPVGVVP-PTD---VLDAN------------------------AGR---------------------------------RRRGGQ------EEALALDDQLEEAA---------QPTIQ-AYFRAETDAVI
WP_080406031.1 STQDAGAQLQWH---------------------------------------------------ATTHVLIVASM---RTLASVLKRIEAT-R---PEW-VVVVRAD--------AVGIY----RYAYRPQ---ELEL-------LASES-IDMRDRTLNAALD-----LQEGK-A-----SGVTRGGRP-----IDDARP-GTQGPA-AKRVIELD---------A--AGTVVAILE-----Q-IQPEA----------------------------------------------------------------------------------------------------------------

================================

TCAD9

WP_013005439.1 MGADKVEVRFP-PGCQIPDE-ERPEIDWVLHG-ISE-----------GEGDGRLPGPVH-------GMEV------------VRQISGGLSGAQVLEIKALCGSPGSEVWY--VVKLQDAETSRTEWQAFRDHMSELKA--AYLTAIAAVSESLLE-PGGPP---AGER--AAVVYV--HVSERMG-EPGFPVVTLE---QLAQSA-MEG--SEEA-ARRAVLLVDRLVRR-LRATLSRAAR-------PHPTSERLQRL-
WP_060907573.1 MGADKVEVRFP-PGCQIPDE-ERPEIDWVLHG-ISE-----------GEGDGRLPGPVH-------GMEV------------VRQISGGLSGAQVLEIKALCGSPGSEVWY--VVKLQDAETSRTEWQAFRDHMSELKA--AYLTAIAAVSESLLE-PGGPP---AGER--AAVVYV--HVSERMG-EPGFPVVTLE---QLAQSA-MEG--SEEA-ARRAVLLVDRLVRR-LRATLSRAAR-------PHPTSERLQRL-
WP_037722887.1 MGADKVEVRFP-PGCQIPDE-ERPEIDWVLHG-ISE-----------GEGDGRLPGPVH-------GMEV------------VRQISGGLSGAQVLEIKALCGSPGSEVWY--VVKLQDAETSRTEWQAFRDHMSELKA--AYLTAIAAVSESLLQ-PGGPP---AGER--AAVVYV--HVSERMG-EPGFPVVTLE---QLAQSA-MEG--SEEA-ARRAVLLVDRLVRR-LRATLSRAAR-------PHPTSERLQRL-
WP_060879578.1 MGADKVEVRFP-PGCQIPDE-ERPEIDWVLHG-ISE-----------GEGDGRLPGPVH-------GMEV------------VRQISGGLSGAQVLEIKALCGSPGSEVWY--VVKLQDAETSQTEWQAFRDHMSELKA--AYLTAIAAVSESLLQ-PGGPP---AGER--AAVVYV--HVSERMG-EPGFPVVTLE---QLAQSA-MEG--SEEA-ARRAVLLVDRLVRR-LRATLSRAAR-------PHPTSERLQRL-
WP_119589774.1 MGADKVEVRFP-PGCQIPDE-ERPEIDWVLHG-ISE-----------GEGDGRLPGPVH-------GMEV------------VRQISGGLSGAQVLEIKALCGSPGSEVWY--VVKLQDAETSQTEWQAFRDHMSELKA--AYLTAIAAVSESLLQ-PGGPP---AGER--AAVVYV--HVSERMG-EPGFPVVTLE---QLAQSA-MEG--SEEA-ARRAVLLVDRLVRR-LRATLSRAAR-------PHPTSERLQRL-
WP_128512528.1 -----PQVEFA-PTCGIDLD-DQPYIIDALCD-VAVLESDVTVEEGEDPPKGYWPGGVH-------TVTV------------LRRLAGGRSGSEVLEIEVSVK-KAASFLQ--VAKLMRHDEAMKEWTAFNALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKQ--HVVVYA--HVRDRDQ-NTEGTLRSLE---DVVVEA-IED--PEST-G-QGVAALSAMMST-LRNKLYRNASSASEQLLG-----------
REH29599.1 -----VEIRFA-ADCGIADV-DQPEIESVLSR-IPV-----------GSGPGHWPESVR-------AVEV------------ARRLTGGRSGSEVLDIRVYRADSNQSQRF--VAKLGSLAATGDEWQAYHRHFAEEDK--ALLLKIKAVTTGALG-RPTGL---AGDR--EAVVYQ--HISDFAA-EPDGVARTLE---DVVTEA-FDR--ADGA---TAVRAVGKLMRQ-AVTVLYHGVK-------ADARAR------
WP_116181151.1 ------EIRFA-ADCGIADV-DQPEIESVLSR-IPV-----------GSGPGHWPESVR-------AVEV------------ARRLTGGRSGSEVLDIRVYRADSNQSQRF--VAKLGSLAATGDEWQAYHRHFAEEDK--ALLLKIKAVTTGALG-RPTGL---AGDR--EAVVYQ--HISDFAA-EPDGVARTLE---DVVTEA-FDR--ADGA---TAVRAVGKLMRQ-AVTVLYHGVK-------ADARAR------
WP_077194443.1 -----PQVEFA-PACGIDDD-DRGYLIDALCD-VAVLDGEVAPADDGTAPKGYWPAGVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHAEAVQEWDAFTALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKR--HVVVYA--HVRDRDQ-NTEGTVRSLE---DVVVEA-IAN--QEAT-A-QGVAALSSMMST-LRNKLYRNAASASEQLLR-----------
WP_099870402.1 -----PQVEFA-PACGIDDD-DRGYLIDALCD-VAVLDGEVAPADDGTAPKGYWPAGVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHAEAVQEWDAFTALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKR--HVVVYA--HVRDRDQ-NTEGTVRSLE---DVVVEA-IAN--QEAT-A-QGVAALSSMMST-LRNKLYRNAASASEQLLR-----------
WP_033267596.1 -----PQVEFA-PACGIDDD-DRGYLIDALCD-VAVLDGEVAPADDGTAPKGYWPAGVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHAEAVQEWDAFTALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKR--HVVVYA--HVRDRDQ-NTEGTVRSLE---DVVVEA-IAN--QEAT-A-QGVAALSSMMST-LRNKLYRNAASASEQLLR-----------
WP_083103845.1 -----LQVEFA-PACGIDLD-EQGDIVDALCD-VAALGDDIDIEEDESPPKGYWPADVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHDEAVQEWSAFTALARKHDD--TLYVPIVAVSRSVID-KQFAV---DFKR--HVVVYA--HVRDRDQ-NTEGTLRSLE---DVVVEA-IRD--PDAT-A-QGVATLSAMMST-LRNKLYRSAASASDQLLR-----------
WP_084775801.1 -----PQVEFA-PACGIDDD-DRGYLIDALCD-VAVLDGEVDPADDGTAPKGYWPAGVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHAEAVQEWDAFTALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKR--HVVVYA--HVRDRDQ-NTEGTVRSLE---DVVVEA-IAN--QEAT-A-QGVAALSSMMST-LRNKLYRNAASASEQLLR-----------
WP_085206142.1 -------MRFM-PGCGVDDG-ERAEIEWVLSR-IAV-----------GEGPGRLVPPVH-------RVEV------------VRLITGGRSGAQVLEVRVRRGAPEVTEWH--VAKLQDASAARAEWTAYQAYMAPLET--PYRTSVSAVSETVLG-AGAPL---PGDR--EVVVYQ--HVSQRIG-EPGRPLVTLE---QLAEQA-LGG--SGAG-LHSTRTAVRRLLRQ-LGGTLYLSAA-------PDSRIS-LRWL-
WP_078636545.1 ----------M-PGCGVDDG-ERAEIEWVLSR-IAV-----------GEGPGRLVPPVH-------RVEV------------VRLITGGRSGAQVLEVRVRRGAPEVTEWH--VAKLQDASAARAEWTAYQAYMAPLET--PYRTSVSAVSETVLG-AGAPL---PGDR--EVVVYQ--HVSQRIG-EPGRPLVTLE---QLAGQA-LDG--SGAG-LHSARTAVRRLLRQ-LGGTLYLSAA-------PDPRIS-LRWL-
SME88387.1 ----------M-PGCGVDDG-ERAEIEWVLSR-IAV-----------GEGPGRLVPPVH-------RVEV------------VRLITGGRSGAQVLEVRVRRGAPEVTEWH--VAKLQDASAARAEWTAYQAYMAPLET--PYRTSVSAVSETVLG-AGAPL---PGDR--EVVVYQ--HVSQRIG-EPGRPLVTLE---QLAEQA-LGG--SGAG-LHSTRTAVRRLLRQ-LGGTLYLSAA-------PDSRIS-LRWL-
SEF36494.1 -------------GVDLPPE-RRGMIRHALQR-I-------------GRSGNGWHGPVE-------MIEI------------TRLIDAGRSGAVVVEVALRAG--AEYRQR--VVKIGPAAEMATEYANFRKYLVEYPA--TVCAPVQEATPGAVD-PAAQQ---DGVV--EAVAYA--HVAEYAG-RPRIPAPTLE---DLVRAA-FDD--PTEV-R-AARRMIEQLFTK-LSTPFHNRRS-------PVPEARSLRDL-
WP_125512623.1 -------LRVT-PSDGCEID-DWSAVKDALLG-VVR-HADPAAGESTCRAEGKWHASVA-------SVEV------------VKRLAGGRGGAQVLEIITRRDGNRQPTLH--VAKLMDVGEAVKEWKGYRRLIATCDS--NMFVAVTAVSQGVAE-ERTWE---ARKS---VVVYR--HAMDWDH-RAEVSMVALE---DVIAAA-VDG--HTPE-D-ECAGLVRQVLAS-LADSMYARAETQER---------------
WP_062441098.1 ------------PRISVGDG-APAGARDALHRLVAS-----------SEGESRWARLPD-------RIVV------------DGVLTGGRGGADVFEITAYWD--EGHWRY--VAKLGPAEELAREWGAYRKYFAGKSN--VLCAPVELATPAVLD-ETKRI---RGQR--ELIVYG--HVTSFSG-SPDQSLATLE---DLARQG-CHD---TVD---RLIDVIARFARS-AGSVLYGGAK-------PQPGPDSLR---
WP_054290333.1 -----PEVTFA-P-VSLDQR-RRNQLRQALRR-V------------------DWPDPVG-------HIEV------------TRVLHGGRSGVLVVEAVLRRH--NHRLLH--VVKFGPVRELAQEWRAYHKLV--YAN--ALCAPILAATPDVV--RGDKA---TGDA---ALVYD--HASQFTG-DPGGGVRTFE---DLARAA-LTD--PDAA-D-TAVKAVEDLLAG-IAHVFHNRST-------VREIPTSLR---
WP_086684865.1 ------------------------MIRHALQR-I-------------GRSGNGWHGPVE-------MIEI------------TRLIDAGRSGAVVVEVALRAG--AEYRQR--VVKIGPAAEMATEYANFRKYLVEYPA--TVCAPVQEATPGAVD-PAAQQ---DGVV--EAVAYA--HVAEYAG-RPRIPAPTLE---DLVRAA-FDD--PTEV-R-AARRMIEQLFTK-LSTPFHNRRS-------PVPEARSLRDL-
WP_058915119.1 ----QPRISFD-TDCGLTGE-EQDRIKDALLN-VAV-SSDEGASELQCRTQGRWPTDVK-------LVTV------------HGPLAGGRGGADVLKISVKRK-KKPSSLQ--VAKLMPYGEAVKEWTAYEELKSAFDS--SLYVPISAVSRAVHE-ERGQE---RPCS---VVVYR--HVSAWDH-APG-SLQSLE---DLIASA-VRS--SARL-A-ECSAMLATVLRS-LTSNLYADTWAEEAA--------------
WP_058917753.1 ----QPRISFD-TDCGLTGE-EQDRIKDALLN-VAV-SSDEGASELQCRTQGRWPTDVK-------LVTV------------HGPLAGGRGGADVLKISVKRK-KKPSSLQ--VAKLMPYGEAVKEWTAYEELKSAFDS--SLYVPISAVSRAVHE-ERGQE---RPCS---VVVYR--HVSAWDH-APG-SLQSLE---DLIASA-VRS--SARL-A-ECSAMLATVLRS-LTSNLYADTWAEEAA--------------
PSL45972.1 -----VELTFA-PDLDLPDR-RIAEIRAALRR-IPP-----------SGRPGGWRVTPD-------HVEV------------TGLIGGGLSGAVVAQLLLHRG--DQQLRR--IAKIGPAAELLAERRNFTEIVQPHLN--VVCAPIDAWS------PATGS---SDRL--EALVYD--HVAQFAG-RPDTEALTLE---DLVRGG-DTD---------LAVRLIERLFTG-MASPFHHRAE-------P-LKHKSLRDL-
RSM57346.1 --------------VEIPPG-RKGMFWHALHR-I-------------GRSGQGWQGPVE-------SIEI------------TRVIDGGRSGAFVLEVALRAG--AEYRQR--VVKIGAAEEMAAEYGNYRRLLVPYPA--AVCAPIQEATQGALD-IGSKR---DGEI--EAVVYT--HVAEYAG-RPQAAVPTLE---DLVRTA-LGD--FASV-S-AVRRVIGDLFAH-MATPFHNRRE-------FFS-SRSLRDL-
WP_091312637.1 ---------------DIPRE-ILGRVHDAVLR-I-------------TVSRQGWHGPVE-------SVGI------------RRVIAGGRSGALVLDVVLRAG--SERRQR--VMKIGPPAEIAAEFENFRCFLDDYPS--AVCAPIQEVTDGARE-GVEEP---GAET--ECVVYA--HVEDYAG-RAEVPAVTLE---DVVREA-FGG--RETELE-LARGLIVALFDA-MATPFHNRQV-------VRA-ERSLRDL-
WP_077005085.1 ----KPDITFS-AE-GIDTE-TRGAVRTALAD-IGD-----------WPAPGGWPMSVQ-------QIDV------------CGVLNGGRSGAVVLEARVRSL--GRWLRH--VVKVDHAEKLAQEWNAFNEHVLPTGN--AQYSPIVAYSSLVAS-PSHHE---VRPL--AALVYR--HVADHLG-GGGQQCTSLG---EGVRRA-VFG--DQDV-E-PVVRLIGRLFDG-LRLLHDVPTG---------DSGVTLRAL-
WP_067792293.1 ----------------VVEG-DWEEAREALED-IAS-----------VPGERQWAEAPD-------HITI------------GEPLAGGRHGADVFEITAKWG--TLVQRY--VVKLGPLEEMRTEWRAFRDHLR-FEN--ALCAPIVNASPAVRDAEAPAD---PGRR--EAVVYG--HVGDFAA-TPGRPLRSLE---KLAVDA-CREGGAAAD---LLLKIIADFGEK-AQSVLYGQAD-------RYEERSSLRPL-
WP_069570247.1 ---------------------------------------------------GYWPAGVH-------TVTV------------LRRLAGGRSGSEVLEIEVGVK-KAAGFLQ--VAKLMSHAEAVQEWDAFTALARKHDD--TLYVPIVAVSRSVID-KQYAV---DFKR--HVVVYA--HVRDRDQ-NTEGTVRSLE---DVVVEA-IAN--PEAT-A-QGVAALSSMMST-LRNKLYRNAASASEQLLR-----------
AZM53089.1 ---------------------------------------------STCRAEGKWHASVA-------SVEV------------VKRLAGGRGGAQVLEIITRRDGNRQPTLH--VAKLMDVGEAVKEWKGYRRLIATCDS--NMFVAVTAVSQGVAE-ERTWE---ARKS---VVVYR--HAMDWDH-RAEVSMVALE---DVIAAA-VDG--HTPE-D-ECAGLVRQVLAS-LADSMYARAETQER---------------
WP_097883284.1 -----PHIEFA-QDCGIDDEREKAIIIQALSD-VPV-------SRGDRKEEGRWSPGTT-------SVQV------------LQKLQGGRSGSMVLLIQAEAT---DTSLQ--VAKLMPHDEAVAEWKSFRDGMKDRAERFNLYVPVVAVSKSVH--QGNPE---GFTQ--RAVIYQ--HVQDGSA-IKNVKVESLE---DLVGSA-IKG--ESDV-D-SALTTIEKLMET-LRNALFNGAQ-------------------
WP_089957022.1 -----LNVTFSGAAASLDPL-VQEQIETEVRR-IPT-D---------RVSPGHWPYAVH-------AVEV------------TEQFE-GRSGGHTFGAVVHND--RGRSYV--VIKLDRASTLRREWIG-HELIKGVAT--SVFAPVEAATPDV---AGDSC---PERL--GAIVYR--HASQHAG-TPGAAVRTLE---RVVAEA-HRD--PDRI-G-NTVALIEQTLLR-MRPTLYDRVD-------LHRAPSNLKGL-
WP_104481824.1 ------EVTFD--GIALPVR-KSAEIRSVVRR-I------------------RWPHQVD-------LVEF------------VRPLGGGLSGAFVAQVRAHGD--TSAITH--VVKVDAARVLRAEWEAYDRLVRPFTN--AFCAPIEATSL-----TGEEA---DDDL--AAVVYA--HVGQFAG-NVG-DVRVLE---EVVAEA-VRT--GDHT----AVEVLDQVLRG-AVNVFQHRYA-------VVEHASSLREL-
WP_092555851.1 MAGDRVHIDFV-PGVVPDLD-KEGMVENVLGR-LPS---------------QVWGDGDR-------AVLV------------LRRFSGA-GGAMVVQIQVDDG--NATYLQ--VVKIGPAGEMSAEHAAFSRHIAKVNN--KIFTQILYATD-----RDEEF---QPDR-FEALVYG--DAAQFAG-DPGAALVTLE---DVFADA-SRG--STLA-ARRAGEAIEDLFKN-LRVSLYLGAT-------------------
EWM17856.1 ----KPEATFA-EGV-LGED-ERDRVRWALGR-IEA------------DGEGAWPHVVR-------HVKV------------LKAFTDGRSGGMVLRVELAFE--GQALTR--VLKVDRVDVMAREWLGYQKIRRRGN---SVFARVLAASRDVVA-RERRS---QVHD-WGAIVYD--DASEFDG-DASSPAWTLL---EVAADP-QRQ-------D-EAVTAIERLFQA-ARSTFYDVRG----------VNPDVSSL-
WP_043725074.1 ----KPEATFA-EGV-LGED-ERDRVRWALGR-IEA------------DGEGAWPHVVR-------HVKV------------LKAFTDGRSGGMVLRVELAFE--GQALTR--VLKVDRVDVMAREWLGYQKIRRRGN---SVFARVLAASRDVVA-RERRS---QVHD-WGAIVYD--DASEFDG-DASSPAWTLL---EVAADP-QRQ-------D-EAVTAIERLFQA-ARSTFYDVRG----------VNPDVSSL-
WP_106620244.1 -----------------------------MRR-IPP-----------SGRPGGWRVTPD-------HVEV------------TGLIGGGLSGAVVAQLLLHRG--DQQLRR--IAKIGPAAELLAERRNFTEIVQPHLN--VVCAPIDAWS------PATGS---SDRL--EALVYD--HVAQFAG-RPDTEALTLE---DLVRGG-DTD---------LAVRLIERLFTG-MASPFHHRAE-------P-LKHKSLRDL-
WP_073259348.1 -----------------------GRIRAVLRR-LAI-----------GPGEGRLATSPD-------TLDV------------VRMYNEGRGGALVLGVVAHRG--RATTQY--VAKLGSPAEALREWDAFRGMAEERR---ALFVPIEAVTTGVLD-PATAI---EEEG--EAVLYT--DLGSFVG-KPGLPPESLG---DVIAAA-MAG--PRAR-R-RAVHLLDDFLDR-VGEALYAKHQ-VADG----PGLREVRR--
SHN38529.1 -----------------------GRIRAVLRR-LAI-----------GPGEGRLATSPD-------TLDV------------VRMYNEGRGGALVLGVVAHRG--RATTQY--VAKLGSPAEALREWDAFRGMAEERR---ALFVPIEAVTTGVLD-PATAI---EEEG--EAVLYT--DLGSFVG-KPGLPPESLG---DVIAAA-MAG--PRAR-R-RAVHLLDDFLDR-VGEALYAKHQ-VADG----PGLREVRR--
WP_093751128.1 ----QLEFSFD-TACELSIE-QKEKVKDALSN-VAI-SQEASWSASRCRDAGVWESHVT-------SVSV------------HRGLVGGRSGADVLEISVGSK-DGGMRRQ--VAKLMEYEEAVKEWTAFEKLKAKIDT--TFCVPITAVIRGVHR-PAGRA---QGDR---TAL--------------------------------------------------------------------------------------
WP_018686591.1 -------------------------------R-LAA-----------VVRQVRWPEPVT-------RIEF------------VRVLTGGHSGALVVQARV------GQVDR--VVKVDSSRVLRREWEAYRRVVAPQAN--ACCVPIV---------ATTGW---EEES--AAVVYA--DVGHFSG--VGGEVRVVQ---EVFAEA-MRT--GSAD---AVCGAVAEVLQG-AIEVFHRRAR-------VVEQPSSLRE--
WP_103349226.1 -------------------------------------------------------------------------------------------------VVLRAG--SERRQR--VVKIGPSAEMAAEFANFRRYLGDYPA--AVCAPIQEATDGART-EGADP---GVET--EAVVYA--HVEEYVG-RWEVPAVTLE---DVVAAA-FVG--GGTE-Q-LAHELITALFAA-MATPFHNRRE-------VRA-ERSLRDL-
WP_058915195.1 -----------------------------------------------------------------------------------------------------------------MAKLMPYDEAAKEWKAYEELKSTFDS--SLYVPISAVSRAVHD-KRGQE---RPCS---VVVYR--HVSAWDH-APG-SLESLE---DLIADA-VMS--PARL-A-ECSGVLTTVLRS-LSSNLYATAWAEEA---------------
WP_102927965.1 ----------------------------------------------------------------------------------LRRLAGGRSGSAVLEIRLLLE-DGDTLLQ--VAKLSDRDHAVKEYRAAAPVAQPRRF--PMHLDIVAASRGVLD-AGPAN---PYASGLQVVVYQ--HVEDR-H-GTRGDTRSLE---EVVAQG-VAD--EAFT-E-SACESLRHTLTD-LADQFHRVAQ-------------------
WP_125627740.1 ----------------------------------------------------------------------------------LRRLAGGRSGSAVLEIRLLLE-DGDTLLQ--VAKLSDRDHAVKEYRAAAPVAQPRRF--PMHLDIVAASRGVLD-AGPAN---PYASGLQVVVYQ--HVEDR-H-GTRGDTRSLE---EVVAQG-VAD--EAFT-E-SACESLRHTLTD-LADQFHRVAQ-------------------
WP_061441113.1 ----------------------------------------------------------------------------------LRRLSGGRSGSAVLEIRLLLE-DGDSLLQ--VAKLSDRDHAVKEYRAAAPVARPERF--PMHLDIVAASRDVLE-AGPAN---PYASGLQVVVYQ--HLEDR-H-GTRGDTRSLE---EVVAQG-VAD--EAFT-E-SACESLRHTLTD-LADQFHRVAQ-------------------
OUS23993.1 ----------------------------------------------------------------------------------LKILDGGFSGNLVAGVSGIDIHGHEEAPH--VIKIGPRGEMARERTAFEQIERGMGN----------NAPAISE---YAD---MQRR--GAIKYR--YASMGTG-S----TRSLQ---ECFQASFGKS-HKDQS---KLHRYLDAIFNE-QLGRLYRASI-----------NDTQDLLK
WP_075024697.1 -------------------------------------------------------------------------IVL------YREFRGGKSGATVLEAREYEEPNELRVSNVSILKIGPEYDVRKERRNYERFVRNRAT--AAFMTIKRTGGSVDG--------------LAGIVYQ--DAQHYLGIRRQERIDDIS---ALFRPV------HDDF-E-LARARLDRLLEAHLHEVLYKHGT-RVD-------AGSLR---
WP_024935633.1 -------------------------------------------------------------------------IVL------YREFRGGKSGATVLEAREYEEPNELRVSNVSILKIGPEYDVRKERRNYERFVRNRAT--AAFMTIKRTGGSVDG--------------LAGIVYQ--DAQHYLGIRRQERIDDIS---ALFRPV------HDDF-E-FARARLDRLLEAHLHEVLYKHGT-RVD-------AGSLR---
WP_111832227.1 -------------------------------------------------------------------------IVL------YREFRGGKSGATVLEAREYEEPNELRVSNVSILKIGPEYDVRKERRNYERFVRNRAT--AAFMTIKRTGGSVDG--------------LAGIVYQ--DAQHYLGIRRQERIDDIS---ALFRPV------HDDF-E-FARARLDRLLEAHLHEVLYKHGT-RVD-------AGSLR---
WP_067911510.1 -----------------------------------------------------------------------RAVSL------HRFIPAGKSGSTVLEVREHEHLNDLRISNVSILKVGSEHELRQEYENYKKLVKDRGT--AAFMTIKKFRVTADG--------------MAGIIYQ--DAHHHLGLRRQERIENIA---DLFRPV------QYDP-E-RAREILGRLMVTHLHEVLYKHGT-TVD-------ADS-----
RPJ43658.1 ----------------------------------------------------------------------------------------GYSGARTFLIQPIRPDGSADALT--IVKMGPRETVRQEFENYETFVKDRLP--PVTARIQRPPVTLAE---HKQ---PGAR--AALQYT--FIA-----KPGQPPVSLR---QV-----------------------------------------------------------
EKQ53698.1 --------------------------------------------------------------PD--SAEI-L----------LSPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWYELGDELRGYEDHVKRY---------IQNNATQIID---HRK---IGEQ--GGILYN--FVGIN---GRESTIKTME---DYYSSH-DTG---------DVLTALDKLFRN-VLRSWYGQPK-LKE---------------
WP_068481090.1 ----------------------------------------------------------------------------------LKILDGGFSGNLVAGSNSIDMHSHEQAPH--VIKIGPRDLMAKERMAFEQIEQVLGN----------NAPAIAQ---YAD---SENL--GAIKYR--YASMGSG-K----TRSLQ---DCFQQG------ESTD---KLHQYLNDIFET-QLGRFYRAAT-----------NDKA----
RIL10546.1 ------------------------------------------------------------------RVSV------------EGELSGGFSGARVLKVTPYRDADTPELPT--VVKIGPADLIRQEYDAYRRHIRGR---------LSGIPEVWGE-PVYSSGGGEDPV--GGLRYG--LVGAGLF-----AFVSLA---RYAETA-EPG---------DLAHVLESRVFV-HLSTIWRQSR-VVVDA-P-----------
PKO13183.1 ---------------------NKPYKSFIEAR-IPD-DGLIIETRPDILLEARDRAVIRSMFIGYRRLLV------------LREFLSGYSGARTLLVLPIQADGRHDAEA--ILKIGAKDSIEREYLNYNTYVKHTLP--PITARIQRQPVAVPK---TD-------Y--AALQYT--FIA-----EPGKPPESLR---RVLLEN-------------PSSQFLEKLFDT-FGPNWWYQRK-PY----------------
WP_004030150.1 ----------------------------------------------------------------------------------LNPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWYELGDELRGYEDHVKRY---------IQNNATQIID---HRR---IAEY--GGILYN--FVGIN---GRESTIKTME---DYYASH-GTG---------EVLTALDKLFRN-VLRSWYGQPK-LKE---------------
WP_016546087.1 -------------------------------------------DSVKFEFDESLDLKEE-------DRKILYYLFRDCRSVSFHCLDGGFSGNVVLRAKSVDPLGHSQVPT--VIKIGERDPIAQERTAFERIEEVLGN----------NAPRIVD---FAE---IGSR--GGIKYR--YAAMLDG-N----TRVFQ---DMYEGG------EEEK---ECFAVLDTVYKK-QLGRLYDAAE-----------PE------
AXV39836.1 --------------------------------------------------------------PD--STEI-Q----------LTPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWFELGSELKGYEEHVKRY---------IQNNATHVID---HCK---IDAC--GGLLYN--FAGIN---GRESTIKTME---DYYASH-DTG---------EVLNALDKLFRN-VLRSWYGQPK-LKE---------------
ESZ86872.1 ------------------------------------------------------------------SVEV-------------RVLQGGLSGARVFRVSVLNTAGAVTIMS--VARIGSFEDIAAEREKYRTEIVKLAN--GAFPPVTA----------------------------------------------------------------------------------------------------------------
RIL10549.1 ------------------------------------------------------------------RVAV------------EGDLTGGYSGARVLKVTPYRDTDTTELPT--VVKLGPADLIRQEYDAYRRHVRGR---------LSGTPEVWGE-PAYSV---DRAV--GGLRYG--LVGAGLF-----EFVSLA---RYTETA-TPA---------DLAHVLESRLFV-HLATLWRHAR-LVADT-P-----------
WP_109763664.1 -----------------------------------------------------------------------------------KVLEGGFSGNFVGKATSIDSHGYEQVPH--VIKIGEQKEMAQERTAFERVEALLGN----------TAPQIAD---FAD---FRKR--GAIKYR--YASMNGG-K----VETLQSKCEAFIRG--E---LPEK---HFLPYLDSVFSK-QLGRLYRSA--------------------
KUK72504.1 --------------------------------------------------------------PD--STEI-Q----------LTPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWFELGSELKGYEEHVKRY---------IQNNATHVID---HCK---IDAF--GGLLYN--FAGIN---GRESTIKTME---DYYASH-DTG---------EVLNALDKLFRN-VLRSWYGQPK-LKE---------------
WP_048085671.1 --------------------------------------------------------------PD--STEI-Q----------LTPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWFELGSELKGYEEHVKRY---------IQNNATHVID---HCK---IDAF--GGLLYN--FAGIN---GRESTIKTME---DYYASH-DTG---------EVLNALDKLFRN-VLRSWYGQPK-LKE---------------
WP_048071914.1 --------------------------------------------------------------PD--STEI-Q----------LTPITGGYSGSAVFKVDAWDRSGRKEMPF--VMKLGPWFELGSELKGYEEHVKRY---------IQNNATHVID---HCK---IDAF--GGLLYN--FAGIN---GRESTIKTME---DYYASH-DTG---------EVLNALDKLFRN-VLRSWYGQPK-LKE---------------
EHQ07040.1 ----------------------------------------------KLKFEDDYTPADE-------DRDMLLFLFRDTPEVHLKKLAGGFSGNMVLRARVRDIYGHRLPPF--VVKLGERSLIAKEKAAFERIQEALGN----------AAPSIID---TVE---LKDR--GAVKYR--YAAMQGE-Q----TTTFK---KFYAST------DNTD---RIGEVLAAVFDD-RLGRFYEAAV-----------SEP-----
PKL32527.1 ----------------------------------------------KLKFEDDYTPADE-------DRDMLLFLFRDTPEVHLKKLAGGFSGNMVLRARVRDIYGHRLPPF--VVKLGERSLIAKEKAAFERIQEALGN----------AAPSIID---TVE---LKDR--GAVKYR--YAAMQGE-Q----TTTFK---KFYAST------DNTD---RIGEVLAAVFDD-RLGRFYEAAV-----------SEP-----
WP_100757318.1 -------------------------------------------DSVKFEFDESLDLKEE-------DRKILYYLFRDCRSVSFHCLDGGFSGNVVLRAKSVDPLGHSQVPT--VIKIGERDPIAQERTSFERIEEVLGN----------NAPRIVD---FAE---IGSR--GGIKYR--YAAMLDG-N----TRVFQ---DMYEGG------EEEK---ECFAVLDTVYKK-QLGRLYDAAE-----------PE------
PKN64403.1 --------------------------------------------------------------------------------V-LDPLHGGYMGK-TFRVIPYARDGRRMLPS--VLKLGPEAVIEREVRAFHEHVEKY---------ILNNSTSIMG---RAS---SGEW--GGIRYT--FVGIG---GPESRLTWLA---EHYRNR-PAA---------EVLTLLERLFTH-ILKPWYGQPR-WEE---------------
RQD81178.1 -------------------------------------------------------------HPD--CSMV-L----------LSPITGGFSGSLVFRDDPVDRHGRREMTF--VLKLDRWQNISAEIEGYTGHVQRY---------IQNNATQIIQ---HEK---SGEY--GGILYT--FVGIK---GPKSRIFSLE---EFYLTH-TAD---------EVVRVIDRLFRK-VLRAWYGQ---------------------
WP_118980802.1 -------------------------------------------------------------------------------------LDGGFSGNVVLKSKSIDHLGHSQVPS--VIKIGPRDLIARERIAFERIEEVLGN----------NAPSIVD---FAE---LEDR--GAIKYR--YAAMLEG-N----VRTFQ---KAYETT------EDIQ---DLIRILDTVFRK-QLAKLYDASV-----------QEKLNLL-
PKN29113.1 --------------------------------------------------------------------------------V-LAPLHGGYMGK-TFRVIPYARDGRRMIPS--VLKLGPEAVIEREVRAFHEHVEKY---------ILNNSTSIMG---RAS---SGEW--GGIRYT--FVGIG---GPESRLTWLA---EHYRNR-PAA---------EVLTLLERLFTH-ILKPWYGQPR-WEEIH-------------
WP_125726194.1 -------------------------------------------------------------------VEV-------------RVLQGGLSGARVFRVSVLNAAGAVIIMS--VARIASFEDIAAEREKYRTEIVKLAN--GAFPPVTA----------------------------------------------------------------------------------------------------------------
RPJ40977.1 ------------------------------------------------------------------RVVI------------QNEFFSGYSGARTFLIQPIRPDGSADALT--IVKMGLRETVRLEFENYETFVKDRLP--PVTARIQRPPVTLAE---HKQ---PGAR--AALQYT--FIA-----KPGQPPVSLR---QV-----------------------------------------------------------
WP_118967452.1 -------------------------------------------------------------------------------------LDGGFSGNVVLKSKSIDHLGHSQVPS--VIKIGPRDLIARERIAFERIEEVLGN----------NAPSIVD---FAE---LEDR--GAIKYR--YAAMLEG-N----VRTFQ---KAYEST------EDIQ---DLKRILDTVFRK-QLAKLYDASV-----------QEKLNLL-
WP_006102404.1 ---------------------------------------------------------------D--QVQP------------VKVLTSGKSGAQATFFVK----PKNQATR--FLKIASWLSIQKEYLAYQQIIQPLLN--SYTATI--IRKPLFS-EGNGD---QVLI--GALMYS--LAGFP---EDYQKLRSLD---SLFQQY-LHQ--PEGG-D-ILMAKIEATLET-VLKNLFYCGA-SES-----PLQTEQRPL-
RPI31458.1 ----------------------------------------------------------------------------------------GYSGARTFLGVPVKPDGRADAST--IVKIGDRDAIRREFENYEAFVKDTLP--PVTARIQHMPVSPRG---EQ-------R--AAMQYT--FIG-----LPGRSPVSLR---MALLSD-------------PDPALLFKLFDT-FGPNWWMQRK-PY----------------
PYU96069.1 ------------------------------------------------------------------------------RHVDVRTLDGGFSGNFVLGTKSIDLHGHEQVPH--VVKIGPKALIGKERTSFERIEAVLGN----------SAPRVAD---FAD---LETR--GAIKYR--YAAMGRG-D----SRSFQ---KIYEAG------ASDQ---DVKRILDSVFVD-QLGRFYRAAQ-----------AERS----
PYV33745.1 ------------------------------------------------------------------------------RHVDVRTLDGGFSGNFVLGTKSIDLHGHEQVPH--VVKIGPKALIGKERTSFERIEAVLGN----------SAPRVAD---FAD---LETR--GAIKYR--YAAMGRG-D----SRSFQ---KIYEAG------ASDQ---DVKRILDSVFVD-QLGRFYRAAQ-----------AERS----
PYU99592.1 ------------------------------------------------------------------------------RHVDVRTLDGGFSGNFVLGTKSIDLHGHEQVPH--VVKIGPKALIGKERTSFERIEAVLGN----------SAPRVAD---FAD---LETR--GAIKYR--YAAMGRG-D----SRSFQ---KIYEAG------ASDQ---DVKRILDSVFVD-QLGRFYRAAQ-----------AERS----
WP_122251095.1 ----------------------------------------------------------------------------------VRKLSGGLSGALVLKLLVRDGSGAKIHDS--IAKIGPPSHIQDEVESHDKYILRLDP------SATPRKVAVLN-HGAKD-T-------AGVFYSLASASEFTG---------------------------------------------------------------------------
OQY81787.1 --------------------------------------------------------------------------------V-LRELNQGFSGAVVLEARPMLG-ELPAKPL--VVKVSRRDKIQTEARNYEQYVKPL---------LLTEATSHLD-RGPAY---SQHL--GGIAYT--SAFIESD-----AARDLD---HFWREH-SDG---------ECVHALEQLFRT--LGPWFETRD-RKR-------PRNVREL-
RJR39489.1 --------------------------------------------------------------------------------V-LDPLHGGYMGK-TFRVIPYSKDGRRMLPS--VLKLGPEAAIEREVRAFHEHVEKY---------ILNNSTSIMG---RAS---SGEW--GGIRYT--FVGIG---GPESRLTWLA---EHYRNR-SAG---------ELLPLLHRLFTH-ILKPWYGQPR-WEE---------------

############################################################################################################
9. NEFF alignment
############################################################################################################

ALIGN ------HHHHHHHHHHH-HHHHHHHHHHHHHH------------------------HHHHHH----HHHHHHHHHHH-----------------------------H--HHHHHHHHHHHHHHHHHHH---HHHHHHHHHHHHHH-----------------------HHHHHHHHHHHHHHHHHH------------HHHHHHH---------------HHHHHHHHHHHHHHHH-------------------------------HH-HHHHHHHH----------------HHHHHHHHHHHH-H------HHHHHHHHHH------------HHH-----HHHHHHHHHH--------------HHHHHHHHHHHHHHHHHHH----HHHHHHHHHHHHHH-H------------HHHHHHH--------H----------------------------------
HMM ------HHHHHHHHHHHHHHHHH-HHHHHHHHHHHH--------------------HHHHHH----HHHHHHHHHHH---------------------------------HHHHHHHHHHHHHHHHHH---HHHHHHHHHHHHHHH--------------------HHHHHHHHHHHHHHHHHHHHH---------HHHHHHHHH---HHH-HH--HH-HHHHHHHHHHHHH---EEEE-------HHHH---------------HHHH-HHHHHH----------------HHHHHHHHHHHHHH-HH-----HHHHHHHHHHHHHHHH-H----HHH-----HHHHHHHHHHHH----------HHHHHHHHHHHHHHHHHHHHH---HHHHHHHHHHHHHHH-HH--------H-HHHEEEEEE----HHHHHHHHHHHHHHHH--EEE-------HHHHHH----
FREQ ---------HHHHHHHHHHHHHHHHHHHHHH------------------------HEEEEHH----HHHHHHH------------------------------HHHH--HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-HHHHH-----HHHHHH-HHHHHHHHHHHHHHHHEH---H--------HHHHHHHHH---HH----HHHHHHH----EEEE----------------------------------HHHHHH-HHHHH-----------------HHHHHHHH-----H-HHHHHHHHHHHHHH-HHHHHHH--------HH-----HHHH---HHHHHHH---HHH--HHHHHHHHHHH-----HHHHHHH-HHHH------HHH-------H----HH-HHHHHHHHH-----HHHHHHHHHHHHHHHHHHH--------HHHHHHHH--
PSSM ---------HHHHHHHHHHHHHHHHHHHHHHH-----------------------HHHHHHH----HHHHHHHHH--------------------------------------HHHHHHHHHHHHHHHH-H-HHHHHHHHHHHHHHHH-------------H--H-HHHHHHHHHHHHHHHHHHHH----------HHHHHHHHH---H------HHHHH----HHHHHHHHHHHHHH---------------------------HHHH-HHHHH-----------------HHHHHHHHH------------HHHHHHHHHHHHHHHHH-----HHHH-----HHHHH-HHHHHH------------HHHHHHHHHH-HHHHHHHH---HHHHHHHHHHHHHH------------H-HHHHHHHH-----HHHHHHHHHHHHHHH---HEH-------HHHHHHH---
FINAL --------HHHHHHHHHHHHHHHHHHHHHHHH-----------------------HHHHHHH----HHHHHHHHH------------------------------HH--HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-HHHHH-----HHHHHH-HHHHHHHHHHHHHHHHHHHH----------HHHHHHHHH---HH----HHHHHHHH---HHHHHHHH-------------------------------HHHHH-HHHHHH----------------HHHHHHHHHHHHHH-HH---HHHHHHHHHHHHHHHHHH------HHH-----HHHHHHHHHHHHHH---HHH--HHHHHHHHHHHHHHHHHHHHH---HHHHHHHHHHHHHH-----------HH-HHHHHHHHH----HHHHHHHHHHHHHHHHHHHHH-------HHHHHHHH--
AMV25224.1 ALDS-GLSDDGPFAQVARHILGRLGGHYLAFAKGADRRQDF----------GTSSEHRLASV----LELHTTIRMWID----DSAA----------------VQKNE--HLKANHPLVDLLFAFAMAKLGETSQAKKLLDDARKAMEG-PAPTG-TGSQSEQAVT-AAVVRNFLFKAFRYRIEQVLAGKPHSGQMSPEVLDELED---ITKKQGTGPVNNPYKLAKYVVDRMREQSLIIEPN-EKPDPYA---------DWTKHSDEVK-KALAELHTIRD-----------PNKLAERIRKLYKD-GVPGKPLKEVQFHVLHEGLPLAA-RVSESFTV-----ELLTLVPAALQGSG---GANEPPDMPKKQGELLERAMFQAVYFAR-EDIVKKLVDDFTALV-HTKSQ----DM-RFKLIMLYAPRSDTLFQVWKLWANRVASFSRCLVGRSARHPSMALWNLLKS
WP_082839481.1 -------ADVLGLARVRDRLLKRL------LEQGLQAERDLPYFLR--VA-GVKDSERMRVVRDKSMELHTTIRKWID----DSAA----------------VQKNE--HLKANHPLVDLLFAFAVAKLGETTQAKKLLDDARKAMEG-PVPTG-TGSQSEQAVT-AAVVRNFLFKAFRYRIEQVLAGKPHSGQMSPEVLDELED---ITKKQGTGPVNNPYKLAKYVVDRMREQSRIMEPN-EKPDPYA---------DWTKHSDEVK-KALAELHTIRD-----------PNKLAERIRKLYKD-GVPGKPLKEVQFHVLHEGLPLAA-RVSESFTV-----ELLALVPAALQGSG---GANEPPDMPKKQGELLERAMFQAGHFAR-EDIVKKLVDDFTALV-HTKSQ----DM-RFKLINVVAGQ----------------------------------------
WP_010040334.1 -------ADVLGLARVRDRLLKRL------LEQGLQAERDLPYFLR--VA-GVKDSERMRVVRDKAMELHGTIRKWLD----DSAA----------------AQKNE--HLKANHPLVDLLFAFAVGKLGEASQAKKLLEDARKVLEK-PVPSSWQDLKLFEQVV-SAVSSNFVYKAFKYRIEQVLAGKPPTGQLSAEIMQELED---LSSKARSGGTNNPFLRGEYVIGRLREQSRILSPQ-ERLDPYS---------YWTKNQDPLK-KELADLHTIKD-----------PNKLADRIRKLYKE-GVSGKTQKEVQFHVLHEGLPLASLHVNETFTV-----ELLNLVPAALQGAG---GANEAADLPKKQGELLERAMFHAGHFNR-DDLVKKLVDDFTALV-HAKPP----EM-KFKLINVVA------------------------------------------
WP_020468231.1 -----GSADVLALARVRDRLLSRL------FTEGLNKERDLPYFLR--AG-GEQSGERMRGLRERAMRLFRLVEKWHH---------------------------HD--DVKVNRPYVELMFAFGFAKLGEITTARDLMNTARSQLLA-DKAKG----------S-PDQVHEFLGKAFCWRIENAIKGETHAGPLPDDMMNRLAK---M----DDGRNNLPSL--KYVVDRMREEYWTLEPD-QKTRAYA---------TWYGKSMELL-RAIADLANVKD-----------QTRLEEAIRKLTRS-----ATTPEGRLAVYAGVLPHAA-RAGESLAV-----ELLTKVPVLMAESQ---RGEQAVTLAMTQCQILERAIHVAGHFNR-TDLVRGLFDSFLDFVKRQKTP----QA-QYDAINRIAGE----------------------------------------
WP_088255109.1 -----------------------------------------------------------------VLGLHAQVRTWVDKSLRESTG----------------TGGSV--DRGATLAYVDLFFAFGLAKLGESELAKGLLTTAGQTLKG-FTPET----------D-LGVAAEYLYAALAYRIEEALAGRSHSGLLSPALVDELEQ---IRAK-GQGQLNNPNALAYYSINRMREQFHILEPQ-EQLDPYG---------DWTGQGDEIK-KALVALPRIKD-----------PAVLARTIRELYRSAGDKAKAAPDARFVVLWDTLLLAA-RVGEAFTV-----ELLGLVPEAMAASG---TATGS-DLTTKQGQLLERALFLAAHYDR-RDLVRQLASQFADLV-RAKPV----EQ-RYEIVNVVAAQS---------------------------------------
WP_029630337.1 --------DVLALSRARDRVLRDL------MEYGLRKDRDFPLFLQ--SK-NGRKDPAEESDSHLFLRLREKAWSWCS-------Q----------------SQMNE--LASVFRTWVDLTFASALARFGDTGVARTILDDSTKRWEA-KVAS-----------L-ATPAQEWLFQAYQERVRQACRGENAQTPLPPALRRELGS---LAKS------------ERESAERYLQFSRILEPF-ERIDPYR---------NSRPVGDHLQ-ATLNEISSLTPTANKKRRAENYAEELETRFRELFKI-----SHSPRQVLRILMVAMPLAT-RIGESFAL-----ECHSLLEKTLPRAD---RPMDVQEIAKRV-ELIETAAVTVAHFGR-TNLIAGLLEELRKMI-RTQKG----EL----------------------------------------------------
PID39890.1 --------DALTLTRARDRILGRL-------YGGLSLERDVPSFLRFTGGEGGRDAASVEILAG---QLEALLERYGK-T--RRKP----------------SAVEA--TEALTRAYVQLSFAWGFARLGQADRARQLRDASLPLVDA------------------DDPIHGYLSDAYSARVDQALEGLPAETPLSRELSGRLND---LPRF------------PRYKIDRLRQASSILEPQ-ERLNPVL---------AFQRDEADPRGEEFAALRGMSD-----------ATELTEQVAAIMAK-ALAAETELDDRARLFDGVMDFFP-MLPESVAV-----PQLRRLVDSLSEVP---PPRRY--------QLYEEALMLAGLFGR-RELSLELLTAIEALV-TDLSTESAAEL----------------------------------------------------
WP_090492711.1 ALDTLAGGDALGLARAGDRLLEML-------QRGLSLARDVPRFLR-----GGTDSAHAPRVLA---QLEALLERFEH-T--PRRR----------------SSIEA--APALTLAYVRYVFAVGLARLGQADRARTLASAAVEAVDA------------------KEAIHGFLSRAYGARVAQALEGQPPETPLPSDIAAELNA---LGTF------------QRYKVDRLRQASALLEPS-ERLDPAR---------AFGRGARDLRGEEFAALRDLKD-----------PAQVAAQVEALTGR-ATDATLPAEERQRLIGGLLDTLP-RVAPARAL-----PLLNRLVSSMEALP---GEAQA--------VMLGDALTLAALFGR-ADHAMTLAARLRKVL-TALAP----------------------------------------------------------
WP_002627972.1 --------DALGLAQAGDRVLALL-------HRGLSRARDVPTFLR-----ANVDAAHAFRLRA---QLDALLDRFER-T--PRHR----------------SALEA--PVALTWSYVRFVFAWGLARLGHADRARELMASATSGLEG------------------KDPVHGYLGRAYAARVAQALEGLPSETPLPHELATELHA---LGSF------------HRYKVDRLRQASTILEPS-ERLDPAR---------SFGRGERDPRGEEFAVLREEKD-----------VERLATAVEQLAAR-ALSLLTPAPERQRLLEGLLDTLP-RLPPARAL-----PLLTRLVPSMEGLP---DEAHA--------LLLGDALTVAGHFGR-EDHVKALVARLRALL-VGLPP----------------------------------------------------------
WP_095985481.1 --------DALGLAQAGDRVLALL-------HRGLSRSRDVPTFLR-----ASVDAAHASRLRA---QLDALLERFER-T--PRHR----------------SALEA--PVALTGSYVRFVFAWGLARLGHADRARELMASATSGLEG------------------KDPVHGFLGRAYAARVAQALEGLPSETPLPHELATELHA---LGSF------------HRYKVDRLRQASTILEPS-ERLDPAR---------SFGRGERDPRGEEFAVLREEKD-----------VERLVTAVEQLAAR-ALSLLTPAPERQRLLEGLLDTLP-RLPPARAL-----PLLARLVPSMEGLP---DEAHA--------LLLGDALTVAGHFGR-EDHVKALVGRLRALL----------------------------------------------------------------
WP_002635063.1 ALDTLAGGDALGLARAGDRLMEML-------QRGLSPARDVPRFLR-----GGADVAHAPRVVA---QLEALLDRFEH-T--PRRR----------------SSIEA--EPALTLAYVRYVFAVGLARLGQTDRPRALASEAAKAVDA------------------KEAIHGFLSRAYGARVAQALEGQPPETPLPPDIAAELNA---LGTF------------QRYKVDRLRQASALLEPS-ERLDPAR---------AFGRGAKDLRGEEFATLRDLKD-----------PAQVAAQIESLTGR-ATDAKQPLEERQRLIGGLLDTLP-RVAPACAL-----PLLNRLVASLDPLP---RESQA--------VMLGDALTLAALFGR-ADHARTLAGRLREVL-TALPP----------------------------------------------------------
WP_071896883.1 --------DALGLAQAGDRILALL-------HRGLSRARDVPTFLR-----ASVDATHASRLRA---QLDALLERFER-T--PRHR----------------SALEA--PVALTWSYVRFVFAWGLARLGHADRARELTASATSGLEG------------------KDPVHGFLGRAYAARVAQALEGLPSETPLPHELATELQS---LGTF------------LRYKVDRLRQASTILEPS-ERLDPAR---------SFGRGERDPRGEEFALLREEKD-----------VARLATAVEQLAAR-ALSLLTPAPERQRLLEGLLDTLP-RLPPARAL-----PLLARLVPSMEGLP---DEAHA--------LLLGDALTVAGHFGR-EDHVKALVGRLRALL-VGLPP----------------------------------------------------------
WP_011552957.1 ALDTLAGGDALGLARAGDRLLEML-------QRGLSLARDVPRFLR-----GGTDSAHAPRVLA---QLEALLERFEH-T--PRRR----------------SSIEA--APALTLAYVRYVFAVGLARLGQADRARTLASAAAEAVDA------------------KEAIHGFLSRAYGARVAQALEGQPPETPLPSDIAAELNA---LGTF------------QRYKVDRLRQASALLEPS-ERLDPAR---------AFGRGARDLRGEEFAALRDLKD-----------PAHVAAQVEALTGR-ATDATLPAEERQRLIGGLLDTLP-RVAPARAL-----PLLNRLVSSMEALP---GEAQA--------VMLGDALTLAALFGR-ADHAMTLAARLRKVL-TALAP----------------------------------------------------------
WP_015348941.1 ALDTLSGGDALGLARAGDRLLAML-------QRGLSLSRDVPRFLR-----GGTDASVLPQLLA---QLDALHDRFER-T--TRRR----------------SSVEA--PPALTRAYVHFVFACGYARLGQADRARELVASAKGSLST------------------KDAIHVFLTRAYSARVEQALEGAPLEAPLPPDIAAELNA---LGTF------------ERYKVDRLRQVSAFLEPG-ERLDPAK---------AFGRGTRDVRGEEFAALRDLRE-----------PETLAHEVAQLVTR-ATGARLQAPERTRLIGGLLETLP-RLPPARAL-----PLMDELLPAMDGLA---GEVRA--------KLLGDALTLAAMFGR-ADRATSLARRLHAVL-SELAPE---------------------------------------------------------
WP_095958503.1 ALDTLSGGDALGLARAGDRLLEML-------QRGLSLARDVPRFLR-----GGTDSAHVPRVVS---QLEALLERFET-T--PRRR----------------SSIEA--APALTLAYVRYVFAVGLARLGQADRARALASAAAGAVDA------------------TEVIHGFLSRAYGARVAQALEGQPPEAPLPADIAAELNA---LGTF------------QRYKVDRLRQASALLEPS-ERLDPAR---------AFGRGARDLRGEEFATLRDLKD-----------PAQVAAQVEALTSR-ATEMSQAAAERQRLIGGLLDTLP-RVAPARAL-----PVLDRLVASMEALP---GEAQA--------VLLGDALTLAALFGR-ADHAMKLAARLRTVL-TALAP----------------------------------------------------------
WP_013939474.1 ALDTLSGGDALGLARAGDRLLELL-------QRGLSLARDVPRFLR-----GGTDSAHVPRVVS---QLEALLERFET-T--PRRR----------------SSIEA--APALTLAYVRYVFAVGLARLGQADRARALASAAAGAVDA------------------TEVIHGFLSRAYGARVTQALEGQPPEAPLPADIAAELNA---LGTF------------QRYKVDRLRQASALLEPS-ERLDPAR---------AFGRGARDLRGEEFATLRDLKD-----------PAQVAAQVEALTSR-ATEVSQAAAERQRLIGGLLDTLP-RVAPARAL-----PLLDRLVGSMEALP---GEAQA--------VLLGDALTLAALFGR-ADHAMKLAARLRTVL-TALAP----------------------------------------------------------
WP_074957491.1 -------------------------------------------------------------------HLTTLLDRFER-T--TRRR----------------SSVEA--PTALTQAYVRLVFACGLARVGQPEHARTLVEAATAALSK------------------SDPIHGFLVRAYGARVTQALEGEPLETPLPADIAAELNA---LATF------------QRYKVDRLRQGSGLLEPS-ERLDPAR---------AFGRGTRDLRGEEFAALRDIRD-----------PEVVHHEVHQLVQR-ATGAKLNAAERQRLIGGLLETLP-RLPLARAL-----PLMDSLVAAVDTLP---GEVQA--------RLLGDALALAALFGR-VDRATTFAGRLRTVL-SGLPPD---------------------------------------------------------
WP_046713158.1 -------------------------------------------------------------------HLTTLLDRFER-T--TRRR----------------SSVEA--PTALTQAYVRLVFACGLARVGQPEHARTLVESATAALSK------------------SDPIHGFLVRAYGARVTQALEGEPLETPLPADIAAELNA---LATF------------QRYKVDRLRQGSGLLEPS-ERLDPAR---------AFGRGTRDLRGEEFAALRDIRD-----------PEVVHHEVHQLVQR-ATGAKLNAAERQRLIGGLLETLP-RLPLARAL-----PLMDSLVAAVDTLP---GEVQA--------RLLGDALALAALFGR-VDRATTFAGRLRTVL-SGLPPD---------------------------------------------------------
WP_013563423.1 --------------------------------------------------------------------------------------------------------------------LVELILAFGHARLGEASRVHELLARLQPLANP----------------A-AEPTRQWLRDAYRHRVFQALEGKIVRE-YPPELTERLNR---LNPT------------ERTKIGYLERETMILVPH-GKLDPYLHQRQGTDAISLGASQDQRIKNRLARLQILAD-----------LDALETELTQLLDD--PETKREITARRLALGFALSQAT-RLGERFAT-----RCLHELSKLVEETR---LNAPP--GPTG--ELLERGIALAAHFDL-AEPTRLFSDHLLALI-ESHSG--E-------------------------------------------------------
WP_006976999.1 ALAAAAGDDRLALFQTRDFVMAAL-------RDGTGLARNIPAFVR-AHG-SDGDAGELGLLAD---ELLAVRDRYLT-T--KRNR----------------SATEATHPEEPTHAYVRCIFAWGLARLGRTQEAREERQAARGLLGAAIAESG----------T-PDPIHRAAFSAFDARITQALDGQPTGAPLPTAVGGPVHAREQLGGL------------DRYKYDRLVELSRILDPR-HEVDAFD---------RWARRDEEP----YAGLALLTD-----------PPALTKLYDQTFAQ-LPG--LGSEARARALAPVLETLE-ALPEPLAL-----PRLQLAIAAIAELAELDLAQAP--------PLLRSALLLASYYDR-SDLVEGVLALLERHD-EELAT----LLPSEYA-----------------------------------------------
WP_106395678.1 --------DRLALFQTRDRIMASL-------REGVGLARNVPAFVR-TYG-SDGDASDLSRLAD---ELIRVRDEYLA-T--KRTR----------------STIESTHPEELTHAYVRLVFAWGLARVGRPQAARAELDAATKLLGDRVGDER--------RKSRNDPLHTAAFAAYRARVEQALEGLPPGAPLSAAPGGPIDARERLTGI------------DRFKYDRLVQLSRVLDPR-QDVDAFE---------KWSHKDDEP----FAGLALLTQ-----------PDALASLFDRTLAA-MSS--QDPERRARELGALLEYLE-ALPEPLAV-----PRLQTALGFVASAP---LDARP--------KLLRNALLLAGYYDR-ADLI---------------------------------------------------------------------------
KIG14515.1 --------DRLALFQTRDLIMGSL-------REGVGLARNIPNFVR-THG-TDGDASDLGRLAD---ELQRVRDEYLT-T--KRKR----------------STIESTYPEARTDAYVRLVLAWGLARLGRPQVARQELEAGEALLGDSIDPAR------------GDPIHIAAHASYAARIQHALEGLPPGAPLSAEPNGPIAARERLSNI------------DRFKYDRLLQLSRVLDPR-EDTDAFD---------KWNRKDDEP----FAGLALLTH-----------PEDLAALFDRMLAG-MTT--QGPERVARALGELLEFLE-ALPEPLAV-----PRLHAALPFVSAAP---LELRP--------KLLRNALLLAGYYDR-PALIDDALATLAVSD-AELTE----QR----------------------------------------------------
WP_106091490.1 --------DRLALFQTRDLIMSSL-------REGVGLARNIPNFVR-THG-TDGDASDLGRLAD---ELLRARDEYLT-T--KRQR----------------STIESTYPEARTDAYVRLVLAWGLARVGRPQDARDELDAGVALLGDSIAPER------------GDAIHIAAHASYAARIHHALEGLPPGAPLSAEPGGPIAARERLSNI------------DRFKYDRLLQLSRVLDPR-EGVDAFD---------KWNRKDDEP----FAGLALLTR-----------PEDLAALFDRMLAA-MST--QAPERVARSLTELLEYLE-ALPEPLAV-----PRLQAALPFVSAAP---LEARP--------RLLRNVLLLAGYYDR-PALIDEALATLAVSD-AELTE----QR----------------------------------------------------
WP_082841813.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-EETMNQALDVF--ML-YAPRS----DT-LFQV--------------WKLWANRVASFSRCLVGRSARHPSMALWNLLKS
OWK34686.1 ----------------------------------------------------------------------------------ILYA----------------SRSDT--LSHVWNLWVIRVASFSRCFVGRSAKQWSM--ASWNFLKS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020473754.1 --------DVLALARTRDRLAERL----L--GAGLSLELDTPPFLR--FG-DEESRNRHHEASRWLEEKRRPIRQWIT-G--LASKPLVADKNSIPSGILLESGLEP--ERINTARYVDLLIGWGLTRLSESLRGEAVIKQADEGFPV------------------ADPVHGLIREAFEHRLRNLRDGRSARLPLPPEWHARREQ---LPGM------------ERYFADKFFESSRVLQPN-PPPSAYL------EA-VFQKARQT--GPTTFTLNRLN------------TAALNERLPDILQR-EVSQRGATVELARLAGDALRRVT-ELQPETIE-----TLFGLLPTALDATR---SAPVE--WA----GLIEHGLAAASYADR-PDLARLFVQELLS------------------------------------------------------------------
WP_088260254.1 --------DALGLARCRDQVFRRL----V--EKGPGLDLDAPSFLR--FR-GGIGGDRFVTARDWLARAREPVHRWIA-R--FAHT----------GRLQW-AGIDA--ETECTTAYADLLFAWGLSKLGDRSRSREMEASAGAVLSR-VGGPS----------A-DPMVHRVLRAAFADRIAAAQDGRPDRPGLPLDAAADLLR---LDDL------------GRYAVEKLRAHCRILEPV-DLINPYR-NRD-----LGGFLGSDALGERLARVLARPD-----------LAPDPGEIRGLLAD--AAADPTASTLPRVVFVLVETAP-RLDPQVSA-----DVLPLVPRAIELTP---------------------------------------------------------------------------------------------------------------
OWK35052.1 --------DALGLARCRDQVFRRL----V--EKGPGLDLDAPSFLR--FR-GGIGGDRFVTARDWLARAREPVHRWIA-R--FAHT----------GRLQW-AGIDA--ETECTTAYADLLFAWGLSKLGDRSRSREMEASAGAVLSR-VGGPS----------A-DPMVHRVLRAAFADRIAAAQDGRPDRPGLPLDAAADLLR---LDDL------------GRYAVEKLRAHCRILEPV-DLINPYR-NRD-----LGGFLGSDALGERLARVLARPD-----------LAPDPGEIRGLLAD--AAADPTASTLPRVVFVLVETAP-RLDPQVSA-----DVLPLVPRAIELTP---------------------------------------------------------------------------------------------------------------
WP_082839480.1 --------DVLGLARWRDRLVARL----H--DRGPGLDLDEPSFLR--FR-GPANADRFKTAREWLTRVKEPVLAWVQ-R--HTGG----------GRFAW-TGLEA--ETDATAVYAQLLLAWGLGALGERARARDWSARARKALAR-ASGPR----------A-DPAAHALLGDLFLHRIKDAHEGGTPKSGLPHELQERLEK---LPEL------------PRYAVDRLREHCRILEPL-GGVRG-S-ALA-----LKTLWGTDRLGERLSVFGSRTG-----------TAQLNDEARALLTV--ATEEPTTATVPRIAFALLEFAA-HLDPPVLD-----SLLSLVPTALD------------------------------------------------------------------------------------------------------------------
WP_010045385.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EF------------ARYSVDRLREHSRILQPL-GQVSAYH-GRD-----LKEFWGPDRLGERLALLGSQTD-----------PAYVNEEARALIAL--IASQPTTATVPRVVFALLEAGA-TLEHPQLS-----ALIERVPAALDWLE-A--------------WVRGGRWTDAERPQRVSRYQARIIGSALALA----------------------------------------------------------------
BBC98986.1 ------G-AIDAIVDISRRIRDHY-------AQGQAFGPGYD--LK-----RGRGGIREVEFFA---QVHQLIHGGRD----PSLR----------SG----NTREA---------------------LRALAAANVIEADVAARLDE----------------------AYILFRTIEHRLQMVEDRQTHELPKSPDSLDNVAR---LHGL-AD---------SAALLDLLRPHVEWVGRNYDRLSPEK-PDA-----SLSHDEDRLK-EQLVDLGFADP--------ET-PLARIARWRGGTVR-ALRSAPSREALEALLPGLMRTLA-KAPDPSRALNRLDDMIGRLPSAINFFK-L-LAARP-ALVELLAEILSHAPTLADALGRRAELIDGLIDA---------------------------------------------------------------------

############################################################################################################
10. DO-GTPase1,2 alignments
############################################################################################################

DO-GTPase1

PRY19985.1 R------------E-S--R--R-VLVLGSAAAGKTTFLVQLHGRV-S-AGKG-----E-LRAR----T---V-SASLSAIEEGYKRLQQGLAVGHT--PHG-----TDT-S-LS--LAA---V-DLDG-RLV-----DVSVPDYAGEDLRSLVHDR--RVPDRWRSEASSSD-QWLLMIR-L-----------SRYPD-L----PDLLVR-----------------------------------P-I-------G-ELA-------------------------------Q-A--------S--------------------------------------------------------------F---------------------------E-S------------------EE-DD-P-Y-E-L----PV----DMWAVELLQAL-LHTR-RVD-SD-P-PP-P-P---P----R-LTLVLSCWDEL-GES---PE---T-R-------PSDVARRRLSLLHSFC-SST-W--GGSFEVAG--LSAQGKPLD------------------E--------NA-------PA--------D-DYL-D----AG-PQ-Q--MGW-VVTAG-----G---ERNP-DLTL----LVH
WP_089766269.1 M-------E------N-----N-ILVMGLAGTGKTTFIAALWAYL-T-EDIP-E-K-E-LTLH----S-L-V-DGDSKYLNEITRQWLTCNRIQRN--LKT-E---SHK-D-IR--MNL--KV-VGDG-SEI-----DLNIPDIAGETFQEHFDIR--KWSKSYDETIARTT-GVLLFVS-P----LTP----NNKPA---LI-LDALEI--------------TREM-------DENLV--H--S-E---SD--S-SFE-DDGAARTNETE----------------QA-S-T------N-G-------------NSLVVEVVDKVDVLG-----------------------AESFGGNA---S-KSKAEK-GSVDTELI-----------D-D-I-N--G-VA-AFT----P--YN-P---E-L----TC--N-QVKIIEELQFI------AFH-HP------K-V-I-P-V--K-VAVMVSAWDQL--IS---PV-V-D----LS---PEDWLNINMPLLYQFI-KCN-S-GKFTVDFFG--VSAQGVDYD------------------D--------EN-----E-VR--------R-KFG-T-L-----PQ----DRI-IIQKN-H-------DRSH-NITMPIMWVLR
WP_102078927.1 M------------S-K--K--N-ILVIGRANSGKTHFFGQLYGRL-K-EPRS-----S-LNIN-------GT-PANLEMLGEVFEALSEGKASAHT--VAE-----TWN-S-LK--IPL---I-DENG-KEF-----DINWPEYAGEQWDTIFSTR--SLDEKWKSQLDDSD-KWLIVIR-V-----------ESEPT-F----PDFLEK-----------------------------------L-A-------N-NEK-------------------------------P-E--------K--------------------------------------------------------------K---------------------------H-E------------------S--PN-S-T-N-W----DA----NPYWVEKLQIL-LQLS-KTQ-IA-N-KV-Q-S---P----K-VAVLLSCYDEV--NT---EN---A-T-------PHMILEQRLPMLASYL-VSN-W-DEDKLSIWG--LSALGKELT------------------E--------AS-------KD--------E-DFI-D----EG-PE-N--QGW-VISPN-----ETIEQKNI-DLTLPIKWLLN
WP_104959926.1 -------------------------MIGAHDTGKSNYLARLWLAL-R-RGNG-----L-LGIP----E---D-PEHIEYVEELITELRSGRYVGRT--DND-G---EAR-D-FEGRAIIG-AG-PQKG-AFV-----EVLVPDVAGELWETASGER--EVERQWVERIRQCR-GALLFLR-F-----------GSKHH-V-DA-LNWVTS-------------------------------------A-------A-AMK-------------------------------A----------------------------------------------------------------PIAKLV-------------------------------A-K------------------P-------S-Q-V----AT----QIFLTDMINVL-ETNL-GKA-IP-G----V-T---P----R-VAVIVAGWDSI--PAEGREG---G---------PAAYVDQIYPMFGGRM-LDE-G-RLAI-KPFG--TSITGGDLR------------------T--------AG-------HR--------D-EYL-K----SN-AD-Q--EGY-VVYQA-N-D-GTL-TQSE-DMTVPAAWAAG
WP_059570021.1 ------------------------MVFGFHGSGKSTFAAALWHLL-D-SREL-Q-T-A-LEKG----K---H-SGDFRYLEEIAQSWSEGWEVERT--KSD-----QVE-D-IA--INL--RH-PQSA-TDL-----TLEFTDLPGERFEAAFANR--LCSAELIELVNDSS-GMLLFVS-A-----------DRNID-G----VTILD-----------------AL-------GSDDS---------------------DDEAEEELPSTA---------------DN-P-A------T-D--------------------------------------------------------------V----------------------A-S--G-E--------DS--------P--WI-P-E-R-T----PL----QVQIVDLLEAM-QRPP-----FE------T-S---A-S--R-VAIIVSAWDLT-------DE-E-------S---ADDWLAKRMPLLQQYL-ANT-R-GPSDVRVYG--VSAQGGRLS------------------K--KESGP-GP-------DR--------A-RLL-Q-V--QP-PS----HRI-KITGR-E-------VAPH-DLTCPLLWLGG
WP_099315961.1 ------------------------MVFGFHGSGKSTFAAALWHLL-D-SREL-Q-T-V-LEKG----K---H-SGDFRYLEEIAQSWSEGWEVERT--KSD-----QVE-D-IA--INL--RH-PQSA-TDL-----TLEFTDLPGERFEAAFANR--LCSAEFIELVNDSS-GMLLFVS-A-----------DRNID-G----VTILD-----------------AL-------GSDDS---------------------DDEAEEELPSTA---------------DN-P-A------T-D--------------------------------------------------------------V----------------------A-S--G-E--------DS--------P--WL-P-E-R-T----PL----QVQIVDLLEAM-QRPP-----FE------T-S---A-S--R-VAIIVSAWDLT-------DE-E-------S---ADDWLAKRMPLLQQYL-ANT-R-GPGDVRVYG--VSAQGGRLS------------------K--KEKGP-GP-------DR--------A-RLL-Q-V--QP-PS----RRI-KITGH-E-------VAPH-DLTCPLLWLGG
WP_090943021.1 N--------------N--K--N-YYIMGLPAACKTTYLAALWYCL-T-N-SV-N-S-G-LKIK----E---F-IGDQTYLSDISSKWAEVEEIPRT--KPE-----FEQKK-IT--LLL--EN-S-TQ-DLM-----EISFPDLSGESFQAQYAER--EVNQETVDYVRECD-GLLLFIN-P-----------ENATE-P----NFIAEI---------------------------------------P-----D-IFR----------------------------NN-E-T------IEE--------------------------------------------------------------E----------------------L-P--V-R--------NA----------------L-E-D----PT----QVQLVELLQFV---KY-----MR------YDR---P-I--K-LGVIISAWDKV-------EEGIPE-LK-NE---PKSFIKRKLPLLWQYL-ESN-L-YYFKVVYYG--ISAQGGELT------------------------------------QN--------E-ILL-N-K--NN-PC----ERI-IVVDE-Q-G-----HRSN-DITLPLSKMVS
WP_092718060.1 M---------MY---N-------FLILGEPAAGKSNFLRMLAYNW-S-LKNS---S-V-IQTK----T-----PSKL-----LSQDILQGYVVDRT--QES-----YKN---FE--WCL-----KYQD-KVI-----NIELPEYNGEEFLALAQSP--EWSKEWVERIEDCN-GIILVIS-A-----------DKDEV------YDLARP-----------------------------------A-E-------S-QVE----------------------------TQ-K-N--------D--------------------------------------------------------------K----------------------T----G-K------------------D-------N-L-I----NN----DLNYIAFFQQL-FCLK-QIS-RK-T-KK-K-I---P------LLIVMNFWDKV--IK---DK-I-D----IN---PEQKLKNELPWFYEFI-KTN-W-DTEYLKIFG--ISPLGDHAE-----NLYVKSKYP----D----KPL-KK-VSD---AK--------G-KFV-K----SL-PT----QSW-VVNND-----NPQ-EKIR-NLSLPFMWLFE
WP_004782825.1 M---------KY---D-------FLILGEPAAGKSNFLRMLAYNW-S-LKNS---S-V-IQTR----T-----PSIL-----LSQDILQGYVVDRT--QTA-----YKS---GI--WNL-----KYKD-QEI-----NIELPEYNGEEFLELAQSW--QWSEEWIARIIKCK-GIILVIS-S-----------DKDEV------YDLAKP-----------------------------------A-E-------G-QSE----------------------------IQ-I-N--------D--------------------------------------------------------------N----------------------I----E-R------------------E-------N-I-I----NH----DLNYIGFFQQL-FILK-KIS-RK-H-KK-K-I---P------LVILMNFWDKV--LK---EK-I-E----IR---PEQKLKNELPWFYEFI-NSN-W-DKDYLNIFG--ISPLGDYAE-----NLRVKTKFP----E----KPT-KK-FIE---AR--------E-KFI-K----EL-NK----QSW-VVTND-----QPN-EKIR-DLSMPFIWMFE
SCC70919.1 ----------MY---N-------FLILGEPAAGKSNFLRMLAYNW-S-LKNS---S-V-IQTK----T-----PSKL-----LSQDILQGYVVDRT--QES-----YKN---FE--WCL-----KYQD-KVI-----NIELPEYNGEEFLALAQSP--EWSKEWVERIEDCN-GIILVIS-A-----------DKDEV------YDLARP-----------------------------------A-E-------S-QVE----------------------------TQ-K-N--------D--------------------------------------------------------------K----------------------T----G-K------------------D-------N-L-I----NN----DLNYIAFFQQL-FCLK-QIS-RK-T-KK-K-I---P------LLIVMNFWDKV--IK---DK-I-D----IN---PEQKLKNELPWFYEFI-KTN-W-DTEYLKIFG--ISPLGDHAE-----NLYVKSKYP----D----KPL-KK-VSD---AK--------G-KFV-K----SL-PT----QSW-VVNND-----NPQ-EKIR-NLSLPFMWLFE
KJS38337.1 M----S--N-GS-----------VVVCGLPAAGKTTYLAALWEVL-Q-DGGP-S-T-Q-LQMA----S---RDHDDYRYVRKIHKRWIEGVRQERT--EGP-----DRE-A-VG--LDM--TD-G-TG-GAF-----TLRFPDLGGEVFTQLWEER--TCDTEIADMLS-TRRGVMLFVH-A-----------DKITQ-P----RHLIDE---------------------------------------------L-NDS----------------------------AE-M-G------D-A--------------------------------------------------------------T----------------------S-I--G-E--------AL--------P--FA-P-R-L-A----PC----QVKIVDLLQMM-TSRH-----IN------A-P---P-G--N-LAIILSAWDRV-------SV---G-D--LT---PEQHLATQMPLLDQYL-KAG-G-DGWRPAIFG--VSAQGTDYV------------KR----E--HPGDL-PQ-------SL--------V-DIC-K-L--RK-PH----ERI-RVVSN-C-------VEDH-DLTRPIAWVVS
WP_009169749.1 E--------------E--C--S-YYILGLPAAGKSTFLGALYYLLMN-EEGG-K-C-E-LRIK----H---V-LGDATYIGKLSDTWAEYTELDRT--NLS-----NKNLE-TE--LEL--ED-N-NH-NVY-----KIKFPDSSGEKFKKMLKDR--FINIEEVNEIKSAN-RFFLFIN-P-----------QEIEE-P----HFIIEA---------------------------------------P-----E-HVR----------------------------EE-N-E--------E--------------------------------------------------------------N----------------------V-Y--M-N--------KS----------------D-K-I----PT----ETELVELIQFL---LY-----IK------KDI---S-I--N-LDFVISAWDLL-------TN---K-SV-KK---PMEYIEKNLPLLNQYV-IAN-N-DKINIKCWG--VSAQGGSLK------------------------------------NF--------E-QRL-E-L--AN-KSMNIGDRI-IVVDN-D-G-----NKSK-DITRLFAVNQG
WP_077839732.1 K--------------E--Y--S-YYILGLPAAGKSTFLGALFYLLMN-EEGE-K-C-S-LRIK----H---V-LGDATYIGKLSDTWSEYTELERT--NLA-----NKNIK-TE--LEL--ED-N-NH-NVY-----KIKFPDSSGEKFRKMLNDR--LIDIEEVNEIKSAN-KFFLFIN-P-----------QNIEE-P----HFISEV---------------------------------------P-----E-HIR----------------------------KE-N-D--------T--------------------------------------------------------------N----------------------V-D--M-N--------KK----------------D-G-I----PT----ETELVELIQFL---LY-----IK------GDT---N-I--N-LDFVISAWDLL--------N---E-SV-EK---PMEYIEKDLPLLNQYV-RAN-N-DKIKIKCWG--VSAQGGNLK------------------------------------SE--------E-ERL-E-L--VK-KSINIDDRI-IVVDN-E-G-----NRSK-DITRLFAMNQG
WP_005321412.1 M--------------N--A--S-FVIMGLPASGKTTFLAALWHLV-E-SGET-E-C-R-LVMD----H---Y-RGDFTYLNNIADAWRNFKKVPRT--SQI-----GDT-D-VT--IYL--HD-RVTG-ARG-----TALFPDLAGEIFDLQVEER--RCRPEFVVQADADD-GILFFVN-A-----------DVKED-G----LSIVDL--------------NARL-------PQEVA-----A-T-------V-LAG----------------------------ES-P-Q------A-L--------------------------------------------------------------G----------------------G-V--N-A--------SA-VAP----E--WE-P-K-L-L----PA----QVRIVQLLSDL-LRPP-----FT------Y-R---T-R--K-LALLISAWDLV-------RD---Q-G--ST---PEQWLARTMPLVSQFL-RTN-G-ISFTHKVYG--VSAQGIRLD------------------D--------DA-------AV--------D-GAT-K----IA-PS----RRV-KIVGH-D-------GEGH-DLTAPLVWLMS
WP_063968045.1 M--------------N--A--S-FVIMGLPASGKTTFLAALWHLV-E-SGET-E-C-R-LVMD----H---Y-RGDFTYLNNIADAWRNFKKVPRT--SQI-----GDT-D-VT--IYL--HD-RVTG-ARG-----TALFPDLAGEIFDLQVEER--RCRPEFVVQADADD-GILFFVN-A-----------DVKED-G----LSIVDL--------------NARL-------PQEVA-----A-T-------V-LAG----------------------------ES-P-Q------A-L--------------------------------------------------------------G----------------------G-V--N-A--------SA-VAP----E--WE-P-K-L-L----PA----QVRIVQLLSDL-LRPP-----FT------Y-R---T-R--K-LALLISAWDLV-------RD---Q-G--ST---PEQWLARTMPLVSQFL-RTN-G-ISFTHKVYG--VSAQGIRLD------------------D--------DA-------AV--------D-GAT-K----IA-PS----RRV-QIVGH-D-------GEGH-DLTAPLVWLMS
PWK39033.1 M--------------N--A--S-FVIMGLPASGKTTFLAALWHLV-E-SGET-D-C-R-LMMD----H---Y-RGDFTYLNNIADAWRNFKKVPRT--SQI-----GDT-D-VT--IYL--HD-RVTG-ARG-----TALFPDLAGEIFDLQVEER--RCRPEFVVQADAED-GILFFVN-A-----------DVKED-G----LSIIDL--------------NARL-------PKEAV-----G-A-------V-LAG----------------------------ES-P-Q------A-V--------------------------------------------------------------G----------------------D-V--N-A--------PV-VAP----E--WE-P-K-F-L----PA----QVRIVQLLSDL-LRPP-----FT------Y-R---T-R--K-LALLISAWDLV-------RD---Q-G--NT---PEQWLARTMPLVDQFL-RTN-G-MSFTYQVFG--VSAQGVRLD------------------D--------DV-------AV--------D-GAT-K----IA-PS----RRV-QIVGH-D-------GEGH-DLTAPLVWLMS
OHC26957.1 M--------------N--A--S-FVIMGLPASGKTTFLAALWHLI-E-SEET-D-C-R-LTLD----G---Y-RGDLAYLNKISEAWRTFQKVPRT--SHV-----GDM-N-VT--INL--RN-RETG-VRG-----MAYFPDLAGEVFDRQIVER--RCRPEFLREVSEDD-GILFFVS-A-----------DVKED-N----LSVVEL--------------NARL-------PDGDA-----I-E----------LG----------------------------SG-E-A------D-L--------------------------------------------------------------G----------------------A-E--G-N--------SSNPTHGR--E--WE-P-K-L-L----PA----QVKIVQLLSDL-LRPP-----FE------S-R---C-R--R-LAVLISAWDLA-------RD---M-E--LT---PRQWLARHMPLVDQFL-RAN-E-TSFRHEVYG--VSAQGVDLE------------------D--------TP-------AV--------D-EAA-K----LM-PS----RRI-QIAGP-E-------SDGN-DLTVPLVWLMS
WP_004575346.1 M--------------N--A--N-FVIMGLPASGKTTFLAALWHLI-E-SEET-D-C-R-LTMD----D---Y-KGDLVYLRLISAAWRTFKEVPRT--SQV-----GNT-D-VV--IYL--KD-RESG-ARG-----TALFPDLAGETFELQVEER--KCRPEFIEQASADD-GVLFFVN-A-----------NLKED-G----LTINEL--------------NSRI-------PEIDT-----T-A-------N-PGN----------------------------AT-Q-K------A-S--------------------------------------------------------------T----------------------D-I--L-Q--------HR--------E--WE-P-K-L-A----PA----QVKIVQLLSDF-IRPP-----FT------F-R---R-R--R-LALMVSAWDLA-------RD---Q-H--LT---PDAWLATNMPLVDQFL-KSN-P-GLFEHRVYG--VSAQGVKLD------------------D--------DN-------AV--------E-KIA-E----II-PS----KRI-QIVGP-DID-----ANGH-DLTCPLVWLMS
WP_019750403.1 M--------------N--P--S-FVIMGLPASGKTTFLAALWHLV-E-SGET-D-C-R-LKID----G---Y-RGNYRYLNSIADSWREFGKLSRT--SQT-----GDT-E-VE--INL--HD-QVTG-ARG-----TALFPDLAGEVFDLQVEER--RCKSDFVMQADAED-GILFFVN-S-----------NVKED-A----LSITEY--------------NNRL-------PPEFR-----Y-E-------T-GGA----------------------------DS-L-D------Q-D--------------------------------------------------------------G----------------------Q-S--A-A--------PI--------E--WE-P-N-F-L----PA----QVRIVQLLSDL-IRPP-----FT------V-R---A-R--K-LAVMISAWDLV-------RD---Q-H--LT---PDQWLAKNMPLAHQFL-RTN-G-QSFVYRVYG--VSAQGVSLD------------------D--------SR-------GV--------E-EIG-K----LP-AS----RRV-EIVGH-G-------DAEH-DLTAPLVWLMS
WP_100168816.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLV-E-SNET-P-C-R-LECY----D---Y-RGDFSYLNSIATAWRTFKAVPRT--SQT-----GDM-N-VS--IML--RN-RDTG-ECG-----IAFFPDLAGETFDRQVEER--RCYRDFVDSFSEED-GVLFFIS-A-----------DLKED-D----LSITDL--------------NARL-------PIN-------K-A-------E-QIE----------------------------DS-S-A------I-N--------------------------------------------------------------E----------------------N-E--M-A--------LN--------E--WE-P-K-F-L----PW----QVKIVQLLSDL-TRPP-----FV------Q-R---K-R--R-IAILISAWDLV-------RS---M-G--NT---PQEWLSVNMPLVAQFL-KTN-V-DYFNFEIFG--VSAQGGRLD------------------D--------NS-------AI--------D-EAA-K----GL-AS----RRI-QIVGP-Q-------GEGH-DLTEPLVWLMT
WP_080925038.1 --------------------------MGLPASGKTTFLAALWHLV-E-SDET-N-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEPVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKGFSDDD-GILFFIS-S-----------DVRED-H----LSVTEL--------------NARL-------PGNGE-----T-E-------E-SLN----------------------------DG-S-A------D-E--------------------------------------------------------------N----------------------V-E--I-R--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLI-------HN---S-G--VT---PNDWLEVNMPLVAQFL-KTN-R-DYFDHQIYG--VSAQGVSLS------------------D--------NS-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_005151636.1 M---------KY---E-------ILILGEPASGKSNFLRMLAYKW-T-LADS---A-V-KQIK----T-----PSML-----LDQDIFEGFVVDRT--QSD-----YKS---GT--WDL-----KFEN-QEI-----NIELPEYNGEEFLDITQHA--NWTIEWNERIINSK-GIVLMIP-V-----------DKDEV------YDLAKP-----------------------------------C-E-------Q-QVE----------------------------TK-K-F--------E--------------------------------------------------------------K----------------------K----D-A------------------E-------N-I-V----GS----DFNYIRFFQQV-ALLK-KIS-RK-E-VK-K-I---P------LVIIMNFWDKL--DK---TS-I-N----IT---PEDRLESVLPWFYNFI-MSN-W-DKEYIQVYG--ASPLGSLAE-----SLRVRDKYP----E----DPS-KK-ISD---AR--------Q-KFL-R----NL-QK----QSW-VVTND-----NPT-IKNY-DLSIPFIWMFK
WP_081758206.1 --------------------------MGLPASGKTTFLAALWHLV-E-SDET-N-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEPVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKGFSDDD-GILFFIS-S-----------DVRED-D----LSVTEL--------------NARL-------PSNGE-----T-E-------E-SLS----------------------------DG-S-A------D-E--------------------------------------------------------------N----------------------V-E--I-R--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLI-------HS---S-G--VT---PNDWLEVNMPLVAQFL-KTN-K-DYFDHQIYG--VSAQGVSLS------------------D--------NS-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_058819801.1 N--------------D--I--N-ISVLGFPASGKTTFLAALWHFI-E-SNEI-P-C-T-LKLG----K---F-NLDHTHLNNIVECWSQGKEVVRT--TIT-----SGK-E-VV--LNL--EN-SVTG-EEI-----RIKLADLSGEMFEEQIKTR--LITDDYIESYKSSD-GILLFIN-A-----------NKICD-D----VSFHDV---------------------------------------------S-DEL-----------------------------R-D-T------L-Q--------------------------------------------------------------N----------------------K-E--S-K--------IS--------T--WT-H-R-N-I----PL----QVKIIELLQIL-TSRP-----FN------N-N---R-R--K-IAIIISAWDIV-------QP---R-E--IQ---PEYWLQNEMPMLYQHL-FTN-P-SLYYPKYYG--ISAQGCDLS------------------L--------QE-------ER--------E-NIL-D----LPFAS----ERI-ICACD-N-------VSHH-DITAPLVWLGS
SFB61067.1 M----A--E-H----------SSIVIIGLPASGKTTFLAALWHLI-T-ARDV-E-T-A-LRFG----N---LRKGDVAHLNAIAARWRDAKVQDRT--SVS-----GNR-L-VS--MNL--LD-P-AN-QAV-----RVTFPDVPGEAYRRMWEDR--DCEPEIEDVLR-AG-NVLLFVH-A-----------DAIQA-P----KWVVDE---------------------------------------------V-ALS----------------------------KA-L-G------L-E--------------------------------------------------------------V----------------------P-E--G-K--------EV--------P--WH-P-R-L-A----PT----QVQLVDILQLL-RASP-----LD------M-G---P-R--R-LAVMLSAWDKA-------RE---E-G--LT---PAAYLEAKLPLLAQYL-RRG-A-DGWTWCVYG--LSAQGGEYDLV----------------E--KDAKQ-VP-------EA--------E-ELR-S-L--DR-AS----TRI-QLVGP-E-------AETH-DLTEPLAWLMA
CNI41873.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLI-E-SNET-T-C-R-LELD----T---Y-NGDLTYLNRIAEAWRNFEPVPRT--SQI-----GDM-N-VA--IHL--RN-RETD-EKG-----TAFFPDLAGETFDRQVEDR--TFRKDFMKGFSEDD-GILFFIS-S-----------DVRED-F----ISVTEL--------------NARL-------PSDSE-----I-D-------E-SLN----------------------------DS-P-A------------------------------------------------------------------------------------------------E--T-R--------IT--------E--WE-P-K-L-L----PA----QVKIVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLV-------HH---Y-G--VT---PYDWLEVNMPLVAQFL-KAN-K-DYFEHQIYG--VSAQGVNLN------------------D--------DS-------AV--------D-EIA-N----LL-AS----RRI-KIVGL-E-------SEGN-DLTEPLIWLMS
WP_077264553.1 --------------------------MGLPASGKTTFLAALWHLV-E-SDET-I-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEAVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKNFSDDD-GILFFIS-A-----------DVRED-F----LSVTEL--------------NARL-------PSNIE-----S-E-------D-TLN----------------------------ND-S-T------D-E--------------------------------------------------------------N----------------------S-E--N-I--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-C---L-R--R-IAILISAWDLV-------HD---S-G--VT---PNDWLEVNMPLVAQFL-KTN-S-DYFDHQIYG--VSAQGVSLS------------------D--------DT-------AV--------D-EIA-T----ML-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_066538968.1 -------------------------MIGMPASGKTTYLASLVHML-T-MNKT-K-T-A-LHLD----N-ADL-PTGIEKIQQAIDNFTCFQPVGRT--IET-----AED-W-LE--IRL---Y-NNYE-QSI-----KLHIPDLSGEIFRDLVKQR--QIKKDFADSIQLAD-MFLFFIN-C-----------DTISE-E-RR-ISLKEE---S----------ALQM-------IAKGY-----S-K-------E-IIQ----------------------------ES-K-A----Y---S----------------------------------I-------------------------------------------------------E-G--------TL--------E-------K-Q------AQ-IT-QSDLVELLQCV-MFLA--------K----K-R---S----R-INFVVSAWDSV--EKRL-SP---S-D--RT---PVKCLEKILPLFSQFL-QTN-Y-DKIDGKIWG--VSAQGFDFT------------------N--------ED-------EL--------K-RWE-R----DD-IG-S--RVR-VITPD-N-------KEIR-DLSCLL--LLN
KKW51706.1 M--------------N--T--N-FIIMGLPASGKTTFLAALWHLV-E-ANEA-E-C-R-LRFV----G---G-SGDYTYLNMITEAWRTFNPVPRT--SQV-----GDK-D-VT--IQL--MD-METQ-ACG-----QAFFPDLAGETFDRQVEDR--VCKPEFIEALSQNR-GILFFIN-A-----------DVKED-A----LSINEF--------------NARI-------PPVVF-----D-A-------D-PFV----------------------------ES-E-S------------------------------------------------------------------------------------------------S--T-E--------LK--------E--WS-P-Q-D-L----PE----QVKIVQLLSDL-IRPP-----FE------L-F---Q-R--R-IAVMISAWDLV-------RD---M-Q--LT---PSEWLASHMPLVSQFL-KAN-S-IYFESRVYG--VSAQGVRLE------------------D--------EA-------AI--------N-DIA-R----RT-PS----QRI-QIVGQ-A-------REGH-DITEPLVWLMS
WP_082170864.1 --------------------------MGLPASGKTTFLAALWHLI-E-SNET-T-C-R-LELD----T---Y-NGDLTYLNRIAEAWRNFEPVPRT--SQI-----GDM-N-VA--IHL--RN-RETD-EKG-----TAFFPDLAGETFDRQVEDR--TFRKDFMKGFSEDD-GILFFIS-S-----------DVRED-F----ISVTEL--------------NARL-------PSDSE-----I-D-------E-SLN----------------------------DS-P-A------------------------------------------------------------------------------------------------E--T-R--------IT--------E--WE-P-K-L-L----PA----QVKIVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLV-------HH---Y-G--VT---PYDWLEVNMPLVAQFL-KAN-K-DYFEHQIYG--VSAQGVNLN------------------D--------DS-------AV--------D-EIA-N----LL-AS----RRI-KIVGL-E-------SEGN-DLTEPLIWLMS
WP_099407275.1 M----S--N-KS-----------IVALGLPASGKTTFLAALWHLL-T-NEKV-N-G-H-LSLA----K---LEAGEAAHLRSIASRWLQAKNQDRT--FHS-----GNK-T-VK--LSL--KP-A-SG-EIF-----ELTFPDIAGEAFAQMWEMR--ECPSDVAEALQ-TN-GVLLFIH-A-----------DKIRV-P----GWIADD---------------------------------------------L-AQS----------------------------QD-L-G------V-V--------------------------------------------------------------I----------------------G----G-D--------PT--------P--WK-P-Q-S-S----PT----QVQLVDILQCL-QLPP-----LY------V-G---P-R--R-LAVILSAWDKV-------EN---D-G--VS---PERFLKLNLPLLYQYL-EGGLG-EGWKMRVFG--VSAQGADYD------------------R--EGGEP-NA-------DA--------E-RMR-E-I--EV-PS----HRI-RVVAK-D-------AESH-DLTEPVYWLLG
WP_004876886.1 --------------------------MGLPASGKTTFLAALWHLV-E-SNET-T-C-R-LELD----A---Y-DGNLTYLNRIAEAWRNFEPVPRT--SQI-----GDM-N-VA--IHL--RN-RETD-EKG-----TAFFPDLAGETFDRQVEDR--TFRKDFMKGFSEDD-GILFFIS-S-----------DVRED-F----ISVTEL--------------NARL-------PSDSE-----I-D-------E-SLN----------------------------DS-P-A------------------------------------------------------------------------------------------------E--T-R--------IT--------E--WE-P-K-L-L----PA----QVKIVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLV-------HH---S-G--VT---PYDWLEVNMPLVAQFL-KAN-K-DYFEHQIYG--VSAQGVNLN------------------D--------DS-------AV--------D-EVA-N----LL-AS----RRI-KIVGL-E-------SEGN-DLTEPLIWLMS
WP_010335848.1 M---------NK---G-----S-IILVGGPASGKTNYIARLWLAF-A-AKKG-----K-LRAP----Q---L-PDNIEYVNQAVAHLHARKFAPRS--DKN-MEESGRR-D-FT--ITVR-GD-EGAG-PPR-----DLTVPDITGELWSRAIKSY--ELPQDWMDALQASS-SAILFIG-A-----------HSKFN-H-QP-MNWVTA-------------------------------------R-------D-LLQ-------------------------------G-H--------E-E-EDDDDLDEDDDDYGDDEDEDGEPIA-NPAAPVVGEVAETDEVETIVVDLPDAVSTV-----DTGE---GMDVPDVV--Q--------K-R------------------D-------V---L----PA----QVGFCELVRYL-SLLL-SDR-AD-G----G-K---P----R-VAIVITAWDML--DPKAKRA---G---------PMKYLEDQFPMFAGRI-RTP-G-RLDI-DVFG--MSIVGGNLR---------------GTPN--------KP-------FR--------D-SLK-G----RD-LS-D--VGY-TAVMR-D---GVM-VEDG-DVTLPLAWALG
BBD02434.1 M---------NK---G-----S-IILVGGPASGKTNYIARLWLAF-A-AKKG-----R-LRAP----Q---L-PGNIEYVNQAVAHLQERKFAPRS--DKN-MEESGRR-D-FT--ITVR-GD-EGAG-PPR-----DLTVPDITGELWSRAIKSY--ELPQDWMDALQASS-SAILFIG-A-----------HSKFN-H-QP-MNWVTA-------------------------------------R-------D-LLQ-------------------------------G-H--------E-E-EDDDDLDEDDDDYGDDEDEDGEPIA-SPTPPVGGEVAGTDEVETIVVNLPDAASSV-----EADG---GDDLPDVA--Q--------K-R------------------D-------V---L----PA----QVGFCELVRYL-SLLL-SDR-AD-G----G-K---P----R-VAIVITAWDML--DLKAKKA---G---------PMKYLEDQFPMFAGRI-RTP-G-RLDI-DVFG--MSIVGGNLR---------------GTPN--------KA-------FR--------E-SLK-G----RD-LA-D--VGY-TAVMR-E---GVM-VEDG-DVTLPLAWALG
WP_011103174.1 M--------------N--A--S-FVIMGLPASGKTTFLAALWHLV-E-SGET-E-C-R-LVMD----H---F-RGDFTYLNNIADAWRNFKKVPRT--SQT-----GDT-D-VT--IYL--HD-RVTG-ARG-----TALFPDLAGEIFDLQVEER--RCRREFVEQADAED-GILFFIN-A-----------DVKED-G----LSIIDL--------------NARL-------PKDAA-----G-N-------I-SGL----------------------------EL-P-Q------E-L--------------------------------------------------------------G----------------------E-V--G-T--------PV-KVP----E--WE-P-K-F-L----PA----QVRVVQLLSDL-LRPP-----FT------H-R---S-R--K-LAFMISAWDLV-------RD---Q-G--HS---PEQWLAKNMPLVDQFL-RTN-G-MSFTYQVYG--ISAQGVRLD------------------D--------DV-------AV--------D-DAT-K----IV-PS----RRV-QIVRH-D-------GEGH-DLTAPLVWLMS
WP_061209304.1 M--------------N--Y--F-HTIIGLPASGKTTFLAALWHLI-D-SGEG-EQP-D-LKLD----K---L-VGDNKYLNTIVEYWRKCQKVPRT--SQQ-----IES-E-LL--LHL--HH-EKIN-RKI-----TLGFSDLSGEAFDSQVFRR--KCKNTYIENFNKDG-GILFFIT-A-----------NKIED-G----LAIRDF--------------SE-L----IK-NDDSE-----S-E---AV-----------------------------------------------------------------------------------------------------------------------------------------------------------------S--WK-P-E-F-I----PA----DVKQVELLQFL-QKPP-----FL------R-R---Q-R--R-MAVLISAWDVI-------TH---S----IV---PEKWLEQEYPLFYQFI-NSN-R-ESFDFRVYG--ISAQGGDIS------------------H--EPTAR-NS-------IR--------K-KLL-E----KI-PS----ERI-QCISA-D-------YQGN-DLTSPICWLSE
PJD29191.1 --------------------------MGLPASGKTTFLAALWHLV-E-SNET-P-C-R-LECY----D---Y-RGDFSYLNSIATAWRTFKAVPRT--SQT-----GDM-N-VS--IML--RN-RDTG-ECG-----IAFFPDLAGETFDRQVEER--RCYRDFVDSFSEED-GVLFFIS-A-----------DLKED-D----LSITDL--------------NARL-------PIN-------K-A-------E-QIE----------------------------DS-S-A------I-N--------------------------------------------------------------E----------------------N-E--M-A--------LN--------E--WE-P-K-F-L----PW----QVKIVQLLSDL-TRPP-----FV------Q-R---K-R--R-IAILISAWDLV-------RS---M-G--NT---PQEWLSVNMPLVAQFL-KTN-V-DYFNFEIFG--VSAQGGRLD------------------D--------NS-------AI--------D-EAA-K----GL-AS----RRI-QIVGP-Q-------GEGH-DLTEPLVWLMT
WP_001750548.1 N--------------D--I--N-ISVLGFPASGKTTFLAALWHFI-E-SNEI-P-C-T-LKLG----K---F-NLDHTHLNNIVECWSQGKEVVRT--RIT-----SGK-E-VV--LNL--EN-SITG-EEI-----RIKLADLSGEMFEEQVKTR--LITDDYIESYKSSN-GILLFIN-A-----------NKKCD-D----VSFHDV---------------------------------------------S-GEL-----------------------------R-D-T------L-Q--------------------------------------------------------------N----------------------K-E--S-K--------IS--------T--WT-H-R-N-I----PL----QVKIIELLQIL-TSRP-----FN------N-N---R-R--K-IAIIISAWDIV-------QP---R-E--IQ---PEYWLQNEMPMLYQHL-FTN-P-SLYYPKYYG--ISAQGCDLS------------------L--------QE-------ER--------E-NIL-D----LPFAS----ERI-ICASD-N-------VSHH-DITAPLVWLGS
KZB53810.1 N----D--A-KP-D---------ISVIGLPASGKTTFLAALWHMI-R-ESGA-V-T-R-LRFD----K---LSECNYEHINVLAKRWRAGKKQQRT--QTS-----GYK-V-VR--MRL--KD-A-SD-NPF-----EVSFPDMPGEDFSRMWEKR--ELDDSMKAMLT-AP-AILLLIN-G-----------DTIKF-P----AWIVDH---------------------------------------------L-AIA----------------------------RE-A-G------L-E--------------------------------------------------------------P----------------------S-E--G-E--------MI--------D--WS-P-N-I-A----PT----QVQIVEILQFL-MSGE-----LD------I-G---P-R--R-LAILISAWDEV-------EE---E-G--LN---PAELLECKLPLLYQYL-RNS-R-DPWNWHVWG--VSAQGGVYE---------------D--Q--DKGEI-LE-------ET--------I-ALR-G-L--TR-PS----DRI-RVVDG-E-------IMSS-DITLPLNWLIS
WP_002120944.1 M--------------T--Y--F-HNIIGLPASGKTTFLAALWHLI-D-ASEG-E-P-D-LKLD----K---L-VGDNKYLNTIVEYWRKCQKVPRT--SQQ-----IET-E-LL--IHL--HQ-EKKN-RKI-----TLGFSDLSGEAFDSQVFRR--KCKNTYIENFNKDG-GILFFIT-A-----------NKIED-G----LASRNF--------------SE-L----TK-NDENE-----F-E---TV-----------------------------------------------------------------------------------------------------------------------------------------------------------------N--WK-P-E-F-I----PA----DVKQVELLQFL-QKPP-----FL------R-R---R-R--R-MAVLISAWDVI-------TH---S----IV---PEKWLEREYPLFYQFI-NSN-Q-DSFDFRVFG--ISAQGGDIS------------------H--GQTENGND-------IR--------K-KLL-E----KI-PS----ERI-QCIGP-D-------YKGN-DLTNPICWLSE
SLY49253.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLV-E-SDET-N-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEPVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKGFSDDD-GILFFIS-S-----------DVRED-H----LSVTEL--------------NARL-------PGNGE-----T-E-------E-SLN----------------------------DG-S-A------D-E--------------------------------------------------------------N----------------------V-E--I-R--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLI-------HN---S-G--VT---PNDWLEVNMPLVAQFL-KTN-R-DYFDHQIYG--VSAQGVSLS------------------D--------NS-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_015073720.1 M--------------R--R--Q-LIV-GMPASGKSTFIAALRHLL-I-ADEV-A-T-A-LELT----A---L-SDNERHVNTLEADWLACTEVQRT--KTA-----TEG-W-VE--FRV--RD-RATG-CEA-----ILSVPDLRGETFEQPLCAG--RCDRELYEALDDAD-ALLLFTN-A-----------DRPDD-A----SLISDF--------------NDMF-------DDAEP-----Q-T-------E-KKA-GSK--------------------------------------------------------------------------------------------------------------------------------------------PA--------P--FD-P-T-A-M----PE----EAKIVEFLQMA-NRRP-----LR------P-K---L-R--K-IGIVISAWDLV-------S----T-D--VT---PEKWFAEHRPMIDQFL-SNN-A-DLWELRLYG--VSAIGGRLP------------------R-----------------DK--------K-KLN-K----MK-PS----KRI-ILVGE-Q-------TTAH-DLTSPLSWLGA
WP_053195191.1 M---------ST---G-----S-ILLVGGPASGKTNYIARLWLSF-K-AKKG-----Q-LRAS----T---L-PANIEYVNDAVQHLLDRKFAPRT--QRD-MDESGRR-D-FI--VKVR-GN-EGTG-LEQ-----EITVPDITGELWRRAIDSY--ELPQEWMDALKASS-SAILFVR-A-----------HSKLN-L-QP-MDWVTA-------------------------------------R-------D-HLT-------------------------------E-H--------S-E-EDDD--DEGDDEYGEDEDEDGNPISISATTPINKTDVVAQPVNEQGANSHDISDVI-----EPGGSAQGDETEEVV--L--------K-A------------------N-------G---L----PA----QVGFCELFRYL-TLTL-TDG-PD-G----R-R---P----R-LAIMVTAWDML--DSEAKAA---G---------PMRYLEEQFPMFAGRL-KTP-G-HLDV-EVFG--MSIVGGNLR---------------GTPN--------KP-------FR--------D-SLK-K----RD-LS-E--VGY-TAVVR-G---GVV-VEDP-DVTLPLAWALG
EWG65004.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLV-E-SDET-N-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEPVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKGFSDDD-GILFFIS-S-----------DVRED-D----LSVTEL--------------NARL-------PSNGE-----T-E-------E-SLS----------------------------DG-S-A------D-E--------------------------------------------------------------N----------------------V-E--I-R--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-R---L-R--R-IALLISAWDLI-------HS---S-G--VT---PNDWLEVNMPLVAQFL-KTN-K-DYFDHQIYG--VSAQGVSLS------------------D--------NS-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_077267426.1 --------------------------MGLPASGKTTFLAALWHLV-E-SDET-I-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEAVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKNFSDDD-GILFFIS-A-----------DVRED-F----LSVTEL--------------NARL-------PSNVE-----S-E-------E-TLN----------------------------ND-S-T------D-E--------------------------------------------------------------N----------------------S-E--N-I--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-C---L-R--R-IAILISAWDLV-------HD---S-G--VT---PNDWLEVNMPLVAQFL-KTN-S-DYFDHQIYG--VSAQGVSLS------------------D--------DT-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
KDL57611.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLV-E-SDET-I-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEAVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKNFSDDD-GILFFIS-A-----------DVRED-F----LSVTEL--------------NARL-------PSNIE-----S-E-------D-TLN----------------------------ND-S-T------D-E--------------------------------------------------------------N----------------------S-E--N-I--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-C---L-R--R-IAILISAWDLV-------HD---S-G--VT---PNDWLEVNMPLVAQFL-KTN-S-DYFDHQIYG--VSAQGVSLS------------------D--------DT-------AV--------D-EIA-T----ML-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
SAQ17793.1 M--------------N--S--N-FIIMGLPASGKTTFLAALWHLV-E-SDET-I-C-L-LELD----A---Y-EGDLTYLNRIAEAWRNFEAVPRT--SQV-----GDM-N-VA--IHL--RN-RETG-EKG-----TAFFPDLAGEVFDRQVEDR--IFRKDFMKNFSDDD-GILFFIS-A-----------DVRED-F----LSVTEL--------------NARL-------PSNVE-----S-E-------E-TLN----------------------------ND-S-T------D-E--------------------------------------------------------------N----------------------S-E--N-I--------IT--------E--WE-P-K-L-L----PA----QVKVVQLLSDI-IRPP-----FE------P-C---L-R--R-IAILISAWDLV-------HD---S-G--VT---PNDWLEVNMPLVAQFL-KTN-S-DYFDHQIYG--VSAQGVSLS------------------D--------DT-------AV--------D-EIA-T----LL-AS----RRI-KIVGP-E-------SEGN-DLTEPLVWLMS
WP_070154037.1 M---------IN---N-------LLIIGEPATGKSNFLRMLAYNW-S-LKSS---P-V-IQTK----T-----PSKL-----LSQDVLQGYIIDRT--QEA-----YKN---VQ--WSL-----MYQG-KEI-----VIELPEYNGEEFLELAQTN--EWKQEWVERIHDCK-GIILVIS-S-----------DKDNV------YDLARP-----------------------------------A-E-------S-QVE----------------------------TK-N-N--------E--------------------------------------------------------------Q----------------------S----E-D------------------D-------K-S-L----NH----DLDYIAFFQQL-FFIK-KIS-RK-S-KK-K-L---P------LVIVMNFWDKI--LK---EN-L-E----IS---PEQKLKSEMPWFYEFI-NTN-W-HKDFLNIYG--ISPLGDHAE-----QLFVKSKYP----K----NPT-KK-AIE---AK--------E-RFV-K----DL-KS----QSW-VVTND-----KPK-EKIE-NLSLPITWLFE
WP_074304589.1 A---------NN---H-----S-VLLVGGPDAGKTNFLIRLWIAL-Q-SGEG-----R-LQSD----G---L-PEDMEYLNAGAQTLLGGEFAPRT--SRE-V-H-TRN-V-IP--VRA--TS-NRSD-FRG-----QLVVPDSSGEEWMLIHRNR--EWSERWEEAIPSLL-GCLLFVR-A-----------GSLEI-H-AP-LDWVSC-------------------------------------F-------D-YFG-------------------------------T----------------------------------------------------------------------------------ADNLPDAP--D---S-D--G-E------------------E-------F-A-M----PT----QVVLIDWLQCL-RAAV-SAH-GG-G----S-L---L----R-VGVIVSAWDRV--PTEQQGE---A---------PQSYVAKNFPMFHDFILSNR-E-RFAF-ECFG--VSIVGGDFE---------------F--A--------PG-------FR--------E-NYL-R----GV-PA-Q--AGY-VVHAL-G---GVP-TRTG-DHTLPLAWAMG
WP_005682843.1 M---------LE---K-----K-ILIAGLPDAGKSTYIAALNGVM---SQEG-D-F-C-LTPA----D---K-ASEWVYVNELTKKWLQCKIVGHS--TDG-E---TKF---IK--WPL---K-KKDG-QVI-----DLIIPDMKGETYHDIIND---DFDPKFAEFCKSSQ-GILFFIN-N----MSR----FVLKD---HA-MKLVKE-------------------------DDNNA--G--D-K-------E-ELK-------------------------------K----------E--------------------------------------------------------------A---------------------------D-K---L--------------K--LN-V-L-T-M----PD----VTKNLLVIKYL-RKLM--------G----N-V--------K-IVLAVSSWDVK-------GD-Y------HS---IEDYFKTICPAIYNYV-RYN-F-ESYM--FCG--VSAQGAKYD------------------Q--------PG-------KD------L-S-SLT-E----KG----Q--RAY--IFTD---------RKIY-DLSTPLEFLIS
ALK84022.1 M---------LE---K-----K-ILIAGLPDAGKSTYIAALNGVM---SQEG-D-F-C-LTPA----D---K-ASEWVYVNELTKKWLQCKIVGHS--TDG-E---TKF---IK--WPL---K-KKDG-QVI-----DLIIPDMKGETYHDIIND---DFDPKFAEFCKSSQ-GILFFIN-N----MSR----FVLKD---HA-MKLVKE-------------------------DDNNA--G--D-K-------E-ELK-------------------------------K----------E--------------------------------------------------------------A---------------------------D-K---L--------------K--LN-V-L-T-M----PD----VTKNLLVIKYL-RKLM--------G----N-V--------K-IVLAVSSWDVK-------GD-Y------HS---IEDYFKTICPAIYNYV-RYN-F-ESYM--FCG--VSAQGAKYD------------------Q--------PG-------KD------L-S-SLT-E----KG----Q--RAY--IFTD---------RKIY-DLSTP------
WP_026768845.1 H------------S-T-----R-IMIIGGPDAGKTHFGGQLYGRL-N-TKKD-----R-YKIV----S-P---PENLTIFKEVLDSLNEGKSAGHT--SVS-----THN-N-LD--LEI---E-RTAG-EKF-----VFSFPDYGGEQIRSMVGDR--RIDKEWKKQVDEST-GWLLMVR-L-----------DKILP-V----EDVVSR-----------------------------------G-L-------P-EQE-------------------------------VLK--------T--------------------------------------------------------------R---------------------------Q-A------------------E--TE-P-M-K-L----SA----TAFYIELLQIL-LFAK-KMP-TR-H-QV-E-F---P----K-LSFVISCWDLLDQDE---QG---M-M-------PRNVLRKRLPGLWSFI-SSN-W-REGYWEVIG--LSSTEKSLS------------------L--------TE-------PD--------M-DYV-K----KG-PE-S--FGY-LITSK-----G---EKES-DLTQIIATFLE
WP_004293834.1 M---------LE---K-----K-ILIAGLPDAGKSTYIAALNGVM---SQEG-D-F-C-LTPA----D---K-ASEWVYVNELTKKWLQCKIVGHS--TDG-E---TKF---IK--WPL---K-KKDG-QVI-----DLIIPDMKGETYHDIIND---DFDPKFAEFCKSSQ-GILFFIN-N----MSR----FVLKD---HA-MKLVKE-------------------------DDNNA--G--D-K-------E-ELK-------------------------------K----------E--------------------------------------------------------------A---------------------------D-K---L--------------K--LN-V-L-T-M----PD----VTKNLLVIKYL-RKLM--------G----N-V--------K-IVLAVSSWDVK-------EN-Y------RS---IEDYFKTICPAIYNYV-RYN-F-ESYM--FCG--VSAQGAKYD------------------Q--------PG-------KD------L-S-SLT-E----KG----Q--RAY--IFTD---------RKIY-DLSTPLEFLIS
WP_046463995.1 M---------NR---R-----S-IILIGGPDAGKTNYVARLWHAL-N-ANEG-----A-LHAV----E---I-PADISFVEDMIAHLFEGKFAPRS--HLTED---SRR-D-FV--ISV--AA-AQGG-PTT-----ELVIPDNSGELWRNAVLSS--EIGIEWMEELRRAD-GAVLFVR-V-----------LSNLN-E-QP-LDWVTA-------------------------------------G-------K-LLG-------------------------------D-L--------G-------------------------------------------------------------------------------------V----D-E------------------D-------RSG-L----PT----QVMLCELLRFL-EVSL-AKR-SD-G----G-R---P----R-VAIVVSAWDMV--DDEIAVK---G---------PECFLASEYPMLAGKL-HDM-S-RLEV-RTFG--LSVVGGDIG---------------L--S--------PD-------YR--------E-EFL-D----MD-FG-T--TGW-VVTND-G-PDGKW-HQNP-DVTLPIAWVIG
WP_017258881.1 M---------KQ---K-----S-IILVGGPDSGKSNYLARLWLAL-E-SQNF-----D-LISA----T---T-PNDIRYVESIAEHLLQGEFVPRT--EPE-E---KNR-E-FH--VSV--KS-KDES-LSA-----DIVVPDILGEIWAKAVSTL--EIPEKWLKTLKSAD-SAILFIR-A-----------HSENN-I-TP-LNWVTS-------------------------------------Q-------D-YLK-------------------------------MGY--------G------------------------------------------------------------------------------------DK----E-K------------------D-------D-A-L----PT----QIVLMELLRFI-DQNI-N-R-KS-N----P-K---P----K-VSIIITAWDLL--DVEEAKK---G---------PEEYLMNEFPLFAGRL-SDI-D-SLEI-KLFG--SSIVGGDLK---------------E--D---------T-------FV--------N-SFL-E----KG-ID-Q--TGY-VVERDHN---GNL-KHNN-DVCQPISWLLS
WP_080323219.1 ----------MS---A-----S-VVVLGGPDSGKSNYIARLWTAL-R-EKKG-----E-LVEA----V---Q-PTDIDFVLEAAEHLFQGQFIHRS--EQT-E---DRR-D-FE--VTV--GS-RSNG-KQA-----KIVVPDISGELWWRAVTDL--DVSPDLIEDMRAAS-GALLFLR-E-----------GSDQN-I-QP-LDWITA-------------------------------------K-------K-YLS-------------------------------K-L--------K-------------------------------------------------------------------------------------V----A-D------------------D-------K-G-A----PT----QVMLCELIRFL-ELTL-ARR-PD-G----T-K---P----R-LAVVVSAWDLV--GVDVFER---G---------PMSYLEEEYPMLAGRL-DDV-S-TLDV-QVFG--LSVVGGDLD------------------E--------AS-------FK--------K-SFL-E----KG-ID-G--HGW-VAIRA-T-DTDAW-TKDP-DLTKPVAWAIG
WP_086054883.1 S--------------Q--K--Q-HVILGYPDSGKTTFLAALWHIL-D-AGSA-S-S-I-V-LD----K---I-SGDVRYLNEIKRIWLKCEQVPRT--LTS-----SEE-L-VE--MHV--RD-ATTS-NRS-----VLRLPDFSGETFLSLIADR--ECEEDFVSILQDSD-GILFFVN-A-----------DRAND-A----LFVTDF---------------DFP-------DEGSE-----P-E-------Q-YIA-AER------------------------------------D-E--------------------------------------------------------------T----------------------A-E--A-D-R------VV--------D--FD-P-R-R-M----PE----QTRIIDILQIL-QAPV-----LQ------K-G---R-R--R-LVIAISAWDVV-------AA---D-E--VE---PSEWLAREMPMLAQYL-ATN-S-ELYDVCHCG--ISAQGGSFE------------------G-----------------EA--------R-NQL-L----AVDPA----NRV-QCRWD-E-------KTTN-DITLPLTWLND
WP_090271100.1 S--------------Q--K--Q-HVILGYPDSGKTTFLAALWHIL-D-AGSA-S-S-I-L-LD----K---I-SGDVRYLNEIKRIWLKCEQVPRT--LTS-----SEE-L-VE--MHV--RD-ATTS-NRS-----VLRLPDFSGETFLSLIADR--ECEEDFVSILQDSD-GILFFVN-A-----------DRAND-A----LFVTDF---------------HFP-------DEGSE-----P-E-------Q-DIA-SER------------------------------------G-E--------------------------------------------------------------A----------------------A-E--S-D-R------VV--------D--FD-P-R-R-M----PE----QTRIIDILQIL-QAPV-----LR------K-G---R-R--R-LVIAISAWDVV-------AA---D-E--VE---PSEWLAREMPMLAQYL-ETN-S-ELYDVRHCG--ISAQGGSFE------------------G-----------------AA--------R-NQL-L----AVDPA----NRV-QCRWD-E-------KTTN-DITLPLTWLND
WP_027604115.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LKRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------G-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PD-G----E-K---P----R-VAVVVTAWDKL--DAASQEA---G---------PQAYLRRQFPLFAGAL-EDV-Q-RVEA-RVYG--VTIVGGDLQ---------------Y--D--------PE-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-D---GAW-YQDA-DVTIPVAWAIG
WP_012723146.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LKRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------G-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PG-G----E-K---P----R-VAVVVTAWDKL--DAASQEA---G---------PQAYLRRQFPLFAGAL-EDV-Q-RVEA-RVYG--VTIVGGDLQ---------------Y--D--------LE-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-D---GAW-YQDA-DVTIPVAWAIG
WP_096120426.1 M---------KS---K-----S-IILIGGPDSGKTNYLARLWPSF-Q-LRRD-----E-LRAD----K---T-PNDIRYVDSALEHLMKGEFAPRS--DRN-LEV-GLA-D-FS--IDVR-AG-FGNG-DLR-----KLMIPDISGELWTKAVATS--EISAEWLKLLQESE-GAVLFVR-H-----------ASDQT-I-QP-LDWVTA-------------------------------------R-------S-VLD-------------------------------L-F--------S---EDE-------QD------------------------------------EEAAPDKD------------PNDQTELPTDN--------Q-E------------------Q-------V---I----PT----QVLLCELLRYL-STYL-SNK-AD-G----S-A---P----K-VSVVIAAWDRL--DPDLRAE---G---------PRKYLERQFPLFAGRL-ACE-G-RLDI-KIFG--TSIVGGDLN---------------D--D--------TE-------FK--------A-TYF-D----RP-IT-D--HGY-VVVQE-P---DQT-QTAN-DITLPIAWAIG
WP_055335600.1 ----------MS---A-----S-VVVLGGPDSGKSNYIARLWTAL-R-EKKG-----E-LVEA----V---Q-PTDIDFVLDAADHLFQGQFIQRS--EQT-E---DRR-D-FE--VTV--GS-RSNG-KQA-----KIVVPDISGELWWRAVTDL--DVTPDLMDDMHNAS-GALLFLR-E-----------GSDQN-I-QP-LDWITA-------------------------------------K-------K-YLS-------------------------------K-A--------K-------------------------------------------------------------------------------------V----A-D------------------D-------K-G-T----PT----QVMLCELIRFL-ELTL-AQR-PD-G----G-K---P----R-LAVVVSAWDLV--GNDVFEK---G---------PISYLEQEYPMLAGRL-DDL-S-TLDV-QVFG--LSVVGGDLD------------------E--------EN-------FK--------K-AFL-E----KG-ID-G--HGW-VAIHA-A-DTGAW-TKDP-DMTKPVAWAIG
KTC39088.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LQRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------S-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PA-G----K-K---P----R-VAIVVTAWDKL--DAASQEA---G---------PQAYLRKQFPLFAGAL-EDA-R-RVEA-RVYG--VSIVGGDLQ---------------Y--D--------PD-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-N---GAW-YQDA-DVTIPVAWAIG
WP_023808269.1 ----------MS---A-----S-VVILGGPDSGKSNYIARLWSAL-S-EKKG-----E-LVEA----V---Q-PTDIDFVLESADHLFQGQFIQRS--EQT-E---DRR-D-FK--VTV--AS-RENG-TQA-----EIVIPDISGELWWRAVADL--DVPPDLMEELHKAS-GALLFLR-E-----------GSDQN-V-QP-LDWVTA-------------------------------------K-------K-YLS-------------------------------K-A--------K-------------------------------------------------------------------------------------V----S-E------------------D-------T-G-T----PT----QVMLCELIRFL-ELTL-ARR-AD-G----G-K---P----R-LAVVVSAWDLV--GADVFER---G---------PMAYLEEEYPMLAGRL-DDL-A-TLDA-QIFG--LSVVGGNLD------------------E--------EG-------FK--------K-AFL-E----KG-ID-G--HGW-VAIRE-A-TTDAW-KRDP-DLTKPVAWAIG
WP_054992718.1 M---------KS---K-----S-IILIGGPDSGKTNYLARLWPSF-Q-LRRD-----E-LRAD----K---T-PNDIRYVDSALEHLMKGEFAPRS--DRN-LEV-GRA-D-FS--IDVR-AG-FGNG-DLR-----KLMIPDISGELWTKAVATS--EISAEWLKLLQESE-GAVLFVR-H-----------ASDQT-I-QP-LDWVTA-------------------------------------R-------S-VLD-------------------------------L-F--------S---EDE-------QD------------------------------------EEAAPDKD------------PDEQTELPTNN--------Q-E------------------Q-------V---I----PT----QVLLCELLRYL-STYL-SNK-AD-G----S-A---P----K-VSVVIAAWDRV--DPDLRAE---G---------PRKYLERQFPLFAGRL-TCE-D-RLDI-KIFG--TSIVGGDLN---------------D--D--------TE-------FK--------A-TYF-D----RP-IT-D--HGY-VVVQE-P---DQT-QTAN-DITLPIAWAIG
WP_103750961.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LQRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------S-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PD-G----K-R---P----R-VAIVVTAWDKL--DAASQEA---G---------PQAYLRKQFPLFAGAL-EDA-R-RVEA-RVYG--VSIVGGDLQ---------------Y--D--------PD-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-N---GAW-YQDA-DVTIPVAWAIG
WP_028358618.1 M--------------T--Q--K-LVIAGMPDSGKSTFIIALRHLL-I-SQDV-A-T-Q-LRAS----R---L-SASEKHLNKLEQKWLACEPLKRT--EQL-----EEE-W-VS--FFV--EK-DGDA-TEA-----QIVLPDFSGEAFRRPAATG--NCSTETAQMLAELD-GMLLFTN-A-----------DRGAD-D----VRLEAL--------------DALA-------DDATD-----T-D-------G-NAS-ESEDAP-QDTLR---------------ND-E-S------A-D--------------------------------------------------------------R----------------------S-T--S-E-L------SV--------P--FD-P-I-N-M----PE----EPLVVELLQIL-NRRP-----RI------P-T---K-R--S-LAVIVSAWDAV-------ED---S-G--MS---PTQWLEHHRPMLWQYL-ENN-A-DLWEIRVYG--VSAQGGKLP------------------E-----------------EK--------S-ALQ-A----KV-PG----QRV-QIVGH-N-------AHPH-DLTAPIAWLMT
WP_053158249.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LQRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------S-VLS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PD-G----K-K---P----R-VAIVVTAWDKL--DAASQEA---G---------PQAYLRKQFPLFAGAL-EDA-R-RVEA-RVYG--VSIVGGDLQ---------------Y--D--------PD-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-D---GAW-YQDA-DVTIPVAWAIG
WP_010567518.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LQRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------S-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SMR-PD-G----K-K---P----R-VAIVVTAWDKL--DAASQEA---G---------PQAYLRKQFPLFAGAL-EDA-R-RVEA-RVYG--VSIVGGDLQ---------------Y--D--------PD-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-D---GAW-YQDA-DVTIPVAWAIG
WP_059864451.1 ----------MS---R-----S-IILLGGPDSGKTNYIGRLWRAL-D-AETG-----A-LHAA----E---Q-PEDINFVLEVTDHLFEGGFAPRS--EHS-D---VRR-D-FE--VVV--AA-TKNG-PKS-----KVVVPDISGELWRNAVIEG--EIDPDWMNELRQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------D----E-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EISL-TNR-ED-G----E-L---P----R-LSVVVTAWDLV--DAGKFDQ---G---------PAAYLEREYPLVAGRL-ADL-E-NLNV-QIFG--LSVVGGDLK---------------H--D--------PD-------YR--------Q-AFL-E----AG-LD-G--QGW-VAVRD-G---GGW-RKDP-DVTLPIAWAVG
WP_060016456.1 ----------MS---R-----S-IILLGGPDSGKTNYIGRLWRAL-D-AETG-----A-LHAA----E---Q-PEDINFVLEVTDHLFEGGFAPRS--EHS-D---VRR-D-FE--VVV--AA-TKNG-PKS-----KVVVPDISGELWRNAVIEG--EIDPDWMNELRQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------D----E-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EISL-TNR-ED-G----E-L---P----R-LSVVVTAWDLV--DAGKFDQ---G---------PAAYLEREYPLVAGRL-ADL-E-NLNV-QIFG--LSVVGGDLK---------------H--D--------PD-------YR--------Q-AFL-E----AG-LD-G--RGW-VAVRD-G---GGW-RKDP-DVTLPIAWAVG
WP_064791173.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWLAL-D-HGKG-----A-LHAA----E---Q-PPDIAFVLSVADHIFQGSFAPRT--ELS-D---IRR-N-FE--VVV--AA-TKDG-PRA-----KVIVPDISGELWRNAVIEN--EISSDWMDELKQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTA-------------------------------------R-------N-MLE-------------------------------R-V--------G-------------------------------------------------------------------------------------N----E-E------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-ARR-ED-G----G-R---P----R-LSVVVAAWDRV--DPDKFEQ---G---------PIAYLEREYPLVAGRI-ADL-T-ALDV-KVFG--LSSIGGDLK---------------N--D--------PE-------YR--------N-KFL-D----EG-PN-D--QGW-TAVYD-G---QKW-QKIF-DITIPIEWAVG
WP_064170056.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWLAL-D-HGKG-----A-LQAA----E---Q-PPDIAFVLSVADHIFQGSFAPRT--ELS-D---IRR-N-FE--VVV--SA-TKDG-PRS-----KVIVPDISGELWRNAVIDN--EISSEWMDELKQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTA-------------------------------------K-------D-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------N----E-E------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-ATR-ED-G----G-R---P----R-LSVVVSAWDRV--DPDRFEQ---G---------PIAYLEREYPLVAGRI-ADL-T-ALDV-KVFG--LSSIGGDLK---------------N--D--------PE-------YR--------N-KFL-D----EG-PN-D--QGW-TTVHD-G---QKW-QKIF-DITIPIEWAVG
KVM36470.1 M--------------T--Q--K-LVIAGMPDSGKSTFIIALRHLL-I-SQDV-A-T-Q-LRAS----R---L-SASEKHLNKLEQKWLACEPLKRT--EQL-----EEE-W-VS--FFV--VK-DGDA-TEA-----QIVLPDFSGEAFRRPAATG--NCSTETARMLAELD-GMLLFTN-A-----------DRGAD-D----VRLEAL--------------DVLA-------DDATD-----T-D-------G-DAS-KSEDASHQDTSR---------------ND-E-S------D-D--------------------------------------------------------------R----------------------S-A--S-E-L------SV--------P--FD-P-I-N-M----PE----EPLVVELLQIL-NRRP-----RI------P-T---K-R--S-LAVIVSAWDAV-------ED---S-G--MS---PTQWLELHRPMLWQYL-ENN-A-DLWEIRVYG--VSAQGGKLP------------------E-----------------EK--------S-ALQ-A----KV-PG----QRV-QIVGH-N-------AHPH-DLTAPIDWLMT
WP_092579006.1 ----------MS---R-----S-IILLGGPDSGKTNYIGPLWRAL-D-AGTG-----A-LHAA----E---Q-PENINFVLEVTDHLFEGNFAPRS--EHS-D---TRR-D-FE--VVV--AA-TKDG-PRS-----RVVVPDVSGELWRSAVIDG--EIDRDWMNELRHAD-AALLFVR-V-----------DSDLD-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------R-L--------G-------------------------------------------------------------------------------------Q----E-E------------------D-------P-G-I----ST----QVMLCELIRFL-EVSL-ANR-ED-G----G-L---P----R-LSVVVTAWDRV--DAVKFNE---G---------PVAYLEREYPLVAGRL-ADL-E-RLNV-QIFG--LSAVGGDLK---------------H--D--------PR-------YR--------Q-EFL-E----AG-CD-G--QGW-VAVRD-G---DGW-EKKH-DVTIPIAWAVG
WP_059733058.1 ----------MS---R-----S-IILLGGPDSGKTNYIGRLWRAL-D-AETG-----A-LHAT----E---Q-PEDIKFVLEVTDHLFEGGFAPRS--EHS-D---VRR-D-FE--VVV--AA-TKNG-PKS-----KVVVPDISGELWRNAVIEG--EIDPDWMNELRQAD-AALLFVR-V-----------DSDQE-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------D----E-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EISL-TNR-ED-G----E-L---P----R-LSVVVTAWDLV--DVGKFDK---G---------PAAYLEQEYPLFAGRL-ADL-A-NLNV-QIFG--LSVVGGDLK---------------H--D--------PD-------YR--------Q-AFL-E----SG-LD-G--RGW-VAVRD-G---DGW-RKDP-DVTLPIAWAVG
WP_039487495.1 ----------MS---R-----S-LVLLGGPDSGKTNYIGPLWLAL-D-HGKG-----A-LHAA----E---Q-PPDITFVLSVADHIFQGSFAPRT--ELS-D---IRR-N-FE--VVV--AA-TKDG-PRS-----KVIVPDISGELWRNAVIDN--EISSDWMDELKQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTA-------------------------------------K-------N-MLE-------------------------------R-L--------G-------------------------------------------------------------------------------------N----E-G------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-AKR-ED-G----G-R---P----R-LSVVVSAWDRV--DPEKFEQ---G---------PIAYLEREYPLVAGRI-ADL-T-ALDV-KVFG--LSSIGGDLK---------------N--D--------PD-------YR--------N-KFL-D----EG-PN-D--QGW-TAVHD-G---QKW-QKIF-DITIPIEWAVG
WP_047542317.1 M---------NR---K-----S-IILVGGPDSGKSNYVGRLWAAL-K-AGKG-----Q-LQRA----G---M-PQNIEYVESICENLLQGEFAGRT--DTN-T---ERQ-D-FC--VPL--KL-EQSN-NPT-----ELIVPDFTGELWRDAVKNS--DIPREWLDTLESAE-GALLFVR-V-----------LSPLN-V-QP-LDWVAT-------------------------------------R-------S-ALS-------------------------------F-I--------G------------------------------------------------------------------------------------EG----N-E------------------E-------V-E-L----PT----QVILCELLRLL-QQRL-SVR-PD-G----K-K---P----R-VAIVVTAWDKL--DAASQEA---G---------PQAYLRKQFPLFAGAL-EDA-R-RVEA-RVYG--VSIVGGDLQ---------------Y--D--------PD-------FQ--------E-KYQ-S----MI-MA-E--SGS-VTLER-D---GAW-YQDT-DVTIPVAWAIG
WP_063151210.1 ----------MS---R-----S-IILLGGPDSGKTNYIGRLWCAL-D-EGNG-----S-LHAA----E---Q-PKDIQFVLEVMDHLFEGGFAPRT--EHS-D---SRR-D-FE--VVL--AV-DKGG-PEA-----RVIVPDVSGELWRNAVMDN--EISSEWMDELTQAD-AALLFLR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------N-LLE-------------------------------K-I--------G-------------------------------------------------------------------------------------N----E-D------------------D-------Q-G-I----PT----QVMLCELIHFL-EDSL-AER-ED-G----E-L---P----R-LSVVVAAWDLV--DAQQFEQ---G---------PMAYIEREYPLVAGRL-ADI-N-ALDV-QVFG--LSVVGGDLK---------------Y--D--------PE-------YR--------Q-AFL-E----EG-LD-G--QGW-VAVQD-G---DTW-RKDP-DITLPVTWAVG
WP_042387560.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWLAL-D-HGKG-----A-LHAA----E---Q-PPDIAFVLSVADHIFQGSFAPRT--ELS-D---IRR-N-FE--VVV--AA-TKDG-PRS-----KVIVPDISGELWRNAVIEN--EISSDWMDELKQAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTA-------------------------------------R-------N-MLE-------------------------------R-V--------G-------------------------------------------------------------------------------------N----E-E------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-ARR-ED-G----G-R---P----R-LSVVVAAWDRV--DPDKFEQ---G---------PIAYLEKEYPLVAGRI-ADL-T-ELDV-KVFG--LSSIGGDLK---------------N--D--------PE-------YR--------I-KFL-D----EG-PN-D--QGW-TAVYD-G---QKW-QKIF-DITIPIEWAVG
WP_021205084.1 ----------MS---R-----S-IILLGGPDSGKTNYIGRLWRAL-D-DGTG-----A-LHAA----E---Q-PEDINFVLEVTDHLFEGGFAPRS--EHS-D---ARR-D-FE--VVV--AS-IKDG-PRA-----RVVVPDISGELWRQAVIDS--EIAVDWMDELRRAD-AALLFVR-V-----------ESDQN-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------G----V-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EDSL-ANR-ED-G----G-R---P----R-LSVVVTAWDLV--DPGKFEQ---G---------PATYLEREYPLVAGRL-ADL-E-SLDV-QIFG--LSVVGGDLK---------------H--D--------PD-------YR--------Q-AFL-E----AG-LD-G--QGW-VAVSD-G---AGW-RKDA-DVTLPIAWAVG
WP_062597101.1 M---------RK---K-----S-IILVGGPDSGKTNYVGRVWLSL-K-EHKS-----S-LKRA----G---M-PSDIEYIEAVCAHILKGEFAGRT--DRN-M---ERK-D-FC--VPV--QL-G-DG-DIT-----ELVVPDFTGELWLNAVVNS--ELSQDWLDEIVNAD-SALLFVR-V-----------LSPQN-V-QP-LDWVTA-------------------------------------R-------E-VLR-------------------------------V-T--------GNN----------------------------------------------------------------------------------DD----D-D------------------D-------H-K-L----PT----QVVLCELLRLL-EDRL-GSQ-NP-E----V-R---P----R-IAVLVTAWDLL--DPAAKGA---G---------PMQFLKRQFPLFWGAL-GDV-V-RADV-GVYG--VSIVDGDPE---------------R--D--------QA-------FK--------D-KIL-A----SN-LA-D--AGS-ITLES-S---TGV-EVNR-DVTLPISWAIS
EEB61024.1 ----------MS---R-----S-IILLGGPDSGKTNYIGPLWRAL-D-GERG-----A-LHAA----E---Q-PDDINFVLEITEHIFAGGFAPRS--EHS-D---ARR-D-FE--VIV--AA-KEDG-PQA-----RIVVPDISGELWRNAVIDS--EIAPEWMNELRQAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------G----E-D------------------D-------Q-G-L----PT----QVMMCELIRFL-ETSL-AAR-ED-G----E-R---P----R-LSVVVTAWDLV--DSGMFQQ---G---------PLAYLEREYPLVAGRL-TDL-E-DLDV-QIFG--LSSVGGDLK---------------H--D--------PA-------YR--------Q-AFL-E----TG-PD-G--QGW-VAVCD-G---DEW-KKDS-DITLPIAWAVG
PWK98560.1 ----------MT---R-----S-IILLGGPDSGKTNYIGRLWHAL-D-RGTG-----A-LRAI----G---Q-PDDIKFVLEVADHLYEGGFAPRT--EHS-D---MRR-N-FE--VIV--AA-KRDG-PQS-----KVIVPDVSGELWRDAVIDN--EISPEWVEELKQAD-AALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------N-YLE-------------------------------Q-I--------G-------------------------------------------------------------------------------------E----S-D------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-AQR-ED-G----G-L---P----R-LSVVVSAWDLV--DPDKFTQ---G---------PVAYLEREYPLVAGRL-ADV-D-SLNV-QVFG--LSVVGGDLK---------------H--D--------AD-------YR--------Q-IYL-E----QG-ID-E--QGW-VTVNV-G---GEW-VKNN-DVTLPIHWAVG
WP_093543836.1 M---------AT---R-----S-VVLIGGPDSGKTNYLGRLWPSF-H-KRKG-----E-LRAD----C---I-PADISYVDAAAEHLMKGKFAPRS--DRN-LEV-GRS-D-FS--IDVR-AQ-GGSG-ALR-----TLMVPDISGELWTRAVATS--EISAEWMSLLQNAE-GAILFLR-H-----------DSDQT-V-QP-LDWVNA-------------------------------------R-------S-VLQ-------------------------------L-F--------T---TEEEGLG-G-AE------------------------------------LFELPNQE------------APDIDVMET----------S-E------------------P-------R---I----PT----QVLLCELFRFL-EFLL-AER-ND-G----G-A---P----R-LSVVIAAWDRM--DSESRDD---S---------PIAYLEKEFPLFAGRL-ACE-S-RLDI-KVFG--LSIIGGDLD---------------D--D--------PD-------FR--------S-EFL-K----ND-LS-E--QGY-VVVQN-D---DRF-EIVN-DVTLPIAWAIG
WP_027229708.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGRVWPAL-D-AGGG-----R-LHAA----V---Q-PSDIRFVLDIADHLYSGNFAPRS--EHA-D---DRR-D-FE--VIV--AA-EKGG-EQT-----TIVIPDISGELWLNAAELG--EVTTTLMEEMRSAI-GALLFVR-V-----------NSEAD-V-RP-LNWVTS-------------------------------------T-------K-LLA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----A-D------------------D-------K-G-M----PT----QVMLCELLRFL-ETTL-SRR-PG-G----Q-L---P----R-VSIVVSAWDIV--DQEKFAK---G---------PEAWVEQEYPLLSGRL-KDI-K-AVDV-RVFG--LSVVGGDLK---------------I--D--------DI-------CR--------N-DVQ-E----NG-LD-D--RGW-VAVQD-D-E-GVW-RKDA-DLTLPIAWAVG
WP_102837352.1 ----------MS---R-----S-IMLLGGPDSGKTNYIGRLWRAL-D-DGTG-----A-LHAA----E---Q-PEDINFVLEVTDHLFEGGFAPRS--EHS-D---SRR-D-FE--VVV--AA-IKDG-PRS-----RVVVPDISGELWRQAVIDS--EIAPDWMNELRRAD-AALLFVR-V-----------DSDQD-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------G----E-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EGSL-ANR-ED-G----G-L---P----R-LSVVVTAWDRV--DEGKFEQ---G---------PASYLEREYPLVAGKL-ADL-E-NLDV-QIFG--LSVVGGDLK---------------H--D--------PN-------YR--------Q-AFL-E----AG-ID-G--QGW-VAVGD-E---DGW-RRDP-DVTLPIAWAVG

22



SupplementaryDataFile.3.txt 1/21/2020

WP_066124809.1 ----------MS---R-----S-IILLGGPDSGKTNYVGRLWRAL-D-VGEG-----A-LHAA----E---Q-PENINFVLEVADHLFQGGFAPRS--EYS-D---ARR-D-FE--VVV--AA-TKGG-PKA-----RVVVPDISGELWRNAVIDS--EIAPDWMNELRQAD-AALLFVR-V-----------DSDQN-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------G----E-E------------------D-------Q-G-L----PT----QVMLCELIRFL-EISL-ADR-ED-G----G-L---P----R-LSIVVTAWDLV--DPGTFDQ---G---------PAAYLEREYPLVAGRL-ADL-A-DLDV-RIFG--LSVVGGDLK---------------H--D--------SD-------YR--------Q-AFL-E----AG-LD-S--KGW-VAVFE-E---NGW-RKSP-DVTLPIAWAVG
WP_050487917.1 ----------MS---R-----S-IVLIGGPDSGKTNYIGRLWRAL-D-CGTG-----A-LRAA----E---Q-PHDINFVLEVTDHLFEGGFAPRS--EHS-D---VRR-D-FE--VVV--AA-SETG-PQS-----RVVVPDISGELWRQAVIDG--EIDPDWMDELRDAD-AALLFIR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------N-MLG-------------------------------K-L--------G-------------------------------------------------------------------------------------D----E-E------------------D-------R-G-L----PT----QVMLCELIRFL-EMSL-TNR-SD-G----G-R---P----R-LSVVVAAWDLV--DAGMFEQ---G---------PAAYIEREYPLVGGRL-EDL-E-DLDV-QVFG--LSIVGGDLK---------------H--D--------PD-------YR--------Q-FFL-E----EG-LD-G--QGW-VAVHD-G---SVW-RKDP-DVTLPIAWAVG
WP_059725825.1 M--------------T--Q--K-LVIAGMPDSGKSTFIIALRHLL-I-SQDV-A-T-Q-LRAS----R---L-SASEKHLNKLEQKWLACEPLKRT--EQL-----EEE-W-VS--FFV--VK-DGDA-TEA-----QIVLPDFSGEAFRRPAATG--NCSTETARMLAELD-GMLLFTN-A-----------DRGAD-D----VRLEAL--------------DVLA-------DDATD-----T-D-------G-DAS-KSEDASHQDTSR---------------ND-E-S------D-D--------------------------------------------------------------R----------------------S-A--S-E-L------SV--------P--FD-P-I-N-M----PE----EPLVVELLQIL-NRRP-----RI------P-T---K-R--S-LAVIVSAWDAV-------ED---S-G--MS---PTQWLELHRPMLWQYL-ENN-A-DLWEIRVYG--VSAQGGKLP------------------E-----------------EK--------S-ALQ-A----KV-PG----QRV-QIVGH-N-------AHPH-DLTAPIDWLMT
WP_052898389.1 ----------MT---R-----S-IILLGGPDSGKTNYIGRLWHAL-D-RGTG-----A-LRAI----G---Q-PDDINFVLEVADHLYQGGFAPRT--EHS-D---MRR-D-FE--VIV--AA-KEDG-PQS-----KVIVPDVSGELWRNAVIDN--EISPEWVEELKQAD-AALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------N-YLE-------------------------------Q-I--------D-------------------------------------------------------------------------------------E----S-D------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-ALR-ED-G----G-L---P----R-LSVVVSAWDLV--DSDKFSQ---G---------PVAYLEREYPLVAGRL-ADV-D-SLNV-QVFG--LSVVGGDLK---------------H--D--------AD-------YR--------Q-TFL-E----QG-ID-E--QGW-VTANV-G---GEW-VKYN-DVTLPISWAVG
WP_057298086.1 --------------------------MGGPDSGKTNFVGRLWVAL-D-ARTG-----A-LHAA----V---Q-PDDIGFVLDTADHLFEGHFAPRT--EHA-D----RR-D-FE--VTV--VP-AAGG-DET-----KILIPDIRGELWRDAVVNS--EISTDWMAELKRAD-GALLFVR-V-----------NSELN-V-SP-LDWVTS-------------------------------------Q-------R-LLQ-------------------------------L-V--------G-------------------------------------------------------------------------------------A----D-E------------------D-------R-DKL----PT----QVMLIELMRFL-ELTL-ADR-PD-G----G-K---P----R-LSVVVAAWDLV--DSETRAA---G---------PEAFIMKEYPMLGGRL-RDT-S-RLDV-QVFG--LSVVGGDLT---------------V--D--------ED-------YR--------R-EFL-E----AG-LD-G--HGW-VDAYE-G-PSDRW-KRDP-DVTLPVAWVVG
WP_104014336.1 ----------MT---R-----S-IILLGGPDSGKTNYIGRLWQAL-D-SETG-----T-LHAA----E---Q-PEDINFVLEITDHLFQGGFAPRT--EHS-D---ARR-D-FK--VIV--AA-REHG-SRA-----QVVVPDVSGELWRSAVIDN--EIAPDWVNELQHAD-AALLFVR-V-----------CSDQD-V-RP-LDWVTS-------------------------------------R-------N-MLE-------------------------------K-I--------G-------------------------------------------------------------------------------------D----V-E------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-ANR-ED-G----G-L---P----R-LSVVVSAWDLV--DADTFEH---G---------PIAYLQSEYPLVAGRL-ADL-D-TLDV-QVFG--LSVVGGDLK---------------H--D--------EL-------YR--------Q-AFL-E----AG-ME-G--QGW-VAVRD-G---DKW-RKDS-DVTLPIAWAVG
WP_082592142.1 M---------TR---R-----S-IVLLGGPDSGKTNYIGRLWPSF-K-KRKG-----V-LRAE----R---L-PDNIAYVDGAVEHLMQGSFAPRS--DRN-LEV-GRA-D-FS--ISVR-GA-NGQG-ALT-----ELMVPDISGELWTHTVATF--EISQEWLDVLNEAE-GAVIFVR-A-----------LSDQN-V-KP-LDWVTA-------------------------------------R-------N-ILR-------------------------------L-C--------A---DEEEVPD-GNADGAEP----------------------------EGNADGAEPDEK------------SQGTVALA-----------S-E------------------P-------D---L----PT----QVLLCELVRYL-DLYL-ANR-AD-G----S-R---P----H-VAVVVAAYDLL--DPQIRDA---G---------PMAYLRKEFPLFAGRL-ADT-G-RLNV-KLFG--LSVVGGDLE---------------D--D--------DE-------FR--------N-SYL-E----RD-IS-E--QGW-VVVED-G---DGS-RTDE-DVMLPIAWAMG
WP_043074377.1 ----------MS---N-----S-IVLLGGPDSGKTNYVGRVWPAL-D-AGGG-----R-LHAA----R---Q-PEDIRFVLDVTDHLNSGSFAPRS--EHA-D---DRR-D-FE--VAV--AT-VKGG-EET-----NIVIPDISGELWLSAAAQG--EVSAELMEEMRSAS-GALLFVR-V-----------QSELA-V-RP-LDWVTS-------------------------------------K-------R-MLG-------------------------------K-L--------G-------------------------------------------------------------------------------------N----D-D------------------D-------R-G-L----PT----QVMLCELVRFL-EATL-APR-HG-G----Q-R---P----R-VSVVVSAWDLV--DPETFKL---G---------PKAWLGREYPLFAGRL-DDI-E-GLDI-RVFG--LSVVGGDLK---------------A--D--------ES-------CR--------D-DVQ-E----NG-LD-G--RGW-VAAED-D-G-GTW-RRDL-DLTWPIAWAVG
WP_060408984.1 M---------AS---R-----S-IVLIGGPDSGKTNYLARLWPSF-Q-RKKG-----E-LRAD----R---I-PDDISYVDGAVEHLMKGKFAPRS--DRN-LEV-GRA-D-FS--IDVR-AG-HGEG-DVR-----TLMVPDISGELWTKAVSTS--EISAEWLSVLQQAE-GAILFVR-H-----------ASDQT-V-QP-MDWVTA-------------------------------------R-------S-VLD-------------------------------L-F--------N---GDEKVSG-ASEN------------------------------------LQAQPETNDAGHTAPEAIESAQESVEVQADDDLENFGH-H-Q------------------E-------D---I----PT----QVLLCELLRYL-NLLL-TDT-AD-G----C-A---P----R-VSIVVAAWDLV--DPELRAE---G---------PMKYLEREYPLFAGRL-SCE-N-RLKV-KVFG--ISIVGGDLG---------------D--D--------PD-------FK--------A-QYL-K----RH-IS-D--QGY-VIFQE-A---DSV-QTVA-DVTLPIAWAVG
WP_008437471.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWRVL-D-AGNG-----E-LHAA----E---Q-PDDINFVLEISDHISAGGFAPRS--EHS-D---ARR-D-FE--VVV--AA-AKGG-PQA-----RIVVPDISGELWRNAVINS--EIASDWMDELKRAD-GALLFVR-V-----------NSDQD-V-RP-LDWVTS-------------------------------------R-------T-MLE-------------------------------R-I--------G-------------------------------------------------------------------------------------D----E-E------------------E-------L-G-L----PT----QVMLCELVRFL-ENSL-SSR-ED-G----E-R---P----R-LSIVVTAWDLV--DTETFQR---G---------PFAFIEREYPLVAGKL-TDL-D-SLDV-RVFG--LSSVGGDLK---------------H--D--------PV-------YR--------K-AFL-E----GG-PD-G--RGW-VAVIE-S---EEW-TKDP-DITLPIAWAVG
WP_050103948.1 ----------MN---R-----S-IVLLGGPDSGKTNYIGPLWLAL-D-HGKG-----A-LHAA----E---Q-PPDIAFVLSVADHIFQGSFAPRT--ELS-D---VRR-N-FE--VVV--AA-TKDG-PRS-----KVIVPDISGELWRNAVLDN--EISSDWMDELKQAD-AALLFIR-V-----------DSDQD-V-RP-LDWVTA-------------------------------------R-------N-MLE-------------------------------R-M--------G-------------------------------------------------------------------------------------N----E-E------------------D-------Q-G-L----PT----QVMLCELIHFL-EDSL-AKR-KD-G----G-R---P----R-LSVVVAAWDRV--DPDKFEQ---G---------PIAYLEREYPLVAGRI-ADL-T-ALDV-KVFG--LSSTGGDLK---------------N--D--------PE-------YR--------N-KFL-D----EG-PD-G--QGW-TAVHD-G---QKW-QKIF-DITIPIEWAVG
WP_039765683.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWQAL-D-AEGG-----A-LHAA----Q---Q-PEDINFVLEVTAHIFAGEFAPRS--EHS-D---VRR-D-FE--VAV--AA-TKGG-PQA-----RIIVPDISGELWRNAVINS--EIDSDWMEELERSD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------T-LLE-------------------------------R-L--------G-------------------------------------------------------------------------------------N----D-E------------------E-------L-G-L----PT----QVMLCELIRFL-ELSL-ARR-ED-G----S-R---P----R-LAVVVTAWDLV--DHEKFQH---G---------PLVYLEHEYPLVAGKL-MDL-E-GLDV-QIFG--LSSVGGDLK---------------N--D--------AA-------YR--------R-EFL-E----AG-PD-V--KGW-VAVKD-Q---DGW-RKDS-DITLPIAWAVG
WP_050085961.1 ----------MS---R-----S-IILLGGPDSGKTNYIGPLWRAL-D-DKTG-----A-LHAV----E---Q-PKDIKFVLEVADHLFQGSFAPRT--ELS-D---TRR-D-FE--VLV--AA-IKDG-PQS-----RVIMPDISGELWRNAVADN--EISTDWMDELKQAD-AALLFLR-V-----------GSDQD-V-RP-LDWVAS-------------------------------------R-------K-MLE-------------------------------K-I--------G-------------------------------------------------------------------------------------N----E-E------------------D-------Q-G-I----PT----QVMLCELIHFL-EDSL-TER-ED-G----E-L---P----R-LSVVVAAWDLV--DAKQFEN---G---------PIAYIEREYPLVAGRL-ADL-K-TLNV-QVFG--LSSVGGDLK---------------H--D--------PV-------YR--------Q-AYL-K----AG-TD-G--HGW-VAMYD-G---NKW-LKNS-DITLPVAWAVG
WP_039999908.1 ----------MS---R-----S-VVLLGGPDSGKTNYIGRVWPAL-D-AKQG-----R-LQIA----Q---Q-PDDISFVLEVTDHLNSGSFAPRS--EHA-D---ARR-D-FE--VIV--AE-EEGG-AQT-----AIVIPDISGELWLNAVKNS--EISSDWMNELRRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------K-------K-MMA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----G-E------------------D-------P-G-L----AT----QVMLCELLRFL-EVSL-ADR-PD-G----G-R---P----R-VSIVVSAWDMV--DVGKFAK---G---------PKAYLEHEYPLLAGRL-DDV-E-RLDL-LVFG--LSVVGGDLK---------------V--D--------PD-------CR--------D-AVQ-E----GG-LE-G--RGW-VAMQN-S-E-GKW-ERDG-DLTLPIAWVIG
WP_044292995.1 ----------MN---R-----S-IVLIGGPDSGKTNYIGPLWRAL-D-LGSG-----A-LRAA----E---Q-PDDINFVLEITDHLYSGAFAPRT--EHS-D---ARR-D-FE--VVV--EA-GAEG-PQA-----RIVVPDISGELWRNAVIES--EIDSEWMSELTRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------R-M--------G-------------------------------------------------------------------------------------A----E-D------------------Q---------G-L----PT----QVMLCELIRFL-KGAL-IER-QD-G----E-L---P----R-LSVVVAAWDLV--DDGLFKL---G---------PMAFLQREYPLFAGRL-LDL-E-ALHV-RVFG--LSSVGGDLK---------------Y--D--------AD-------FR--------Q-AYL-Q----EG-PD-G--RGW-VAIER-E---GGW-VKDS-DITLPIAWTVG
WP_024658861.1 ----------MN---R-----S-IVLIGGPDSGKTNYIGPLWRAL-D-LGSG-----A-LRAA----E---Q-PGDINFVLEITDHLYSGAFAPRT--EHS-D---ARR-D-FE--VVV--EA-SAEG-PQA-----RIVVPDISGELWRNAVIES--EIDSEWMSELTRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------R-M--------G-------------------------------------------------------------------------------------A----E-D------------------Q---------G-L----PT----QVMLCELIRFL-EGAL-IER-QD-G----E-L---P----R-LSVVVAAWDLV--DDGLFKL---G---------PMAFLQREYPLFAGRL-LDL-E-ALHV-RVFG--LSSVGGDLK---------------Y--D--------AD-------FR--------Q-AYL-Q----EG-PD-G--RGW-VAIER-E---DGW-GRDS-DITLPIAWAVG
WP_057443669.1 ----------MN---R-----S-IVLIGGPDSGKTNYIGPLWRAL-D-LGSG-----A-LRAA----E---Q-PDDINFVLEITDHLYSGAFAPRT--EHS-D---ARR-D-FE--VVV--EA-GAEG-PQA-----RIVVPDISGELWRNAVIES--EIDSEWMSELTRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------R-MLE-------------------------------R-M--------G-------------------------------------------------------------------------------------A----E-D------------------Q---------G-L----PT----QVMLCELIRFL-EGAL-IER-QD-G----E-L---P----R-LSVVVAAWDLV--DDGLFKL---G---------PMAFLQREYPLFAGRL-LDL-E-ALHV-RVFG--LSSVGGDLK---------------Y--D--------AD-------FR--------Q-AYL-Q----EG-PD-G--RGW-VAIER-E---GGW-VKDS-DITLPIAWTVG
WP_076402536.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWQAL-D-AEGG-----A-LHAA----E---Q-PDDINFVLDITAHIFAGEFAPRS--EHS-D---ARR-D-FE--VAV--AA-TKGG-PQA-----RIIVPDVSGELWRNAVINS--EIDSDWMEELERSD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------T-LLE-------------------------------R-L--------G-------------------------------------------------------------------------------------D----D-G------------------E-------T-A-L----PT----QVMLCELIRFL-ELSL-ARR-ED-G----S-R---P----R-LSVVVTAWDLV--DSQKLQQ---G---------PFVYLEAEYPLVAGKL-MDL-E-GLDI-QIFG--LSSLGGDLK---------------N--D--------AA-------YR--------K-EFL-E----AG-PN-G--KGW-VVLKD-Q---DGW-RRDS-DITLPIAWAVG
WP_105807440.1 ----------MS---R-----S-VILLGGPDSGKTNYIGRVWPAL-D-AKSG-----S-LQIA----H---Q-PDDISFVLEVTDHLNSGNFAPRT--DLA-G---ARR-D-FE--VIV--AE-ETGG-AET-----SIVIPDISGELWLSAVKHY--EISTDWMEELRCAD-GALLFAR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------K-------R-MMS-------------------------------K-V--------R-------------------------------------------------------------------------------------L----Q-E------------------D-------P-G-L----PT----QVMLCELIRFL-EISL-TDR-PD-G----E-C---P----R-VSIVVSAWDLV--DHEKFAN---G---------PRAWLEHEYPLLAGRL-SDV-E-RLNI-RVFG--LSVVGGDLK---------------T--D--------KD-------CR--------E-AVQ-D----GG-LH-G--RGW-VSVQN-A-D-GAW-IRNE-DLTLPIAWVIG
WP_095649272.1 ----------MS---R-----S-IVLLGGPDSGKTNYIGPLWQAL-D-AESG-----A-LHAA----E---Q-PDDINFVLDITAHIFAGDFAPRS--EHS-D---VRR-D-FE--VAV--AA-TKGG-PQA-----RIIVPDISGELWRNAVINS--EIDSDWMEELERSD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------T-LLE-------------------------------R-L--------G-------------------------------------------------------------------------------------D----D-E------------------E-------P-G-L----PT----QILLCELIRFL-ELSL-ACR-ED-G----S-R---P----R-LSVVVSAWDLV--DPEKFQH---G---------PLVYLEHEYPLVAGKL-MDL-E-GLDV-QIFG--LSSVGGDLK---------------H--D--------AA-------YR--------R-KFL-E----AG-PD-G--KGW-VAVRD-Q---DGW-RRDS-DITLPIAWAVG
WP_059729173.1 ----------MS---R-----S-VVLLGGPDSGKTNYIGRVWPAL-D-AKKG-----S-LQIA----H---Q-PDDITFVLEVTDHLNSGNFAPRT--DLA-D---ARR-D-FE--VIV--SE-EKGG-TET-----SIIIPDISGELWLNAVKHY--EISTDWMDELRCAD-GALLFAR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------K-------R-MMS-------------------------------K-V--------R-------------------------------------------------------------------------------------T----P-K------------------D-------P-G-L----PT----QVMLCELIRFL-EISL-VNR-PD-G----G-R---P----R-VSIVVSAWDLV--DREKFAK---G---------PKAWLEHEYPLLAGRL-GDV-K-RLDI-RVFG--LSVVGGDLK---------------T--D--------KH-------CR--------D-AVQ-E----GG-LD-G--RGW-VSVQD-A-E-GRW-IRSE-DLTLPIAWVIG
WP_007400116.1 -----------------------MVLLGGPDSGKTNYIGRVWPAL-D-AKQG-----R-LQIA----Q---Q-PDDISFVLEVTDHLNSGSFAPRS--EHA-D---ARR-D-FE--VIV--AE-EEGG-AQT-----AIVIPDISGELWLNAVKNS--EISSDWMNELRRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------K-------K-MMA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----G-E------------------D-------P-G-L----AT----QVMLCELLRFL-EVSL-ADR-PD-G----G-R---P----R-VSIVVSAWDMV--DVGKFAK---G---------PKAYLEHEYPLLAGRL-DDV-E-RLDL-LVFG--LSVVGGDLK---------------V--D--------PD-------CR--------D-AVQ-E----GG-LE-G--RGW-VAMQN-S-E-GKW-ERDG-DLTLPIAWVIG
WP_100554786.1 M---------SL---R-----S-VVLLGGPDSGKTNYVGRLWPAL-D-AKGG-----Q-LVAA----E---Q-PQEIGFVLDTAEHLFQGHFAPRT--EHA-E---NRR-D-FE--VVV--AP-RGGG-QST-----SIVIPDISGELWRTAVIES--EISEDWMTELRRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------K-LLA-------------------------------R-V--------G-------------------------------------------------------------------------------------Q----D-E------------------D-------R-SKL----PT----QVMLCELIRYL-ELTM-TQR-PN-G----G-R---P----R-LSVVIAAWDRV--DSETFEK---G---------PEAYLETEYPLLAGRL-RDT-A-RLEV-RAFG--LSVVGGDLK---------------D--D--------PN-------FR--------D-SFL-D----KG-LD-Q--HGW-VSIRD-S-STSKW-RKDP-DLTLPVAWVVG
WP_023814827.1 M---------SA---R-----S-IILIGGPDSGKTNYVGRLWPAL-D-AKTG-----S-LVAA----E---Q-PQEIGFVLDTAEHLFQGHFAPRS--EHA-E---ERR-D-FK--VVV--RP-ATGG-DET-----SIIVPDISGELWRNAVLDS--EISADWMEELRRAD-GALLFVR-I-----------GSDQD-V-RP-LDWVTS-------------------------------------R-------R-LLA-------------------------------K-L--------G-------------------------------------------------------------------------------------Q----D-E------------------D-------R-AKL----PT----QVMLCELIRYL-EMTM-AAR-PN-G----T-K---P----R-LSVVVSAWDRV--DEMTFDL---G---------PPAYLAKEYPLFAGRL-EDC-T-DLDI-QVFG--LSVVGGDLK---------------D--D--------AA-------FR--------D-QFL-E----SS-LD-Q--HGW-VAIQD-N-KTGVW-RKQA-DITLPVWWLVG
WP_074867352.1 ----------MS---Q-----S-IVLLGGPDSGKTNYIGRLWRIL-D-EAAG-----A-LHVA----E---Q-PEDLSFVLEIADHLFEGEFAPRT--ELS-E---ARR-D-FN--VVV--AA-ESGG-ATT-----KLIVPDISGELWQTAVLES--EIAADWMQELRNAS-GALLFVR-V-----------ASDQD-V-RP-LDWVTS-------------------------------------R-------K-MLE-------------------------------L-I--------G-------------------------------------------------------------------------------------S----D-D------------------D-------H-G-M----PT----QIMLCELLRFL-ECSL-ARQ-SN-G----G-M---S----R-LSIIVSAWDLV--DSVTFTS---G---------PVEYLKQEYPLFFGRL-GDM-S-DIDV-RVYG--LSVVGGDLK---------------N--D--------LA-------YR--------E-QFL-R----NG-LD-G--RGW-VAVLV-D---GVW-RKNP-DVTLPLAWAMG
WP_039227313.1 M---------PI---S-----S-VVLVGGPDSGKSNYIFRLWLAM-N-QGDG-----K-IVCD----G---L-PDHLDYLQVGSQSLLKGEFAQHT--PLD-V-V-SEN-V-IP--FKI--NS-GSEA-YSG-----KLIVPDYFGERWMYIFRKR--EWSEEWEDRISQPC-GILMFVR-A-----------SSDQI-V-SP-LDWIQC-------------------------------------E-------R-MWG-------------------------------V----------------------------------------------------------------------------------P-----IV--D---G-T--Q-Q------------------E-------L-E-A----PT----QVVMTDWLQFF-AEAF-AGRRGG-G----E-R---P----K-VALIIAAWDRV--PKDRQAE---G---------PAAYLSQEFPLLSQFVESND-D-QFDF-AAFG--VTVAGGDFD---------------H--E--------PE-------FK--------K-QSLDQ----DN-PL-S--GGY-VMHEL-S---GAP-TIAK-DMTLPISWVMG
WP_060275709.1 M---------TR---R-----S-IVLLGGPDSGKTNYIGRLWPSF-K-KRKG-----V-LQAE----R---L-PDDITYVDGAVEHLMQGSFAPRS--DRN-LEV-GRA-D-FS--ISVR-GA-NGEG-NLT-----ELMVPDISGELWTRTVATF--EISQEWLDILNEAH-GAVVFVR-A-----------HSDQI-V-QP-LDWVTA-------------------------------------R-------N-ILR-------------------------------L-D--------T---EEDESVA-AVADGGNELLATVEIDA------------------LPVKVEQPLAGDE------------AEEAIELP-----------S-E------------------P-------D---L----PT----QVLLCELLRYL-NLYL-VDR-VD-G----G-R---P----H-VAVVVAAWDLL--DPKVRAG---G---------PMAYLRQEFPLFAGRL-ADT-D-RLDV-KLFG--LSVVGGDLA---------------D--D--------EE-------FR--------N-RFL-E----RD-IS-E--QGW-VVVMD-G---EGL-KTDE-DVMLPIAWAMG
WP_092700907.1 M---------N----------P-VLLIGLPDSGKTNFLARTWIAL-T-EKGC-----A-VKPH----G---T-PDDITYVESLVLHLLQGQFAPRS--NQN-E---EPR-P-FV--LEV--TD-PSSG-KVM-----PLMVPDVRGELWKAAVLNS--ELPKEWMDRLHSSN-AVLLLLR-V-----------HSQDV-V-KP-LDWVAT-------------------------------------K-------R-SME-------------------------------HQP--------G------------------------------------------------------------------------------------EP----A-D------------------A-------T-D-T----PT----QVMLCELLRFL-EIAL-A-R-KN-G----V-A---P----R-VAVLVTAWDLL--SPEEQEE---G---------PERYIRQQFPMLAGRL-RDI-T-RLEI-GVFG--VSILGGDPA---------------E--D--------LL-------FK--------E-EFLAS----NS-IQ-G--RGY-IVQQA-N---DEL-QYSQ-DLTSPLAWCIR
WP_052820523.1 M---------ND---K-----S-IILLGGPDSGKTNYVGRLWHSL-D-AKNC-----R-LIAA----E---Q-PSEIGFVLDTAEHLFQGRFAPRS--EHA-D---DRR-D-FE--VVV--CS-PDGS-GRA-----AIVIPDISGELWQNAVASS--EIASDWMDELIHGH-GALLFVR-V-----------GSDLD-V-RP-LDWVTS-------------------------------------R-------S-LLA-------------------------------K-L--------G-------------------------------------------------------------------------------------V----E-E------------------D-------R-GKL----PT----QVMLCELVRYL-ELTM-ANG-QD-G----K-R---P----K-LSVIVAAWDRV--DPVTFEQ---G---------PVAYLGREYPLLAGRL-SDT-K-KLDV-QVFG--LSVVGGDLA---------------V--D--------PE-------FR--------D-RFL-E----HG-LD-D--YGW-VAVYD-T-ETGAW-RKDV-DLTLPIAWAIG
WP_105421832.1 ----------MS---R-----S-IVLLGGPDSGKTNYVGRVWSAL-D-AGGG-----C-LHAA----A---Q-PEDIRFVLDVADHLYSGNFAPRS--EHA-D---ERR-D-FE--VVV--AA-EKGG-EQT-----TIVIPDISGELWLNAAEHG--EVTTTLLEEMRSAN-GALLFVR-V-----------NSEAD-V-RP-LNWVTS-------------------------------------K-------Q-LLA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----A-D------------------D-------K-G-L----PT----QVMLCELLRFL-EASL-SER-PH-G----R-P---P----R-VSIVVSAWDIV--DQQKFVM---G---------PKAWLEHEYPLLAGRL-NDV-E-AIEL-RVFG--LSVVGGDLK---------------V--D--------EI-------CR--------N-DVQ-E----NG-LD-G--RGW-VAIQD-G-E-GVW-QKDP-DLTLPIAWAVG
WP_028672473.1 -----------------------MILLGGPDSGKTNYIGRLWQAL-D-EGTG-----A-LHAV----E---Q-PDDIKFVLEVADHLFEGGFAPRS--EYS-E---DRR-D-FE--VIV--AA-TQGG-PQS-----KVIVPDISGELWRQAAIDS--EISSDWMRELQRAD-AALLFVR-V-----------ESDQD-V-RP-LDWVTS-------------------------------------R-------N-MLE-------------------------------K-L--------G-------------------------------------------------------------------------------------V----E-G------------------D-------Q-D-L----PT----QVMLCELIRFL-ESSL-AKR-DD-G----G-L---P----R-LSVVVTAWDLI--DAEMSAR---G---------PLVYLEREYPLLAGRL-LDI-E-KLEV-QIFG--VSAVGGDLK---------------R--D--------PE-------YR--------K-AFL-E----SG-MD-G--QGW-VLDYN-G---REW-QKIS-DTTLPIAWAVG
WP_093103450.1 M---------SQ---Q-----S-IVLVGCPDSGKSNYVGRLWAAL-Q-AGKG-----L-LQRA----G---M-PNDITYVETLCEHLLQGAFVART--DRN-Q---ARQ-D-FC--VPL--RT-E-GA-EPT-----ELIVPDFTGEIWQDAVKKS--ELSVDWQEAIENAH-GAMLFVR-V-----------HSNLN-V-QP-LDWVTA-------------------------------------R-------D-LLT-------------------------------N-V--------G------------------------------------------------------------------------------------NG----E-Q------------------E-------T-E-I----PT----QVVLCELLELM-QARL-ARR-PD-G----S-A---P----R-LSVVVSAWDRL--DATRRSQ---G---------PMEYLIREFPLFGGAL-SDV-D-NLDI-KIYG--VSIVGGDLS------------------D--------ES-------FR--------L-DFQ-T----KA-LA-D--CGW-VVHER-D---GGW-HQEP-DVTAPVAWAIG
WP_069091269.1 ----------MS---R-----S-IVLLGGPDSGKTNYVGRVWPAL-D-AGRG-----L-LHAA----V---Q-PKDIRFVLDVADHLYSGNFAPRS--EHA-D---DRR-D-FE--VVV--AA-EKGG-EQT-----TIVIPDISGELWLNAAEHG--EVATALMEEMRSAN-GALLFVR-V-----------NSEAD-V-RP-LNWVTS-------------------------------------K-------Q-LLA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----A-D------------------D-------E-G-M----PT----QVMLCELLRFL-ETTL-SER-PD-G----Q-P---P----R-VSIVVSAWDIV--DQQKFAM---G---------PKAWLEREYPLLAGRL-KDI-E-AIDL-RVFG--LSVVGGDLK---------------V--D--------DI-------CR--------N-DVQ-E----NG-LD-G--RGW-VAVQD-D-E-GVW-QKDT-DLTLPIAWAVG
WP_082739433.1 -----------------------MVLLGGPDSGKTNFVGRVWPAL-D-AGTG-----R-LHAA----V---Q-PEDIRFVLDVADHLYSGNFAPRS--EHA-D---DRR-D-FE--VVV--AA-EKGG-EQT-----TIVIPDISGELWLNAAEHG--EVSTSLMEEMRSAN-GALLFVR-V-----------NSEAD-I-RP-LNWVTS-------------------------------------K-------Q-HLA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----A-E------------------D-------Q-G-L----PT----QVMLCELLRFL-ETSL-SKR-PD-G----Q-P---P----R-VSIVVSAWDII--DQEKFVM---G---------PKAWLEREYPLLAGRL-DDI-E-GIDL-RVFG--LSVVGGDLK---------------A--D--------EN-------CR--------D-DVQ-E----NG-LD-G--RGW-VAVQD-D-E-GIW-HKDP-DLTLPIAWAVG
WP_060087566.1 M---------TS---Q-----A-VVLVGGPDSGKTNYLGRLWGAI-N-SGNG-----C-LRSA----R---S-PGDIEYVEEILGHLLQGEFAPRS--DTN-LET-RRT-N-FS--VSLTLAD-ASTS-EEV-----ELTVPDVLGELWKRAVETL--EMPSKWWDKLQNST-GALLFVR-V-----------HSNQN-V-AP-MDWVTT-------------------------------------E-------R-LLR-------------------------------M-Q--------G---EES------------------------------------------------------------------------------------D-S------------------A-------K---L----ST----QVFLCELLRLL-EHSLKPAT-PS-Q----R-R---P----R-VAVVIAAWDLL--DDDTHRA---G---------PLHYLQAQYPLFAGRV-VDT-D-QLDI-RVFG--VSVVGGDLS---------------D--D--------PR-------FR--------R-EFA-E----GE-LQ-D--FGF-VVTDS-A---RGV-ERFH-DITLPVAWLVT
WP_085708915.1 ----------MT---R-----S-VLLLGGPDSGKTNYIGRVWTAL-D-NGSG-----K-LRAA----R---Q-PSDLRFVLDVAEHLFSGNFAPRS--EHA-D---GRR-D-FE--VPV--TE-SQGG-EEI-----TILIPDMSGELWQNAVQDC--EVSVELMEEMRRSD-GALLFVR-L-----------GSDQT-V-RP-LDWVSS-------------------------------------Q-------K-LMS-------------------------------K-I--------G-------------------------------------------------------------------------------------E----A-T------------------D-------D-G-L----PT----QVVLCELIRFL-ELTL-AQR-PD-G----T-R---P----R-VSVVLSAWDLA--DSQCFEN---G---------PVAYLEKEYPFVAGRL-RDL-E-SLDV-KVFG--LSVVGGDLK---------------I--D--------TD-------FR--------D-DFL-E----SD-ID-S--HGW-VAVQD-R-S-GTW-YRDN-DLTLPMAWVVG
WP_059931659.1 M---------TR---R-----S-IVLLGGPDSGKTNYIGRLWPSF-K-KRKG-----V-LRAE----R---L-PDDITYVDGAVEHLMQGSFAPRS--DRN-LEV-GRA-D-FS--ISVR-GA-NGEG-NLT-----ELMVPDISGELWTRTVATF--EISQEWLDILNEAH-GAVVFVR-A-----------HSDQI-V-QP-LDWVTA-------------------------------------R-------N-ILR-------------------------------L-D--------T---EEDESVA-AVADGGNELLATVEIDA------------------LPVKVEQPLAGDE------------AEEAIELP-----------S-E------------------P-------D---L----PT----QVLLCELLRYL-NLYL-VDR-VD-G----G-R---P----H-VAVVVAAWDLL--DPKVRAG---G---------PMAYLRQEFPLFAGRL-ADT-D-RLDV-KLFG--LSVVGGDLA---------------D--D--------EE-------FR--------N-RFL-E----RD-IS-E--QGW-VVVTD-G---EGL-RTDE-DVMLPIAWAMG
OQW76545.1 ----------MS---S-----S-IVLLGGPDSGKTNYVGRVWPAL-D-EGKG-----S-LHAA----E---Q-PQDIRFVLDVTDHLNSGSFAPRS--EHA-D---DRR-D-FE--VVV--AA-EKGG-DRT-----TIVIPDISGELWLNAAEQG--EVSAELMDEMRSAD-GGLLFVR-V-----------NSEAD-V-RP-LNWVTS-------------------------------------K-------N-MLA-------------------------------K-L--------G-------------------------------------------------------------------------------------N----E-D------------------D-------K-G-L----PT----QVMLCELLRFL-ETTL-SQR-RD-G----E-P---P----R-LSVVVSAWDLV--DPQKFEQ---G---------PKAWLEREYPLAAGRL-DDI-E-GIEL-RVFG--LSVVGGDLK---------------V--D--------EK-------CR--------D-DVQ-E----NG-LD-G--RGW-IAVEG-D-D-GVW-RKDT-DLTLPIAWAVG
KEH15560.1 L-QE----GSMS---R-----S-VVLLGGPDSGKTNYIGRVWPAL-D-AKGG-----C-LQIA----Q---Q-PDDITFVLEVTDHLNSGNFAPRT--ELA-D---ARR-D-FE--VIV--SE-TEGG-AET-----AIVIPDISGELWLNAVKHY--EISTDWMDELRRAD-GALLFVR-V-----------GSDQD-V-RP-LDWVTS-------------------------------------K-------K-MMT-------------------------------K-V--------R-------------------------------------------------------------------------------------M----A-K------------------A-------P-G-L----PT----QVMLCELLRFL-EISL-VDR-PD-G----T-R---P----R-VSLVVSAWDLV--DPEKFSK---G---------PRAWLEHEYPLLAGRL-SDV-T-RLDI-RVLG--MSVVGGDLK---------------T--D--------KD-------CR--------D-AVQ-E----GG-LN-G--RGW-VSVQD-A-Q-VIE-RQVH-GYRQGHQLLAG
PVX48084.1 M---------TE---R-----T-IILVGGPDSGKTNYIARLWKAL-R-DADG-----E-LVAP----Q---I-PKDIKYVEDALEHLLKGEFAPRS--DKN-FET-STR-S-FS--IPVVSAG-DLDG-DPK-----SIVVPDVTGELWKKAVETS--EVPQQWMDSLNGAN-GAMIFLR-V-----------HSEQN-V-EP-LNWVTC-------------------------------------A-------A-LLR-------------------------------M-Q--------G-APDPE------------------------------------------------------------------------------------Q-E------------------T-------A---I----PT----QVALCELLRYL-EIGL-SRR-ED-G----S-P---P----R-VSVVVTAWDRL--DEATAAS---G---------PKKFIDTEYPMFAGRL-EDT-T-ELSV-KVFG--VSVVSGDFT---------------D--E---------N-------FK--------E-RFF-E----TE-LK-K--SGY-VMVET-E---TGA-EKRA-DLTLPVAWILN
WP_013617180.1 M---------KQ---M-----N-CLLAGLPDTGKSTYIGGLWYNL----ENQ-S-S-K-MKMKASR-E---L-VDDTQHLESLSDKWLEGVRVDRT--TED-----KSS-S-VE--LRI--EQ-KDNG-NVL-----NINIPDFSGETFRQIIEMT----NSKDLDDWCEAA-DTLFYMA-------------NNLDP------GHFEDD-------------------D---------------N-I-------G-TVE-------------------------------G-E------K-K--------------------------------------------------------------N---------------------------D-E--------VP--------P--FN-S-Q-K-M----SA----CAQNIMVLKYL----------LG-R----K-Q-F---K--K-MIFAISCWDKV--TG---NG-I-N---PEN---PESWLKSHSPVLYNFL-KDQ---QPDS-LIIG--ISAQGLDYE------------GI----D--DDAV-----------IT--------N-KTK------SG----E--RAF-VEIGD---------EIKY-DLSLPLYMLIN
ASR53155.1 ----------MT---K-----S-IILVGGPDTGKTNYLARLVAHF-R-DGDG-----A-LVAT----R---L-PDDMRYIEDALDYLMKGEFAPRSHNTAD-E---LSG-E-IM--IEI--RS-KVDD-SEA-----HLSVPDVSGETWDDIAKSA--QISQEWLDRVRAAN-GALLFVR-I-----------LSDLN-V-AP-LDWLNA-------------------------------------P-------E-MLA-------------------------------L-V--------G-E----------------------------------------------------------------------------------GD----E-R------------------Q-------F-A-L----PT----QVMLCEFLRLL-DENL-D-R-SD-G----E-T---P----R-VGLVITAWDRL--DAHTRAA---G---------PRAFLDREYPLLGGKI-ANS-R-GLEI-GIFA--ASVVGGELS---------------D--E--------T--------FK--------A-EYL-D----GD-IV-E--RGY-IVDAT-A---SEV-QTDR-DITRPISWVLR
PCI83912.1 M------------S-N--T--E-ILVLGGPDVGKTHYAGQLLGRL-RYDRHG-----K-LRLR----A--GG-VEDLSKLEEVLSCLEEGRAAGHT--PAE-----TWT-G-IQ--CAL---E-TSSG-GSV-----LLEWPEYAGERLFSIIESR--IIPTEWRNSVETAT-GWMLFLR-P-----------STLQL-H----EDLLVR----------------------------------PTGL-------T-PEH-------------------------------T-S--------S--------------------------------------------------------------E---------------------------V-N------------------F--VD-G-S-S-W----DD----RARYIELLQML-ILAA-GKS-TF-H-KA-S-S---P----R-LVIVLSCWDEL--ET---TS-----T-------PEEVLADRLPMLDAFI-NSN-W-QDSAWSVWG--LSSLGRSLS------------------Q--------DD-------HD--------D-EFA-S----QG-PE-H--FGY-VVPPQ-----ST--KHNS-DLTAPVAWLLK
WP_106138898.1 K------------S-E-----H-ILIIGGPDVGKTHFGGQLYGRL-Q-SRTG-----S-YKIT----S-P---PENLTVFKEVLENLNEGRSAGHT--NVS-----ANE-V-LE--LDL---I-DDTG-RAT-----SLRFPDYGGEQVNSIVIDR--RVNKDWTNQLKEST-SWMLFIR-L-----------DRLPI-I----EDIINR-----------------------------------G-L-------P-EQK-------------------------------ILE--------Q--------------------------------------------------------------R---------------------------S-K------------------N--ET-P-L-K-L----SS----SAFYTELLQIL-LYAQ-KIA-S--N-RT-S-Q---P----R-LVVSLSCWDLIEEVD---QK---K-I-------PLEVLKEKAPALYAFI-EST-W-SQN-YAVVG--LSSTERTLS------------------L--------TE-------VD--------L-DFV-K----RG-PE-D--FGF-FISPQ-----G---ELNK-DLTVLIKILLG
PSH02584.1 T--------------T--R--D-ILVMGLPEAGKTTFIAALWHTV-S-SKEV-D-A-I-LQME----Y---L-QPSRDHLNEIAKRWRECVAVQRT--IQG-----KER-S-VT--MNL--RT-SDGA-RRF-----QVTLPDTSGEAFQRIFENR--KWAASFEGLVNRSD-ALMFFVH-P-----------NSLVS-P----VRIDNV---------------VEE-------LVSIA-----D-G-------I-NVA-GVE------------------------------------P-P--------------------------------------------------------------S----------------------G-M--P-E-Q------AV--------H--WE-A-S-R-A----AA----QSKILDLLQLV----V-----QA------K-G---S-RPLK-IVIVVSAWDLA-------EN---E-N--LQ---PDNWIEKHAPLVWQFL-NAH-N-KTRPFCVFG--VSAQGRDYG------------------N-----------------HA--------E-MLR-D----YIKPS----ERI-SVMQG-D-------RRSS-DITAPVLWAVE
WP_010686063.1 M--------------T--R--Q-LIV-GMPESGKSTFIAALRHLL-L-SATV-S-T-E-LTLT----R---L-ADEEKHVNDLETDWLELKKVQRT--KPA-----TEG-W-VE--FHV--RD-AASG-TES-----VLLVPDLRGETFEQPACSG--QCQDQLYDAIANAS-GIALFTS-A-----------EREDD-A----LLVSDL--------------GDLL-------DDSGQ-----I-A-------R-DEA-NF----------------------------------------------------------------------------------------------------------------------------------------------------------FD-P-Y-G-M----PE----EVKIVEFLQMA-NRRP-----LT------P-K---R-R--R-IAVMVSAWDVI-------P----S-D--RM---PDAWLAEKRPMLAQFL-QYN-P-SLWDLRVYG--VSAQGGRLP------------------Q-----------------DK--------K-RLK-A----MK-PA----ERI-RIVGH-R-------AKPH-DLTAPLRWLAG
WP_045379209.1 M----T--D-DK-K---------IVFCGLPESGKTTFLGALSYLA-E-SNDS-S-N-T-LKLE----G---LQEQRH-FFNLLADTWVDCKPMMRT--KVD-----SQE-F-IE--MTL--SS-T-D--LKF-----NVEMPDLSGETWASIWSEH--EISPVVYSFLNQSS-SLAFFIH-V-----------DQIST-P----LNLSEE---------------------------------------------N-SML----------------------------QGSS-R------I-E--------------------------------------------------------------P----------------------H-S--G-Q--------LD--------V--WD-ANK-H-A----ST----QAVTVDLLIKA-S-SM-----MK------G-A---N-K--R-VAIILSAWDTV-------SP---D-D--QD---PQNFINTQMPLLYQYL-SSR-L-DFHDFKIYG--VSAQGGCLN----------------------------E-------QK--------D-SLL-D-I--DN-PT----HRI-KVIEV-E-------GTQHHDLTKILSWLVN
WP_046017834.1 M-NNDI--I-NY-S---------LIICGLPESGKTTFLGALAYSI-N-SHEI-E-T-A-LKYD----G---LPSNRE-YLTQLSKQWLNFEVMDRT--IID-----SNN-S-IE--LKL--KN-A-K--DII-----TLSIPDLSGETWSNLWSER--QVDIETSNLSKNAN-GIIFFLH-C-----------DKYLD-A----QTIVER---------------------------------------------N-KQN----------------------------E--I-L------E-E--------------------------------------------------------------N----------------------D-T--L-E--------KV--------N--WS-PSD-H-T----PT----QTKVIDILQSF-NHPN-----MG------Q-K---K-R--K-LVLMLSAWDRA-------EE---V-N--QT---PLEYLSSHFPLLSQFL-EDN-I-YFNDIKVLG--LSSLGGDLE----------------------------T-------DE--------E-ALG-S-I--DI-PT----DRI-KIIED-K-------ESYN-DLTLPIKWLLE
WP_078754175.1 M--KDI--K-EI-K---------LTFCGLPESGKTSFLAALSHLS-N-SCEI-A-T-D-LKLE----S---LPKHRY-FINNLADRWLGCEEVLRT--QVS-----NRD-R-LE--MTV--SK-G-S--QRF-----RLEMPDLSGETWKNLWVDH--ELDNENISFINQSH-GILFFIH-C-----------DNIQY-P----YTIGDV---------------------------------------------Q-VMN----------------------------YTTD-S------N-G--------------------------------------------------------------D----------------------E-K--A-K--------PA--------P--WN-PSI-H-T----PT----QTIVVDLLSKL-F-SL-----ID------N-R---E-A--R-LAIVLSAWDKA--------D---E-G--IA---PTAFIQRELPLLGQYL-NSK-L-DFQYVEIFG--VSAQGGDLK------------------------------------------------------N--NE-IR----TRL-GFVA--------------------------
WP_066306410.1 N--------------D--K--G-ILFSGLPESGKTTFLAALWYYV-F-NAVD-E-G-E-FECD----S---LENSELEYLNLISRNWASCNSVIRT--NQS-----KIE-H-VN--IKL--VN-KFTG-SSM-----ILNIPDISGETFKTQFTDR--EWNEEFDNLLQNVH-GILLFID-P-----------RDVKNKP----RFIYHE-----NQ-------NFKY-------FGEDM-----I-N-T-----T-SEQ----------------------------PW-T-E------------------------------------------------------------------------------------------------------------------------D---------L-V----PS----QVKLVDFLQMVDFNTP-----DV------L-------R--K-ISVVISCWDLT-------DG---K-E--D----PEIWCKNELPLLHQYL-TTN-K-DLFKVKYYG--VSSQRGDYE------------------N--------SN-------IK--------D-SLL-S----KD-AL----ERI-KIVEG-S-------EISN-NILSPILWITN
OQS34641.1 M----S--E-Q----------S-IVIIGLPESGKTTFLAALWHLI-T-ERDV-D-T-A-LCFH----N---LRKGETTHLNEIAARWRDAKVQDRT--AVG-----GSR-L-VS--MNL--LD-A-VNKKPV-----RVTFPDVPGEAYRRMWEDR--DCEPEIAEILK-AG-GVLLFIH-A-----------DTIRS-P----KWVVDE---------------------------------------------V-ALS----------------------------KA-V-G------L-D--------------------------------------------------------------V----------------------P-E--G-D--------EV--------S--WH-P-R-L-A----PT----QVQLVDLLQLL-CAPP-----LN------I-G---P-R--R-LAIMLSAWDKT-------SG---E-G--LS---PQAYLEEKLPLLAQYL-RCR-T-DGWVWRTYG--LSAQGGDYDPA----------------E--PGAER-KH-------EA--------E-TLR-S-L--DR-PS----TRI-QLLVG-D-------TETH-DLTEPLAWLMG
WP_091720740.1 ----------------------------MPESGKTTFLAALWHQM-K-AGKV-A-S-K-LSLV----K---LKAVESEHLQAIEALWVKAKKQDRT--FHS-----KNR-T-AV--MTL--RT-A-DG-KDF-----DLAFPDIAGEAFGGIWEDR--ACSEEVIRALT-AS-GVMLFVH-S-----------SEYNA-P----NWIADF---------------------------------------------S-KLN----------------------------AK-T-G------G-S--------------------------------------------------------------F----------------------K-V--G-E--------PV--------P--WK-P-R-L-A----PT----QVQLVDLLRCL-QEEP-----LH------V-G---P-R--K-LAVVLSAWDQA-------SD---E-G--RS---PADYLEAHMPLLHQYL-THGLD-EAWQFRVYG--VSAQGGDYD------------------N--LGDET-SA-------EA--------K-RLQ-A-L--RV-PS----HRI-QVVHG-D-------ASSH-DLSEPLVWLLE
WP_064992290.1 I----E--G-DL-D---------ISIIGLPESGKTTLLAAIWHVV-R-EGGS-A-T-V-LKFQ----G---LSRGNYEHLNTLAVNWRRGKKPQRT--QTS-----GMK-L-VS--MRL--KD-V-HE-RTV-----SVSFPDIPGEDFSRMWEKR--EFDEETLKTLK-TT-AVVLVVN-G-----------DTIRF-P----AWIVDQ---------------------------------------------M-AIV----------------------------KG-A-G------L-P--------------------------------------------------------------V----------------------E-E--A-G--------VV--------D--WR-A-E-L-A----PT----QVKVVELLQFL-MSGE-----LN------I-G---P-R--R-LAVLITAWDQV-------EG---D-G--MN---PAEILAVKLPFLDQYL-RNA-R-DPWTWRVWG--ISAQGGVYE---------------D--Q--EKDEY-LL-------ET--------E-ALR-D-L--DR-PS----DRI-KVVDG-E-------IVRS-DITLPLEWLIE
WP_056189605.1 --------------------------MGLPESGKTTFLAALWHLL-T-NKKV-Q-A-Q-LSLE----K---LAAEEAAYLREIAIRWAQAKKQERT--RTS-----GNR-T-VK--LTL--RS-G-NG-EVF-----DLRFPDIAGEAFSEIWERR--ECTPAITEALR-AA-GVLLFIH-V-----------DKIKS-P----GWIADD---------------------------------------------N-ALA----------------------------EE-I-G------D-V--------------------------------------------------------------P----------------------E----D-V--------PNEEGDDVSVP--WK-A-E-D-S----PT----QVQLVDLLRCL-QAPP-----LD------V-G---A-R--R-IAVVLSAWDKV-------ED---E-D--VP---PEQFLELHLPLLHQYL-AHGLS-AGWEKRIFG--VSAQGADYD------------------D--MNGAP-TA-------DA--------D-RMR-D-M--EV-PS----QRI-KVVVE-G-------GTSH-DLTEPVNWLLG
WP_022674628.1 M--------------R-----K-LLIVGMPESGKSTYIGALRHIL-L-AKDV-E-T-D-LEIT----N---L-ADSEKHLNQLEDHWLSCKPMERT--KTS-----NEA-W-VQ--LNV--RD-KFTG-AES-----SLEIPDLRGENFEHPAAGG---CPRPLYEALIASD-GITLFTN-A-----------NREND-C----LLIDDF--------------GDMF-------DEDED-----E-K-------Q-EVE-IGASGRLEEHNA---------------AK-A-GSVGETRD-A--------------------------------------------------------------A----------------------A-G--E-P-R------PV--------R--FQ-P-E-N-M----SE----EVKIVEFLQLA-NRRP-----EH------P-R---L-R--K-LALIVSAWDLV-------AD-E-Q-D--MT---PAKWLEAKRPMLNQFL-ANN-D-DLWELRIYG--VSAQGGRLP------------------E-----------------RK--------A-EFE-G----MMNQS----KRI-LVVGV-E-------AGQH-DLTAPLRWLIA
WP_012406442.1 M--------------T--R--K-LVIAGMPESGKSTFLIALRHLL-V-SHEV-Q-S-V-LRAT----R---L-SDAEKHLNELAEKWLACEQVDRT--KQT-----VEE-W-VS--LHV--RK-EADS-TEA-----EIVVPDFSGEAFRRPAATG--NCSSAIARMLSELD-GLLLFTN-A-----------DRSAD-D----VRLEAL---------A----GLFS-------DPASG-----T-E-------G-GDA-KG-----------------------------------------------------------------------------------------------------------------------------A-P--A-H-S------AV--------P--FD-P-V-N-M----PE----EALLVELLQIL-NRPP-----RV------R-T---A-R--M-IAVIVSAWDVV-------EE---P-D--LT---PEQWFKQHRPMLWQFL-RNN-D-DLWSVRVYG--VSAQGGKLP------------------D-----------------EK--------K-ALQ-A----KI-PG----ERV-QIVGH-G-------AQPH-DLTAPIDWLMT
WP_080397496.1 M--------------N--A--K-FVVMGLPESGKTTFLAALWHLV-E-AGDT-D-C-N-LALD----G---Y-RGNLKYLNKISEAWRTFQHVPRT--TYG-----EEV-D-VS--IGL--RN-QKTG-ERG-----IAFFPDVAGEVFDRQVIER--RCRSEFVDAVSADD-GVLFFIT-A-----------NTYED-F----LSLAEL--------------NARLGFAGTETPIDAD-----Q-T-------Q-TAE----------------------------RN-D-E------S-G--------------------------------------------------------------N----------------------S-G--A-S--------PA-GHGR---A--WR-R-E-D-L----PR----QVKIVQILSDL-QRSP-----FT------Q-R---R-R--R-VAIMISAWDLA-------RG---M-N--MT---PRDWLACHMPLVNQYL-KTN-N-VYFEHEIYG--VSAQGVDLR------------------N--------AD-------AV--------D-AAA-K----LPQSS----RRI-SIVGP-E-------GDGH-DLTLPLVWLMS
WP_053572418.1 M--------------K--R--K-LVIAGMPESGKSTFIAALRHLL-V-HQDV-R-T-K-LVAT----R---L-SDAEGHLNRLEQEWIACEMVERT--KQT-----VEE-W-VS--LFV--KQ-VDGS-QEA-----VLMVPDFSGEAFRRPAATG--HCSEAVASMLQEID-GMLLFTN-A-----------DRGAD-D----IRLEQF--------------GELL-------DEAIE-----A-S-------K-DLV-EGEPVGVKESVN---------------ED------------------------------------------------------------------------------------------------------------------VV--------P--FE-P-L-N-M----PE----EPLLVEILQIL-NRPP-----RA------P-R---K-R--M-LAIIVSAWDEV-------QD---N-R--AE---PEEWLRQHRPMLWQYL-RSN-T-TLWESRVYG--VSAQGGRLP------------------Q-----------------DK--------V-ALQ-C----TI-PG----QRV-QIVGH-Q-------AQPH-DLTDPIDWLMA
SFR71073.1 M----K--H-ES-----------VVVLGLPESGKTTFLAALWHQM-K-AGKV-A-S-K-LSLV----K---LKAVESEHLQAIEALWVKAKKQDRT--FHS-----KNR-T-AV--MTL--RT-A-DG-KDF-----DLAFPDIAGEAFGGIWEDR--ACSEEVIRALT-AS-GVMLFVH-S-----------SEYNA-P----NWIADF---------------------------------------------S-KLN----------------------------AK-T-G------G-S--------------------------------------------------------------F----------------------K-V--G-E--------PV--------P--WK-P-R-L-A----PT----QVQLVDLLRCL-QEEP-----LH------V-G---P-R--K-LAVVLSAWDQA-------SD---E-G--RS---PADYLEAHMPLLHQYL-THGLD-EAWQFRVYG--VSAQGGDYD------------------N--LGDET-SA-------EA--------K-RLQ-A-L--RV-PS----HRI-QVVHG-D-------ASSH-DLSEPLVWLLE
WP_088751314.1 M---------KH---K-----S-IILVGGPETGKSNYVARLWCSL-K-AGRG-----M-LQRA----G---L-PENLEYIDSICEHLFQGKFIGRT--DTN-L---ARQ-D-FR--VPL--KL-GADS-EPT-----TLLVPDFTGELWRDAIKHS--EIAAEWLEQLETAN-GALLFVR-V-----------HSPRN-V-QP-LDWVTS-------------------------------------R-------D-LLK-------------------------------K-I--------G------------------------------------------------------------------------------------QG----N-E------------------D-------I-E-L----PT----QVVLCELLSLL-QARL-SRR-AD-G----G-R---P----R-VAVIVTAWDRL--NPEEQNA---G---------PEVFLSEQFPLFFGAL-HDA-D-KVDI-RTYG--VTIVGGDLD---------------N--D--------PV-------FR--------Q-ENR-K----KS-IE-D--CGW-VSLNR-E---GIV-SVDA-DITIPVAWAIG
WP_040455183.1 M--T----A-ST---A-----S-ILLVGLPETGKTNYLARLWASL-R-EGKS-----A-VTST----P---D-TGVIKYVEDAVAHLLEGAFAGRTTLDSE-D---QSA-T-FR--IPV--RA-SEGA-IAA-----ELVVPDVNGEMWRDAVEDS--EISQRWHDELCRTS-MALLFVR-A-----------RSPLN-H-MP-LDWVVS-------------------------------------D-------G-ILT-------------------------------K-I--------T-P----------------------------------------------------------------------------------NA----E-V------------------Q-------S-R-I----PT----QVYLCQLLRFL-ETTL-G-Q-SG-V----K-T---P----RRVAVVVTAWDRL--DAQQRAQ---G---------PWRYLESEFPLFFGAL-QNS-E-ELDI-DAFG--VSIVGGDLT---------------D--D--------PG-------FK--------A-DFLAN----GD-VH-A--SGY-VVHGT-E---EQA------DVTIPIAWLLR
ANL57325.1 M---------TE---R-----T-VIFVGGPETGKSNYLFRLWLAL-R-DGKR---R-P-IMAR----G---L-PAAAEYLRQGAETQLSGAFAGHT--PDG-G---GDI---CE--IPI-----YAGE-LES-----SIILPDRPGEEWVRFYRER--RWPAEWASFLGADT-SCLIFLR-A-----------NSRLN-Q-AP-LDWITI---------------------------------------------Q-RFQ----------------------------GN-S-A--------N----------------------------------L---------------------------A----------------------K----D-E------------------D-----A-S-G-A-GT-PT----QVLIVDLIQML-FRLA-RKV----G----N-A---H-F--R-IGVVVSAWDTV--SP---EE---Q-T--AG---PFAYLNAEFPMLGSFL-RSA-A-TRSELMVFG--LSVFDGDFD-------------N----Q--------AE-------FR--------H-EFQ-T-V--GN-PR-D--RGS-VVIDD-L-R-GNI-FRTP-DLTEPVAWSLG
WP_011965442.1 M---------EA---Q-----N-CLIAGLPFSGKSTYIGALWHVV-K-HDTD-K-I-D-LSLVASEEN---L-PENTDQLNTLSKHWRNVEDMDRT--SKD-----VPN-S-IS--MIL--KS-KDED-TEF-----TLNVPDFKGESIRQIITKN----QPTELDNWCKKA-NCIMYMI-------------SNISP------GIFADD-------------------F---------------P-K-------E-EEE-------------------------------E-Q------I-E--------------------------------------------------------------E---------------------------T-S---K--V-VP--------P--LK-P-E-K-M----TP----ATQNMLILRYI----------RE-H----T-S-C---K--K-FAICITAWDKI--TR---LS-P-N----KD---PEEYLKDESPALYNFI-KFH---FPEV-LFFG--ISAQGAEYE------------YE----E--KIGNE-GK-VKV---IKEESRKKLLE-KTR------EG----K--RAF-IN--N---------ESVH-DITVPLAALLR
SHI10388.1 M--------------N--K--R-CFIMGLPGAGKTTFLAALWHSI-N-NNSV-E-T-K-LKLN----K-----IDNGQYLAQLSRKWVDAEPLERT--VPS-----NEQKD-IC--INL--IM-P-AK-KTF-----DLFLPDLSGESFQKQYERR--EISEELVEYIKAAD-AILFFIH-V-----------DGVKP-L----GFIPEH---------------------------------------F-----A-TSL----------------------------GN-D-S------V-Q--------------------------------------------------------------R----------------------I-V--R-E--------PQ----------------K-H-D----PL----QVQTIELLQFV---LD-----IR------KYE---Q-T--N-IGFVFSAWDLV-------KQ--VD-IQ-MT---PEKFLFDHMNMLWQFC-NSN-P-DILSYSLWG--ISAQGGKLD------------------------------------NR--------D-TLL-E-K--DF-PI----ERI-VVEDA-H-G-----NRGW-DITLPLYSLMG
WP_073079356.1 --------------------------MGLPGAGKTTFLAALWHSI-N-NNSV-E-T-K-LKLN----K-----IDNGQYLAQLSRKWVDAEPLERT--VPS-----NEQKD-IC--INL--IM-P-AK-KTF-----DLFLPDLSGESFQKQYERR--EISEELVEYIKAAD-AILFFIH-V-----------DGVKP-L----GFIPEH---------------------------------------F-----A-TSL----------------------------GN-D-S------V-Q--------------------------------------------------------------R----------------------I-V--R-E--------PQ----------------K-H-D----PL----QVQTIELLQFV---LD-----IR------KYE---Q-T--N-IGFVFSAWDLV-------KQ--VD-IQ-MT---PEKFLFDHMNMLWQFC-NSN-P-DILSYSLWG--ISAQGGKLD------------------------------------NR--------D-TLL-E-K--DF-PI----ERI-VVEDA-H-G-----NRGW-DITLPLYSLMG
WP_012806736.1 M----M--Q-Q----------S-VVVLGLPGSGKTTFLAALWHLV-F-SRET-E-T-K-LRFG----S---LKSGNVKHLNAIAARWRSAQMQERT--LLA-----GNQ-F-VS--INL--VT-D-DS-QAV-----TITFPDIAGESYRQMWEER--ECEKVVAETLT-QG-SVLLFVH-A-----------DDIKR-P----LWIMDV---------------------------------------------A-AM------------------------------A-L-A------L-D--------------------------------------------------------------L----------------------P-P--D-E-----VAQPV--------P--WQ-P-R-L-A----PT----QVQLVGLLSLL-GAAP-----LD------I-G---P-R--R-LVVMLSAWDKA-------KG---E-R--LA---PREFLRAKLPLLSQYL-DTN-P-KLWQWTV-S--MAVKKRR------------------------------------------------------------------------------------------------------
KWN65886.1 ------------------------MVVGGPGSGKTNYIARLWLAF-K-ARKG-----G-LRAE----G---L-PTNIHYVDDAVRHLMALRFAPRS--ERN-IED-GRR-D-FV--IEVR-GS-GGTG-PHR-----KISVPDITGELWKMAVETY--ELPQEWIDEFKGSS-SAILFLR-A-----------NTTLN-A-QP-MDWVTA-------------------------------------R-------D-ILK-------------------------------L-H--------A-A-AMDDELG-GDDDYDEDGEDDEDAAATAAIGPIVVPRIAAEP--PADAPAEPMTDNA-----AAKQ---GAFAVQIP--S--------K-K------------------I-------K---L----PA----QVGFCELLRYL-ALLL-SDR-ED-G----S-R---P----R-VAIVITAWDML--DEETKSA---G---------PMHYLKREFPLFAGRV-QTP-G-RLDI-ELFG--MSIVGGNLK---------------G--N--------AQ-------FR--------A-SLK-G----RD-LS-E--VGY-TAVLR-N---GVM-VEDP-DVTLPLAWALG
WP_106139081.1 M-------A-TN---N-----E-ILIIGPPGSGKTTFAAQLYGRL-I-GKKG-----K-LQQD----F---S-PENIDGIKSAFYRLADGLETEPT--SST-----DNL-E-VK--IPV---I--YEG-QKF-----VLHCKDYGGEQVRDLVALM--EYDETWIDRAKTND-RWILFIR-P-----------SEIEH-R----FDLSKK-----------------------------------G-Y-------A-IKD-------------------------------Q-K--------E--------------------------------------------------------------T---------------------------K-A------------------L-----S-S-S-T----SD----QSRFIELLQVL-LHAR-GTG-MK-S-PI-D-T---P----R-LLIALTCWDEL--ST---NL---K---------PEEILQQKMPLFAHFI-AAN-W-LSGAFMVVG--VSAQEFPLQ------------------T--------DE-------AR--------D-KYL-D----EM-PQ-N--FGY-LVLDD-----N---PREK-DLTRLIEKVL-
WP_102873727.1 M----A--E-GT-KQQ--F--S-ISIIGLPGSGKTTFLAALWELV-N-ERRV-T-K-V-LAFD----S---IGENDHSYLRKIVTVWRKATEQART--RLT-----GLS-A-VK--MNL--KD-R-DG-NKV-----QVAMPDAPGEDFRAMWENR--ELGRVLGDSLA-CG-NIMLFVN-G-----------NKVKA-P----AWVTER---------------------------------------------A-AQR----------------------------KA-T-G------R-L--------------------------------------------------------------M----------------------A-E--A-P--------AK--------E--WD-P-S-L-A----PT----QVQLVDLLQLL-SHTP-----VG------Q-E---G-R--K-IAVMISAWDKV-------EG---E-R--LT---PDAFLTARMPLLSQYI-EAG-R-DHWTSRVYG--VSAQGGEYDCNNDNSEPVEEGGQ----K--RKTKK-GR-------DA--------D-RLR-E-V--DI-PA----NRI-RLVFG-K-------QETT-DLTEPLQWLMQ
WP_091458866.1 M----A--E-SG-KHQ--V--S-ISIIGLPGSGKTTFLAALWELV-N-ERRV-T-K-V-LAFD----S---IGDNDHSYLRKIVTVWRKATEQART--RLT-----GLS-A-VK--MNL--KD-A-AG-KVV-----QVAMPDAPGEDFRAMWEDR--ELGHVLGESLA-DG-NILLLLN-G-----------NKVKA-P----AWVAER---------------------------------------------A-AQR----------------------------RA-M-G------R-E--------------------------------------------------------------T----------------------G-E--T-L--------PK--------D--WR-P-S-L-A----PT----QVQLVDLLQLI-SHAP-----VG------R-T---G-R--K-IVVMISAWDKV-------EG---E-R--LT---PDAFLRQKLPLLAQYL-EAA-R-DGWTTRVYG--VSAQGGEYDGNEANAQPVNGEAP----K--KKTTN-GS-------DA--------E-RLR-E-V--AI-AA----NRI-RLVFA-E-------RESN-DLTEPLKWLMD
WP_099207058.1 M----A--D-IG-KRH--V--S-ISIIGLPGSGKTTFLAALWELV-N-ERRV-T-K-S-LAFD----S---IGDNDQTYLRKIVTVWRRATEQART--RLT-----GLS-A-VK--MNL--KD-S-SG-NVV-----EIAMPDAPGEDFRAMWEDR--ELGRVLGESLA-DG-NIVLLLN-G-----------DKVKA-P----AWVTER---------------------------------------------A-AQR----------------------------KA-T-G------K-Q--------------------------------------------------------------K----------------------A-E--T-L--------PK--------D--WH-P-S-L-A----PT----QVQLVDLLQLI-SHAP-----VG------R-S---G-R--K-IVVVISAWDKV-------EG---E-R--LT---PDAFLRQKLPLLAQYL-EAA-R-DRWTTRVYG--VSAQGGEYDGNQANALSVDAEAP----K--KKAKS-GR-------DA--------D-RLR-E-V--DI-AA----NRI-RLVFG-E-------RESN-DLTEPLQWLMH
WP_005792629.1 M----A--E-SG-KHH--V--S-ISIIGLPGSGKTTFLAALWELV-N-ERRV-P-K-V-LAFD----S---IGDNDQSYLRKIVTVWRKATEQART--RLT-----GLS-A-VK--MNL--KD-D-AG-NVV-----EVAIPDAPGEDFRAMWEDR--ELGRVLGESLA-DG-NILLLLN-G-----------NKVKA-P----AWVTER---------------------------------------------A-AQR----------------------------RA-T-G------K-L--------------------------------------------------------------K----------------------A-E--T-L--------PK--------D--WQ-P-S-L-A----PT----QVQLVDLLQLI-SHAP-----VG------R-A---G-R--K-IVVMISAWDKV-------EG---E-R--LT---PDAFLRQKLPLLAQYL-AAA-R-DGWTPRVYG--VSAQGGEYDGNEANVQPVGGEGP----K--MKATT-GR-------DA--------E-RLR-E-V--DI-AA----NRI-RLVFA-E-------RESN-DLTEPLKWLMH
WP_064798685.1 I--------------T--T--Q-HTIIGMPGSGKTTYLAALWHLL-T-SNEV-N-S-K-FTLN----R---L-VGNRDYLDMIADLWQKCEEVPRT--SLA-----AET-K-VL--IDV--KE-SYTG-KSA-----LLNFPEFSGESFELQLASR--KCKKDYVEGFDGNG-GVLLFVT-A-----------DKVTD-G----MSIRDV---------------------------------------------A-PIT----------------------------RE-Q-E------I-I--------------------------------------------------------------E----------------------D-P--E-E--------HT--------E--WD-P-K-M-V----PS----QVSLVELLQFL-QHKP-----FK------I-I---N-R--R-LAIIISAWDVV-------ET---Q-AILLT---PTAWLEREFPLLFQYL-INN-K-DYFDFRVFG--ISAQGGDVT------------------S--------NS-------RN--------E-LVL-K----VP--S----KRI-SCIGE-D-------TEPH-DLTSPIAWLMS
OGB06619.1 M----T--A-HD-----------IVVLGLPGSGKTTFLAALWHLL-T-SDEV-E-T-R-LSLV----S---LQAGESAHLNEIAALWRRARVQERT--LHA-----GDR-T-VT--MSL--RN-G-AA-PKF-----QLSFPDLAGESFQRMWETR--ECAPEVAASLR-SA-NVLLFIH-A-----------DKIKA-P----GWIADD---------------------------------------------A-EDA----------------------------EA-A-G------L-P--------------------------------------------------------------P----------------------E-P--G-K--------PV--------S--WN-A-R-M-A----PT----QVKLVDLLQSL-QAPP-----LE------T-G---A-R--S-VAIVLSAWDKA-------AG---A-G--ML---PDEYLTAHLPLLRQYL-SHGLN-KAWTVRVFG--ISAQGGVYD------------------E--AGKPS-KD-------EA--------Q-RIR-E-M--DV-PS----QRI-AVVSA-E-------GQSH-DLTEPLQWFLA
WP_009284469.1 M-------A-TN---N-----E-ILIIGPPGSGKTTFLAQLYFRL-V-DKKG-----K-LQQA----S---A-PENIDGIKSAYRRLANGEETEST--PST-----DNL-E-VK--IPV---I--YEG-QEF-----VLHCKDYGGEQVRDLVALM--EYDKTWIDRAKTND-RWILFIR-P-----------SEIEH-R----FDLSKK-----------------------------------G-Y-------A-VKD-------------------------------Q-K--------E--------------------------------------------------------------T---------------------------K-A------------------P-----S-S-G-T----SD----QSQFIELLQVL-LHAR-GTG-MK-D-SI-D-T---P----R-LLIALTCWDEL--NT---NL---R---------PEEILQQKMPLFAHFI-AAN-W-LPGAFNIVG--ISAQEFPLK------------------T--------DE-------AR--------D-KYL-D----EM-PQ-N--FGF-LVLDD-----N---PKEK-DLTRLIEKAL-
WP_023802005.1 ---------------M--V--S-ISIIGLPGSGKTTFLAALWELV-N-ERRL-P-K-V-LRFH----S---IGDNDQSYLRKIVKVWRSAKEQART--RLI-----GLS-A-VK--MNL--QN-G-VG-NVV-----QITMPDAPGEDFRSMWEER--ELGRVLGDSLA-AG-SIMLLVN-G-----------NKVKG-P----AWITER---------------------------------------------A-TQR----------------------------RA-I-K------V-Q--------------------------------------------------------------K----------------------V-E--V-L--------PR--------D--WE-P-S-F-A----PT----QVQLVDLLQQI-SHPP-----VG------R-A---C-R--K-IVVMISAWDKA-------EG---E-G--LT---PDAFLVQKLPLLAQYL-EAG-R-DGWTYRAYG--VSAQGGEYDRNAENAEKNEEGEEPEK-K--AKPAK-GK-------DA--------D-RLR-E-V--DI-PA----NRI-RLVFG-E-------RESN-DLTEPLQWLMN
WP_059618368.1 M---------NF---G-----T-VMVVGGPGSGKTNYIARLWLAF-K-ARKG-----A-LRAE----G---L-PTNIHYVDDAVRHLMALKFAPRS--ERN-IED-GRR-D-FV--IEVR-GS-SGTG-PHR-----RISVPDITGELWKMAVETY--ELPQEWIDEFKGSS-SAILFLR-A-----------NTTLN-A-QP-MDWVTA-------------------------------------R-------D-ILK-------------------------------L-H--------A-A-AMDDELG-GDDDYDEDDEDDEDAAA--AIGPIVVPRIAAEP--PAAAPAEPMTDDA-----VAKR---GAFAVQIP--P--------K-K------------------I-------K---L----PA----QVGFCELLRYL-ALLL-SDR-ED-G----S-R---P----R-VAIVITAWDML--DEETKSA---G---------PMHYLKREFPLFAGRV-QTP-G-RLDI-ELFG--MSIVGGNLK---------------G--N--------AQ-------FR--------A-SLK-G----RD-LS-E--VGY-TAVLR-N---GVM-VEDP-DVTLPLAWALG
KRB98068.1 M----T--V-QD-----------IVVLGLPGSGKTTFLAALWHLL-T-SGEV-S-T-K-LQLV----R---LKADQSAHLNEIAALWRKAKVQERT--LHA-----GDR-T-VT--MWL--QA-G-GD-PEF-----QLSFPDLAGESFQEMWEGR--ECSHEVAASMR-SS-GVLLFVH-A-----------DKIKP-P----GWIIDD---------------------------------------------I-EDA----------------------------EA-M-G------L-N--------------------------------------------------------------I----------------------E-P--G-K--------PI--------L--WS-A-R-L-A----PT----QVKLVDLLQLL-QSAP-----LD------A-G---P-R--R-VAIVLSAWDKA-------AG---S-G--RQ---PDDYLAAHLPLLQQYL-KHGLD-KAWTVKVFG--VSAQGGVYD------------------E--QGKPA-KD-------EA--------Q-RIR-E-M--DV-PS----ERI-SVVSA-G-------GRSH-DLTEPLQWLLA
WP_050537230.1 I--------------I--L--Q-HTIIGMPGSGKTTYLAALWHLL-T-SKEV-N-S-K-FILN----R---L-VGDRTYLDKISDLWQNCEEVPRT--SLA-----AET-K-VS--IDV--KE-VVTG-KNA-----LLHFPEFSGESFELQLASR--KCKTDYVECFDGEG-GILLFVT-A-----------DKVTD-G----MSIVDV---------------------------------------------A-PVE----------------------------QD-Q-E------I-K--------------------------------------------------------------E----------------------A-P--E-E--------HT--------E--WN-P-K-M-V----PN----QVNLVELLQFL-QHKP-----FI------K-L---N-R--R-LAIIISAWDVI-------EA---Q-PIQIS---PTAWLERELPLLFQFL-TNN-K-ESFNFRVYG--ISAQGGDVT------------------S--------TS-------RQ--------G-LAL-K----VP--S----KRI-SCIGQ-D-------TEQH-DLTSPIAWLMS
WP_091713435.1 M----P--E-SA-----------VTIIGLPGSGKTTYLAALWAIL-N-ERPR-D-A-A-LRFR----E---LGAGDRSYLTEIARRWRSAHEQERT---LP-----GIR-V-VT--LHM--SG-P-AD-EPV-----SVTFPDLAGETFVRMWVDR--TCSKDVYGHLA-SS-GLLLFVN-A-----------DKIAQ-V----AYIRDA---------------------------------------------A-NLA----------------------------RL-V-G------E-T--------------------------------------------------------------L----------------------T-A--G-E--------PV--------A--WD-A-E-T-A----PT----QVQLVGLLDAL-RSQP-----FE------E-K---H-R--R-VAIVVSAWDRA-------EE---E-G--TS---PEEFLAGRMPLLAQYM-RQN-L-AGWDWRVYG--VSAQGGEFDPA----------------D--DRKPR-AP-------NV--------D-RLR-E-L--ST-LA----ERI-KVVGS-D-------GQSN-DLTEPLAWVLG
WP_090729956.1 M---------NS---G-----S-VMLVGGPGSGKTNYIARLWLAF-Q-ARKG-----A-LRAD----R---L-PTNIHYVNDAVRHLMALKFAPRS--ERN-MED-GRH-D-FE--VEVR-GH-GGAG-APR-----KISVPDITGELWRRAVETY--ELPQEWIDEFKGSS-SAILFLR-A-----------HTRLN-A-QP-MDWVTA-------------------------------------R-------D-ILQ-------------------------------M-H--------A-G-AMDDEL---DDDYEDEDEENIAPGA-----------IAVAQ--PLVATAGQVVGVA-----EAGQ---DQSAAHTHAQP--------K-T------------------P-------T---L----PA----QVGFCELLRYL-ELLL-SDR-PD-G----S-R---P----R-VAVVVTAWDML--DDDAKKA---G---------PMQYLGKEFPLFAGRL-QTP-G-RLDI-ELFG--MSIVGGDLR---------------G--K--------LE-------FR--------E-SLK-G----RD-LS-E--VGY-TAVMR-D---GAM-IEDP-DVTLPIAWALG
WP_060365729.1 M---------NF---G-----T-VMVVGGPGSGKTNYIARLWLAF-K-ARKG-----G-LRAE----G---L-PTNIHYVDDAVRHLMALRFAPRS--ERN-IED-GRR-D-FV--IEVR-GS-GGTG-PHR-----KISVPDITGELWKMAVETY--ELPQEWIDEFKGSS-SAILFLR-A-----------NTTLN-A-QP-MDWVTA-------------------------------------R-------D-ILK-------------------------------L-H--------A-A-AMDDELG-GDDDYDEDGEDDEDAAATAAIGPIVVPRIAAEP--PADAPAEPMTDNA-----AAKQ---GAFAVQIP--S--------K-K------------------I-------K---L----PA----QVGFCELLRYL-ALLL-SDR-ED-G----S-R---P----R-VAIVITAWDML--DEETKSA---G---------PMHYLKREFPLFAGRV-QTP-G-RLDI-ELFG--MSIVGGNLK---------------G--N--------AQ-------FR--------A-SLK-G----RD-LS-E--VGY-TAVLR-N---GVM-VEDP-DVTLPLAWALG
PKM46862.1 N--------------T--E--N-LLFIGLPGSGKTTFLAALWHVL-S-DRSS-A-T-T-LKLR----R---L-SGDRSYLNQITKEWRECAQVPRT--NLQ-----TEQ-V-VV--LHL---E-RGDF-GAF-----DLSIPDLAGEAFKQQLTDR--RISRSHDAFVQGAT-GVVLFLH-P-----------DVQKG-T----QLTTAL-----QL-------EATL-------PGGLT-----D-E-A-----N-SAG----------------------------PV-P-G------------------------------------------------------------------------------------------------------------------------T--WS-P-E-M-L----PH----QVRLVELLQ---FLLE-----RT------Q-K---A-L--R-VAVVVSAWDLV-------ES---L-G--MP---PNVFLARELPLLQQFL-EAN-D-DLIEHAVFG--VSAQGGDIT------------------D--------TS-------QK--------Q-SLL-D---LDD-AL----KRI-KVRQD-Q-------NTGH-DITKPLAWLLG
WP_052246574.1 ------------------------MLVGGPGSGKTNYIARLWLAF-K-ERKG-----A-LRAE----C---L-PTNIQYVDDAVRHLMARRFAPRS--ERN-IED-GRR-D-FV--IDVR-GN-SGAG-APK-----KISVPDITGELWKRAVETY--ELPQEWIDEFKGSS-SAILFLR-A-----------HTKLN-A-QP-MDWVTA-------------------------------------R-------D-ILK-------------------------------M-H--------A-T-AMDDEFG---DDYDDEEEEEEEENA--GSGQIAEPTVTTAL--QAAAAAGPVVDAA-----ASAQ---DEPAVHAH--P--------M-A------------------P-------K---L----PA----QIGFCELLRYL-ELML-SNR-PD-G----S-R---P----R-VAVVVTAWDML--DSDAKKA---G---------PMQYLKKEFPLFAGRV-QTP-S-RLDI-ELFG--MSIVGGDLK---------------A--K--------SE-------FR--------E-SLK-G----RD-LS-E--VGY-TAVMR-N---GVM-VEDP-DVTLPLAWALG
BBC81759.1 M----A--E-SG-KQH--V--P-ISIIGLPGSGKTTFLAALWELV-T-ERQV-A-K-V-LSFD----S---IGTNDHSYLRKIVTVWRKATEQART--KLT-----GLS-A-VR--MNL--KD-G-DG-KIV-----EVAMPDAPGEDFRAMWEDR--ELGRVLGDSLA-NG-NVMLLVN-G-----------NKVKA-P----AWITER---------------------------------------------A-AQR----------------------------RA-T-G------R-Q--------------------------------------------------------------K----------------------T-D--S-P--------PK--------E--WH-P-S-L-A----PT----QVQLVDLLQLI-SHAP-----VG------R-A---G-R--R-IVVMISAWDKV-------EA---E-R--LT---PDAFLAAKLPLLAQYF-EAG-R-DGWTSRVYG--VSAQGGEYDGNDVNAEPTEGGAP----K--K-TRK-SR-------DA--------D-RLR-E-V--DI-PA----NRI-RLIFG-E-------RESN-DLTEPLQWLMQ
WP_100195994.1 V----A--D-SI-KKQ--V--S-ISIIGLPGSGKTTFIAALWELV-N-EPRL-Q-K-A-LTIE----S---IGKNDHSYLRKIVRVWRKATEQART--RLT-----GLS-A-VR--MNL--QD-L-HG-NVV-----EVALPDAPGEDFRAMWENR--ELGRVLGESLA-DG-NIMLLVN-G-----------NKVKA-P----AWVTER---------------------------------------------A-AQR----------------------------RA-T-G------R-Q--------------------------------------------------------------K----------------------V-E--A-L--------AK--------E--WH-P-S-L-A----PT----QVQLVDLLQLI-SHPP-----VG------R-A---G-R--R-LVVMISAWDKV-------EG---E-R--LT---PDAFLTAKMPLLSQYI-EAG-R-DGWTSRVYG--VSAQGGEYDGNDDNTEPVEDGAS----K--KKTMK-GR-------DA--------D-RLR-E-V--DI-PA----DRI-RLVFG-E-------QEST-DLTEPLQWLMH
CUQ34026.1 M---------SI---T-----K-CMIAGLPGSGKSTYIGALWYCL-M-HPEK-V-G-N-IKLVADKMN---L-ADDLTVLNRLSEAYKNMKLIDRN--YSN-----QNE-T-VL--INL--KE-AGSD-KKI-----QVEIPDFLGENFRDFIVFK----ESELVSKWLKNT-DTLVYFM-------------NEVIP------PEFEDD-------------------H---------------G-P-------E-DDE-------------------------------E-P------L-P--------------------------------------------------------------A---------------------------K-D--------IA--------P--FT-I-T-D-I----SA----VAMNIMVLKSL----------LS-K----K-K-F---R--K-VVIVLSWWDEN--TA---NG-T-I---PKN---PKDYLRDESPALYNFI-ECY---IPNA-DIIG--LSSQGLEYP------------KE----N--EESYE-AT-KKE---IK--------A-KTR------EG----K--RSF-VEVGD---------DIIH-DLSLPLYLLIK
WP_091694814.1 T----------N---R-----S-ILLIGKPGSSKTVYLAQFYLRL-Q-KRKS-----K-LALA----D---V-VKNITVLSPALEALANGQTPEPT--NTE-----ANK-K-FL--LPV---K--KRE-ERF-----DLLCPEYGGEQVNTIIRTR--SLDKEWLDAVKNCD-NWLMFIR-L-----------NGVSK-A----KDLSDL-----------------------------------T-V-------S-EQT-------------------------------S-S--------H--------------------------------------------------------------S---------------------------I-D------------------H-----E-H-P-E-YEVSD----QVSFIELLQIL-LFHR-QHN-YH-D-SQ-K-K---I----R-LTIALTCWDEL--ET---KD---I---------PVEHLKKHMPLFTEFV-ESN-W-SSAMWSVFG--LAALECSLK------------------E--------LK-------DQ--------E-GFQ-I----NG-PE-S--YGF-IINPD-----G---TDSK-DITELISEAV-
WP_029095772.1 K--------------P--I--Q-HSIIGLPGTGKTTFIAALWHLL-T-SNEI-S-S-K-FVLN----D---L-IGDRTHLESIADTWRRCEEVPRT--SMA-----AET-K-VS--MYV--KD-TRTN-EVA-----ILHFPDFSGESFEQQLLSR--SCTSEYLEGFSGSG-GIMLFVN-A-----------NDSFD-G----LSIVDT---------------------------------------------Y-PLE----------------------------SS-S-K------F-E--------------------------------------------------------------G----------------------E-P--D-L--------HT--------E--WE-P-N-M-V----PR----QVNLVELLQFL-MHPP-----FE------R-C---L-R--R-LVIIISAWDVI-------DT---S-N--LE---PIKWLEKELPLLFQFV-STN-K-DSFVFRVYG--VSAQGGDVN------------------S--------DA-------RK--------E-LAM-K----TP--S----TRI-NCIGP-E-------TNPH-DLTSPIAWLMS
WP_048503674.1 M----------P---K-----S-ILLLGKPHASKTVFLSQLYSKL-K-KNKS-----S-LKLY----K---P-VEDLSPIAEARDSLASGKGPVTT--PAE-----KSV-K-FY--LPL---Q--VND-NQV-----DLKCPEYGGEQVLDIMESR--ELNREWKSSIKESD-NWVLFIR-L-----------NNIGN-R----LDIADS-----------------------------------T-Y-------K-ENP-------------------------------A-A--------K--------------------------------------------------------------G---------------------------N-K------------------D-----L-E-T-FEYHISD----QSFFIELLQII-MNEK-GTD-FH-L-LN-S-D---I----K-LTVVLTCWDEM--EV---KG---NPS-------PCSILKDKLPLLLDFA-ESN-W-DRSSLKILG--LSAQEFNLD------------------S--------ED-------NQ--------E-KYM-I----EG-PE-N--FGY-LILED-----G---TRSE-DITKLIELAI-
WP_099766931.1 M----------P---K-----S-ILLLGKPHASKTVFLSQLYSKL-K-KNKS-----S-LKLY----K---P-VEDLSPIAEARDSLASGKGPVTT--PAE-----KSV-K-FY--LPI---Q--VND-NQV-----DLKCPEYGGEQVLDIMESR--GLNREWKSSIKESD-NWVLFIR-L-----------NNIGD-R----LDIADA-----------------------------------T-Y-------K-EDP-------------------------------A-A--------K--------------------------------------------------------------G---------------------------N-K------------------G-----L-E-T-FEYHISD----QSFFIELLQII-MNEK-GTD-FH-L-LN-S-D---I----K-LTIVLTCWDEM--EV---KD---NPS-------PCSILKDKLPLLLDFA-ESN-W-DKSSLKILG--LSAQEFNLD------------------T--------KD-------NQ--------D-KYM-I----EG-PE-N--FGY-LILED-----G---TRSE-DITKLIELAI-
WP_078130560.1 M----------K---K-----S-VLVIGRPHSSKTVFIAQLYSRL-R-KGKS-----I-FSLS----K---S-VEDLTPISAAREALAKGEEPQTT--PTN-----KNT-N-LS--LSI---K--NGE-NQI-----ELLYPDYGGEQIDRMIVSR--EIDQNWINAIKESN-NWIFFIR-L-----------NSINK-P----LDISSV-----------------------------------T-V-------T-ESH-------------------------------L-Q--------K--------------------------------------------------------------N---------------------------N-K------------------E-----L-N-Q-I-YTLSD----QSALIELLQIL-LYVK-END-FH-F-KN-S-N---L----K-LTVVLTCWDEL--KT---ED---N---------PYLVFSRSLPLLLDFL-ESN-W-EREVLKIVG--LAAQGFPLN------------------L--------EE-------NK--------E-KFL-N----EG-PE-N--FGF-FVREN-----G---QRTN-DITELLLEAL-
WP_038698914.1 M----------A---T-----S-ILLIGKPHSSKTVFLSQFYSKL-Q-KNKS-----K-LKLY----K---P-VEDLSPISGAREALALGEEPQTT--PTE-----KSI-K-FY--LPI---Q--TEK-DKV-----DLLCPEYGGEQILNIVENR--TLDKQWVKSVSESN-SWILFIR-L-----------NNLDK-P----LDISDV-----------------------------------T-F-------S-EER-------------------------------R-V--------D--------------------------------------------------------------K---------------------------G-M------------------V-----E-N-D-SEYKISD----QSFFIELLQIL-LHYK-NTN-YH-L-LN-H-E---V----K-LTVVLTCWDEM--KE---VE---NKL-------PIEVLQSKLPLFLSFV-KSN-W-ASEYLNIIG--LSAQEFALD------------------S--------EE-------NQ--------E-KYQ-I----EG-PE-E--FGY-LILSN-----G---ERIG-DITELIDQAL-
AGS80667.1 M----------K---K-----S-VLVIGRPHSSKTVFIAQLYSRL-R-KGKS-----I-FSLS----K---S-VEDLTPISAAREALAKGEEPQTT--PTN-----RNT-N-LS--LSI---K--NGE-NQI-----ELLYPDYGGEQIDRMIVSR--EIDQNWINAIKESN-NWIFFIR-L-----------NSINK-P----LDISSV-----------------------------------T-V-------T-ESH-------------------------------L-Q--------K--------------------------------------------------------------N---------------------------N-N------------------E-----L-N-Q-I-YTLSD----QSALIELLQIL-LHVK-END-FH-F-KN-S-N---L----K-LTVVLTCWDEL--KT---ED---N---------PYLVFGRSLPLLLDFL-ESN-W-EREVLKIVG--LAAQGFSLN------------------L--------EE-------NK--------E-KFL-N----EG-PE-N--FGF-FVREN-----G---QRTN-DITELLLEAL-
WP_035621589.1 M----------S---K-----S-ILLIGKPHSSKTVFLSQFYSRL-Q-KKKS-----N-LKLY----K---A-VDDLSPIFGARESLSAGEEPQTT--PAE-----KSV-K-FY--LPI---Q--FSE-RQI-----DLRCPEYGGEQVLSIVENR--ELNKEWKTSISESN-SWVLFIR-L-----------NSVNK-S----LDISDI-----------------------------------T-F-------S-EQH-------------------------------K-K--------S--------------------------------------------------------------T---------------------------E-K------------------T-----L-P-I-VEDKISD----QSFFIELLQII-LHSK-GYD-YH-L-IN-N-N---V----K-LTIVLTCWDEM--NT---EE---K---------PYDILKSKLPLLLNFV-ESN-W-NSELLKIIG--LSAQGFALD------------------T--------PE-------NK--------E-KYL-I----EG-PE-E--FGY-LVLAD-----G---THTK-DITQLIEEAL-
WP_000748411.1 M----------K---K-----S-ILVIGRPHSSKTVFIAQLYSRL-R-MGKS-----I-FTLS----K---S-VEDLTPISAAREALAKGDEPQTT--PTN-----RNA-N-LS--LPI---K--NGE-NYI-----ELIYPDYGGEQIDRIIASR--EIDQNWIEAINKCN-NWLFFIR-L-----------NSLNK-P----LDLSSV-----------------------------------T-V-------T-ENH-------------------------------L-Q--------K--------------------------------------------------------------N---------------------------N-I------------------E-----S-D-Q-I-HTPSD----QSALIELLQIF-LHIK-GHD-FH-S-KN-S-N---L----K-LTVVLTCWDEL--ET---ES---Q---------PSSVFSKDLPLLLDFL-ESN-W-ERDTLKVVG--LAAQGFSLN------------------L--------AE-------NK--------E-KFL-T----EG-PE-N--FGY-FIRAN-----G---ERTD-DLTELLLEAL-
OYX25765.1 M----------G---T-----S-ILLIGKPHSSKTVFLSQFYSKL-Q-KNKS-----K-LKLY----K---S-ADDLSPISGAREALALGEEPQAT--PSE-----KSV-K-FY--LPI---Q--IAE-KQV-----DLKCPEYGGEQVLSIVENR--ELNKEWTASIQESN-SWILFII-L-----------NNINK-P----LDISDV-----------------------------------T-Y-------S-EQH-------------------------------H-K--------N--------------------------------------------------------------S---------------------------K-E------------------P-----M-S-E-TEYKISD----QSFFIELLQIL-LHTK-GID-YH-K-LN-D-K---P----K-LTIVLTCWDEM--NT---QE---K---------PYDVLKSKLPLLLNFL-ESN-W-DENYLNIVG--LSAQGFSLT------------------T--------PE-------NK--------E-KYQ-I----EG-PE-E--FGY-LILPN-----G---IQTN-DITELIEQAL-
WP_045752252.1 M----------A---K-----S-ILLIGKPHSSKTVFLSQFYSKL-Q-KNKS-----K-LKLY----K---S-VDDLSPISEAREALASGDEPQTT--PSE-----KSV-K-FY--LPI---Q--VAE-KQV-----DLKCPEYGGEQVLSIVENR--ELNKEWTTSIQDSD-GWILFIR-L-----------NNVNK-L----LDISDV-----------------------------------T-Y-------S-EQH-------------------------------H-K--------N--------------------------------------------------------------S---------------------------K-E------------------P-----V-S-E-IEYKISD----QSFFIELLQIL-LHAK-GTD-YH-K-VN-D-K---L----K-MTIVLTCWDEM--NI---ED---K---------PYDVLQSKLPLLLNFL-ESN-W-DENYLNIVG--LSAQGFSLT------------------T--------PE-------NK--------E-KYQ-I----EG-PE-E--FGY-LVLPD-----G---TQTS-DITELIEQAL-
PKP48547.1 M-------I-TN---N-----E-ILIIGPPKSGKTTFLAQLYGRL-I-DKKG-----K-LQLA----S---A-PQNIDGIKSAYDRLADGEETEST--PYT-----DNL-E-VK--IPV---I--HEG-QEF-----VLHCKDYGGEQVRDLVALM--EYDTTWIERAKTND-RWILFIR-P-----------SEIEH-R----FDLSKK-----------------------------------G-Y-------A-VKD-------------------------------L-K--------E--------------------------------------------------------------T---------------------------N-T------------------P-----I-F-G-T----SD----QSQFIELVQVL-LHAR-GKG-MK-D-PI-D-T---P----R-LLIALTCWDEL--CT---DS---T---------PQEILHQKMPLFAHFI-AAN-W-VPGGFKIIG--VSAQEFPLK------------------T--------NE-------AR--------D-KYL-D----EM-PQ-N--FGY-LVLDD-----N---PKEK-DLTRLIEKAL-
ASL44119.1 K--------------S--V--Q-HSIIGLPKSGKSTFLAALWHVL-S-SGEI-D-S-S-YEVA----Q---H-GDGHAHLNRLAASWMRCEPLGRT--TSA-----GEA-K-AF--VSV--RE-VATG-IAV-----VLNFSDLAGESFEQQIAAR--QCTRDYQETMSAGG-GILLFMS-A-----------DRKTD-G----VSIVDLPATSKKAASARKGKQKEI---AVQ-SVDSK-----T-DAAPPVSAA-AQV----------------------------AA-S-A------S-A--------------------------------------------------------------T----------------------R-K--E-A--------TK--------D--WS-P-I-L-M----PQ----QVQLVELLQFA-QSKP-----MG------R-R---H-R--R-VAIVVSAWDVL-------GN---T-K--LR---PKDWVAQEMPLLHQFL-NNN-R-ELFEYTVFG--VSAQGGDIG------------------D--------EK-------VK--------A-ELL-R----KT-AA----ERI-KCLSD-T-------VDSH-DITSPIAWLTE
PCI68528.1 M-------V-AN---N-----E-ILIIGPPKTGKTTFLAQLYGRL-L-DKKG-----K-LQLA----S---A-PENIDGIKSAYDRLTDGEETEPT--PST-----DNL-E-VK--IPV---I--HEG-LEF-----VLHCKDYGGEQVRDLIALM--EYDKTWIDRAKTND-RWILFIR-P-----------SEIEQ-R----FDLSKK-----------------------------------G-Y-------A-EKD-------------------------------Q-K--------E--------------------------------------------------------------S---------------------------N-S------------------S-----I-S-G-T----SD----QSQFIELVQVL-MHAR-GTG-MK-D-LI-D-T---P----R-LLIALTCWDEL--KT---DS---T---------PEEILQQKMPLFTQFI-EAC-W-LPGAFKIIG--VSAQEFPLK------------------T--------TE-------DR--------D-KYL-D----EM-PQ-N--FGY-LVLDD-----N---PKEK-DLTRLIEEAL-
OJW12785.1 M---------AD---K-----K-ILFTGLPLTGKTTFIAALWYML-Y-NHKN-D-S-K-LKLG----P-L-T-GTDDEYLNEMSNAWMQYEDVPRT--SRY-K-L-AGE-N-VS--ITT--VN-VESG-STV-----VLDIPDFSGETFKDHYDQR--VWTEDFYNRIQDTN-SIMLFVS-P-----------RQRNN-R----PKLIVM-----------------------------------E-Q-------D-LLR-------------------------------H-M--------G--------------------------------------------------------AKV---P---------------------------E-K--------VI-DFT----E--YD-P-E-Y-T----PN----QVKIVDELQFF-RKFA-KWR-----------W---P-I--K-IALMISAWDMI--QVAP-NT---T----TN---PEEWLKYHIPLLYQYL-KCN-G-DLFEIKYYG--ISAQGGNYK------------------------------------NK--------D-KIA-D----LN-PM----DRI-QLQEG-N-------VYLN-DITDPILWLSE
WP_105424368.1 T--------------E--S--Y-IPILGLPMSGKTTFLAALWHLL-T-AGEI-E-S-R-LVLD----K---L-VGNHEHLNRIVAAWRRCEEMSRT--SIA-----EET-T-VR--IHA--HD-RETD-KKI-----VLDFPDLSGESFELQFSSR--SCTKDYVADFAKAA-GLILFVN-A-----------DRSTD-P----LSIIEL---------------------------------------------Q-ELV-----------------------------G-P-A------D-A--------------------------------------------------------------P----------------------N----E-L--------AR--------D--WS-A-N-L-V----PE----QARVVDLLQFL-QEPP-----FE------R-R---R-R--K-FVIAISAWDVV-------QG---N-R---T---PEQWLEHEMPLLHQFL-KNN-Q-HSFELMAFG--ISAQGGNAK------------------S--------E--------RE--------R-LLA-Q----VP--S----ERL-RCVGR-G-------IDSS-DISLPIAWLSG
EMZ33660.1 M-------E-NT---K-----K-CLIVGLPNAGKSTYIGAFWAIE-K-DGGT-G-H-K-LTCK----E---Y-PSDTTYLDALKKSWLEQTVVSRT--VNI-----EPQ-E-IH--LKL--HS-ETTG-NAL-----ELHIPDFKGEVFQRILSNN--VIEKA-VQWCGETD-CILYFIK-------------YAKED-I-LQ-DEIPQT-------------------------SESIE--P--V-Q-------T-EFA-------------------------------R-T--------E--------------------------------------------------------------S---------------------------T-T---M----QI--------E---------D-I----SE----WTQNIMLLKYL------HTQ-VD-H----N-I---P------LAICISAWDKV-------NT---N----LP---IESWIESKHPFLYNFI-RHH---FTNV-KYYG--VSAQGLEYK---------------------------DE-------KF--------D-EYQ-R-L--TE-LK-Q--RAY--VYTD---------NKSH-DITEPFDFLIT
WP_044215197.1 M-------E-NT---K-----K-CLIVGLPNAGKSTYIGAFWAIE-K-DGGT-G-H-K-LTCK----E---Y-PSDTTYLDALKKSWLEQTVVSRT--VNI-----EPQ-E-IH--LKL--HS-ETTG-NAL-----ELHIPDFKGEVFQRILSNN--VIEKA-VQWCGETD-CILYFIK-------------YAKED-I-LQ-DEIPQT-------------------------SESIE--P--V-Q-------T-EFA-------------------------------R-T--------E--------------------------------------------------------------S---------------------------T-T---M----QI--------E---------D-I----SE----WTQNIMLLKYL------HTQ-VD-H----N-I---P------LAICISAWDKV-------NT---N----LP---IESWIESKHPFLYNFI-RHH---FTNV-KYYG--VSAQGLEYK---------------------------DE-------KF--------D-EYQ-R-L--TE-LK-Q--RAY--VYTD---------NKSH-DITEPFDFLIT
OJW81737.1 T------------N-N-----T-ILIIGGPNAGKTHFGGQLYGRL-N-ARTE-----S-YKIT----S-P---PEDLTIFQEVLDNLNDGKSSGHT--NVS-----AHK-T-LE--LEI---E-DGSG-AKS-----VFSFPDYGGEQVRTIVHDR--RINKVWKEQIDKSN-AWMLFVR-L-----------DEITM-I----EDVVNR-----------------------------------G-L-------P-DQE-------------------------------VLR--------N--------------------------------------------------------------R---------------------------N-E------------------K--TE-P-M-T-L----SD----TAFYTELLQIL-LYIK-KIG-VK-Q-KI-A-N---L----K-LTVVLSCWDLLPDGD---QN---K-I-------PEEILQDKVPGLFSYI-TST-W-KQETYNVIG--LSSIEKTLS------------------D--------KE-------SD--------H-DFV-K----KG-PE-N--FGY-VITSA-----G---QKET-DLTLTISTLIG
WP_025726212.1 M-------E-NT---K-----K-CLIVGLPNAGKSTYIGAFWAIE-K-DGGT-G-H-K-LTCK----E---Y-PSDTTYLDALKKSWLEQTVVSRT--VNI-----EPQ-E-IH--LKL--HS-ETTG-NAL-----ELHIPDFKGEVFQRILSNN--VMDKA-AQWCGETD-CILYFIK-------------YAKED-I-LQ-DEIPQT-------------------------SES-------A-R-------T-ESA-------------------------------R-T--------E--------------------------------------------------------------S---------------------------T-T---M----QI--------E---------D-I----SE----WTQNIMLLKYL------HTQ-VK-H----N-T---P------LAICISAWDKV-------NT---N----LP---IESWVESEHPFLYNFI-RHH---FTNV-KYYG--VSAQGLEYK---------------------------DE-------KV--------D-EYQ-R-L--TE-LK-Q--RAY--VYTD---------NKSY-DITEPFDFLIT
WP_050642155.1 M--------------N--K--N-FFIMGAPNAGKSTYLAALWYSI-N-QKEV-P-T-M-LTLN----K---M-IGDVQYLYRLEEKWLDVEQLERT--VIG-----QEVPK-LS--VSL--AD-N-NN-NIL-----KLEFPDLSGETFQNIYELR--EMSQELHDLISKSD-AILYFIN-I-----------VNIYP-L----QFISEI---------------------------------------P-----E-HLR----------------------------NK-H-E--------E--------------------------------------------------------------I----------------------K-E--R-K--------PS----------------Q-H-D----PT----QVQIIDLLQAI---SE-----IK------H-K---K-I--K-LGIIFSAWDLL-------GA---D-ET-MN---PKEFLKQHMNMLWQYM-EAN-T-NKFEVNIWG--VSALGGKIE------------------------------------DY--------E-KLI-N-I--ED-QV----NRI-KVVNE-E-N-----INSH-DITSIIAEMSG
WP_007888758.1 --------------------------MGAPNAGKSTFLGALWNSV-N-QKEI-H-T-E-LTLK----K---M-VGDSQYLYRLEQKWLEVERLERT--VIG-----QEKEK-LS--VLL--TN-G-VD-D-L-----EVEFPDLSGETFQNIYESR--EISFELWDKISKAD-AILYFIN-V-----------EDIHS-P----EFISEI---------------------------------------S-----P-ELR----------------------------QE-G-V--------K--------------------------------------------------------------L----------------------K-E--R-N--------PC----------------E-D-D----PT----QVQIIDLLQMV---LE-----IR------K-R---R-T--N-LGIIFSAWDLV-------NQ---S-EQ-ND---VRAFLANHMNMLWQYL-EAN-K-SVINTKVWG--VSAIGGKIE------------------------------------ES--------E-KLL-D-I--ED-PI----KRI-KIVDD-K-M-----VNSC-DLTSIILEMSG
AUC22654.1 M------------N-KSID--N-ILIIGGPNAGKTHFGGQLYGRL-N-SRQF-----E-YKIA----S-NNR-PTDLTIFEDVLTKLAEGKRAGHT--ESS-----ANR-T-IQ--LKS---E-DNNG-NSV-----IFSFPDYAGEQVKMIVDNR--RVNDLWKEYIDTSN-SWILFVR-L-----------DEIEV-L----EDLVNR-----------------------------------G-I-------P-SPD-------------------------------EIQ--------K--------------------------------------------------------------R---------------------------Q-S------------------S--TP-P-V-K-I----SD----AAHFVELLQTL-IYIK-GVP-SL-R-KI-S-Q---P----N-LTIILSCWDLL-EIK---ET---A-I-------PSQILKERLPFLWDFV-SNN-W-DENSLSILG--LSSTEKTLT---------------------------DN-------PD--------D-DYI-D----RT-PI-D--FGF-IINEK-----G---KAEK-DLTLSIPRFIG
WP_099442932.1 M--------------T--G--Q-LLIAGMPNSGKSTFIAALRYLV-T-SRET-Q-T-A-LEQT----R---L-SDNEAHFNLLEERWLAGERMKRT--QNP-----SEA-W-VT--LHV--RD-RESG-AEA-----DISIPDLKGERFEQPAAAG--FCDHSLYDALVASD-GLMVFTN-A-----------DRSAD-D----TMIGEM--------------DDVV-------SSLEA-----G-T-------G-PAE-PSTDDQASSPLV---------------AQ-P-TQQTEP-P-A--------------------------------------------------------------P----------------------A-A--S-I-A------PA--------R--FD-P-Y-D-M----PE----QVKVVELLQMM-NRRP-----QS------G-R---R-R--K-LVVVISGWDAA-------EE-A-S-K--LT---PEAWLAKYRPMLSQFL-EYN-S-DLWAPQIYG--VSAQGGVLP------------------R-----------------DR--------A-KLV-A----IRKPA----ERI-KIVGH-G-------AQTH-DLTAPIRWLMA
WP_033159516.1 M------------H-T--P--E-IVLLGGPNSGKTHYFGQLYIRL-R-RHAG-----Q-LQLR----NDQGT-PPDLSPLGEVLHCLENGRSASHT--QTK-----TWR-E-VL--LPL---V-DAQG-DEM-----NLFWPDYGGEQLETVFKER--EVPEAWRDRLSKAD-GWVLLIR-L-----------RKETT-Y----PDVLAE-------------------------------------L-------S-ERA-------------------------------K-H--------S--------------------------------------------------------------N---------------------------G-S------------------V--AR-P-G-V-W----DA----NARWVELLQIL-LHVA-GLG-TV-E-RL-C-S---P----R-LTVLLSCYDEL--ET---SE---E-L-------PSKVLATHLPLVSAFI-HSL-W-ADDAVSVWG--LSALGCALD------------------K--------DS-------EN--------D-KFI-D----EG-PE-H--QGW-VIAPN-----GG--ERDA-DLTQPLAWLLK
OYY94017.1 M------------H-K--F--E-LVLLGGPNSGKTHYAGQLYGRL-Q-QRTG-----A-LRLR----TDQGT-PPDLSALKEVLDALNAGHAARHT--PAS-----VSL-E-IL--LPL---T-DEQG-NTL-----DLHWPDYGGEQLSAVFDQR--GVQEAWRDKLTKAE-GWVLLIR-L-----------QSATT-Y----PDELGA-------------------------------------L-------V-QRA-------------------------------G-G--------K-------------------------------------------------------------LD---------------------------A-S------------------I--SR-G-P-G-W----DA----NAYWVELLQLL-LHVS-GHG-SV-R-RI-T-L---P----R-LTILLSCYDEL--GP---TD---L-T-------PAERLAEKLPLLSAFI-ASV-W-RPEAISVWG--LSALGRALE------------------K--------DS-------KD--------E-DFQ-N----EG-PE-S--QGW-VISPS-----GG--EPDA-DLSKPLAWLLS
WP_102336704.1 M------------S-S--P--N-ILIFGGPNSGKTHFAGQLVGRL-K-HKST-----K-FKVR----RGNGE-SADIAALTQVLTCLEEGNSADHT--PTN-----QYG-Q-IH--IPL---V-DSNG-NHV-----DINWPDYGGEQISNLFKQR--EVPKEWQQRIEHSE-GWILFIR-L-----------SSETT-F----PDALEQ-------------------------------------L-------T-TSP-------------------------------RHD--------E--------------------------------------------------------------A---------------------------I-E------------------E--KR-P-D-I-W----DA----NAYYIELVQIL-CHVG-RIF-LN-S-SN-Q-K---P----T-LSIALSCFDEL--KI---DD---M-T-------PEQVLQKYLPLFTSFI-NNI-W-PSDKLSVWG--VSPLGKPLK------------------S--------DS-------ND--------E-DFV-D----EG-PE-T--QGW-VIPPN-----QN--RKDS-DLSLPLSWILD
WP_053349797.1 M------------K-T--F--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGT-SVNLSALEDVLTQLEDGNAAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-ITI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PEKMTSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLYWILD
WP_047110446.1 M------------S-S--P--N-FLIFGGPNSGKTHYAGQLVGRL-K-HKPN-----D-FKIR----IGDGA-SSDIAALTQVLTKLEEGNSADHT--PID-----QYS-K-IY--LPL---V-SKAG-QHI-----DLNWPDYGGEQISEIFKQR--EVPIDWQNRIESSD-GWILFIR-L-----------SSETT-Y----PDALKK-------------------------------------L-------T-SVQ-------------------------------SKN--------N--------------------------------------------------------------A---------------------------Q-K------------------E--KR-P-D-I-W----DA----NAHYIELIQIL-CHVG-GIH-LN-S-NP-N-K---P----P-LVIALSCYDEI--NV---ED---K-T-------PDEVFCEKLPLFSKFI-NNV-W-PQNKISIWG--VSALGKSLS------------------A--------ES-------ND--------E-DFI-D----CG-PE-N--NGW-VIAPK-----QH--CKDS-DLAAPLSWILD
WP_085211715.1 M------------Q-A--P--E-LMLLGGPNSGKTHYAGQLYGRL-R-RNPG-----L-LRLR----D---T-PLDLSLLEEVLRCLSEGRAAEHT--AAD-----TWG-E-VL--FPL---E-DERG-NAL-----DLRWPDYGGEQLRRVFNER--AAQEKWRTQLREAR-GWLLLIR-L-----------KGETV-Y----RDALQE-------------------------------------L-------I-ELA-------------------------------D-G--------R--------------------------------------------------------------N---------------------------G-S------------------T--ER-A-S-K-W----DA----NAYWVELLQIL-LYVA-GLG-TV-V-RR-A-Q---P----R-LAVLLSCYDEL--EG---TD---GLQ-------PRQVLAQQLPLVASFI-DSA-W-FPNAVSVWG--LSALGRHLE------------------K--------DS-------TD--------E-LFI-D----DG-PQ-F--QGW-IIAPE-----GG--QPDP-DLSRPVAWLLG
WP_039045050.1 M------------K-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGA-SVNLSALEDVLTQLEDGNAAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-IAI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-K-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-SEKMISIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWILD
WP_006964511.1 M------------L-T--P--E-IVLLGGPNSGKTHYAGQLYGRL-Q-RNPG-----A-LSLR----G---A-PADLSAFQEVLRCIENGNAASHT--PHS-----TWT-E-VC--LPL---Q-DKTG-RAM-----DLNWPDYGGEQLTQVQATR--SVDFQWHERLSKAN-GWLLLIR-L-----------KAEVI-F----PVALEK-------------------------------------L-------T-EHP-------------------------------H-C--------G--------------------------------------------------------------E---------------------------Q-S------------------V--NR-V-S-T-W----DA----NAYWVENLQIL-LHVA-GLG-TV-K-PL-K-R---P----R-LAVLLSCYDEL--GE---SI---T-Q-------PAEELACKLPLVASFI-RNN-W-HKDEVSIWG--LSSLGQELT------------------G--------NS-------GV--------D-VFI-D----EG-PE-H--QGW-IVMPK-----GD--ERNQ-DLSLPLKWLLD
WP_058029520.1 M------------Q-S--P--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGT-SVNLSALEDVLTQLEDGNAAEHT--HAE-----QYS-E-IL--FPL---I-DSNQ-ITI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTN-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NAYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIILSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PEKMTSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----KG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWILD
WP_099717568.1 M-------D-KT---N-----S-IMVLGKPNSGKTVYSAQLYGRL-T-RGVE---Q-Q-IAIR----N---T-PENLDIFQEALERLAEGNNPQRT--TSS-----QFA-N-VS--LPL---V-IKNE-KEV-----DLTWFDYAGEQLTHIFESR--SVNEKWAETLINAN-GWMVFIR-L-----------NDETK-YKHKIEDLLTN-------------------------------------R-------D-VIK-------------------------------K-G--------K--------------------------------------------------------------T---------------------------K-Q------------------E-----D-T-D-S----VD--A-NIWWIELFQII-LHVC-NLK-RS-K-RI-S-K---P----K-LAIVLSCYDQI-SNS---TS---TTT-------P----------------------------------------------------------------------------------------------------------------------------------------------
WP_045419496.1 M------------K-N--T--E-ILLLGGPNSGKTHYAGQLYGRL-K-RRPG-----K-LKIR----TGDGA-SVNLSALEDVLTQLEDGNAAEHT--HAE-----QYS-E-IL--FPL---I-DNNQ-ITI-----DLCWPDYGGEQLSQVFKLR--EISSDWRKRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PKKMTSIWG--MSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--SKDS-DLTAPLSWILD
WP_069212635.1 M------------K-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGT-SVNLSALEDVLTQLEDGNAAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-ITI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTN-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NAYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PEKMTSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWVLD
WP_061218561.1 I--------------D--Y--F-HNIIGLPNSGKTTFLAALWHLV-A-AGEV-E-S-K-LKLD----R---L-VGDHKYLNEVVEHWRRCQKVPRT--SQQ-----AEN-E-IL--IHL--YQ-EKRN-RNI-----TLGFSDLSGEAFDSQISKR--KLKNSYIEKFNKEG-GILYFIT-A-----------DKVED-G----ISSLDF--------------PENL----IE-EKDSK-----N-E---TI-----------------------------------------------------------------------------------------------------------------------------------------------------------------A--WS-S-E-F-L----PR----DVRHVELLQFL-FRSP-----FI------R-K---R-R--R-LAILISAWDII-------NS---S----IE---PIKWLEREYPLFFQFI-NTN-Q-DSFEFQIFG--ISAQGGDIS------------------Q--GNGKKDNN-------IR--------D-KLL-R----VS-PS----QRI-RCISS-G-------YNGH-DITIPICWLSE
WP_096141059.1 M------------T-K--L--E-ILLLGGPNSGKTHYAGQLYGRL-Q-RNPG-----Q-LKLN----SKRST-PPDLSALNEVLGQLENGNAAGHT--PSG-----TWS-E-IT--LNL---V-NDQG-QEL-----ELNWPDYGGEQLKEVFKNR--EVPEVWREKLIDAD-GWFVLIR-L-----------SGETV-Y----SDAIDK-------------------------------------L-------K-TGA-------------------------------A-A--------G-------------------------------------------------------------KS---------------------------S-S------------------T--DR-T-A-N-W----DA----NAYWVETFQIL-KHVA-GLC-AT-S-SL-K-T---P----R-LAILLSCYDEL--NT---TG---Q-T-------PLEVLREKLPLFESYL-SST-W-HDSAVSVWG--LSSLGKNLD------------------C--------ST-------ND--------D-SFI-D----EG-PE-Y--HGW-VCTPD-----GE--SKDP-DLTKPLAWLLE
WP_078789133.1 M------------L-T--P--E-IVLLGGPNSGKTHYTGQLYGRL-Q-RNPG-----T-LRLR----G---A-PADLSAFQEVLRCLENGNAASHT--PHG-----TWS-E-VC--LPL---Q-DENG-RAM-----DLSWPDYGGEQLKQVISTR--SVDLAWQARLCKAK-GWLLLIR-L-----------KAEVT-F----PDALEK-------------------------------------L-------A-EHP-------------------------------H-C--------G--------------------------------------------------------------E---------------------------P-S------------------V--SR-V-S-T-W----DA----NAYWVEKLQIL-LHVA-KLG-IV-K-PL-E-R---P----R-LAILLSCYDEL--GE---ST---A-T-------PAEELARKLPLVASFI-RSN-W-HKDEVSIWG--LSSLGQELT------------------D--------NS-------GV--------E-VFI-D----EG-PE-H--QGW-VVMPH-----GG--DRTQ-DLSLPLKWLLD
WP_038637399.1 M------------R-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGA-SVNLSALEDVLTQLEDGNSAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-ISI-----DLYWPDYGGEQLYQVFKQR--EISSDWRRRLQSTD-GWLIFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------N-E------------------T--SR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-L-------PSEALKSKLPLFYSFI-QTT-W-PNEITSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWMLD
WP_082930849.1 M------------K-N--S--E-LLLLGGPNSGKTHYAGQLFGRL-K-RRPG-----A-LKIR----TGDGA-TVNLSALEDVLIKLEDGNAAEHT--SFD-----QYS-E-IL--FPL---V-DGNN-AAI-----DLYWPDYGGEQLPQIFKQR--EITADWRKRLQGSE-GWLLFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------A-TIP-------------------------------T-S--------T--------------------------------------------------------------P---------------------------E-E------------------P--TR-P-D-I-W----DA----NVYWIELLQML-CHVA-GIS-LI-S-KD-E-K---P----P-LTVILSCFDEI--IE---EE---K-I-------PSEALKKKLPLFHSFL-QTN-W-SEEMTSIWG--VSSLGKALT------------------P--------ES-------SD--------D-DFI-D----DG-PE-Y--QGW-VIAPD-----QA--EKSH-DLTAPLSWILE
WP_072408565.1 M-EH----Q-IN---N-----N-ILIIGPPNSGKTTFFAQLYGRI-Q-SDAG-----V-IKLR----S---T-PKNITAIEKAYDRLANGDETEST--PAT-----DNR-E-IT--IPI---K--WNE-KEL-----DLTFKDYGGEQVNEIINQL--AYDKVWKNRTKDND-RWILFIR-P-----------GEIYH-H----YDLTVT-----------------------------------G-Y-------ADVDP-------------------------------A-S--------E--------------------------------------------------------------S---------------------------D-N------------------W-----H-N-D-L----SH----QYIFIELVQAL-LHAR-AIG-IK-T-DI-E-S---P----K-LVVALTCWDEL--NT---EL---T---------PNNILLQKMPLFLQFI-STI-W-AEESLSIVG--LSAQEFSLD------------------N--------QE-------AK--------D-KYL-D----DL-PE-S--FGY-IVTDS-----E---TKER-DLTKLIEIAL-
WP_039554385.1 M------------K-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGT-SVNLSALEDVLTQLEDGNAAAHT--HAD-----QYS-E-IL--FPL---I-DSNQ-ITI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKNKLPLFYSFI-QAT-W-PEKMISIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWILD
WP_005142131.1 M-------D-KT---N-----S-IMVLGKPNSGKTVYSAQLYGRL-T-RGVE---Q-Q-IAIR----N---T-PENLDIFQEALERLAEGNNPQRT--TSS-----QFA-N-VS--LPL---V-IKNE-KEV-----DLTWFDYAGEQLTHIFESR--SVNEKWAETLINAN-GWMVFIR-L-----------NDETK-YKHKIEDLLTN-------------------------------------R-------D-VIK-------------------------------K-G--------K--------------------------------------------------------------T---------------------------K-Q------------------E-----D-T-D-S----VD--A-NIWWIELFQII-LHVC-NLK-RS-K-RI-S-K---P----K-LAIVLSCYDQI-SNS---TS---TTT-------PKEIFEKELPLLNQFL-HSN-W-EKDRISIWG--LSSLGRPLD------------------K--------RS-------QN--------T--FV-D----NG-PE-N--QGW-IISPD-----NP--ERSA-DLTSPIVWIYG
WP_005265693.1 M-------D-KT---N-----S-IMVLGKPNSGKTVYSAQLYGRL-T-RGVE---Q-Q-IAIR----N---T-PENLDIFQEALERLAEGNNPQRT--TSS-----QFA-N-VS--LPL---V-IKNE-KEV-----DLTWFDYAGEQLTHIFESR--SVNEKWAETLINAN-GWMVFIR-L-----------NDETK-YKHKIEDLLTN-------------------------------------R-------D-VIK-------------------------------K-G--------K--------------------------------------------------------------T---------------------------K-Q------------------E-----E-T-D-S----VD--A-NIWWIELFQII-LHVC-NLK-RS-K-RI-S-K---P----K-LAIVLSCYDQI-SNS---TS---TTT-------PKEIFEKELPLLNQFL-HSN-W-EQDRISIWG--LSSLGRALD------------------K--------RS-------QN--------T--FV-D----NG-PE-N--QGW-IISPD-----NP--ERSA-DLTSPIVWIYG
WP_088619253.1 M------------H-K--P--E-IVLLGGPNSGKTHYAGQLYGRL-R-RCSG-----L-LQLR----QDQGT-PTDLSPFEEVFRCLSSGRAANHT--TAG-----TWV-E-VL--LPL---I-DKLG-NAL-----DLRWPDYGGEQIKIVFERR--EVPEEWRQRLINAD-GWLLLIQ-L-----------QTETV-Y----LDALDQ-------------------------------------L-------T-ERA-------------------------------K-H--------S--------------------------------------------------------------C---------------------------D-S------------------N--AR-A-S-N-W----DA----NARWVELLQIL-LQVA-GLG-TV-E-RL-H-A---P----R-LAVLLSCYDEI--EA---ND---E-P-------PPNVLAKRLPMLSAFI-NSV-W-ATDSLSVWG--LSALGCRLE------------------K--------DS-------NN--------E-DFI------DG-PE-N--QGW-VVAPE-----GG--EPDS-DLSRPLAWLLE
WP_036748651.1 M------------K-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPG-----K-LKIR----TGDGA-SVNLSALEDVLTQLEDGNAAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-MTI-----DLYWPDYGGEQLSQVFKQR--ELSSDWRRRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PEKMTSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWILD
WP_017050960.1 M------------K-N--S--E-ILLLGGPNSGKTHYAGQLFGRL-K-RRPS-----K-LKIR----TGDGA-SVNLSALEDVLTQLEDGNAAEHT--HAD-----QYS-E-IL--FPL---I-DSNQ-ITI-----DLYWPDYGGEQLSQVFKQR--EISSDWRRRLQSTD-GWLVFIR-L-----------SGEKT-Y----PDALSK-------------------------------------L-------T-SIP-------------------------------T-N--------T--------------------------------------------------------------P---------------------------G-E------------------T--TR-P-E-I-W----DA----NVYWIELLQML-CHVA-GLN-LS-S-KE-N-K---P----P-LAIVLSCFDEV--LE---EG---Q-V-------PSEALKSKLPLFYSFI-QAT-W-PEKMTSIWG--VSSLGKTLQ------------------P--------NS-------ND--------D-DFI-D----EG-PE-Y--QGW-VIAPE-----QS--NKDS-DLTAPLSWILD
WP_046689646.1 I--------------D--Y--F-HNTVGLPNSGKTTFLAALWHLV-A-AGEV-D-S-N-LKLD----R---L-VGDNKYLNEVVEHWRRCQKVPRT--SQL-----AEN-E-ML--IHF--HQ-EKRD-RKI-----ALGFSDLSGEAFDSQVSKR--KINNSYIEKLNKEG-GILYFIT-A-----------DKVED-G----LSSLDF--------------SENS----IE-TNDSE-----D-E---TI-----------------------------------------------------------------------------------------------------------------------------------------------------------------A--WS-S-E-F-L----PR----DVRHVELLQFL-LRSP-----FL------R-K---R-R--R-LAILISAWDII-------KT---P----IE---PEKWLEREYPLFFQFI-KTN-Q-DSFEFRIFG--ISAQGGDIS------------------Q--VNDEKNNN-------IR--------D-TLL-R----KI-PS----QRI-QCITS-N-------YNGH-DLTIPICWLSE
WP_074658814.1 MDET----T-VN---D-----N-ILIIGPPNSSKTTFLTQLYGRI-Q-AKKG-----C-IKLS----K---T-PMNITGIKNAYNRLADGLETEAT--PAS-----INA-E-VS--IPV---K--WKE-NEL-----ELTFKDYGGEQVRDITALL--EYDKTWETRAKEND-RWILFIR-P-----------GQIYH-H----YDLSIT-----------------------------------G-Y-------ADVDK-------------------------------S-K--------V--------------------------------------------------------------K---------------------------E-V------------------S-----H-N-E-L----SH----QYNFIELIQAL-LHAR-GTG-IK-T-SI-S-V---P----K-LIIVMTCWDEL--NT---TN---T---------PLEILLEKLPLFYNFI-TTL-W-KKDSFTVLG--AAPQEFRLD------------------N--------IA-------AK--------D-KYL-D----EL-PE-S--FGY-IVLEN-----G---QIDK-DLTRLIEISL-
WP_019600191.1 M------------N-D-MEKHN-ILIIGGPNTGKTHFGIQLYERI-N-SRQF-----E-FKID----P-KNR-PSDLSIFEDGLKNIYNGQRAAHT--EAG-----ANR-S-IE--LII---T-DEKN-SEV-----KLAFPDYAGEQITSIVDNR--KVNDLWKDYIENST-SWVLFIR-L-----------NELTP-L----EDIVNK-----------------------------------G-I-------P-SAE-------------------------------EIQ--------K--------------------------------------------------------------R---------------------------N-S------------------Q--PP-P-V-K-V----SE----AAFYVELLQTL-AYIK-GLS-TF-S-PI-S-Q---P----N-LTVVLSCWDEL-EIP---EG---Q-V-------PSTLLQERLPMLFDFL-NNN-W-QNESLAVIG--LSSTEKSLT---------------------------DE-------PD--------D-EFI-D----KE-PI-N--FGY-YINKK-----G---DSQR-DLTLSIKDFIG
WP_097522737.1 E--------------T--L--Y-HSILGLPRSGKTTFLAAFWHLI-D-AGEV-E-T-K-LTLD----R---L-VGDNRYLNEIVEAWRRCEEVPRT--PVA-----AET-Q-VA--IHV--HE-PATA-RKA-----VLEFPDLSGESFEEQFAGR--SCTPGYLNGLSRNG-GILLFIN-A-----------DRAQD-G----ITHLDL---------------------------------------------A-PVI----------------------------LG-D-S------N-P--------------------------------------------------------------E----------------------N-P--E-D--------ER--------E--WS-P-S-L-V----PE----QVRLVDLLQFI-QRAP-----FE------I-R---R-R--R-LAIGVSAWDVV-------SD---P-E--LT---PSDWLARELPFLNQFL-KAN-R-ESFDVRVYG--ISAQGGAVT------------------G--------DS-------RE--------R-LAR-E----TP--S----RRI-RCMGP-D-------ADLH-DLTAPVVWLSG
WP_004625076.1 D--------------S--K--S-CFILGLPSAGKTSYLAALAYSL-Q-QKQV-E-T-K-LHWE----S---F-SGDHQYLASLAETWLTAEPVSRT--STG-----LQQ-TSLT--ICL---S-DCEG-KIF-----NITFPDLSGETFQKQYVDR--EIDGSMADSIINGN-GILVFIN-P-----------REIIE-P----ALISEL-----PL-------EHRL-------KPVPN-----T-E-I-----L-ERE----------------------------PA-N-A------------------------------------------------------------------------------------------------------------------------D----------------PT----EVQIVELLQDIEFLTK-----NK------RYK---K-V--P-LSIIVSAWDIV-------DA---S-Y--SI---PETCIRERIPLLWQFL-KAN-D-DIFLTSYYG--VSAQGGSLD------------------T--------GE-------ES--------E-YLI-DQFETNP-AE----RIV-VVNNA-G-------EKSH-DITLPL-WEV-
WP_058410946.1 M----S--G-EI-H---------ISIVGLPSSGKTTFLAALWHMV-R-EVGA-G-T-A-LSFD----R---LSQGNYEHLNALAKRWRSGTIQQRT--QVS-----GAK-A-VT--MRL--KD-D-DG-QKV-----EVSFPDLPGEDFSRMWERR--ELDKGMLETLT-AP-SLVLMIN-G-----------DTIKM-P----AWVVDW---------------------------------------------T-TLQ----------------------------RK-L-G------I-V--------------------------------------------------------------P----------------------P-E--K-E--------PI--------E--WS-A-D-L-A----PT----QVRIVDLLQML-MSGE-----LN------I-G---A-R--R-LALLISAWDKV-------EG---E-G--QT---PAEILENKLPFLSQYL-RSG-R-DPWTWQVWG--LSSQGGVYE---------------D--P--EKDES-FA-------ET--------D-RLR-D-L--ER-PS----DRI-KVVDG-D-------TVIS-DITKPLKWLID
WP_064630164.1 K------------D-S--D--Q-ILVLGGPSSGKSTFLMQLYGRA-A-SGEC-----S-LTIR----S---A-PTSLSAVSEGWKRLQQGLPPAHT--PHG-----TDT-V-LT--LET---V-DKES-RHV-----DITIPDYAGEDLQRMGEAR--RVSERWRELASTSD-HWVVMVR-L-----------SQYLD-I----PDLISR-----------------------------------P-I-------G-ELA-------------------------------S-A--------D--------------------------------------------------------------H---------------------------V-P------------------ND-EA-A-D-M-L----PL----DLLTVEVLQSL-RHAR-LVA-AV-P-QS-R-R---L----R-LTLALSCWDEL-NLP---GD---A-R-------PEDIAYQRLALLDSYC-RAR-W-PSSDYRVVG--LSSQGRVLS------------------D--------DE-------PA--------E-EFI-D----LG-PQ-K--MGW-LIDQT-----G---AQDP-DLTK----LVT
WP_102384251.1 M----I--N-NK-K---------IVFCGLPSSGKTTFLGALSYTA-E-NNDS-S-N-A-LKLD----E---LQEQRH-FFNSLADTWVNCDPMMRT--KVD-----SQD-S-IE--MTL--SA-Y-D--LNF-----NVEMPDLSGETWAAIWSEH--EISQPVHDFLTNCT-SVAFFIH-A-----------DQIST-P----LKLSEE---------------------------------------------N-SML----------------------------QG-S-C------N-E--------------------------------------------------------------E----------------------Q-T--E-Q--------LE--------D--WD-AAK-H-P----ST----QAVTVDLLVKI-S-SI-----MR------D-K---K-K--R-IALILSAWDTV-------DQ---N-Y--QS---PLEFVSIQMPLLYQYL-SSK-L-DYGDVQFYG--VSAQGGCLT----------------------------N-------QK--------Q-SLL-E-I--DE-PV----NRI-QVLEH-E-------GVKHSDLTKILSWLIN
WP_045628703.1 M----I--D-DK-K---------IVFCGLPSSGKTTFLGALSYLA-E-CNDN-G-N-S-LKLI----E---LQEQRH-FFNLLADTWVECEPMMRT--KVD-----SQD-A-IE--MTL--ST-S-D--LTF-----KVEMPDLSGETWASIWSEH--EMSPDVHDFLTHCA-SVAFFIH-A-----------NQIST-P----LNLSEE---------------------------------------------N-SML----------------------------QGGT-I------K-E--------------------------------------------------------------Q----------------------G-I--G-Q--------LE--------S--WD-ASK-H-A----ST----QAVTVDLLVKA-S-TI-----MN------S-T---K-K--R-VAIILSAWDTV-------RP---C-N--QS---PLDFVRVQMPLLHQYL-CSR-L-DFEDFNVYG--VSAQGGCLT----------------------------Q-------QK--------V-SLL-D-I--DN-PI----KRI-QVLED-G-------GVKHNDLTKILSWLIN
PHR71951.1 M-NINH--Q-EA-K---------IIFCGLPSSGKTSFLGALSYLA-E-NDEV-D-K-D-LELV----V---LPKERL-FFNELADKWVSCEPMLRT--KIS-----STD-K-IE--MTL--KK-C-D--QRF-----FIEMPDLSGETWSELWTEH--QMDNQLISFLNETS-CVIFFIH-V-----------DELVV-P----MSICDE---------------------------------------------A-SII----------------------------KG-E-S------A-D--------------------------------------------------------------K----------------------D-N--D-H--------NT--------K--WK-PSE-H-T----PT----QSIVIDLLRKL-S-TQ-----LA------D-T---N-K--K-LAIVLSAWDML--------P---D-G--TA---PISFLEKELPLLSQYL-NCK-F-DYDQIEVFG--VSAQGGSLNTQ--------------------------E-------NQ--------E-ILL-S-E--DE-PS----KRI-KVTQD-G-------VEYSADLTKILSWLVN
WP_092699234.1 M----N--R-QD-----------VVVLGLPSSGKTTYLAALRHLM-T-ANEV-D-V-E-LRLV----H---LRGEGTEHLHLLVDRWLRAKAQERT--TEV-----KSR-T-VT--MTL--RE-K-TG-AEF-----ELHFPDMAGESFQRMWEKR--ECDPSVAAQLR-SR-GVLLFVH-A-----------NKYKA-P----TWVVDE---------------------------------------------V-QQN----------------------------KA-L-G------I-A--------------------------------------------------------------P----------------------E-P--E-Q--------PV--------P--WK-P-E-H-S----AT----QVQLVDLLQSL-QSAP-----LD------A-G---P-R--R-LAIVLSAWDKA-------AA---E-G--HA---PVTYLDRHFPFLRQYL-ENGLG-EGWTWTVFG--VSAQGGEYD------------------E--DDKPP-RE-------EA--------Q-RMR-D-V--DI-PS----QRI-KVVTE-G-------AESH-DLTEPLTWLLG
WP_012548897.1 M-NINP--Q-ES-K---------VIFCGLPSSGKTSFLGALSYLA-E-NDEV-D-K-D-LELA----V---LPKERL-FFNELADKWVSCEPMLRT--KIS-----SSD-K-IE--MTL--KK-S-N--QHF-----SIEMPDLSGETWSELWTEH--KMDNQLISFLNKTS-CVIFFIH-V-----------DELIV-P----MSICDE---------------------------------------------A-SII----------------------------KG-E-S------A-D--------------------------------------------------------------H------------------------K--D-N--------NT--------K--WN-PSE-H-T----PT----QSIVIDLLRKL-S-TL-----LA------D-T---D-K--K-LAIVLSAWDTL--------P---N-G--SV---PMSFLKKELPLLSQYL-NCK-F-DYEQIKVFG--VSAQGGSLNTP--------------------------E-------NQ--------D-ILL-S-E--DE-PS----KRI-KITQD-G-------IEYSADLTKILSWLIN
WP_095064991.1 M------------H-T--P--E-IVLLGLPSSGKTHFAGQLYGRL-R-RTTG-----N-LLLR----QDKGT-PPDLTPLDNVLNSLASGHAAEHT--QVQ-----TWA-E-IT--LPI---V-DNDG-NCF-----DLRWPDYGGEQLTNAFQQR--AISELWRERLQCAG-GWIVLIR-L-----------KTETT-Y----PEVLTR-------------------------------------L-------R-DGP-------------------------------P-E--------G--------------------------------------------------------------N---------------------------V-N------------------T--AR-V-S-Q-W----DA----NARWVEMLQIF-LHVA-GHG-VV-D-RL-N-K---P----K-LAVMLSCYDEL--KT---SN---K-P-------PAAVLAERLPLVSSFI-KSN-W-NSDKISVWG--LSALGGELD------------------K--------DS-------CD--------E-HFI-D----EG-PE-T--LGW-IVDP------AG--NRSS-DLTLPLAWVLK
WP_105852586.1 M--------------K--A--N-FVIMGLPSSGKTTFLAALWHLI-E-ADQT-D-C-R-LKLD----R---Y-EGDLKYLNSISQAWRTFKPVPRT--SQV-----GDV-D-IA--IYL--ED-SETG-AKG-----RAFFPDLAGETFDTQVEAR--RCRPKFLSNVDDGD-GILFFIS-A-----------NLTQD-G----LSIVEL--------------NQML-------PSEIE-----T-E-------T-PGE----------------------------TQ-D-A------I-T--------------------------------------------------------------A----------------------P-G--K-S--------PQ-FA-----E--WV-P-K-M-I----IN----QARIVQILTDL-QRRP-----FA------V-H---R-R--R-LAILISAWDLL-------GA---T-T--SA---PDEWLETNLPLVYQFI-RSN-T-DSFEIKVYG--VSAQGVDLG------------------N--------KA-------AV--------A-EAG-K----LP-AS----ARI-SILGE-N-------GKGH-DITTPLVWLMS
WP_100278436.1 M-------S-VN---D-----S-ILIIGHPSSGKTTFIAQFLTRV-K-KRKS-----S-ISLI----K---A-PENIKAVADAVKKLSNGEAPTAT--PAG-----ENE-E-LV--LSI---Q--VGE-KSI-----DLVCPDYGGEQVSDMTELM--TIDDHWKKLLNNSD-RWVLFIR-A-----------HTIMP-R----YDLSRN-----------------------------------S-Y-------EKIDN-------------------------------E-K--------H--------------------------------------------------------------T---------------------------S-L------------------R-----S-P-G-L----SE----QSKFIELLQSM-LHIK-NIG-LK-H-PI-S-M---P----T-ISIVLTCWDEL--ET---NE---T---------PAQVLQDKLPMLLHFV-ETV-W-EKDSFEIFG--LSAQEFPLN------------------T--------IE-------AK--------D-KYL-D----DL-PE-S--FGY-VVDQN-----G---AKDK-DITKLVAATL-
WP_046067189.1 M----S--G-EV-H---------VSIVGLPSSGKTTLLAALWHMV-R-EPGA-S-T-V-LSFD----G---LSNGNYEHLNQLAKRWRSGRIQQRT--QVS-----GAR-D-VV--MRL--KD-A-AG-RQI-----EVSFPDLPGEEFSRMWERR--ELDNGMVGTLT-AP-AIVLLVN-G-----------DTIRM-P----AWIVEQ---------------------------------------------V-TLS----------------------------TK-L-G------L-P--------------------------------------------------------------P----------------------A-D--V-V--------PV--------E--WS-A-D-L-A----PT----QVRVVDLLQML-MSGD-----LY------V-G---E-R--R-LALLISAWDKA-------EG---E-Q--MT---PADFLESKLPLLYQYL-RSG-R-DLWTWHVWG--ISAQGGVYE---------------D--P--EKHES-FA-------ET--------D-RLR-E-L--ER-PS----DRI-KIVDG-D-------TVCS-DITKPLKWLIG
SFD88035.1 M--------------S--T--AGVTMIGMPSTGKSTYLAALYQAL-S-SPPR-A-S-A-PRLA----R---Q-PETRAYLEELRQAWLRGEPMGRT--SSN-----SGE-L-VE--LDV--EF-PEGP-GSV-----RLAVPDIAGETFENIVVKR--RADGTATELVHEAD-GLLLFTH-P-----------DHQRP-R----VTIAAL--------------KQMQ-------DLVGD-----D-A-------A-PLP-GDG--------------------------------------------------------------------------------------------------------------------------------------------ET--------P--FD-P-R-G-L----PG----EVHLIELLQWA-VRAR-----RKGG-GSDA-R---P-S--R-VAFMISAWDRA------------G-D--RP---PGDWLAVKMPMLRSFL-DAQ-Q-DRLVVQTYG--VCAQGGDY-------------------------------------DA--------E-PIA-D----RR-PR----ERAYTLLPD-G-------SRSD-DLTGPLRWAAL
WP_092194890.1 -----------------------MTMIGMPSTGKSTYLAALYQAL-S-SPPR-A-S-A-PRLA----R---Q-PETRAYLEELRQAWLRGEPMGRT--SSN-----SGE-L-VE--LDV--EF-PEGP-GSV-----RLAVPDIAGETFENIVVKR--RADGTATELVHEAD-GLLLFTH-P-----------DHQRP-R----VTIAAL--------------KQMQ-------DLVGD-----D-A-------A-PLP-GDG--------------------------------------------------------------------------------------------------------------------------------------------ET--------P--FD-P-R-G-L----PG----EVHLIELLQWA-VRAR-----RKGG-GSDA-R---P-S--R-VAFMISAWDRA------------G-D--RP---PGDWLAVKMPMLRSFL-DAQ-Q-DRLVVQTYG--VCAQGGDY-------------------------------------DA--------E-PIA-D----RR-PR----ERAYTLLPD-G-------SRSD-DLTGPLRWAAL
WP_018632652.1 M-------S-DQ-E---------IMVLGFQASGKTTFAAALWHLV-G-SREI-N-D-TALVMG----R---H-NGDFRYLDEISAAWAGGWVVGRT--LSE-----EWR-P-IA--INL--RR-VVPE-TDI-----RLSFVDIAGETVERIFVTR--EVDERVEPLIRDAS-GLLLFVS-A-----------LRPKD-D----DSIVDL--------------YREF-------PDEAP-----------------------PEPADEPTEV---------------GS-T-A------S-A--------------------------------------------------------------A----------------------G-L--G-E--------AM--------P--FK-I-E-A-T----PQ----QVQLVDLLDSL-ADEP-----LE------M-R---P-K--R-IAVIISAWDRA-------HG-A------LT---PESWLEDHMPLLFQYL-VTH-S-DEFETRIYG--VSAQGGHVP------------------P--KDNPT-EP------SDR--------D-ELL-R-Q--PE-AS----RRI-RVVGH-G-------AGGH-DLTHPIAWLSG
WP_043393689.1 M-------S------R-----N-IALLGAQFSGKSTFLGALGNAL-K-AKAL-K---H-LHMA----G---L-DADARALQRLAEPLHHGRYPQRT--KAG-----ERQ-E-LV--VPL-----RTEG-GPFGSDAFTLRAGDYDGEEVDRLFRDRLREWTSEWQQRALAH--GFLLLIR-P--GDIRP-P--RLHSH-P-MP-DDMTRW-----------R--QLRE-------PGASS-----A-S-------A-PVT-AQQ------------------------HR-S-A--DYF---G--------------------------------------------------------------R------I---------------H-L--E-E-APP--P-PY-ATAS---D-----P-V-S-I----PA----ELPLIELLQFI-RNVR-ELP-PG-R-RP-R-KDGER-F--R-IALLVTAWDAI--PPEW-RK-A-G---------PAAFLSHHFPLLEDYL-WSN-F-LPDDVFRFG--LSATGGDLK------------------D--------TT-------YS--------E-TYM-D----DP-------SGF-VEWLD-P-A-QGI-LNSR-DMGLPLYWALY
WP_003585901.1 M----I--V-NS-R---------NMVLGLQSSGKTTFAAALWYIL-A-NGGV-T-T-V-LAQG----K---H-TGDYSYLDKIAERWEKGYKVPRT--EHY-----EQQ-S-VS--INL--VD-RASG-GNV-----SLRFTDLPGEGFERAFASR--RLAEPIVQALEEID-GLMVFVS-A-----------ADGID-N----DSIIDV--------------VKGL-------NEEDN-----E-D---LD--V-DD------DDVEPQEGVADGTFQASVAPEAERG-S-G------D-V--------------------------------------------------------------K----------------------A-AGGE-K--------EI--------P--FT-P-G-L-T----PR----DVQLVDILSSV-QDRP-----VD------G-V---F-P--R-IAVIVSAWDKV-------VR-H------RD---PAKWLAARFPLLNQYL-KNM-N-VP--IRVYG--VSAQGGDVP----------------------DGPK-AKDAL----DR--------D-KLL-S-I--SN-AG----ERI-KVVGH-G-------ADEH-DLTHPIRWLSG
SMF60637.1 ------------------------MVLGLQSSGKTTFAAALWYIL-S-NGGV-A-T-V-LAQG----K---H-TGDYSYLDKIAARWERGYKVPRT--EHY-----EQQ-S-IS--INL--VD-RISG-GAV-----SLRFTDLPGEGFERAFASR--RLAEPIAQALEDID-GLIVFVS-A-----------AGGID-N----ESIIDV--------------VKGL-------QEEGD-----E-D---LD--T-DDDDDDDDDDFEPGNDVAGEKLHVDGQSNGHDG-T-S------S-S--------------------------------------------------------------R----------------------S-E--T-K--------EV--------P--FT-P-G-L-T----PR----DVQLVDILSSL-QDRP-----VV------G-V---F-P--R-IVVIVSAWDKV-------VR-H------RD---PTRWLSARMPLLSQYL-KNM-G-AP--VRVYG--VSAQGGEVP----------------------DGPK-AKDAL----DR--------D-KLL-S-I--SN-AG----ERI-RVVGH-D-------AGDH-DLTHPIRWLSG
WP_085423961.1 M----S--D-SS-K---------HMVLGLQSSGKTTFAAALWYIL-S-NGGV-A-T-V-LAQG----K---H-TGDYSYLDKIAARWERGYKVPRT--EHY-----EQQ-S-IS--INL--VD-RISG-GAV-----SLRFTDLPGEGFERAFASR--RLAEPIAQALEDID-GLIVFVS-A-----------AGGID-N----ESIIDV--------------VKGL-------QEEGD-----E-D---LD--T-DDDDDDDDDDFEPGNDVAGEKLHVDGQSNGHDG-T-S------S-S--------------------------------------------------------------R----------------------S-E--T-K--------EV--------P--FT-P-G-L-T----PR----DVQLVDILSSL-QDRP-----VV------G-V---F-P--R-IVVIVSAWDKV-------VR-H------RD---PTRWLSARMPLLSQYL-KNM-G-AP--VRVYG--VSAQGGEVP----------------------DGPK-AKDAL----DR--------D-KLL-S-I--SN-AG----ERI-RVVGH-D-------AGDH-DLTHPIRWLSG
WP_009997106.1 M----A--G-VF-R---------HMAVGLQSSGKTTYAAALWYVV-D-AGEV-P-T-V-LLKG----K---H-IGDHRYLETLARRWEDGWQVPRT--KTL-----QHE-T-VT--MNL--KD-PRSG-ADV-----ALRFADLSGETFEKAFATR--SLSSSAASSFDGIQ-NLMLFVS-A-----------NDPPD-H----LTMIDI--------------AMEL-------DEDVN-----E-E---EI--D-EDS-------------------------------------------------------------------------------------------------------------------------------------S-E--------EP--------I--FD-S-A-K-T----PR----QVQIVDFLDSI-RQPP-----LS------V-K---I-E--R-VAVIVSAWDKR-------PE-H------ND---PARWLTERMGLLDQYL-RNS-D-VE--LRVYG--VSAQGGDLP------------------D--KDNPP-AAGDLEGLKEQ--------H-RLL-S-L--AK-AS----KRV-EVAGN-G-------AGEH-DLTHPIRWLSG
WP_023783069.1 M----A--G-ER-Y---------HMAVGLQSSGKSTYAAALWYVV-D-AREA-P-T-V-LVKG----K---H-IGDHRYLETLAKRWEEGWQVPRT--KTL-----QHE-N-VT--MNL--KD-PKDG-SEI-----ALRFADLSGETFEKAFVTR--SLSPTAASAFDGIE-NLMLFVS-A-----------NDPRD-D----LTMIDL--------------AIEL-------EEDVD-----E-D---VI--D-EDG-------------------------------------------------------------------------------------------------------------------------------------A-E--------EK--------P--FD-P-A-S-T----PR----QVQIVDFLDSI-RQPP-----LS------V-R---V-E--R-IVVVVSAWDKG-------PE-H------ND---PLRWLRETMGLLDQYL-RNS-G-IE--VRVYG--VSAQGGDLP------------------D--KDNPP-AVNDPEGLKDQ--------K-RLL-S-L--AK-AS----ERI-EVVGH-G-------AGKH-DLTHPIRWLSG
WP_066769101.1 M---------TT---E-----T-ILFAGPSAAGKSNYLFRAWLSI-A-KSRE---G-R-LRTN----G---T-PDELDYIWEGSNRQLSGEFAQKT--QLD-V---SEM---IV--IPL-----MVDE-RKL-----ELTVPDRPGEDWSNLYFDR--RFPGHWDELITSAS-GILFFLP-------------SQIPD---DP-IDRMQT---------------------------------------------D-QFG----------------------------GS-N-A--------T----------------------------------M---------------------------A----------------------Q----G-K------------------D-------M-S-L-SG-PP--M-QTLITDVIMMC-VERR--RQ-LN-G------R---P-M--K-LGIVVTAWDML--HD---ED---Q-W--IG---PLDHLRQEHKLLHDFV-STN-A-DVLDMSVFG--VSLFGGDLN------------------D--------EE-------FR--------A-EVL-A----GE-PS-R--MGY-TFHNL-Q---GAV-ERSD-DVLLPIKWALD
WP_043375874.1 Y-------D-GN-S-I-----Q-VALFGESDVGKSHYGAQLLSRI-E-VEAC-----E-LKLR----T---T-PDDISPFEEVRKRLNAGLLADHT--PSG-----VYR-E-SL--WEV---E-DGKG-NEF-----ELIWPDYAGEQIRQLIDTR--RMGREWVERTQAAH-GWILMVR-P-----------KLSRQ-D----DDIFSR-----------------------------------P-L-------A-DLR-------------------------------R-A---------------------------------------------------------------------------------------------------D-E------------------D-----G-V-D-N----KPHRTIQSRLVELLQLL-LHAR-GGR-DR-G----P-V---P----R-MTVLLSCWDEL--KL---PA---GTK-------PADVLEKTLPLLASFI-RSR-W-SDRCE-VFG--LSALETELD------------------K--------EK-------AN--------E-DFV-N----KG-PE-Q--FGY-VVGRD-----G---QQLA-DLTLPIIHLAA
WP_025626869.1 M--S----F-SD---N-----S-ILLIGESDVGKTHYGAQLLKRL-M-KRDG-----Q-LRMN----G---A-ATNLEPFESAMSCLDEGMAAGHT--AAS-----TYV-D-SI--WPI---V-DTQG-RSA-----DLIWPDYGGEQIKAISDTR--RIPKIWQSRVVSAP-AWLFLIR-L-----------QKTRI-N----ADIFSR-----------------------------------P-L-------H-DLP-------------------------------V-D--------Y--------------------------------------------------------------T---------------------------E-S------------------H-----D-V-Q-M----SD----QAKLIELLQIL-LYIR-GMD-ST-K-PL-V-S---P----R-LCVLLSCWDEL--EV---EE---T---------PQELLKSRLPMLSSFI-HNT-W-AKPS--VLG--LSALGQALS------------------P--------RD-------PN--------D-EYS-N----RG-PE-Q--FGY-VVLPD-----G---QHSP-DLTLPIQYLLD
WP_047535635.1 M--S----S-SD---N-----S-ILLIGESDVGKTHYGAQLLKRL-M-KRDG-----Q-LRMN----G---A-ATNIEPFESAMSCLDEGMAAGHT--ATS-----TYV-D-SI--WPI---M-DAQG-RSA-----KLIWPDYGGEQIKAISDTR--RIPAAWQSRVVSAP-AWLLLIR-L-----------QKTRV-T----ADIFSR-----------------------------------P-L-------H-AQP-------------------------------L-T--------S--------------------------------------------------------------T---------------------------E-S------------------H-----E-I-Q-I----SD----QARLIELLQIL-LYIR-GMA-ST-K-PL-V-S---P----R-LCVLLSCWDEL--SV---ED---A---------PPELLKSRLPLLSSFI-HNT-W-AKPS--ILG--LSALGQALS------------------P--------RD-------PN--------D-EYS-N----RG-PE-Q--FGY-VVLPD-----G---QHSS-DLTLPIQYLLD
WP_090964308.1 M------------T-R-----S-VLLLGESDVGKSHFGAQLLGRL-N-QEAG-----A-LRMV----G---A-APTLQPFEAVVASLNRGLSAPHT--SRD-----LYV-E-SC--WPV---G-DRDG-NRM-----DLVWPDYGGEQLSTIKTDR--RLPRAWTERVNSAS-GWIVMIR-I-----------GNAQL-S----DDVFSR-----------------------------------P-L-------G-PAS-------------------------------G-D--------V--------------------------------------------------------------A---------------------------G-E------------------R-----T-F-S-I----SQ----QAGIVDLLQWL-MFVR-RTG-SL-A-RV-A-E---P----I-LLLLLSCWDEL--PP---AQ---IAS-----A-PRQVLLSRLPMVSAFV-EAN-W-LPGSLHVMG--LSALGRPLS------------------D--------QV-------AD--------E-DYI-D----RG-PE-S--FGY-VVLED-----G---CQDP-DLTLAVRAFT-
WP_074276945.1 M----SEQS-SK-H---------YLVFGLSGAGKSTFAAALWHLL-D-SREV-P-T-V-LAKG----K---H-SGNFRYLEKIAQRWCDGWRLERT--KSE-----EVE-D-VR--INL--RH-EQSR-AEF-----SLEFRDIAGESLETAFTTR--YCDPEFVELVKQAD-GMLLFAS-A-----------DRKMD-D----VTILDV--------------RAQM-------GDDEE------------Q--A-DEDDDEDEDDDENGDA---------------EG-S-E------A-A--------------------------------------------------------------Q----------------------E-G--G-QDVTATPE-DQ--------P--FD-P-G-K-T----PL----QVRLVDLLQSL-SLNP-----FD------K-K---P-F--R-IAVIVSAWDLA-------GE-A-------S---GDEWLAKKLPLLDQFL-RGG-E-IADAVRVYG--VSAQGGMFA------------------K--KGDKD-DE-------NR--------K-QIM-S-I--RP-AS----KRI-RVVGH-G-------AEAH-DLTHPVRWLSG
WP_011995909.1 M--S----G-PS---N-----S-ILLVGESGVGKTHYGAQLLRRL-M-RVKG-----A-LRMN----G---A-ATNLEAFETALESLDEGRAAGHT--ART-----VNV-D-SV--WPV---V-DGDG-RQA-----DLVWPEYGGEQIKSVIENR--RLPDAWQKRVVGAD-AWLLLIR-L-----------QQAIV-G----DDMFSK-----------------------------------P-L-------A-DLK-------------------------------G-A--------S--------------------------------------------------------------V---------------------------E-N------------------R-----E-V-Q-Q----SD----QARLVELLQML-IFSY-GSA-AK-A-Q--R-V---P----R-FGVLLTCWDEA--AP---PQ---T---------PAAALAARLPLVSAFV-RSN-W-RQPL--IMG--LSALERPLS------------------P--------TT-------RD--------M-DYA-S----KG-PE-H--FGY-VIEAD-----G---TKSS-DLTLPIHHLLS
WP_066875893.1 M--P----V-GD---N-----S-ILLIGESGVGKTHYGAQLLKRL-I-KGDG-----E-LHMD----G---A-ATNLEPFEAAMEHLNEGMAAGHT--PTT-----TYV-D-SI--WPV---A-DSEG-RKA-----ELIWPDYGGEQIKSMSSTR--RIPSPWHKRVIATP-GWLLLVR-L-----------QHTRA-N----DDIFSR-----------------------------------P-L-------S-NLK-------------------------------G-T--------G--------------------------------------------------------------S---------------------------D-N------------------R-----E-V-Q-V----SD----QARLVELLQML-LYIR-GAI-ST-K-RL-A-S---P----R-LCVLLTCWDEL--GT---DE---Q---------PGTVLEQRLPLFSSFL-QST-W-AETS--IMG--LSALERALS------------------P--------RD-------PD--------A-EYV-A----RG-PE-Q--FGY-VVLPD-----G---RHSV-DLTLPIRHLLA
KMS75163.1 M--S----G-SG---D-----S-ILLLGESGVGKTHYGAQLLRRL-I-KKDC-----R-LRMN----G---Q-ATNLEPFEAALESLSEGKAADHT--ATS-----IYV-D-SV--WPV---S-QEDG-TSG-----QLIWPEYGGEQIKSMIETR--RVADAWCRRVQQAD-RWMLMIR-L-----------QQTQL-G----DDVLSR-----------------------------------P-L-------S-DMR-------------------------------R-A--------A--------------------------------------------------------------R---------------------------E-N------------------P-----A-H-Q-I----SD----QARLIELLQML-IYVR-GMS-PT-GVRP-G-S---P----Q-LAVLLTCWDEL--RF---EG---T---------PSEALQVRLPMFWAFL-SAT-W-PAPT--VMG--LSALGRPLT------------------P--------HT-------SD--------S-DYS-S----RG-PE-Q--FGF-VVTPE-----G---ERSP-DLTWPIHLLLD
WP_009518271.1 M----------K---N-----S-ILIIGESGVGKTHFGAQLLMRL-Q-QNLG-----Q-LSMD----G---A-ATNLEPFIEAMDRLNEGVTAEHT--PLK-----TYV-E-SV--WPV---K-SKNG-YRG-----QMIWPDYAGEQVSNIVISH--NISNEWHQRIVDSS-SWIIIIR-P-----------HLYRV-S----ADILSK-----------------------------------P-S-------E-NNS-------------------------------D-L--------N--------------------------------------------------------------S---------------------------P-T------------------D-----T-G-E-L----SD----QSRFIELLQIF-LYLH-SKS-NP-N--S-K-T---P----K-VCFLISCWDEL--NS---KA---K---------PFEFLREHLPMLSEFI-HSK-W-ERPL--IMG--LSALGKSLD------------------K--------KI-------ND--------S-EYQ-T----SG-PE-K--FGY-VVEVD-----G---IHNS-DLTLPINYLIE
WP_015241823.1 M--T----A-PS---S-----S-ILLVGESGVGKTHYGAQLLRRL-M-KGDD-----L-LRMD----G---A-ATNVEPFEAALDSLNEGRAAEHT--PTA-----TYV-D-SV--WPV---A-DAKG-RRA-----DLVWPDYGGEQIKTIIESR--RVPAAWQTRINTTG-AWLLLIR-L-----------QQTRI-G----DDIFSK-----------------------------------P-L-------R-DLR-------------------------------G-T--------S--------------------------------------------------------------M---------------------------K-N------------------Q-----E-V-L-P----SD----QARLVELLQML-LFAG-GLS-GQ-T-N--R-M---P----R-LGVLLTCWDEA--AF---DG---T---------PEEALGARLPLVSSFV-RSV-W-QSPL--IMG--LSALERPLS------------------P--------TA-------RD--------M-DYV-A----QG-PE-H--FGY-VIASD-----G---TRSN-DLTAPIFAMLN
WP_004808194.1 M----------E---N-----S-ILIIGESGVGKTHFGAQLLMRL-Q-QNLG-----Q-LSMD----G---A-ATNLEPFIEAMDRLNEGVTAEHT--PLK-----TYV-E-SV--WPV---K-SKNG-YRG-----QMIWPDYAGEQVSNIVISH--NISNEWHQRIVDSS-SWIIIIR-P-----------HLYRV-S----ADILSK-----------------------------------P-S-------E-NNS-------------------------------D-L--------N--------------------------------------------------------------S---------------------------S-T------------------N-----T-G-E-L----SD----QSRFIELLQIF-LYLH-SKS-NP-N--S-K-T---P----K-VCFLISCWDEL--NS---KA---K---------PFEFLREHLPMLSEFI-HSK-W-ERPL--IMG--LSALGKSLD------------------K--------KI-------ND--------S-EYQ-T----SG-PE-K--FGY-VVEVD-----G---IHNS-DLTLPINYLIE
WP_058248884.1 M--S----E-TS---N-----S-ILLVGESGVGKTHFGAQLLRRL-M-QAPG-----A-LRMN----G---A-ATNLEAFEAALEQLDEGRAAGHT--ARS-----VSV-D-SV--WPV---I-DANG-CEA-----DLVWPEYGGEQIKSMIENR--RLTENWQKRIEVAD-AWLLLIR-L-----------QQTSV-G----DDIFTK-----------------------------------P-L-------A-DLR-------------------------------D-L--------R--------------------------------------------------------------I---------------------------E-N------------------H-----S-V-E-P----SD----QARLVELLQML-IFTH-RST-SK-A-R--H-L---P----R-FGVLLTCWDEA--EF---AA---N---------PSEAFEERLPLVSAFI-RSH-W-KLPL--IMG--LSSLERPLS------------------S--------VA-------GD--------E-DYA-C----MG-PE-H--FGY-VIKPD-----G---TKDR-DLTLPIHHMLT
WP_060839277.1 M--S----V-SD---N-----S-ILLLGESGVGKTHYGAQLLNRL-M-NGAG-----K-LRMD----G---A-ATNLQPFESAMGRLNEGLTADHT--PTT-----TYV-D-SL--WPI---T-DENG-LKA-----ELIWPDYGGEQIKTMSSTR--QIPAAWRDRVVVSP-AWLLLVR-L-----------QQTRV-S----EDIFSR-----------------------------------P-L-------N-DIT-------------------------------G-A--------S--------------------------------------------------------------V---------------------------D-N------------------R-----E-V-Q-V----SD----QARLIELLQML-IYIR-NES-TS-K-PL-A-S---P----R-LGVLLSCWDEL--GA---DE---LNQ-----P-PAQVLEHRLPMFSSFI-HGL-W-AEPL--VLG--LSALGRALA------------------P--------NC-------SD--------M-DYV-V----QG-PE-H--FGY-VVLPN-----G---QHTP-DLTQPIQSLLA
WP_004911051.1 M----------K---N-----S-ILIIGESGVGKTHFGAQLLMRL-Q-QNLG-----Q-LSMD----G---A-ATNLEPFIEAMDRLNEGVTAEHT--PSK-----TYV-E-SV--WPV---K-SKNG-YRG-----QLIWPDYAGEQVSNIVISH--NISNEWHQRIVESS-SWIIIIR-P-----------HLYRV-S----ADMLSK-----------------------------------P-S-------E-NNS-------------------------------D-L--------N--------------------------------------------------------------S---------------------------P-T------------------E-----T-G-E-L----SD----QSRFIELLQIF-LYLH-SKS-NP-N--S-K-T---P----K-VCFLISCWDEL--NL---KE---K---------PFEFLRGHLPMLSEFI-HSK-W-EKPL--IMG--LSALGKALD------------------K--------KI-------ND--------S-DYQ-T----SG-PE-K--FGY-VVEVD-----G---VHNS-DLTLPINYLIE
WP_033416250.1 M--S----A-SG---D-----S-ILLLGESGVGKTHYGAQLLRRL-M-KRDC-----R-LRMN----G---Q-ATNLEPFEAALESLSEGKAADHT--ATS-----IYV-D-SV--WPV---S-QEDG-TSG-----QLIWPEYGGEQIKSMIETR--RVTDAWCRRVQQAD-RWMLMIR-L-----------QQTQL-G----DDVLSR-----------------------------------P-L-------S-DLR-------------------------------K-A--------A--------------------------------------------------------------P---------------------------E-N------------------P-----A-H-Q-V----SD----QARLIELLQML-IYVR-DMS-SP-RARP-E-S---P----Q-LAVLLTCWDEL--GF---EG---T---------PSEALQVRLPMFWAFL-SAT-W-PAPT--VMG--LSALGRPLN------------------P--------HT-------SD--------S-DYS-S----RG-PE-Q--FGF-VVTPE-----G---ERSP-DLTWPIHLLLD
WP_075119467.1 M--S----V-SD---N-----S-ILLIGESGVGKTHYGAQLLNRL-M-NGAG-----K-LRMD----G---A-ATNLQPFESAMGRLNEGLTADHT--PTT-----TYV-D-SL--WPI---S-DENG-LRA-----ELVWPDYGGEQIKTMSSTR--QIPAAWRDRVVVSP-AWLLLVR-L-----------QQTRV-S----DDIFSR-----------------------------------P-L-------N-DIT-------------------------------S-V--------S--------------------------------------------------------------V---------------------------D-N------------------R-----E-V-Q-V----SD----QARLIELLQML-IYIR-NES-TS-K-PL-A-S---P----R-LGVLLSCWDEL--GT---DE---LNQ-----P-PAQVLERRLPMFSSFI-QSL-W-AEPL--VLG--LSALGRALA------------------P--------NS-------SD--------M-DYV-V----QG-PE-H--FGY-VVLPD-----G---QHTP-DLTQPIQSLLA
WP_024664092.1 M--S----V-ND---N-----S-ILLIGESGVGKTHYGAQLLNRL-M-NGAG-----Q-LRMD----G---A-ATNLQPFESAMGRLNEGLTADHT--PTT-----TYV-D-SL--WPI---R-DENG-LKA-----ELVWPDYGGEQIKTMSSTR--KIPAAWRDRVVVSP-AWLLLVR-L-----------QQTRV-S----EDIFSR-----------------------------------P-L-------N-SIT-------------------------------G-A--------S--------------------------------------------------------------V---------------------------D-N------------------R-----E-V-Q-V----SD----QARLIELLQML-IYIR-NER-TT-K-PL-V-S---P----R-LGVLLSCWDEL--GA---DE---LKQ-----P-PAQVLERKLPMFYSFI-HSR-W-TEPL--VQG--LSALGRTLV------------------P--------NS-------SD--------M-DYV-V----QG-PE-H--FGY-VVLPN-----G---QHDP-DLTQPIQSLLA
WP_025381479.1 M-------T-NE---N-----S-ILLIGESGVGKTHYGAQLLKRL-M-KGDG-----Q-LRMD----G---A-ASNLEPFEGAMEKLNEGMSADHT--PTT-----LYV-D-SI--WPI---S-DCSG-MKA-----ELVWPDYGGEQIKAISSTR--RVPATWGERAINSP-AWLLLVR-L-----------QQIRS-N----DDIFSK-----------------------------------P-L-------H-DIC-------------------------------S-S--------G--------------------------------------------------------------E---------------------------E-N------------------H-----Q-I-Q-I----SD----QARLIELLQIL-IYVR-GKI-SS-T-HL-D-S---P----R-ICVLLSCWDEL--GT---DI---QKE-------PAVVLRERLPMFFNFL-KST-W-KEPL--ILG--LSALERSLT------------------S--------AD-------RD--------M-EYS-I----RG-PE-Q--FGY-IVLPD-----G---QKSN-DLTLPIQQLLA
WP_056690823.1 M--S----G-PS---N-----S-ILLVGESGVGKTHYGAQLLRRL-M-RVKG-----A-LRMN----G---A-ATNLEAFETALESLDEGRAAGHT--ART-----VNV-D-SV--WPV---V-DGGG-RQA-----NLVWPEYGGEQIKSVIENR--RLPDAWQKRVEGAD-AWLLLVR-L-----------QQAIV-G----DDMFSK-----------------------------------P-L-------A-NLK-------------------------------G-T--------S--------------------------------------------------------------V---------------------------E-N------------------R-----E-V-H-Q----SD----QARLVELLQML-LFSY-GSA-AK-A-Q--R-T---P----R-LGVLLTCWDEA--AT---AQ---T---------PAEALGARLPLVSAFV-RSN-W-CQPL--IMG--LSALERPLS------------------P--------TT-------RD--------M-DYA-S----KG-PE-H--FGY-VVEPN-----G---TKST-DLTLPIHHLLN
WP_027922589.1 M--N----T-DN---S-----S-ILLIGESGVGKTHYGAQLLKRL-M-KGDG-----M-LRMD----G---A-ATNLEPFEAAMESLNEGMSADHT--PTS-----IYV-D-SI--WPI---A-DTQN-RKA-----ELVWPDYGGEQIKAMSSTR--RIPAVWRSRVVSTP-AWLLLVR-L-----------QQTRA-S----DDIFSR-----------------------------------P-L-------H-EIS-------------------------------G-S--------S--------------------------------------------------------------G---------------------------E-N------------------R-----E-V-Q-V----SD----QARLIELLQML-IYIR-GAI-ST-S-PL-E-S---P----R-LCILLSCWDEL--GS---VA---QDE-----R-PAVILKQRLPMFASFL-TST-W-VEPI--VLG--LSALERTLT------------------S--------SD-------RD--------M-EYA-A----RG-PE-Q--FGY-IVLPD-----G---GRST-DLTLPIQQLLA
WP_075907292.1 M--S----V-SS---D-----S-ILLLGESGVGKTHYGAQLLRRL-M-NGED-----SRLRME----G---Q-ATNLDPFEEALASLDEGKAAGHT--ATA-----TYV-D-SL--WPV---RNDEAG-QRV-----DLVWPDYGGEQINTLISSR--HVPNSWLARIRQAR-GWLLLVR-L-----------QQTRK-G----DDIFSR-----------------------------------P-L-------S-DLR-------------------------------E-A--------P--------------------------------------------------------------T---------------------------G-N------------------R-----E-V-H-V----SD----QARLIELLQML-TYAA-GAA-GR-R-PL-D-W---P----R-LGVLLTCWDEL--GL---DL---A---------PTAALKDRMPMLWDFL-RST-W-RSPA--IMG--LSALGRSLS------------------P--------TR-------QD--------E-EYI-A----RG-AE-R--FGY-VVLPD-----G---SQSP-DLTLPIHLLLQ
ATP91766.1 M--T----T-NN---N-----S-ILLIGESGVGKTHYGAQLLKRL-M-KGDG-----Q-LRMD----G---A-ASNLEPFEVALECLNEGMSADHT--PTS-----IYV-D-SI--WPI---A-DRHG-SKA-----ELVWPDYGGEQIKAMSSTR--RIPAAWRSRVISTP-SWLLLVR-L-----------QQIRT-S----DDIFSR-----------------------------------P-L-------P-EIS-------------------------------A-S--------S--------------------------------------------------------------E---------------------------E-N------------------R-----D-I-K-V----AD----QERLIELLQML-LYIR-GAI-SI-S-PI-E-S---P----R-LCVLLSCWDEL--GA---EV---QED-----Q-PFIVLKERLPMFASFL-EST-W-QEPV--VLG--LSALERPLT------------------R--------SD-------RD--------M-DYA-T----RG-PE-Q--FGY-IVLPD-----G---QRST-DLTLPIQQLLT
WP_097101724.1 M----------KCNDS-----S-VLIIGESGVGKTHYGAQLLMKL-Q-KKNA-----Q-LQMN----G---A-AKNLEPFSEAMDKLNEGLAAKHT--PAI-----SYV-E-SI--WPI---K-DFDG-FKG-----QLIWPDYGGEQVSNISTFR--NIPKEWIQRVTDST-SWLFMLR-T-----------NLYRL-Q----DDVLSR-----------------------------------P-I-------N-NEK-------------------------------N-P--------E--------------------------------------------------------------A---------------------------QLI------------------E-----K-K-E-I----SD----QARLIELIQIL-IYLR-KIS-GS-R--T---M---P----K-ICFLLSCWDEL--NT---ST---T---------PPDLLNQSLPMLYDFI-HSR-W-DSPL--IMG--LSALGKNLD------------------K--------IN-------KD--------Q-AYV-E----TG-PE-N--FGY-VVCPD-----G---TCNP-DITIPINFLIS
WP_014682790.1 M--------------T-----N-LLIAGASKAGKTVYGAQFYLRT-Q-AGAA-------LTSK----G---E-AEDLSIFHKAIEAIAHGRKPERT--KDE-----ESR-T-LT--LEV---S-DAAG-RTT-----EMLWPDYAGESFADLLKRR--VFTEEWLTRVKDAT-GLLLLIR-P-----------EVTAM-P----ADALKS-----------------------------------R-R-------K-GQG-------------------------------R-K--------S-----------------------------------------------------TTTSSS---P----------------------S-A--D-E------------------K--VQ-D-H---L-V--PL-LP-DAQYVEWVQMM-RHLR-GEG-RL-E-RS-R-W---P------LVVLLTCWDEL--KD---PK---T---------PAEVLQHKCPLLASYL-RGI-W-APEALAIYG--VSALGQAFD---------------DR-K--------GH-------VN--------T-TFL-A----ER-PE-R--QGY-VICPT-----G---AQDS-DLTLPVAWLLK
WP_022696793.1 M---------SS---R-----R-ILLLGESKTGKTHLAGQIYGRI-R-AGQS-----A-FGFR----S---Q-PASLKLLEEVLDSLTNGKSAGHT--PSG-----QYG-E-IE--FDL---T-DPGG-DKL-----ELVWPDYAGEQISDMVARR--SIMPDWAARIESAD-RFMLLVRSS-----------DAVAR-K----SALFSE-----------------------------------P-S-------R-ERD-------------------------------L-G--------S--------------------------------------------------------------R---------------------------R-R------------------T-------D-R-M----PV----QMRMVELLQML-ERAR-TVA------AL-D-L---P----E-LDVLLTCADEM--ET---IN---D---------PKEALARHMPMLASFI-GTR-W-TGPRVRYWA--ISALGRQLR------------------D--------DL-------AN--------E-EFA-E----TG-PV-E--QGW-IIGQD-----G---QKLK-DLTLPFAITSS
PCI26490.1 -----------------MN--N-VLIIGGSNSGKTHFGGQLYGRL-T-SRQF-----E-YKIA----P-DNR-PDDLTIFTDVLNKLVEGKRAGHT--ESS-----ANR-S-IE--LKT---E-DNNG-NNV-----VFSFPDYAGEQVKMIVDNR--RINSIWKDYIDNSS-SWVLFVR-L-----------DDMKI-R----EDIINR-----------------------------------G-S-------H-DPE-------------------------------EIK--------K--------------------------------------------------------------R---------------------------N-T------------------E--IP-T-M-E-I----SQ----SAYFVELLQTF-LYMK-GIS-TL-N-KV-T-S---P----N-LTIVLSCWDML-KQD---ET---S-I-------PSDLLEERLPMLYNFI-QNN-W-NKNSISILG--LSSTEKSLT---------------------------DE-------AD--------N-DFI-D----RT-PI-D--FGY-IVNEN-----G---KKEK-DLTLSIGTFIG
AMV35121.1 I------------A-N--K--S-IVMVGASNTGKSHFTFQLFGRL-S-DHSC-----K-LRLR-------EM-P-NLELFKVGLEQLNKGLPAEHT--NAD-----KYD-N-AD--LRI---A-GPNG-EPF-----DLLWPDYGGEQIRLILENR--GVDEGWKKRLESAE-GILLFLR-L-----------QEIID-Y----KNIVDH-----------------------------------P-L-------D-VEL-------------------------------T-R--------R--------------------------------------------------------------A---------------------------A-S------------------A--THQE-P-D-L----SS----QIGIVEMLQIL-MWAA-QKG-NS-S-RL-R-S---P----K-LGVLLSCWDEL--GV---EN---T-T-------PSELLRERAPLLEQFV-RAN-W-TQDSVFVLG--LSSLERPLN------------------R--------EK-------YD--------E-DYV-N----KG-PE-S--FGY-IIQSN-----G---HRDD-DLTIPLLKMLE
OJX35089.1 M-------P-EA-T-L-----K-IAVFGESNVGKSHLGAQLIGRL-N-AETG-----A-LRMR----G---A-AADLGAFEEVAQSLSSGVPGAHT--SAG-----TYT-E-TL--LPV---Q-S-DG-TAI-----DLNWPDYAGEQVSQLLQER--RVPTSWQQRVETAD-GWILMVR-P-----------KHVPL-G----HDIFSK-----------------------------------P-L-------S-DLQ-------------------------------A-S--------R------------------------------------------------------------------------------------------S-G------------------G-----T-V-E-C----SP----QARLVELLQML-AYTS-RAR-TG-R----R-K---P----A-LAVLLSCWDEL--EE---PQ---GTT-------PSDVLGKNLPMLADHI-RNN-W-SEQRRIVLG--LSATGVALT------------------K--------AA-------PN--------Q-DFI-Y----KG-AE-A--MGW-VVDAD-----G---QRSP-DLTLPIARLAA
KFB70200.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----S---A-PTNLEAFNTALSCLTEGKSTDHT--PAN-----TYV-E-SV--WPI---T-DEAG-RYA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRDRVLEAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-A--------E--------------------------------------------------------------P---------------------------Q-G------------------E--EA-A-Y-E-P----SD----QARTVELLQML-LYLA-QFH-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---TA---P---------PAGLLASRLPMLWSFV-RSN-W-TSPT--VIG--LSALERALS------------------K--------TN-------AD--------Q-EYA-T----RG-PE-E--FGY-VVLPS-----G---VKDN-DITLPIQLLMA
WP_092438106.1 M-------P-EE-T-L-----N-IAVFGESNVGKSHYGAQLIARL-N-AETG-----S-MRMR----G---A-APDLAAFDDVVQSLNGGVPGAHT--AAG-----TYT-E-TL--LPV---L-TEDN-LAI-----DLNWPDYAGEQVSQLLEER--RIPASWQQRVETAD-GWILMVR-P-----------ERAPL-A----EDIFSR-----------------------------------P-L-------G-DLK-------------------------------S-S--------R--------------------------------------------------------------P---------------------------D-G------------------A-----V-I-E-R----SP----QARLVELLQML-LYST-HVR-TG-K----A-K---P----A-LAVVLSCWDEL--QV---PE---GTT-------PEQVLGQNLPLLAAFV-RNN-W-DERRTLVLG--LSATGVALS------------------K--------DS-------PN--------K-DFI-Y----KG-AE-Q--MGW-VVTTD-----G---THTP-DLTAPISQLAK
ADX44953.1 M-------S-EA-T-L-----K-IAVFGESNVGKSHFGAQLIGRL-N-AETG-----A-LRMR----G---A-APDLGAFDEVAQSLSRGVPGAHT--SAG-----TYT-E-TL--LPV---Q-S-DG-TTI-----DLNWPDYAGEQVSQLLQER--RVPTSWQLRVETAD-GWILMVR-P-----------KHVPL-G----HDIFSK-----------------------------------P-L-------S-DLQ-------------------------------S-S--------R------------------------------------------------------------------------------------------S-G------------------G-----T-V-E-C----SP----QARLVELLQML-VYTS-RAR-TG-R----R-K---P----A-LAVLLSCWDEL--EE---PQ---GTT-------PSDVLCKNLPMLAHYI-RNN-W-SEQRRIVLG--LSATGVALT------------------K--------AS-------PN--------Q-DFI-Y----RG-AE-A--MGW-VIDAD-----G---QHSP-DLTLPIARLAA
SFB21431.1 M-------P-EE-T-L-----N-IAVFGESNVGKSHYGAQLIARL-N-AETG-----S-MRMR----G---A-APDLAAFDDVVQSLNGGVPGAHT--AAG-----TYT-E-TL--LPV---L-TEDN-LAI-----DLNWPDYAGEQVSQLLEER--RIPASWQQRVETAD-GWILMVR-P-----------ERAPL-A----EDIFSR-----------------------------------P-L-------G-DLK-------------------------------S-S--------R--------------------------------------------------------------P---------------------------D-G------------------A-----V-I-E-R----SP----QARLVELLQML-LYST-HVR-TG-K----A-K---P----A-LAVVLSCWDEL--QV---PE---GTT-------PEQVLGQNLPLLAAFV-RNN-W-DERRTLVLG--LSATGVALS------------------K--------DS-------PN--------K-DFI-Y----KG-AE-Q--MGW-VVTTD-----G---THTP-DLTAPISQLAK
WP_028681181.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---T-DEAG-RCA-----ELVWPDYGGEQVRSLVTHR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-N--------E--------------------------------------------------------------S---------------------------Q-G------------------E--AA-A-Y-E-L----SD----QARTVELLQML-LYIA-QFH-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---TE---L---------PTGLLASRLPMLWSFV-RSN-W-TAPT--VIG--LSALERTLS------------------T--------TD-------AD--------E-DYA-I----RG-PE-E--FGY-VVLPD-----G---TKSP-DITLPIQRLMI
WP_009454307.1 M-------A-DQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---R-DEAG-RYA-----ELVWPDYGGEQVRHLVTQR--RIPTAWRERVLGAT-DWVLLIR-L-----------HSLRF-D----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-V--------E--------------------------------------------------------------S---------------------------L-G------------------E--AT-S-Y-E-L----SD----QARSVELLQML-LYLA-QLH-LD-R-PL-R-K---P----R-LMILLSCWDEL--ET---TE---L---------PADLLASRLPMLWSFV-RSN-W-ASPT--VIG--LSALERALS------------------K--------TD-------VD--------Q-EYA-I----RG-PE-E--FGY-VVLPD-----G---EKSA-DITLPIQRLMI
WP_066533119.1 M-------L-EA-A-L-----K-IAVFGKSNVGKSHFGAQLIGRL-N-AESG-----L-LRMR----G---A-APDLGAFEEVVQSLSSGVPGAHT--SAG-----TYT-E-TL--LPV---Q-TADG-TAI-----DLNWPDYAGEQVSQLLEDR--RVPASWQERVEAAD-GWILMVR-P-----------RHVPL-G----NDIFSK-----------------------------------P-L-------S-DLQ-------------------------------A-S--------R------------------------------------------------------------------------------------------S-G------------------G-----A-V-E-C----SP----QARLVELLQML-VYTS-RAR-TG-K----R-K---P----A-LAILLSCWDEL--EA---PL---GVT-------PAAVLRKNLPMLADYV-SNN-W-SEERRIILG--LSATGVALS------------------K--------AA-------PN--------Q-DFI-Y----KG-AE-T--MGW-VVDAD-----G---EHSP-DLTLPIAKLAV
WP_014508254.1 M-------A-EQ---H-----T-ILLIGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMH----G---A-PTNLEAFTTALGCLTEGKATDHT--PAG-----SYV-E-SV--WPI---Q-DESG-RMA-----ELVWPDYGGEQVRNLVIER--RIPATWRERVLEAT-DWVVLIR-L-----------HLLRT-E----EDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-A--------E--------------------------------------------------------------T---------------------------Q-D------------------E--PT-T-F-E-P----SD----QARTIELLQML-LYLA-QFS-LD-R-PL-R-K---P----R-LTILLSCWDEL--KT---NE---L---------PPDLLAEQLPMLWSFV-RSN-W-TSPS--VIG--LSALEKALS------------------K--------TV-------PD--------T-DYA-T----RG-PE-D--FGY-VILPD-----G---ERNT-DITLPIKRLMT
WP_080324389.1 M-------T-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKATDHT--PAN-----TYV-E-SA--WPI---T-DGTG-RCA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRERVLEAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-AFA-------------------------------A-A--------E--------------------------------------------------------------P---------------------------N-E------------------E--QS-T-Y-E-P----SD----QARLVELLQVL-LYLA-QFH-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---TE---L---------PADLLASQLPLLWSFV-RSN-W-TSPT--VIG--LSALERPLS------------------K--------TE-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPN-----G---VRNT-DITLPIQHLMA
WP_090309908.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAG-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---T-DEAG-RHA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLLSR-----------------------------------P-L-------H-SFA-------------------------------A-A--------E--------------------------------------------------------------S---------------------------Q-G------------------EA-AA-A-Y-E-L----SD----QARTVELLQML-LYLA-QFH-LD-Q-PL-R-K---P----R-LTILLSCWDEL--DT---TE---L---------PADLLASRLPLLWSFV-RSN-W-LSPT--IIG--LSALERALS------------------K--------TD-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPD-----G---VKNI-DITLPIQRLMA
ERI34478.1 V-------A-DQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---R-DEAG-RYA-----ELVWPDYGGEQVRHLVTQR--RIPTAWRERVLGAT-DWVLLIR-L-----------HSLRF-D----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-V--------E--------------------------------------------------------------S---------------------------L-G------------------E--AT-S-Y-E-L----SD----QARSVELLQML-LYLA-QLH-LD-R-PL-R-K---P----R-LMILLSCWDEL--ET---TE---L---------PADLLASRLPMLWSFV-RSN-W-ASPT--VIG--LSALERALS------------------K--------TD-------VD--------Q-EYA-I----RG-PE-E--FGY-VVLPD-----G---EKSA-DITLPIQRLMI
WP_046064126.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKSC-----E-LKMT----G---A-PTNLEAFTTALSCLTEGRATDHT--PAN-----IYT-E-SV--WPI---T-DQAG-RYA-----ELVWPDYGGEQVRSLVTQR--QIPAAWRDRVIEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-G--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-E-Y-E-L----SD----QARAVELLQML-LYLA-QFN-LD-R-PL-V-K---P----R-LTILLSCWDEL--ET---TE---M---------PADLLSSRLPMLWSFV-RSN-W-VSPN--VLG--LSALERALS------------------M--------TD-------AD--------R-EYA-I----RG-PE-E--FGY-VVLPN-----G---ARSP-DITLPIQQLMA
WP_065832858.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKSC-----K-LKMT----G---A-PTNLEAFTTALSCLTEGKATDHT--PAN-----IYT-E-SV--WPI---T-DHAG-RYA-----ELVWPDYGGEQVRSLVAQR--RIPAAWRDRVVEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-V--------E--------------------------------------------------------------P---------------------------Q-G------------------E--TA-T-H-E-L----SD----QARTVELLQML-LYLA-QFN-LD-R-PL-A-K---P----R-LTLLLSCWDEL--ET---TE---M---------PADLLASRLPMLWSFV-RSN-W-VSPT--VLG--LSALERALS------------------M--------TD-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPN-----G---GKNP-DITLPIQQLMA
WP_060227643.1 M-------P-EK-T-L-----Q-IAVFGESNVGKSHYGAQLIGRL-N-AETG-----S-MRMR----G---A-ASDLAAFDDVVQSLNGGVPGAHT--AAG-----TYS-E-TL--LPV---L-TEDN-VAI-----DLNWPDYAGEQVSQLLEER--RIPASWQQRVETAD-GWILMVR-P-----------KRAPL-A----DDIFSR-----------------------------------P-L-------G-DLQ-------------------------------S-S--------R--------------------------------------------------------------P---------------------------D-G------------------G-----V-I-E-R----SP----QARLVELLQML-LYTT-RAS-TS-K----A-K---P----V-LAVVLSCWDEL--QV---PE---GTT-------PELVLRRNLPLLAAFV-RNN-W-DERHRLVLG--ISATGVALS------------------K--------DS-------PN--------E-DFI-Y----KG-AE-Q--MGW-VVTTD-----G---ERTP-DLTVPISQLAK
WP_053486431.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKTG-----A-LKLT----G---A-PTNLEAFTTALSCLNEGKSTDHT--PAN-----VYV-E-SV--WPI---T-DKAG-RCA-----ELVWPDYGGEQVRNLVTQR--QIPVAWCDRVVEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-V--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-A-Y-E-L----SD----QARTVELLQML-LYLG-QFY-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---ME---L---------PADLLGARLPMLWSFV-RSN-W-ASPT--VIG--LSALERALS------------------K--------TD-------PD--------Q-DYA-I----RG-PE-D--FGY-VVLPN-----G---VKNT-DITLPIQHLMA
WP_057416342.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKTG-----A-LKLT----G---A-PTNLEAFTTALSCLNEGKSTDHT--PAN-----VYV-E-SV--WPI---T-DKAG-RCA-----ELVWPDYGGEQVRNLVTQR--QIPAAWCDRVVEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-V--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-A-Y-E-L----SD----QARTVELLQML-LYLG-QFH-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---ME---L---------PADLLGARLPMLWSFV-RSN-W-ASPT--VIG--LSALERALS------------------K--------TD-------PD--------Q-DYA-I----RG-PE-D--FGY-VVLPN-----G---VKNT-DITLPIQHLMA
WP_066271149.1 M-------P-EA-T-L-----K-IAVFGESNVGKSHYGAQLIGRL-N-AETG-----S-LRMR----G---A-APDLSAFDEVVQSLSGGVPGAHT--SAG-----TYT-E-TL--LPV---R-AADG-TDI-----DMNWPDYAGEQVSQLLEER--RVPASWQERVEAAD-GWILMVR-T-----------KPIPL-R----HDIFSK-----------------------------------P-L-------G-DLQ-------------------------------A-S--------R------------------------------------------------------------------------------------------S-S------------------A-----V-V-E-R----SP----QARLVELLQML-LYTS-HAR-TR-K----S-K---P----A-LAVLLSCWDEL--EE---PQ---GTT-------PASVLRRSLPMLADYI-ANN-W-SEQRRLVLG--LSATGVALS------------------K--------VS-------PN--------V-DFI-Y----KG-AE-Q--MGW-VVDSD-----G---KCYP-DLTLPITKLAQ
WP_088099894.1 M-------A-DQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LQMR----G---A-PTNLEAFTTALGCLTEGRATDHT--PAS-----NYV-E-SV--WPI---R-DDSG-RSA-----DLVWPDYGGEQVRNLVTER--RIPPTWRERTVQAT-DWVVLIR-L-----------HSLRS-E----EDLFSR-----------------------------------P-L-------Q-TFA-------------------------------A-V--------A--------------------------------------------------------------A---------------------------Q-N------------------E--HA-A-F-E-P----SD----QARIIELLQML-LYLA-QSS-LD-R-PL-H-K---P----R-LTILLSCWDEL--RT---AE---L---------PPDLLAARLPMFWAFV-RSN-W-SSPS--VIG--LSALEKALS------------------K--------TD-------PD--------A-DYA-I----RG-PE-E--FGY-VILPN-----G---ERSN-DITLPIRRLMA
WP_074907661.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKTC-----A-LKMS----G---A-PTNVDAFTTALSCLTEGKSTDHT--PAN-----TYV-E-SV--WPI---T-DEAG-RYA-----ELVWPDYGGEQVRNLVMQR--RIPATWRERVLEAT-DWVVLIR-L-----------HSVRF-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-A--------E--------------------------------------------------------------P---------------------------N-G------------------E--AA-A-Y-E-L----SD----QARTVELFQML-LYLA-QLH-LD-L-PL-R-K---P----R-LTILLSCWDEL--DT---TE---L---------PAALLASRLPMLWSFV-RSN-W-KSPT--VIG--LSALERALS------------------K--------TD-------VD--------Q-EYA-I----RG-PE-D--FGY-VVLPS-----G---EKST-DITLPIQHLMA
WP_042608011.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---T-DEAG-RHA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-V--------E--------------------------------------------------------------S---------------------------Q-A------------------E--AP-A-Y-E-L----SD----QARTVELLQML-LYLA-QFH-LD-R-PL-S-K---P----R-LTLLLSCWDEL--ET---TE---L---------PADLLASRLPMLWSFV-RSN-W-ASPT--VIG--LSALERTLS------------------K--------TD-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPD-----G---VKST-DITLPIQRLMI
WP_003237918.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKSC-----E-LKMT----G---A-PTNLEAFNTALGCLTEGKATDHT--PAN-----IYV-E-SV--WPI---T-DQTG-RCA-----DLVWPDYGGEQVRSLVTQR--RIPAAWRDRVVEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-V--------E--------------------------------------------------------------P---------------------------E-G------------------E--AA-T-Y-E-L----SD----QARTVELLQML-LYLA-QFN-LD-R-PL-R-K---P----R-LTILLSCWYEL--ET---TE------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091457653.1 M-------T-EQ---H-----T-ILLIGESNVGKTHYGAQFLKRL-M-AKAC-----A-LKMH----G---A-PTNLEAFTTALGCLTEGMSTDHT--PAS-----SYV-E-SV--WPI---Q-DDSG-RLA-----ELVWPDYGGEQVRNLVTDR--RIPAAWRERVLNAT-DWVVLIR-L-----------HSLRS-E----EDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-S--------K--------------------------------------------------------------T---------------------------Q-S------------------E--PA-A-F-E-P----SD----QARMIELFQML-LYLA-QTS-LE-S-PL-S-K---P----R-LTILLSCWDEI--QT---TE---L---------PPDLLAARLPMLWSFV-RSN-W-ISPS--VIG--LSALEKALS------------------K--------TV-------PD--------V-DYA-M----RG-PE-D--FGY-VILPN-----G---ERSN-DITLPIQQLMT
WP_105260591.1 M-------A-EQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKVG-----A-LKMH----G---A-PTNIEAFTSALSCLTEGMATDHT--PAN-----SYV-E-SV--WPI---Q-DDSG-RSA-----ELVWPDYGGEQVRNLVTQR--RIPPAWRERVLEAT-DWVVLIR-L-----------HSLRS-D----EDLFSR-----------------------------------P-L-------Q-SFA-------------------------------S-A--------E--------------------------------------------------------------A---------------------------Q-E------------------E--PT-A-F-E-P----SD----QARTIELLQML-LYLA-QFS-LD-R-PL-R-K---P----R-LTILLSCWDEL--RT---TE---L---------PPDLLAARLPMLWSFV-QSN-W-MTPS--VIG--LSALEKALS------------------M--------TM-------PD--------A-DYA-T----RG-PE-D--FGY-VVLPD-----G---ERKS-DITLPIQRLMA
KJS35253.1 M----------Q---R-----S-VLLLGESNVGKTHYGAQLLKRL-I-VGRS-----S-LKMD----G---Q-ATNLRPFEQAMESLADGCATGHT--PAG-----AYE-E-SV--WPV---V-DEQG-QQA-----QLIWPDYGGEQIKNLISDH--RIAAPWRDRVDAAT-DWILLVR-L-----------HILKG-D----VDIFSR-----------------------------------P-L-------A-DLG-------------------------------K-T--------A--------------------------------------------------------------A---------------------------A-S------------------A-----S-H-R-P----SD----QARLIELLQML-LHIS-PAS-RD-Q-PI-D-L---P----S-LTILLSCWDEV--ES---KM---E---------PHAALRASLPMFCDFV-ESV-W-AHPV--IMG--LSALERSLA------------------Q--------DK-------SD--------Q-DYA-I----RG-PE-A--FGY-IIRPD-----G---TSDP-DITWPITNLLS
WP_044342712.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAG-----A-LKMT----G---A-PTNLEAFTTALSCLTEGMSTDHT--PAN-----IYV-E-SV--WPI---T-DKDG-RYA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRDRVVEAT-DWVVLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-V--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-A-Y-E-L----SD----QARTVELLQML-LYLA-QFH-LD-R-PL-H-K---P----R-LTILLSCWDEL--ET---TE---L---------PADLLASRLPMFWSFV-RSN-W-ALPT--VIG--LSALERALS------------------K--------TD-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPN-----G---VKNT-DITLPIQHLMA
WP_082301383.1 M-------S-AQ---H-----T-ILLIGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SV--WPI---T-NEAG-RHA-----ELVWPDYGGEQVRSLVTQR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------S-V--------G--------------------------------------------------------------P---------------------------Y-S------------------D--VT-A-Y-E-L----SD----QARTVELLQML-LYLA-EFH-LN-Q-PL-R-K---P----R-LTILLSCWDEL--ET---KE---L---------PTELLASSLPMLWSFV-RSN-W-AAPT--VIG--LSALERTLS------------------K--------TD-------AD--------Q-DYA-V----RG-PE-E--FGY-VVLPD-----G---VKSN-DITLPIQRLMS
WP_056265589.1 M--V----A-RK---R-----S-VLLLGESNVGKTHYGAQFLKRL-I-IGRS-----S-LKMF----G---Q-ATNLDPFDQALNSLSDGRATGHT--PSE-----TYV-E-SI--WPV---I-DAQG-QQA-----ELVWPDYGGEQVRRMIADH--SIAGAWRDRIQGGT-DWILLVR-L-----------HDLKN-A----DDIFSR-----------------------------------P-L-------V-DLG-------------------------------K-A--------Q--------------------------------------------------------------V---------------------------T-S------------------L-----A-R-R-P----SD----QARLIELLQML-LYIS-PAS-RD-G-QV-V-T---P----S-LTILLSCWDEL--EG---QH---K---------PREALRASLPMFSDFV-ESV-W-DSPA--VFG--LSALERPLS------------------E--------QQ-------AD--------Q-DYA-I----KG-PE-S--FGY-IVRRD-----G---VSDA-DITWPVSRLLA
WP_038799203.1 M-------T-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKATDHT--PAN-----TYV-E-SV--WPI---T-DGTD-RCA-----ELVWPDYGGEQVRNLVTQR--RIPAAWRERVLEAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-AFA-------------------------------A-A--------E--------------------------------------------------------------P---------------------------N-E------------------E--QL-T-Y-E-P----SD----QARLVELLQVL-LYLA-QFH-LD-R-PL-R-K---P----R-LTILLSCWDEL--ET---TE---L---------PADLLASQLPLLWSFV-RSN-W-TSPT--VIG--LSALERPLS------------------K--------TE-------AD--------Q-EYA-I----RG-PE-E--FGY-VVLPN-----G---VRNT-DITLPIQHLMA
WP_096425622.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKSC-----E-LEMT----R---A-PTNLEAFTTALSCLTEGKATDHT--PAN-----IYV-E-SV--WPI---T-DQTG-RRA-----ELVWPDYGGEQIRSLVTQR--RIPDAWRERVVEAT-DWVVLIR-L-----------HSLRS-E----EDLFSR-----------------------------------P-L-------Q-SFA-------------------------------T-V--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-A-H-E-L----SD----QARTIELLQML-LYLA-QFN-LD-R-PL-C-R---P----R-LTILLSCWDEL--DT---TE---I---------PSDLLASRLPMLWSFV-RSN-W-ASPT--VFG--LSALERALS------------------K--------TD-------AD--------P-DYA-I----RG-PE-E--FGY-VVLPN-----G---VKNT-DITLPIQQLMA
WP_053857127.1 ----------MK---R-----S-ILMVGESNVGKTHYGAQLLKRL-I-VGGG-----A-LYME----G---A-ATNLTPFEKAMDSLAEGRATEHT--PST-----TYV-E-SI--WPI---A-DSLG-QSA-----SLVWPDYGGEQVRSLVTER--RVPGAWRERAVSAT-DWLLLVR-L-----------HTIRT-A----NDMLSR-----------------------------------P-I-------N-TLG-------------------------------E-G--------R--------------------------------------------------------------V---------------------------D-E------------------T-----P-H-Q-V----SD----QAKLIELLQML-LHVA-GIN-RD-A-PL-T-T---P----S-LSVLLTCWDEL--GA---EG---T---------PRDILEDQLPMLFSFI-TSN-W-KNPM--FMG--LSALEKPLS------------------Q--------SD-------AD--------E-GYA-N----RG-PE-E--FGY-VILPD-----G---TCSP-DITLPIQRLLA
CDG51234.1 M--S----E-MK---R-----S-ILMVGESNVGKTHYGAQLLKRL-I-VGGG-----A-LYME----G---A-ATNLTPFEKAMDSLAEGRATEHT--PST-----TYV-E-SI--WPI---A-DSLG-QSA-----SLVWPDYGGEQVRSLVTER--RVPGAWRERAVSAT-DWLLLVR-L-----------HTIRT-A----NDMLSR-----------------------------------P-I-------N-TLG-------------------------------E-G--------R--------------------------------------------------------------V---------------------------D-E------------------T-----P-H-Q-V----SD----QAKLIELLQML-LHVA-GIN-RD-A-PL-T-T---P----S-LSVLLTCWDEL--GA---EG---T---------PRDILEDQLPMLFSFI-TSN-W-KNPM--FMG--LSALEKPLS------------------Q--------SD-------AD--------E-GYA-N----RG-PE-E--FGY-VILPD-----G---TCSP-DITLPIQRLLA
WP_058428193.1 M-------S-AQ---H-----T-ILLIGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTDHT--PAS-----TYV-E-SA--WPI---T-NEAG-RHA-----ELVWPDYGGEQVRSLVTQR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------S-V--------G--------------------------------------------------------------P---------------------------Y-S------------------D--VT-A-Y-E-L----SD----QARTVELLQML-LYLA-EFH-LN-Q-PL-R-K---P----R-LTILLSCWDEL--ET---KE---L---------PTELLASSLPMLWSFV-RSN-W-AAPT--VIG--LSALERTLS------------------K--------TD-------AD--------Q-DYA-V----RG-PE-E--FGY-VVLPD-----G---VKSN-DITLPIQRLMS
WP_039013450.1 M-------A-AQ---H-----T-ILLVGESNVGKTHYGAQFLKRL-M-VKAC-----A-LKMS----G---A-PTNLEAFTTALSCLTEGKSTGHT--PAN-----TYV-E-SV--WPI---T-DEAG-RYA-----ELVWPDYGGEQVSNLVTQR--RIPAAWRERVLGAT-DWVLLIR-L-----------HSLRS-E----DDLFSR-----------------------------------P-L-------Q-SFA-------------------------------A-A--------E--------------------------------------------------------------P---------------------------Q-G------------------E--AA-A-Y-D-P----SD----QARIVELLQML-LYLA-QFH-LD-R-AL-R-K---P----R-LTILLSCWDEL--ET---TE---L---------PADLLASQLPMLWSFV-CSN-W-TSPT--VIG--LSALERALS------------------K--------SD-------AD--------Q-EYA-T----RG-PE-E--FGY-VVLPN-----G---VKNS-DITLPIQRLMA
WP_006889295.1 M------------S-T--P--E-IVLLGGSYSGKTHYAGQLYGRL-L-RNPG-----L-LELR----D---T-PADLSALEEVLHCLENGHAAGHT--SVG-----TWT-D-VL--LPL---K-DKRG-HTL-----DLRWPDYGGEQLQTVFTER--QVTENWRAQLRQAE-GWLLLIR-L-----------RKETT-Y----PDALAE-------------------------------------L-------A-KRL-------------------------------D-D--------G--------------------------------------------------------------N---------------------------G-T------------------T--AR-A-G-A-W----DA----NARWVELLQML-LHVA-GVG-TV-S-RR-E-Q---P----R-LAVLLSCYDEV--TA---DD---L-L-------PEQVLAKHLPLVAAFI-DSL-W-TPDARSIWG--LSALGRLLE------------------P--------TS-------DD--------E-NFI-I----QG-PE-H--QGW-VVTPD------G--QKDS-DLSRPLAWLLE
WP_092089288.1 M----T--S-SK-K---------FMVFGLTGAGKSTFAAALWHLV-D-SREV-P-A-IALEKG----L---H-SGNFNYLEKISKRWCDGWRLERT--KTE-----DVE-D-VR--INL--RH-GATA-TEF-----SLEFKDIAGESLENAFLTR--YCDPEFVELVKEAD-GMLLFVS-A-----------DYKID-D----VTILDF--------------KEAM-------GDDEDDDEPTD-A---AE--D-EDDEEKDDEDEPDGDA---------------EK-P-A------T-V--------------------------------------------------------------A----------------------E-D--G-H-ASPTAA-DP--------P--FD-H-A-K-T----PL----QVRLVDLLQSL-RLDP-----FR------K-K---P-F--R-VAVIVSAWDLA-------EE-T-------S---PGEWLTRRMPLLDQFL-RGG-E-VADVVRVYG--VSAQGGRYP------------------KKKKENKN-DE-------GR--------Q-EII-K-K--RP-AS----TRI-RVLGY-G-------AGEH-DLTHPVRWLSG
WP_034341895.1 K--------------S--K--K-IAILGLVNSGKSTFLAALWHIL-K-NNKT-K-A-S-LAIS----A---L-PENSTYLTEISRSWLQFKELSRT--PTK-----RWYEN-PL--TLK--DR-A-NE-KEY-----DILIPDLAGETFFHQWFHR--QWQGKYKSLVEESS-NYILFIH-PSVEKPELLSVVRRAYS-K----RFNEEL---------------------------------------P-----A-EES----------------------------PE-E----------P--------------------------------------------------------------T----------------------I-K--V-W--------NP----------------E-K-S----PT----QVILVELLQFI---MQ-----FK------K-S---K-I--R-IAIVISAWDLV-------NN---D-PL-CKFKLPTNWLNGNLPLLYQYL-TAN-P-EYFCFKTFG--ISAQGGDLQ------------------------------------TQ--------KAQLL-E-H--EN-AS----ERI-IVASD-T-------DTSN-DITEPIKWLME
WP_061908298.1 M------------R-K-----P-ILLLGEYDVGKSHFGGQLLGRL-R-EAKG-----A-LRMT----S---A-PATLAPFDGVLVRLNQGKAAGHT--GAA-----NYR-E-SF--WQV---A-DAEG-RTM-----DLVWPDYGGEQVTSLRNDR--RMSPDWRKRVETST-GWVVMIR-I-----------HNSHV-P----DDIFSR-----------------------------------P-L-------H-SIG-------------------------------E-R--------P--------------------------------------------------------------A---------------------------A-P------------------K-----G-F-V-M----SD----QAKLVDFLQWL-AFVR-GTG-TL-E-RI-T-E---P----R-LILLLSCWDEL--PQ---DE---IGN-----R-PWDVLRLRMPMVAAYL-EAN-W-EPGALHVLG--LSALERALS------------------E--------DT-------VD--------E-EYV-D----RG-PE-S--FGY-MVQPD-----G---TRDK-DLTLAITPLLR
EUC00052.1 M------------S-S-----N-ILLLGEYNVGKTNFGGQLLGRL-N-QEKG-----Y-LRMV----G---T-PSSLSPFENALSSLNDGRAAQHT--SAS-----QYS-D-SR--WPV---A-DADG-NST-----ELIWPDYGGEQVSSIRDNR--SMPPEWRKRVETAD-AWIVMMR-I-----------NNSSV-S----DDIFSR-----------------------------------P-L-------S-QLT-------------------------------A-R--------Q--------------------------------------------------------------D---------------------------K-Q------------------S-----GPF-R-M----SD----QSRLVDFLQWL-MFVR-GTG-TL-S-RV-S-T---P----R-LLLLLSCWDEL--TA---PE---LNL-----P-PLDVLRRRMPMVSSFV-EAN-W-DPNYRSIIG--LSALEKSLS------------------E--------DT-------ED--------E-DYI-D----LG-PE-H--FGY-IVQED-----G---SRSP-DLTLAIKPVLG

================================

DO-GTPase2

SFF42144.1 EP-K---LVALVGPHNAGKTTI------LGSWYQLV-G------RSG-RA-GE-----ALFAG-SYSLEG--WEAVAHALR-WN-G------GAP---GFP-------PHTS-S----GA--G----RRPGLLHLAFR-E---------------A---DR-----M-P--V-D---YLFADAPGE-WFH-RWAVD-E-N-APDAEGARWL--ADRAS-AFVVVAD----------------CEAL--A-GRS--R---G--EAR----------ND-----------------------LV-QLIRR------LG-S----V---RR-----GR-PVALVW--AKADV----EV--S--A----------------------------------GIR--DAIW---GAMR-LA----A---P-E------AARF---------RTSV--SDFSI-------G-------DIR-----H--DAA-ESMLDLL---G--WS---------------F------------E--R------------TA---------R--G-FD-IP--RS---G------------VSC---D-------D--PFFLV--G--A-----R
WP_061908299.1 EA-K---LVALMGAHNAGKTTL------LASWYQHV-G------RTG-HV-DG-----RGFSG-SFTLEG--WEAVAHALR-WD-G------SVP---RFP-------PHTP-A----GG--G----RAPGMLHLALR-D---------------A---KG-----A-L--A-D---YLFADSPGE-WFQ-RWATE-S-A-ATDAEGARWL--VERAS-VLIVVAD----------------CEAL--S-GPD--R---G--TAR----------SD-----------------------LK-SLLQR------TA-D----H---HR-----GR-PVALVW--AKADI----PV--T--A----------------------------------AIR--SAVT---ETAL-QA----I---P-D------IVQF---------HASI--TDFQT-------E-------SQH-----V--HGA-ASVREVL---E--WA---------------L------------Q--P------------MQ---------R--G-FE-VT--DA---R------------IET---R-------D--PFFRY--G--S-----L
KQT48125.1 EA-K---LVALMGAHNAGKTTL------LASWYQHV-G------RTG-HV-DG-----RGFSG-SFTLEG--WEAVAHALR-WD-G------SVP---RFP-------PHTP-A----GG--G----RAPGMLHLALR-D---------------A---KG-----A-L--A-D---YLFADSPGE-WFQ-RWATE-S-A-ATDAEGARWL--VERAS-VLIVVAD----------------CEAL--S-GPD--R---G--TAR----------SD-----------------------LK-SLLQR------TA-D----H---HR-----GR-PVALVW--AKADI----PV--T--A----------------------------------AIR--SAVT---ETAL-QA----I---P-D------IVQF---------HASI--TDFQT-------E-------SQH-----V--HGA-ASVREVL---E--WA---------------L------------Q--P------------MQ---------R--G-FE-VT--DA---R------------IET---R-------D--PFFRY--G--S-----L
WP_088619252.1 RS-I---LIGVIGPHDAGKTTL------LLGNYLKL-M------QGR-LL-AD-----AQFAG-SRTLGA--WESLAAWTR-FD-DPA----RTP---SFP-------PHTE-R----GI--S----RVPGILHLALR-R---------------K---ND-----E-F--R-D---VLLTDAPGE-WFN-RWAIK-E-E-APDAEGARWV--VDRAD-AFLVVAD----------------CQRL--S-GSE--R---G--VAR----------DG-----------------------LR-ELLER------LS-N----H---VK-----NR-PTTLVW--AKDDY----EP--N--D----------------------------------KIR--NSIR---ATLD-KQ----I---P-H------ANEV---------SSSS------N-------R-------PES-----L--MKA-LESVLSP---A--WT---------------G------------M--Q------------AK-----------------PI--VE---P------------IIQ---H-------Q--AFAAYR-G--H-----Y
WP_085211713.1 RS-I---LIGVLGAYDAGKTTL------LIGNYLQL-L------RGN-TL-AD-----AHFAG-SRTLGA--WESLAAWTR-YD-DVV----RPP---RFP-------PHTP-R----GT--S----RVPGLLHFALR-G---------------A---HD-----E-F--R-D---ILLTDAPGE-WFT-RWAIK-T-D-APGAEGACWI--AEKAD-AFLVFAD----------------CARL--S-GPK--R---G--EAR----------DD-----------------------LC-QLLER------LG-N----E---VS-----LR-PTALVW--AKDDQ----TV--P--E----------------------------------RIQ--DTLR---KVLN-ER----I---P-Q------ATEV---------RASI------T-------R-------PQS-----L--VDV-LASVIRP---A--WT---------------A------------P--L------------AK-----------------PL--IE---P------------VLY---H-------H--AFAAFR-G--H-----H
WP_033159515.1 RS-I---VVGVLGAHDAGKTTL------LIGNYLQL-L------QGR-TL-AG-----AQFAG-SRTLGA--WESLAAWTR-FD-DAA----RPP---SFP-------PHTP-R----GT--S----RVPGLLHLALR-A---------------A---ND-----E-F--R-D---VLLIDAPGE-WFS-RWALI-A-D-APDAEGARWV--VNNAD-AFLVFAD----------------CQRL--S-GSE--R---G--TAR----------KD-----------------------LR-ELLER------LG-N----H---VG-----NR-PTVLVW--AKDEH----EP--S--E----------------------------------GIR--NAIR---QSLN-ER----I---P-H------ANET---------STST------N-------R-------PES-----L--LSA-LATVIAA---T--WT---------------P------------A--L------------AQ-----------------PI--VE---P------------IHH---H-------Q--PFAAYR-G--H-----H
WP_006889294.1 RT-I---LIGVLGAHDAGKTTL------LIGNYLQL-L------LGQ-SL-AN-----ARFAG-SRTLGA--WESLAAWTR-FD-DAA----RPP---SFP-------PHTP-R----GT--G----RVPGLLHFALR-N---------------A---EG-----E-F--R-D---VLLTDAPGE-WFT-RWAVK-E-D-APEAEGARWL--VRNAD-AFLIFAD----------------CKRL--A-DSNKTR---G--TAR----------NE-----------------------LR-QLLER------LG-N----H---VA-----NR-PTALVW--AKNDV----EP--N--A----------------------------------DIR--AAIA---QGLA-KQ----I---P-H------ALEV---------SSST------N-------Q-------PDS-----L--TNA-LEAVLCP---A--WT---------------A------------P--Q------------AC-----------------RI--VE---P------------ILH---Q-------Q--PFAAFR-G--H-----H
AMV35120.1 RP-R---VVALIGPHNAGKTTY------LAALHLLC-L------RKQ-IV-PH-----LCFCG-SWTLAG--WEKIADFMR-YP-KES----S-P---SYP-------PHTP-I----ST--E----RSPGLLHYAFR-K---------------N---DE-----L-I--Q-N---VMFTDAPGE-WFT-EWSVN-P-S-PTQYPGATWT--IEHAD-TFLFFID----------------RESL--V-GPE--R---G--KAR----------LQ-----------------------IK-TLASR------LS-E----H---LA-----ER-PIAIVW--AKSDI----SV--A--T----------------------------------DFQ--SSIE---EILM-RT----L---P-S------ATHFHTRFRLATQEAQE------E-------V-------VAP-----L--VKS-FKFAIEQ---G--RN---------------K------------N--T------------FI-----------------VD--LS---P------------QVS---T-------D--RFLAYR-G--V-----S
AIL71305.1 PS-I---FIGLLGAQNTGKTTF------LAANYLQL-L------SGE-KY-NN-----FEFCG-SQTLGA--WESIASWAR-IN-NEK----QLP---SFP-------PHTP-R----GV--D----RTPGILHLILQ-D---------------S---NN-----K-I--K-N---IFLTDAPGE-WFT-RWSID-V-D-AVDAAGAQWT--ASQSD-AFLIFAD----------------CEKL--A-GEE--R---S--VAR----------RE-----------------------LR-AIIER------LG-E----S---VG-----SR-PTVLVW--AKSDK----QP--S--E----------------------------------RIK--EAIQ---RALE-SN----I---P-H------AKEL---------EVTV------E-------D-------PAS-----F--TIA-LESILNE---A--WI---------------P------------R--F------------CE-----------------PI--TE---P------------ILG---N-------T--SFLAFR-G--H-----H
OYY94016.1 RH-I---LVGVLGAHDAGKTTL------LLGNYLHL-L------RGG-EI-AQ-----SQFAG-SRTLAA--WESLAAWTR-FD-DAP----RIP---SFP-------PHTP-R----GT--G----RVPGLLHLALR-G---------------Q---DD-----S-H--R-D---VFLTDAPGE-WFS-SWAIR-A-D-APDAEGARWT--EQNAD-VFLIVAD----------------CERL--S-GPG--K---G--GAR----------NS-----------------------TK-QLIER------LH-N----H---VG-----LR-PVVLVW--AKSDH----SP--P--E----------------------------------ALK--KAIR---DTLT-RC----I---P-L------AQEI---------DVTA------T-------R-------PES-----L--EAA-LSLALRS---V--WQ---------------P------------Q--L------------AT-----------------PI--QE---P------------VTH---T-------S--PYFAFR-S--R-----H
WP_096141058.1 RS-T---LIGILGAENSGKTTF------LVGCYLKL-L------TGS-SL-DN-----KAFFG-SQTLGA--WESLASWVR-FD-DEN----HMN---SFP-------PHTP-R----SA--D----RMPGVLHLALK-D---------------K---TN-----D-L-HR-D---VLLTDAPGE-WFS-SWSMN-E-N-NLEAEGAQWV--VKHSD-AFIVFAD----------------SEKL--S-GSQ--R---G--LAR----------NE-----------------------LR-QLLER------LS-N----H---VE-----NK-PVFLFW--AKSDK----QP--P--E----------------------------------GIL--NNIR---RALS-DK----I---K-N------SHEM---------DISV------E-------D-------NKS-----L--VNA-LAFVVNH---T--WT---------------P------------P--L------------AS-----------------PV--IE---P------------ICH---H-------S--PFYAFR-G--R-----K
OEF90205.1 PS-I---FIGLLGAQNTGKTTF------LAANYLQL-L------SGE-KY-NN-----FEFCG-SQTLGA--WESIASWAR-IN-NEK----QLP---SFP-------PHTP-R----GV--D----RTPGILHLILQ-D---------------S---NN-----K-I--K-N---IFLTDAPGE-WFT-RWSID-V-D-AVDAAGAQWT--ASQSD-AFLIFAD----------------CEKL--A-GEE--R---S--VAR----------RE-----------------------LR-AIIER------LG-E----S---VG-----SR-PTVLVW--AKSDK----QP--T--E----------------------------------GIK--KAIQ---RALE-SN----I---P-H------AKEF---------EVSV------E-------N-------PAS-----F--TIA-LESILNE---A--WI---------------P------------R--F------------CE-----------------PI--TE---P------------ILG---N-------T--SFLAFR-G--H-----H
AIY63829.1 PS-I---FIGLLGAQNTGKTTF------LAANYLQL-V------SGE-KY-NS-----FEFCG-SQTLGA--WESVASWAR-IN-NEK----QLP---SFP-------PHTP-R----GV--D----RTPGILHLGLQ-D---------------S---KN-----K-T--K-N---IFLTDAPGE-WFT-RWAID-V-D-AIDSVGAKWT--ASQSD-AFLIFAD----------------CEKL--A-GEE--R---S--VAR----------RE-----------------------LR-TIIER------LG-E----S---VG-----SR-PTMLIW--AKSDK----QP--T--E----------------------------------GIK--KAIQ---RALE-SN----I---P-H------AKEF---------EVTV------E-------N-------PTS-----F--TIA-LESILSE---A--WV---------------P------------R--F------------CE-----------------PI--TE---P------------ILV---N-------T--PFLAYR-G--H-----H
WP_047110445.1 PS-I---LVGLIGAENSGKTTF------LASIYLLL-I------SGS-RL-SK-----FSFCG-SETLGA--WEAIAAYCR-FN-N-T----DLP---SFP-------PHTP-R----GV--E----RTPGVLHFTLR-D---------------E---NN-----I-T--K-N---ILLTDSPGE-WFN-QWSIT-P-D-SIEAQGAKWT--AQHSD-AFLIFAD----------------CEKL--S-GTE--R---G--VAR----------KE-----------------------LR-MIIQR------LA-E----T---VC-----RR-PVLLVW--AKSDK----SP--S--E----------------------------------NIR--QAIQ---TTLN-ES----I---P-H------ALEV---------EVSV------D-------D-------PSS-----M--ITA-TGHMLDH---A--WS---------------P------------E--K------------AK-----------------PI--SE---P------------VVK---N-------D--AFLAYR-G--H-----Y
WP_102336705.1 PT-I---LVGLLGAENSGKTTF------LASIYLQL-L------AGS-EF-NE-----HVFCG-SQTLGA--WESIAAYCR-LD-N-T----GYP---SFP-------PHTP-R----SI--E----RTPGILHFNMG-D---------------C---RG-----A-T--K-N---LLFTDSPGE-WFN-HWALE-P-D-ASDAQGARWT--VTHSD-VFLIFAD----------------CEKL--S-GPQ--R---G--AAR----------KE-----------------------LR-AIISR------LA-E----T---VS-----NR-PVIFVW--AKSDK----PA--K--E----------------------------------SIK--QAIQ---ASLK-ES----I---P-H------AVEV---------EVSV------D-------K-------PQS-----M--LLA-TEVMLKL---S--WT---------------K------------P--T------------PQ-----------------SI--IE---P------------IIN---N-------N--AFLSFR-G--H-----H
KDM93144.1 PS-I---FIGLLGAQNTGKTTF------LAANYLQL-L------SGE-KY-NN-----FEFCG-SQTLGA--WESIASWAR-IN-NEK----QLP---SFP-------PHTP-R----GV--D----RTPGILHLILQ-D---------------S---SN-----K-I--K-N---IFLTDAPGE-WFT-RWSID-V-D-AVDAAGAQWT--ASQSD-AFLIFAD----------------CEKL--A-GEE--R---S--VAR----------RE-----------------------LR-TIIER------LG-E----S---VG-----SR-PTVLVW--AKSDK----QP--T--E----------------------------------GIK--KAIQ---RALE-SN----I---P-H------AKEF---------EVTV------E-------D-------PTS-----F--TIA-LESILNE---A--WI---------------P------------G--F------------CE-----------------PI--TE---P------------ILG---N-------T--SFLAFR-G--H-----H
BAL06184.1 YG-T---VIAVLGQYDTGKTCF------LASLYLMT-A------CRG-IG-NE-----LGFAG-SLTLNG--FEARARRLREWK-DG-----ALP--KQLV-------DHTV-L----AD--P----RKPAIVHLGLR-E--R-----------SS---DR-----R-R--H-D---LLITDLPGE-WST-DLIKD-S-GVADRFA----F--LKRTD-GIVIALD----------------GPML--N--GS--E-R-H--AAA----------HN-----------------------AR-LLISR------LA-D----T---LN--VDRSL-PFVLMV--TKADEIG--ME--V--P----------------------------------AIV--ASIQ---EHAI-RA--G-F-----P------QK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SIN69846.1 YS-H---LVGILGSSNAGKTCL------LTSLYL-Q-A------CHGLLR-PE-----FRFAG-SLTLQG--FELRARKLRTWT-NG-----SMP--DQFA-------DHTV-L----AD--P----RSPAFVHMALD-RPGR-----------PG---GQ-----G-R--V-E---LLLADLPGE-WSS-QLINQ-A-STAKRFD----F--LARAD-ALVIVVE----------------GPRL--A-FDS--T-R-H--AEL----------MN-----------------------LR-HLLRR------LA-D----D---VG--VDAHA-PLVLVA--SKCDELN--MI--V--P----------------------------------PAL--AEAE---GYAR-DL--G-F-----F------PAIV---------PTAS--FS--R-------R-------PER-----V--PNG-QGVIDVV---H--AI---------------L-------------------------KG-LP---------P----IL-EQ--TP---P------------LQI---Q-------K--PFRSFW-QHRD------
WP_066769104.1 PS-R---LIAILGEEKSGKTGF------LVCLYLMI-M------SGDMEE-AG-----YLFVN-SRTLPG--FETRANASRIWP--E-----DKP--SSLS-------VRT--T----NQ--S----REAGFMHLDLK-E--------------VD---TG-----L-R--H-R---LLMSDIPGE-WTD-KLIGS-T-SASEPLA----F--VRRSD-HILLLID----------------GHKL--H--GA--A-R-N--REV----------ER-----------------------NR-LLLDR------LA-K----A---IE--AS-NV-PMLIMA--TYEDEMH--DT--D--L----------------------------------PGL--EQIA---EEAR-HL--G-F-----S------VGTR---------RICT--YS----------V-------T-S-----M--HMG-HGVADVL---Q--HI---------------L------------K--T---------SS-LA---------T----TG-RV-------T------------SKP---A-------R--IF--------G------
WP_088751315.1 QV-N---LIGIVGFPNAGKTAC------LASLYLLL-A------HR--LL-HG-----FSFLG-SKTLMA--FEEISRGVRRWN-AG-----NPP--TQMT-------SHTN-L----AD--D----RLAGFLHLRLK-R--------------ES---DG-----G-K--F-D---FLFPDLPGE-WTR-SLQAM-G-E-AKRFE----F--LRAAD-VIWLMAN----------------GGEF--L-DEK--L-R-A--GAL----------YR-----------------------VT-ILIER------LA-A----I---FP--A--SP-PRIIFVA-TWHDLG---AF--P--E----------------------------------DAY--SKME---ECGK-KH--G-F-----N------IEFF---------PIAS--FS--D-------G--------D------T--KPG-YGLSELI---E--SS---------------V------------A--T---------SV-KR---------V--P-FW-PN--LQ---S------------ERP---K-------R--SFLSFG-R--D-----V
WP_063151212.1 YI-N---LVGILGEPESGKTAC------LASLYLLV-S------HA--AL-DG-----WSFAD-SRSLMA--FEDIARGARDWN-DG-----HVP--EQMT-------VHTE-L----AD--D----RSPGFLHLRLK-R--------------HS---DG-----Q-Y--V-D---LALPDVPGE-WTQ-SLMTT-A-R-SDRLD----F--IKSSE-VIWIVID----------------GRNL--A-NIE--K-R-Q--GQI----------AR-----------------------VG-QLAGR------LN-T----M---FE--G--CI-PRLLIVI-THHDMH---SV--E--D----------------------------------KVR--IRLE---RELI-RR--G-A-----R------ADIV---------CVAP--FS--D-------R-------PDD-----I--PPG-FGIASLI---D--MT---------------A------------G--D---------TA-EQ---------P--V-FW-PS--YE---P------------SDS---A-------R--AYLSYR-R--D-----R
WP_095649271.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-DG-----WSFAD-SRSLAG--FEDIARGARDWN-EG-----RAP--EQMT-------MHTE-M----AD--D----RRPGFLHLRLV-R--------------RE---DG-----R-R--V-D---LALPDIPGE-WTQ-ELVSA-A-R-ADRLD----F--LKSAE-VIWVVLD----------------GRSL--A-DIE--K-R-N--GLI----------AR-----------------------VG-QLAAR------LK-T----M---LE--G--RR-PRLMLVV-THHDVH---VL--D--D----------------------------------QVA--QRLR---TELS-RR--D-A-----E------VEIV---------GVAP--FS--D-------K-------PQS-----V--PAG-FGLAELI---N--LT---------------I------------G--A---------LP-DR---------P--T-FW-RS--TE---P------------PEG---S-------R--AYLNYR-R--S-----Q
WP_076402535.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-NG-----WCFAD-SRSLAG--FEDIARGARDWN-EG-----RAP--EQMT-------VHTE-M----AD--D----RRPGFLHLRLV-R--------------PE---DG-----R-R--V-D---LALPDIPGE-WTQ-ELVSS-A-R-ADRLD----F--LKSAE-VIWVVLD----------------GRSL--T-DIE--K-R-N--GLI----------AR-----------------------VG-QLAAR------LK-T----M---LE--G--RK-PRLVVVV-THHDVH---VL--D--D----------------------------------QLA--QRLR---AEFI-RR--D-A-----E------IEIV---------GVAP--FS--D-------N-------PKS-----V--PAG-FGLAELI---N--LT---------------I------------G--A---------LP-DR---------P--T-FW-RS--TE---P------------AEG---S-------R--AYLKYR-R--D------
WP_039765680.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-DG-----WSFVD-SRSLAG--FEDIARGARDWN-EG-----RAP--EQMT-------VHTE-M----AD--D----RRPGFLHLGLV-R--------------RE---DG-----R-R--V-D---LALPDIPGE-WTQ-ELVNS-A-R-TDRLD----F--LKSAE-VIWVVLD----------------GRSL--A-DIE--R-R-N--GLI----------AR-----------------------IG-QLAAR------LK-T----M---LD--G--RK-PRLIVVV-THHDVH---VL--D--E----------------------------------QVA--QRLM---AELN-RR--D-A-----V------VEIV---------GVAP--FS--D-------K-------PKS-----V--PAG-FGLAELI---N--LT---------------I------------G--A---------SP-DR---------P--T-FW-RS--TE---P------------TED---R-------R--AYLNYR-R--G-----Q
WP_093379464.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-NG-----WCFAD-SRSLAG--FEDIARGARDWN-EG-----RAP--EQMT-------VHTE-M----AD--D----RRPGFLHLRLV-R--------------PE---DG-----R-R--V-D---LALPDIPGE-WTQ-ELVSS-A-R-ADRLD----F--LKSAE-VIWVVLD----------------GRSL--A-DIE--K-R-N--GLI----------AR-----------------------VG-QLAAR------LK-T----M---LE--G--RK-PRLVVVV-THHDVH---VL--D--D----------------------------------QLA--QRLR---AEFI-RR--D-A-----E------IEIV---------GVAP--FS--D-------N-------PKS-----V--PAG-FGLAELI---N--LT---------------I------------G--A---------LP-DR---------P--T-FW-RS--TE---P------------AEG---S-------R--AYLKYR-R--D------
WP_060408985.1 YT-T---MVGIVGLPASGKTAC------LVSAYLLL-S------RG--QF-EG-----YAYAD-SRSLMA--FEQISRGSRQWA-TA-----ETP--RQLT-------VRTE-L----AD--D----RQPGFLHFKLR-R--------------KA---DN-----R-F--F-N---ILLPDLPGE-WSR-TLIDK-A-D-STRFE----F--IKSAT-VIWIMVD----------------GREF--V-DPI--Q-R-N--YAT----------YR-----------------------TE-LLITR------LA-G----V---LH--S--PA-PRIVLVP-SWKDIG---DF--P--S----------------------------------ATF--DLIQ---AAGR-DA--G-F-----N------ITLA---------PIAS--FS--D-------N-------VD------V--EPG-EGVANLL---N--IT---------------L------------N--H---------E--------------------------------------------SK---L-------R--NLSAFR-S--A------
WP_057298087.1 YV-T---VVGILGDPNSGKTAC------LASLYLRV-S------RG--LL-EG-----WSFSD-SRSLMG--LEEISRGARRWN-DG-----NPP--EQMT-------VHTK-M----AD--D----RQPGFLHLRMK-Q--------------DR---GG-----R-L--I-D---LALPDLPGE-WTK-DLVRT-S-R-SDRFE----F--LKSAD-VLWVMVD----------------GRTL--I-DLQ--R-R-Q--GVV----------SR-----------------------LG-QLAGR------LR-A----L---FD--D--AM-PQLLIVT-THLDEG---VV--P--E----------------------------------PTL--TKLH---AEIG-KH--K-V-----S------ARVV---------SVAS--FS--A-------N-------PD------I--NPG-HGLAALV---D--AS---------------V------------T--P---------HS-EP---------L--Q-FW-RS--RA---P------------QAD---A-------R--AFLSHR-R--S-----Q
PVX48085.1 YC-T---LIGILGDPDSGKTAA------LVSLYLLV-S------YA--QL-KG-----FSFAD-CRSIMA--FNDISQRARHWN-EG-----APP--DQMT-------VHTE-A----PD--E----RTAGFLHLRLL-R--------------ED---RG-----E-K--I-D---FLFPDLPGE-WSQ-NMVDN-E-R-VDRLD----F--LKAAD-VIWLMMD----------------GTQL--L-QAS--T-R-Q--HAI----------HR-----------------------MQ-LLIQR------LA-A----V---MI--D--KR-P-VILVL-TRLDKG---EV--P--Q----------------------------------RSL--QPLL---DEAS-LR--G-F-----D------MSVI---------SIAP--FS--D-------T-------DA------V--PPG-SGIAKLL---A--ES---------------C------------P--P---------SG-HA---------N--P-FW-PR--LT---N-Q----------VAE---E-------R--CMMTFR-I--P-----E
WP_090547956.1 QT-C---MIGIVGLPGAGKTAC------LVSAYLLL-A------KG--EF-DG-----FSFAD-SVTLRA--FEEIARGSRTWV-KG-----NPP--EQIT-------AHTT-L----SD--D----RQAGFLHLRLR-R--------------NR---DG-----R-L--F-D---LLLPDLPGE-WSK-ELIDL-N-N-VARLE----F--LKSAS-AIWFMVD----------------GRQF--A-HGE--T-V-A--YAR----------YR-----------------------AS-LLIER------LA-D----L---LG--E--QR-PRILLVP-TWQDAG---VF--P--A----------------------------------TEI--ARLS---EIAA-GL--G-F-----E------IEVA---------PIAS--FS--W-------N-------DT------V--PPG-DGVAKLV---E--RS---------------I------------C--P---------PT-RA---------Q--A-FW-PV--TE---A------------GQY---D-------R--ALVAYR-G--R-----K
WP_010335849.1 PA-C---LVGIVGLAGAGKTAA------LVSAYLLL-S------NG--VF-DG-----FSYAD-SDTLRA--FEEITRASRIWQ-KG-----NPP--EQIT-------VHTT-L----SN--D----REAGFLHLRLR-R--------------DA---DD-----R-I--F-D---MLLPDLPGE-WSR-ALIDR-N-D-AERFE----F--LKSSS-VIWMMVD----------------GRQF--A-NAA--R-V-T--RAR----------YR-----------------------AK-LLIER------LA-D----M---LD--G--SR-PRLMIVP-TWQDKI---AF--P--Q----------------------------------AET--DTLR---ECGR-SF--G-F-----E------VDVA---------PIAS--FS--W-------D-------ED------M--EPG-HGVADLF---S--RT---------------L------------T--A---------GP-PP---------P--D-FW-PV--SD---R------------SAE---D-------R--KLASYR-R--D-----A
BBD02435.1 PA-C---LVGIVGLAGAGKTAA------LVSAYLLL-S------NG--VF-EG-----FSYAD-SDTLRA--FEEISRASRIWQ-KG-----NPP--EQIT-------VHTT-L----SN--D----REAGFLHLRLR-R--------------DA---DD-----R-I--F-D---MLLPDLPGE-WSR-ALIDR-N-D-ADRLE----F--LKSSS-VIWMMVD----------------GRQF--A-NAA--R-V-T--RAR----------YR-----------------------AK-LLIER------LA-D----L---LD--G--SR-PRLMIVP-TWQDKI---AF--P--Q----------------------------------AEA--DTLR---ECGR-SF--G-F-----E------VDLA---------PIAS--FS--W-------D-------ED------M--EPG-HGVADLF---S--RT---------------L------------T--A---------GP-PP---------P--D-FW-PV--TD---R------------SAD---D-------R--KLASYR-R--D-----A
OYU86120.1 YV-T---VVGIVGDPEAGKTAC------LASLYLLI-S------NA--ML-DG-----WSFAD-SSTLMA--FEEISRGARRWH-DG-----HPP--DEMT-------VHTE-M----AD--E----RRPGFLHLRLR-R--------------DA---DD-----R-C--I-D---LALPDLPGE-WTK-SLVRS-S-R-SDRFE----F--LKAAD-VIWLLID----------------GRTL--T-DRE--K-R-Q--GTI----------TR-----------------------LG-QLAAR------LR-A----L---IT--D--AF-PRLLLVI-THQDLG---AT--P--E----------------------------------NIL--GRIA---DELK-KH--G-V-----T------AEVV---------GTAP--FS--D-------D-------EN------T--KAG-FGLASLI---D--AT---------------T------------A--S---------RS-SA---------P--Q-FW-PA--SP---P------------RQS---S-------R--TFLNYR-R--D-----Q
WP_069091268.1 YV-T---VIGILGDPESGKTAC------LASLYLMI-S------NA--EL-AG-----WMFAD-SKSLMA--FEDIARGAREWD-AG-----NPP--EQMT-------VHTE-L----SD--D----RRPGFLHMRLV-R--------------DS---DG-----R-R--V-D---LALPDLPGE-WTT-ELVGT-S-R-ADRFE----F--LKAAE-VIWVVLD----------------GRAL--E-NKE--R-R-Q--GVI----------SR-----------------------VG-QLAGR------LG-T----L---LG--G--EL-PKLLLVI-THRDAG---EP--S--A----------------------------------AIT--TRLE---AELA-KR--G-V-----T------ATVV---------PVAP--FS--D-------N-------DEQ-----V--KPG-FGLDSLI---T--AS---------------T------------T--S---------GL-PP---------V--K-FW-AP--SD---P------------AEG---A-------R--SYIGYR-S--D-----R
WP_027229709.1 YV-T---VIGILGDPESGKTAC------LASLYLLV-S------NA--EL-AG-----WKFAD-SKSLMA--FEEIARGAREWD-AG-----NPP--EQMT-------VHTE-L----SD--D----RRPGFLHMRLV-R--------------NS---DG-----R-L--V-D---LALPDLPGE-WTT-ELVGT-S-R-TDRFE----F--LKAAE-VIWVVLD----------------GRAL--E-NKE--R-R-Q--GVI----------SR-----------------------VG-QLAGR------LS-K----L---L---G--EV-PKLLLVI-THRDAG---EP--S--A----------------------------------AVV--ARLQ---AELA-KR--H-V-----T------ATVV---------PVAP--FS--D-------D-------DEQ-----V--TPG-FGLDELI---G--AT---------------T------------T--S---------DL-PP---------V--T-FW-LP--SD---P------------VRG---V-------R--SYIGYR-R--D-----R
WP_043074376.1 YV-T---VVGILGDPESGKTAC------LVSLYLLV-A------NA--QL-AG-----WSFTD-SKSLMA--FEEIARGARDWD-EG-----NPP--EQMT-------VHTE-M----AD--D----RRPGFLHLRLV-R--------------DS---DG-----R-R--V-D---LALPDLPGE-WTT-DLVAT-S-R-TDRFE----F--MKAAE-AIWVVLD----------------GRAL--E-NKE--R-R-Q--GII----------SR-----------------------VG-QLAGR------LG-A----L---FD--G--PI-PRLVLVV-THRDAG---EP--S--P----------------------------------SVI--TRLE---AELA-KR--H-M-----T------ATIV---------PVAP--FS--E-------D-------DER-----A--RPG-FGLDRLI---A--AT---------------T------------A--S---------DL-PP---------V--D-VW-PT--SE---P------------VVG---V-------R--SYIGYR-G--R-----R
OQW76546.1 YV-T---VVGILGDPESGKTAC------LASLYLLV-S------NA--EL-KG-----WKFAD-SKSLMA--FEDIARGAREWN-AG-----NPP--EQMT-------VHTE-L----SD--D----RRPGFMHIRLV-R--------------TG---DG-----R-R--V-D---LALPDLPGE-WTT-ELVST-A-R-ADRFE----F--LKAAE-AIWIVLD----------------GRSL--A-NKE--R-R-Q--AII----------SR-----------------------VG-QLAGR------LS-T----L---LE--G--DL-PKLMLVI-THRDAG---EL--P--H----------------------------------SVI--TRLE---GELA-KR--E-V-----T------ATVV---------PVAP--FS--D-------D-------DAQ-----V--RPG-FGIEDLI---A--AT---------------T------------V--G---------AL-PS---------F--E-FW-PP--SD---P------------TEG---S-------R--SYIGFR-R--D-----R
KIA82184.1 QT-C---MIGIVGLPGAGKTAS------LVSAYLLL-A------KG--EF-EG-----FSYAD-SVTLRA--FEEIARGSRMWV-KG-----NPP--EQIT-------AHTT-L----TD--D----REAGFLHLRLK-R--------------DS---DG-----R-I--F-D---LLLPDLPGE-WSK-ELIDF-N-N-VARLA----F--LKSSS-VIWLMVD----------------GRQF--A-NAE--T-V-A--YAR----------YR-----------------------AS-LLIER------LA-A----L---LC--E--HR-PRILLVP-TWRDAG---AF--P--T----------------------------------TEL--TRLS---ETAT-RW--G-F-----E------IEMA---------PIAS--FS--W-------N-------DD------V--PPG-DGLAKLV---E--LS---------------I------------C--P---------PK-LA---------H--A-FW-PV--TE---V------------NQE---D-------R--ALLTFR-G--R-----Q
WP_007400115.1 YV-T---VVGILGDPDSGKTAC------LASIYLLV-S------NA--ML-EG-----WAFAD-SRSLMG--FEDIARGARDWN-AG-----NPP--DQMT-------VHTD-M----SD--D----RRPGFLHLRLV-R--------------KS---DG-----R-R--I-D---LALPDLPGE-WTT-KLVAS-A-R-SDRLE----F--MKAAE-AIWVVLD----------------GRAL--A-DKE--R-R-Q--ALI----------LR-----------------------VG-QLVER------LK-I----M---FD--G--RR-PRIMVVV-THRDDG---EL--V--E----------------------------------AAS--SRLA---AELD-RR--G-I-----E------ARIL---------QVAP--FS--N-------H-------VD------V--KAG-FGISDLI---G--ET---------------V------------G--V---------AR-PM---------P--D-FW-PT--SP---S------------RDG---V-------R--SFLGYR-R--D-----R
WP_059729171.1 YV-S---VIGILGDPDSGKTAC------LASTYLLV-A------NA--ML-ER-----WTFAD-SKSLMG--FEEIARGARDWN-EG-----SPP--DQMT-------MHTE-M----TD--D----RRAGFLHLRLV-R--------------KS---DG-----R-R--V-D---LALPDLPGE-WTT-KLVTN-A-W-SDRLE----F--MKSAE-VIWIILD----------------GRTL--A-DKE--R-R-Q--GLI----------SR-----------------------VG-QLGGR------LK-T----M---FH--N--RL-PRVVIVI-THRDDG---EV--A--E----------------------------------AVS--ARLI---AELQ-RK--E-V-----E------ATIV---------QVAP--FS--G-------N-------DA------V--RAG-FGIPDLI---D--AT---------------V------------G--S---------AR-LA---------P--D-FW-PD--SA---P------------REN---S-------R--LFLGYR-R--D-----R
SDC45861.1 YV-S---LVGIVGLPDAGKTAC------IASLYLLL-S------HR--AL-KG-----FSYLR-SKTLMA--LEEISRGARRWN-EG-----NAP--AQMT-------SHTE-M----LN--D----RQAGFLHLRLR-R--------------SD---DG-----R-K--F-D---LLLPDLPGE-WSK-SLIDS-N-D-ADRLS----F--LSAAD-TIWLLVD----------------GRSF--Q-SER--T-R-R--LSA----------HR-----------------------AK-LLIER------LA-S----L---LC--P--RR-PRIILVA-SWRDEG---AF--P--P----------------------------------LAL--SEIQ---ECGA-RF--D-F-----T------IELC---------EIAS--FS--I-------V-------PD------I--QPG-CGMHELI---A--TT---------------L------------N--Q---------VP-SR---------P--D-PW-PE--SA---P------------GSS---A-------R--AFLRFR-S--E-----P
WP_105807439.1 YV-T---VVGILGDPDSGKTAC------LASTYLLV-A------NA--AL-NG-----WTFAD-SKSLMG--FEEIARGARDWN-EG-----SPP--DQMT-------MHTE-M----TD--D----RRAGFLHLRLV-R--------------KS---DG-----R-R--V-D---LALPDLPGE-WTT-KLVTS-A-Q-SDRLE----F--MKAAE-VTWIVLD----------------GRTL--A-DRE--R-R-Q--ALI----------SR-----------------------VA-QLGGR------LK-T----M---FG--D--RL-PRVLIVI-THRDGG---EV--A--E----------------------------------AVS--MRLI---AELQ-RK--E-V-----E------ATIV---------QVAP--FS--D-------N-------DT------V--RPG-FGISELI---D--AT---------------V------------G--A---------TR-SA---------P--N-FW-PD--NA---P------------SEN---S-------R--SFMSYR-R--A-----Q
KEH15560.1 YV-S---VIGILGDPDSGKTAC------LASIYLLV-A------NA--ML-EG-----WTFAD-SKSLMG--FEEIARGARDWN-AG-----SPP--DQMT-------MHTE-M----TD--D----RRAGFLHLRLV-G--------------KS---DG-----R-R--V-D---LVLPDLPGE-WTT-KLVTN-A-R-SDRLE----F--MKSAE-VIWIVLD----------------GRTL--A-DKE--R-R-Q--GLI----------SR-----------------------VG-QLGGR------LK-K----M---FG--E--RI-PRVVLVV-THRDGG---EL--V--E----------------------------------AVS--TRLI---TELR-NK--G-VD----E------ATIV---------QCFPRVFS--T-------I-------SE------L--QEG-SMSRSVVLLGG--PD---------------S------------G--K---------TN-YI---------G--R-VW-PA--LD---A------------KGG---C-------L--QIAQQP-D--D-----I
WP_046463996.1 YG-T---IVGILGDPESGKTAC------LVSLYLLV-S------HA--KL-NG-----WSFAD-SHSLLA--FEEIARGARRWQ-DG-----QPP--DQMT-------VHTE-L----SD--D----RQPGLLHLRLR-R--------------DV---DA-----R-T--F-D---LFLPDLPGE-WTK-DLIKT-D-D-AERFE----F--MKSAD-VIWLMTD----------------GRAL--I-KKQ--G-R-Q--GSI----------HR-----------------------LN-LLLGR------LA-K----L---FT--D--PA-PRLILVP-THRDHG---EV--P--L----------------------------------SAV--DQIR---RDTA-KL--G-L-----P------FEVV---------PVAS--FS--S-------G-------EGV-----I--QPG-YGLADLI---N--AT---------------V------------R--G---------AC-EQ---------H--P-FR-RS--TP---V------------RSA---M-------R--AFLSYR-R--S-----E
WP_080434147.1 HT-T---MVGILGLPDSGKTAC------LVSAYLLL-A------RG--KF-EG-----YDYVD-SASLMA--FEQISRGSRIWT-KG-----DEP--AQLT-------THTE-M----AD--D----RQAGFLHFRLR-R--------------QQ---DG-----R-F--F-D---MLMPDLPGE-WSR-ALIDK-T-D-SNRFA----F--LGSAS-VIWLMVD----------------GRAF--A-DPK--K-K-R--YAT----------YR-----------------------AE-VLVER------LS-A----I---LP--T--PR-PRIILVP-SWRDIG---EF--P--T----------------------------------DAY--QSIC---EEGR-RH--D-M-----K------IALA---------PIAS--FS--F-------G-------E-------V--PPG-SGVASLI---D--MT---------------L------------N--H---------DR-PS---------P--D-FW-P---DD---R------------SPG---T-------R--TLSCFR-S--A-----A
KRG60215.1 HT-T---MVGILGLPDSGKTAC------LVSAYLLL-A------KG--GF-AG-----YDFAE-SATLMA--FEQISRGSRHWT-EG-----DEP--GQLT-------THTE-M----VD--D----RQAGFLHFRLR-R--------------HK---DN-----R-F--F-D---MLMPDLPGE-WSK-ALIDK-A-D-SDRFS----F--LGSAS-VIWLMVD----------------GRAF--A-SPK--T-K-R--YAT----------YR-----------------------AE-MLVER------LS-A----I---LP--T--PR-PRVILVP-SWRDIG---EF--P--A----------------------------------DAY--ESIC---EAGR-GH--G-M-----E------IALA---------PIAS--FS--F-------G-------D-------V--EPG-SGIASLI---E--KT---------------L------------N--H---------GR-AV---------P--E-FW-S---DH---Q------------SPS---T-------R--KLICFR-S--V-----A
KPW87076.1 AT-T---MVGIVGLPGSGKTAC------LVSAYLLL-S------RG--SL-RG-----YDYGD-SRSLMA--FEQISRGSRQWA-ST-----ESQ--RQLT-------VRTE-L----AD--D----RQAGFLHFKLR-R--------------AT---DG-----R-L--L-N---ILLPDLPGE-WST-SLIDK-A-D-SKRFE----F--IKSAT-AMWIMVD----------------GREF--V-DAK--S-R-N--YAI----------HR-----------------------TR-LLITR------LA-E----V---GT--P--SH-IRLILVP-SWRDIG---EF--P--Q----------------------------------TAF--DQIE---AEAT-SL--G-F-----R------LILS---------PIAS--FS--G-------N-------NL------V--KPG-EGVADLF---D--IT---------------L------------S--H---------AR-EC---------P--A-FW-P---DD---Q------------RCK---L-------R--KLSGFR-S--L------
WP_063899902.1 HT-T---MVGILGLPDSGKTAC------LVSAYLLL-A------RG--KF-EG-----YDYVD-SASLMA--FEQISRGSRIWT-KG-----DEP--AQLT-------THTE-M----AD--D----RQAGFLHFRLR-R--------------QQ---DG-----R-F--F-D---MLMPDLPGE-WSR-ALIDK-T-D-SNRFA----F--LGSAS-VIWLMVD----------------GRAF--A-DPK--K-K-R--YAI----------YR-----------------------AE-VLVER------LS-A----I---LP--T--PR-PRIILVP-SWRDIG---EF--P--T----------------------------------DAY--QSIC---EEGR-RH--D-M-----K------IALA---------PIAS--FS--F-------G-------E-------V--PPG-SGVASLI---D--MT---------------L------------N--H---------DR-PS---------P--D-FW-P---DD---R------------SPG---T-------R--TLSCFR-S--A-----A
WP_080488365.1 AT-T---MVGIVGLPGSGKTAC------LVSAYLLL-S------RG--SL-QG-----YDYGD-SRSLMA--FEQISRGSRQWA-ST-----ESQ--RQLT-------VRTE-L----AD--D----RQAGFLHFKLR-R--------------AT---DG-----R-L--L-N---ILLPDLPGE-WST-SLIDK-A-D-SKRFE----F--IKSAT-AMWIMVD----------------GREF--V-DAK--S-R-N--YAI----------HR-----------------------TR-LLITR------LA-E----I---GT--P--SH-IRLILVP-SWRDIG---EF--P--Q----------------------------------TAF--DQIE---AEAT-SL--G-F-----R------LILS---------PIAS--FS--G-------N-------NL------V--KPG-EGVADLF---D--IT---------------L------------S--H---------AR-EC---------P--A-FW-P---DD---Q------------RCK---L-------R--KLSGFR-S--L------
WP_062597100.1 YV-N---LIGIVGLPDAGKTAC------IASLYLLL-A------HG--ML-DG-----FTYAH-SKTLIA--LDEISRGARRWN-NG-----Y-P--EQMT-------LHTE-L----AD--D----RQAGFLHLRLL-R--------------EA---DS-----K-K--I-D---IVVPDLPGE-WST-RLITH-A-D-SDRFG----F--LGSAE-VLWVMVN----------------GRDF--Y-QSA--T-R-Q--AAI----------HD-----------------------TT-NLIER------LS-A----L---LK--S--SR-PQLILVS-TWRDIS---DF--P--I----------------------------------DAF--DRIK---AYTK-PL--G-F-----D------VELA---------SIAS--FS--E-------N-------DA------I--KPG-IGISELI---A--AS---------------L------------T--A---------RS-ER---------E--N-PW-PD--PE---SVP----------NPS---E-------R--LYLNFR-R--Q-----V
WP_055335598.1 YV-T---GIGILGESNSGKTAC------LVSLYLLV-S------NG--LL-EG-----WTFAD-SASLTG--FEDIARAARVWN-DG-----QPP--DQIT-------LHTE-M----AD--D----RQPGLLHLRLK-R--------------KS---DG-----K-R--L-D---ITLPDLPGE-WTE-ALIKS-S-R-SDRLE----F--MKSAE-TMWLVVD----------------GKVL--R-ELQ--T-R-Q--GAI----------TR-----------------------LG-ELLGR------LE-E----M---TK--D--CP-PRVLVIV-THRDKG---AL--E--Q----------------------------------SIR--DRLE---AEIG-KR--V-L-----P------AEIV---------EVAP--VA--D-------D-------DNI-----C--KSG-FGIEALL---N--AS---------------V------------G--V---------AP-AA---------A--E-FW-AS--TT---P------------VAG---S-------R--AYSSYR-R--D-----R
WP_080323220.1 YV-T---GIGILGESNSGKTAC------LVSLYLLV-S------NG--LL-NG-----WTFAD-SASLTG--FEDIARAARVWN-DG-----QPP--DQIT-------LHTE-M----AD--D----RQPGLLHLRLK-R--------------KS---DG-----K-R--V-D---ITLPDLPGE-WTE-ALIKS-S-R-SDRLE----F--MKTAE-AMWLVVD----------------GKAL--R-ELT--T-R-Q--GAI----------TR-----------------------LG-ELLGR------LE-E----M---TK--E--CP-PKVLVVV-TYRDKG---AL--D--R----------------------------------SIR--DRLE---AEIG-KR--A-L-----S------AEIV---------EVAP--VA--D-------N-------EEA-----C--KSG-FGIEALL---D--AS---------------V------------G--V---------AP-AA---------A--E-FW-TS--TT---P------------VAG---V-------R--AYLGYR-R--D-----R
WP_031209138.1 YV-T---GIGILGESNSGKTAC------LVSLYLLV-S------NG--LL-EG-----WTFAN-SASLTG--FEDIARAARAWN-DG-----HPP--DQIT-------LHTE-M----AD--D----RQPGLLHLRLK-R--------------KS---DS-----R-R--V-D---ITLPDLPGE-WTE-ALVKS-S-R-SDRLE----F--MRSAE-TVWLVVD----------------GKAL--R-ELS--T-R-Q--GAI----------TR-----------------------LG-ELLGR------LE-W----M---TK--E--CP-PKVLVVV-THRDKG---EL--G--Q----------------------------------SIR--DRLG---AEIA-KR--A-L-----R------AEIV---------EIAP--VA--E-------D-------ETI-----C--KSG-FGIEALL---D--AS---------------V------------G--A---------AS-EA---------P--E-FW-AS--TT---P------------TEG---S-------R--AYLGYR-S--D-----R
SFU95022.1 YT-T---MVGIVGLPASGKTAC------LVSAYLLL-S------KG--QF-QD-----YSYAD-SKTLMA--FEQIARGSRQWT-NG-----EPP--NQLT-------VRTE-L----VD--D----RQAGFLHFKLR-R--------------IA---DG-----K-L--F-N---VLLPDLPGE-WSK-SFIDR-A-D-SDRFD----F--IKSAT-VIWVMVD----------------GREF--V-DGE--R-R-N--YAK----------YR-----------------------TE-LLIER------LA-G----M---LL--T--PP-PRVILVP-SWRDLG---DF--P--E----------------------------------EIF--KQIR---DTGL-RF--G-I-----D------ISLA---------PIAS--FS--A-------N-------TN------V--EPG-EGISDLL---T--RT---------------F------------M--H---------DR-PP---------P--V-FW-P---DD---N------------GSK---R-------R--KLSAFR-S--GNWPQDR
WP_082852915.1 YV-D---VIGILGDPESGKTAC------LASLYLLV-S------HA--KL-TG-----WSFAE-SKSLAA--FEEIARGARDWN-EG-----NVP--EQMT-------VHTE-L----AD--D----HRPGFLHLRLV-R--------------LS---DG-----R-R--V-D---LALPDLPGE-WTQ-ALVNT-A-R-SDRLD----F--LKSAG-AIWIVLD----------------GRTL--A-DLE--K-R-Q--GLI----------AR-----------------------LG-LLVGR------LN-K----I---LD--G--RA-PRLVIVV-THRDLH---VL--D--V----------------------------------NVA--DRLQ---AELA-RR--G-A-----Q------AEIV---------GVAP--FS--D-------H-------PGV-----V--PAG-FGIADLI---D--RS---------------V------------G--K---------PT-AR---------P--T-FW-PS--TE---L------------DER---K-------R--AYLTYR-R--S------
WP_059733056.1 YV-N---VIGILGDPESGKTAC------LASLYLLV-S------HA--KL-EG-----WSFAD-SKSLTA--FEEIARGARDWN-DG-----KAP--EQMT-------VHTE-L----AD--D----LRPGFLHLRLV-R--------------LS---DG-----R-R--V-D---LALPDVPGE-WTQ-AFVNT-A-R-SDRLD----F--LKSAE-VIWIVLD----------------GRTL--A-NIE--K-R-Q--GLI----------AR-----------------------VG-QLVGR------LS-T----M---LS--G--RA-PRLMVVV-THRDLH---VL--D--D----------------------------------NVT--GRLQ---TELA-RR--G-V-----T------AEIV---------GVAP--FS--D-------D-------PDN-----V--PAG-FGIADLI---D--LT---------------V------------G--K---------PM-VR---------P--T-FW-QS--TE---P------------VEG---D-------R--AYLTYR-R--D-----R
WP_060016459.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-KG-----WSFAD-SKSLTA--FEEIARGARDWN-DG-----KAP--EQMT-------VHTE-L----AD--D----LRPGFLHLRLV-R--------------LS---DG-----R-R--V-D---LALPDVPGE-WTQ-ALVNT-A-R-SDRLD----F--MKSAE-VIWIVLD----------------GRTL--A-NIE--K-R-Q--GLI----------AR-----------------------VG-QLVGR------LN-T----M---LG--D--RA-PRLMVVV-THRDLH---VL--G--D----------------------------------NVA--DRLQ---TELA-RR--G-V-----T------AEIV---------GVAP--FS--D-------D-------PDN-----V--PAG-FGIAELI---D--LT---------------V------------G--K---------PM-VR---------P--T-FW-QS--TE---P------------VEG---D-------R--AYLTYR-R--D-----R
WP_059864450.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-KG-----WSFAD-SKSLTA--FEEIARGARDWN-DG-----KAP--EQMT-------VHTE-L----AD--D----LRPGFLHLRLV-R--------------LS---DG-----R-R--V-D---LALPDVPGE-WTQ-ALVNT-A-R-SDRLD----F--MKSAE-VIWIVLD----------------GRTL--A-NIE--K-R-Q--GLI----------AR-----------------------VG-QLVGR------LN-T----M---LG--D--RA-PRLMVVV-THRDLH---VL--D--D----------------------------------NVA--DRLQ---TELA-RR--G-V-----T------AEIV---------GVAP--FS--D-------D-------PDN-----V--PAG-FGIAELI---D--LT---------------V------------G--K---------PM-VR---------P--T-FW-QS--TE---P------------IEG---D-------R--AYLTYR-R--D-----R
WP_102837353.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--ML-EG-----WSFAD-SRSLAA--FEDIARGARDWN-NG-----EVP--EQMT-------VHTE-L----AD--D----HGPGFLHLRLV-R--------------LS---DG-----R-R--V-D---MALPDVPGE-WTQ-ALVNT-A-R-SDRLD----F--MKSAE-AIWIVLD----------------GRTL--A-DIE--K-R-Q--GLI----------AR-----------------------VG-QLAGR------LN-T----M---LD--G--HA-PRLMIVV-THRDLH---VL--A--D----------------------------------NVV--NRLQ---TELA-RR--N-A-----R------AEIV---------GVAP--FS--D-------N-------PDN-----V--PAG-FGIADLI---D--LT---------------V------------G--K---------PA-ER---------P--T-FW-NS--SD---P------------TEA---D-------R--AYLSYR-R--D-----R
WP_010208171.1 YV-N---VVGILGDPESGKTAC------LASLYLLI-S------HA--KL-EG-----WSFAD-SRSLAA--FEEIARGARDWN-DG-----QAP--EQMT-------VHTE-L----AD--D----HGPGFLHLRLV-R--------------LS---DG-----R-R--F-D---LALPDMPGE-WTQ-ALVSS-A-Q-TERLD----F--LKSAE-AIWIVLD----------------GRSL--A-DIE--K-R-H--GVV----------AR-----------------------VG-QLAGR------LN-T----M---MD--G--RA-PRLMIVV-THRDLH---VL--S--D----------------------------------NMA--DRLK---VELA-RR--G-A-----E------AEIV---------GIAP--FS--D-------Y-------PDN-----I--QAG-FGLAELI---N--LT---------------V------------G--K---------PP-DR---------P--I-FW-RS--TE---S------------TET---N-------R--AYLSYR-R--D-----R
WP_023110863.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--ML-EG-----WSFAD-SRSLAA--FEDIARGARDWN-NG-----EVP--EQMT-------VHTE-L----AD--D----HSPGFLHLRLM-R--------------LS---DG-----R-R--V-D---LALPDIPGE-WTQ-ALVSS-A-R-ADRLD----F--MRSAE-VIWMVLD----------------GRTL--A-DIE--K-R-Q--GLI----------AR-----------------------VG-QLVGR------LN-T----M---LD--G--HA-PRLIIVV-THRDLH---VL--T--D----------------------------------NVV--GRLQ---TELI-RR--N-T-----H------AEIV---------NVAP--FS--D-------D-------PDN-----V--PAG-FGIADLI---D--HT---------------V------------G--K---------PA-KR---------P--T-FW-QS--TE---P------------TKG---D-------R--SYLSYR-R--D-----R
WP_033840771.1 YV-K---VVGILGDPESGKTAC------LASLYLLL-S------HA--ML-KG-----WTFAD-SKSLTG--FEEIARGARDWN-NG-----QAP--DQMT-------VHTD-L----SD--D----HGPGFLHLRLV-R--------------MS---DG-----R-R--V-D---LALPDIPGE-WTQ-AFVNI-A-R-SDRLD----F--IKSAE-AIWIVLD----------------GRAL--A-NIE--K-R-H--GLI----------AR-----------------------VG-QLAGR------LS-T----M---LH--G--RI-PRLITVV-THRDLH---PL--E--D----------------------------------AVA--AKLR---AEFG-RR--G-A-----N------TEIV---------NIAP--FS--D-------N-------PD------V--PPG-FGIAELI---D--KT---------------V------------D--A---------PL-EQ---------P--I-FW-QS--TE---P------------VDD---D-------R--AYLSYR-R--D-----R
WP_104014335.1 YF-N---VVGILGEPESGKTAC------LASLYLLV-S------HA--ML-EG-----WSFAD-SRSLVA--FEEIARGARDWN-DG-----VVP--EQMT-------THTE-L----AD--E----HRPGFLHLRLI-R--------------QA---DG-----R-R--I-D---LALPDVPGE-WTQ-ALITS-A-R-SDRLS----F--IKSAD-TIWIVLD----------------GRTL--A-DLE--K-R-Q--GLI----------AR-----------------------VG-QLAAR------LS-T----M---LD--G--HI-PRLLIVV-THRDLH---IV--N--D----------------------------------IVA--DRLL---RETL-RR--G-A-----N------AEIV---------DVAP--FS--D-------Q-------PDV-----V--PAG-FGITKLI---D--MT---------------V------------G--E---------PA-AR---------P--P-FW-PS--SE---P------------REG---S-------R--AYLNYR-R--D-----R
WP_052820522.1 YV-T---VVGILGDPEAGKTAC------LASLYLLL-S------HA--LL-GR-----WSFAD-SRSLMA--FEEISRGARRWN-EG-----QTP--DEMT-------VHTE-M----AD--E----RQPGFLHLRLR-R--------------AE---DG-----K-C--F-D---LALPDLPGE-WTK-TLIRS-S-R-TDRLE----F--VRSAD-VVWLVAD----------------GRIL--S-NRE--L-R-Q--GAI----------TR-----------------------LG-QLAGR------LR-S----L---MN--G--QS-PKLLLVV-THRDLV---EV--S--D----------------------------------AVL--TRIQ---AEFG-KH--G-L-----E------AEVI---------PIAP--FS--D-------D-------AK------I--APG-FGLSNLI---S--ST---------------L------------E--R---------TV-DR---------P--D-FW-PQ--SP---N------------SSR---E-------R--SFLSYR-R--N-----S
WP_083853238.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-EG-----WSFRD-SKSLTA--FEEIARGARDWN-DG-----RAP--EQMT-------VHTE-L----TD--D----RSPGFLHLRLV-R--------------RS---DG-----R-C--V-D---LALPDIPGE-WTQ-ALVAT-A-S-SDRFE----F--MRSAE-AIWIVLD----------------GRSL--A-DIE--K-R-H--GLI----------VR-----------------------MG-QLAAR------LK-T----M---FE--G--HT-PRLMVVV-THRDLY---AL--E--D----------------------------------NVA--ERLR---SEFN-RR--D-V-----E------VEIV---------GAAP--FS--E-------Q-------PQN-----I--PAG-FGLAELV---N--LT---------------I------------G--I---------PS-AR---------P--P-LW-GS--TE---P------------AAD---G-------R--SYLNFR-R--D-----R
WP_092579004.1 YV-N---VVGILGDPESGKTAM------LASLYLLV-S------HA--ML-EG-----WSFGD-SRSLTA--FEEIARGARDWN-DG-----KAP--EQMT-------VHTE-L----AD--D----HRPGFLHLRLV-R--------------HS---DN-----R-R--V-D---LALPDVPGE-WTQ-AFVNT-A-R-SDRLD----F--MKAAE-VIWIVLD----------------GRTL--A-DIE--K-R-Q--GLI----------AR-----------------------VG-QLAGR------LN-A----M---LD--G--VS-PRLILVV-THRDMH---VL--G--D----------------------------------TVA--DRLQ---AELV-RR--G-A-----K------AEIL---------GIAP--FS--D-------D-------PDN-----V--PPG-YGISELI---N--LT---------------V------------T--T---------PA-ER---------P--I-LW-HL--TE---P------------TED---D-------R--AYLSYR-R--D-----R
WP_074867354.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-A------NA--ML-KG-----WSFAD-SRTLTA--FEDIARGAREWN-NG-----APP--EQMT-------VHTE-L----SD--D----RQPGFLHLRLV-R--------------ER---DG-----R-R--V-D---FALPDVPGE-WTQ-ALITS-A-E-SDRFD----Y--MKSAE-VIWIVLD----------------GRVL--A-SLE--K-R-Q--GLI----------VR-----------------------VG-QLAAR------LN-K----M---LS--G--NK-PRILLVV-THRDQC---AV--D--E----------------------------------VVV--ARLN---NELW-RR--Q-I-----H------AEIV---------EIAP--FS--D-------Q-------PDI-----V--PAG-FGISELI---N--QT---------------V------------D--C---------NP-NH---------S--V-FW-PA--SE---H------------VDG---D-------R--YYLNYR-R--L-----V
WP_085708914.1 YT-T---LVGILGDPESGKTAC------LASLYLLV-A------NN--LL-ED-----WSFRD-SKTLMA--FEEIVRGARDWN-EG-----RPP--EQMT-------MHTE-M----AD--D----RRPGFLHLRLE-R--------------RS---DG-----R-R--V-D---FALPDLPGE-WTT-DLVST-A-R-ADRFD----F--LKSAE-AIWVVVD----------------GRTL--R-DKE--K-R-Q--GTI----------NR-----------------------IG-QLAGR------LT-T----L---FE--G--TV-PRFILVI-THRDQG---DL--P--D----------------------------------TVK--SRIE---AELS-KR--H-V-----D------ALVV---------HVAP--FS--E-------N-------GQ------V--KPG-HGIREMI---D--AT---------------V------------M--R---------RH-QP------------E-FW-PH--RE---V------------QNY---G-------R--FYLAYR-R--V-----R
WP_023814828.1 YI-T---VVGILGDPESGKTAC------LASLYLLV-S------NA--ML-EG-----WSFAD-SHSLMA--FEEIARGARRWN-EG-----HPP--EQMT-------VHTE-M----AD--E----RQPGFLHLRLR-Q--------------TA---DG-----R-T--V-D---LALPDLPGE-WTK-TLIRS-A-Q-SERFE----F--LKSAD-VVWLVVD----------------GRIL--A-DRE--R-R-Q--GAI----------TR-----------------------LG-QLAGR------LR-G----V---IE--G--LM-PRLLVVI-THRDQH---PP--D--H----------------------------------ATI--ARMT---SELS-KH--N-V-----F------FELM---------PVAP--FS--D-------N-------EE------F--KAG-FGLAALV---T--AS---------------V------------G--R---------PT-AA---------P--T-FW-PA--TP---P------------APG---T-------S--SFLSYR-R--D-----Q
WP_027604114.1 YV-N---LIGIVGLPDAGKTAC------IASLYLQL-A------HD--SL-DG-----FSYAD-SMTLMA--FEEISRGSRRWN-DG-----SPP--RQMT-------VHTE-L----PD--D----RQAGFLHLRLR-R--------------HS---DA-----Y-K--F-D---VLMPDLPGE-WSR-SLIQN-G-D-SERFA----F--LKAAE-VLWIMVN----------------GRDF--L-HGK--T-R-E--LAI----------HR-----------------------TT-NLFER------LS-L----V---LP--V--SR-PKIILVA-SWRDSG---SI--P--E----------------------------------QVL--KRVQ---DSGG-EF--G-F-----K------IEFA---------SIAS--FS--E-------S-------HE------V--APG-SGFAELI---S--LS---------------L------------K--P---------SE-QA---------P--D-PW-PV--DQ---V------------SHS---H-------R--AFLNFG-K--D-----L
WP_012723145.1 YV-N---LIGIVGLPDAGKTAC------IASLYLQL-A------HD--SL-EG-----FSYAD-SMTLMA--FEEISRGSRRWN-DG-----SPP--RQMT-------VHTE-L----PD--D----RQAGFLHLRLR-R--------------NS---DA-----Y-K--F-D---VLMPDLPGE-WSR-SLIHN-G-D-SERFA----F--LKAAE-VLWIMVN----------------GRDF--L-DGK--T-R-E--LAI----------HR-----------------------TT-NLFER------LS-L----V---LP--V--SR-PKIILVA-SWRDSG---SI--P--E----------------------------------QVL--KRVQ---DSGG-EF--G-F-----K------IELA---------SIAS--FS--E-------S-------HE------V--APG-SGFAELI---S--LS---------------L------------K--P---------SE-QA---------P--D-PW-PV--DQ---V------------SHS---H-------R--AFLNFG-K--D-----L
WP_105421830.1 YV-T---VIGILGDPESGKTAC------LASLYLMI-S------NA--EL-AG-----WKFAD-SKTLMA--FEDIARGAREWN-AG-----NPP--EQMT-------VHTE-L----SD--D----RRPGFLHMRLV-G--------------DS---DG-----R-R--V-D---LALPDLPGE-WTT-ELVGT-S-R-ADRFE----F--LKAAD-VIWVVLD----------------GRAL--A-NKE--R-R-Q--GVI----------SR-----------------------VG-QLAGR------LG-T----L---VG--G--KM-PKLVLVI-THRDSG---EP--S--A----------------------------------AVT--TLLE---AELA-KR--D-L-----T------ATVI---------PVAP--FS--D-------D-------DKQ-----V--KSG-FGIDELI---E--AS---------------T------------T--S---------IL-PR---------V--E-FW-PP--SD---P------------VEG---M-------R--SYVSYR-R--D-----R
WP_066213804.1 YV-T---VIGILGDPESGKTAC------LASLYLMI-S------NA--EL-AG-----WKFAD-SKSLMA--FEDIARGSREWN-AG-----NPP--EQMT-------VHTE-L----SD--E----RRPGFLHLRLV-R--------------DS---DG-----R-R--V-D---LALPDLPGE-WTT-ELVST-S-R-TDRFE----F--LRAAE-VIWVVLD----------------GRAL--E-NKE--R-R-Q--GVI----------SR-----------------------VG-QLAGR------LG-T----L---FS--G--EI-PKLMLVI-THRDSG---EL--S--A----------------------------------AVT--TRLT---AELA-KR--D-V-----A------ATVL---------AVAP--FS--D-------N-------DEQ-----V--KAG-FGLDELI---A--AS---------------T------------T--S---------DL-PA---------M--E-FW-PS--SD---P------------VEG---S-------R--SYIGYR-R--D-----R
WP_042947639.1 YV-N---LIGIVGLPDAGKTAC------IASLYLQL-A------HD--SL-EG-----FSYAD-SMTLMA--LEEISRGSRRWN-DG-----RPP--RQMT-------VHTE-L----PD--D----RQAGFLHLRLR-R--------------HS---DA-----H-K--F-D---VLMPDLPGE-WSR-SLIQS-G-D-SERFT----F--LQAAE-VVWIMVN----------------GRDF--L-DVK--T-R-E--LAI----------HR-----------------------TT-NLLER------LS-L----L---LP--V--SR-PKIILVA-SWRDSG---SI--P--E----------------------------------QVL--KRVQ---DSGG-EF--G-F-----K------IELA---------SIAS--FS--E-------S-------HE------V--APG-SGFAELI---S--RS---------------L------------K--L---------SE-KT---------P--D-PW-PM--DQ---A------------SNS---H-------R--AFLNFG-K--N-----L
WP_028672494.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-EG-----WSFAD-SKSLTA--FEEIARGARDWN-EG-----KAP--EQMT-------VHTE-L----SD--D----HSPGFLHLRLV-R--------------ES---DQ-----R-R--I-D---FALPDMPGE-WTQ-ALVST-A-Q-SDRLN----F--IKSAE-TIWVVLD----------------GRSL--V-DVE--K-R-N--GLL----------AR-----------------------VG-QLAGR------LR-T----M---LE--G--YS-QRLIVVV-THRDSQ---VI--D--D----------------------------------RVS--IRLK---SALK-RH--S-E-----H------IEVV---------SIAP--FS--D-------N-------PNS-----V--PAG-FGISELM---K--MT---------------A------------E--N---------RI-DR---------P--T-FW-QS--SE---P------------DTD---G-------R--LFLSYR-R--S-----R
WP_042387563.1 YV-N---VVGILGDPESGKTAC------LASLYLLL-S------HA--KL-DG-----WSFAD-SRSLTA--FEEIARGAREWN-NG-----QVP--EQMT-------VHTE-L----TD--E----RSPGFLHLKLK-R--------------LS---DG-----R-K--V-D---FALPDIPGE-WTQ-ALIFN-S-Q-YERLD----F--LKSAE-TIWIVID----------------GRAL--K-DPE--K-R-H--GTI----------AR-----------------------LG-QLAGR------LH-T----M---FG--G--NI-PRLLIVV-THRDSY---TV--D--E----------------------------------NIS--SRMQ---HELN-RR--G-A-----N------AEIV---------EVAP--FS--D-------Q-------LET-----V--PAG-FGIAELI---N--IT---------------V------------T--T---------PP-RP---------L--I-FW-KS--SE---Q------------GTS---K-------R--EYLNYR-R--S-----I
WP_064791172.1 YV-N---VVGILGDPESGKTAC------LASLYLLL-S------HA--KL-DG-----WSFAD-SRSLTA--FEEIARGAREWN-NG-----QVP--EQMT-------VHTE-L----TD--E----RSPGFLHLRLK-R--------------LS---DG-----R-K--V-D---FALPDIPGE-WTQ-ALISN-S-Q-YERLD----F--LKSAE-TIWIVID----------------GRAL--K-DPE--K-R-H--GTI----------AR-----------------------LG-QLAGR------LH-T----M---FG--G--NI-PRLLIVV-THRDSY---TV--D--E----------------------------------NIS--SRMQ---HELN-RR--G-A-----N------AEIV---------EVAP--FS--D-------Q-------LDM-----V--PAG-FGIAELI---N--IT---------------V------------N--T---------PP-RP---------L--I-FW-KS--SE---Q------------GTS---K-------R--EYLNYR-R--S-----I
WP_039487498.1 YV-N---VVGILGDPESGKTAC------LASLYLLL-S------RA--EL-DD-----WSFAD-SRSLTA--FEEIARGAREWN-NG-----QIP--EQMT-------VHTE-L----TD--E----RSPGFLHLRLK-R--------------LS---DG-----R-K--V-D---FALPDIPGE-WTQ-ALISN-S-Q-YERLD----F--IKSAE-TIWVVID----------------GRAL--K-DPE--K-R-H--GTI----------AR-----------------------LG-QLAGR------LH-T----M---FD--G--NI-PRLLIVV-THRDSY---TV--D--E----------------------------------KIS--CRIQ---HELN-RR--E-A-----T------AEIV---------EVAP--FS--D-------Q-------LDM-----V--PPG-FGIAELI---N--IT---------------V------------N--I---------PP-RP---------L--I-FW-KS--SE---Q------------GTS---K-------R--EYLNYR-R--N-----L
WP_050103950.1 YV-N---IVGILGDPESGKTAC------LASLYLLL-S------HA--KL-DG-----WSFAD-SRSLTA--FEEIARGAREWN-NG-----HVP--EQMT-------VHTE-L----TD--E----RSPGFLHLRLK-R--------------LS---DG-----R-K--V-D---FALPDIPGE-WTQ-ALISN-S-Q-YERLD----F--IKSAE-TLWVVID----------------GRAL--K-DLE--K-R-H--GTI----------AR-----------------------VG-QLAGR------LR-K----M---FD--G--NI-PRLLIVV-THRDSY---TV--D--E----------------------------------NIS--RRLQ---YELN-RH--G-A-----I------AEIV---------EVAP--FS--D-------Q-------LDM-----V--PAG-FGIAELI---N--IT---------------V------------N--T---------PP-RP---------L--I-FW-KS--YE---Q------------GTS---K-------R--EYLNYR-R--S-----I
WP_074188448.1 YV-N---VVGILGDPESGKTAC------LASLYLLL-S------RA--EL-DG-----WSFAD-SRSLTA--FEEIARGAREWN-NG-----QVP--EQMT-------VHTE-L----TD--E----RSPGFLHLRLK-R--------------LS---DG-----R-K--V-D---FALPDIPGE-WTQ-ALISN-S-Q-YERFD----F--IKSAE-TIWVVID----------------GRAL--K-DPE--K-R-H--GTI----------AR-----------------------LG-QLAGR------LH-T----M---FN--G--KI-PRLLVVV-THRDSY---TV--D--E----------------------------------KIS--CRMQ---HELN-RR--G-A-----T------AEVV---------EVAP--FS--D-------Q-------LDI-----V--PPG-FGIAELI---N--IT---------------V------------N--T---------PP-KP---------S--I-FW-KS--SE---Q------------GTS---K-------R--EYLNYR-R--S-----L
WP_050085960.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-EG-----WSFAD-SRSLIA--FEDIARGARDWN-NG-----EVP--EQMT-------VHTE-L----AD--D----RSPGFLHLRLK-R--------------LS---DG-----R-H--V-D---LALPDIPGE-WTQ-SLVTT-A-Q-SERLD----F--IKSAE-VIWIVLD----------------GRTL--G-DIE--K-R-Q--GLI----------AR-----------------------VG-QLAGR------LD-T----M---LD--G--RI-PRLLLVV-THRDSY---IV--E--E----------------------------------DVS--RRLE---KELK-RS--G-T-----S------AEII---------CVAP--FS--D-------Q-------PEE-----V--TAG-FGIAELI---N--KT---------------V------------E--E---------ST-ER---------P--T-FW-QS--NE---P------------NEN---D-------R--AYISYR-R--D-----R
WP_024658862.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-EG-----WSFAD-SKSLSA--FEDIARGARDWN-DG-----TAP--EQMT-------VHTE-L----AD--D----NGPGFLHLKLV-R--------------AS---DG-----R-R--F-D---LALPDIPGE-WTQ-ALVST-G-R-SDRLD----F--MKSAE-AVWVVLD----------------GRAL--A-DIE--K-R-H--GVI----------TR-----------------------VG-QLAQR------LH-T----M---MD--G--RP-PRLLIVV-THRDVH---DL--D--D----------------------------------AVV--NRLQ---IELG-RR--R-A-----S------AEVV---------GIAP--FS--D-------R-------PGE-----V--PAG-FGLANLI---D--RT---------------V------------A--T---------TN-KR---------P--V-FW-PS--TD---S------------PDG---S-------R--AFVRYR-R--N-----Q
WP_054077505.1 YV-N---VVGILGDPESGKTAC------LASLYLLV-S------HA--KL-DG-----WSFAD-SKSLSA--FEDIARGARDWN-DG-----TAP--EQMT-------VHTE-L----AD--D----NGPGFLHLKLV-R--------------DS---DG-----R-R--F-D---LALPDIPGE-WTQ-ALVST-G-R-SDRLD----Y--MKSAE-AIWVVLD----------------GRAL--A-DIE--K-R-H--SVI----------TR-----------------------VG-QLAQR------LH-T----M---MD--G--RP-PRLLIVV-THRDVH---DL--D--D----------------------------------AVV--NRLQ---TELG-RR--G-A-----S------AEVV---------GIAP--FS--D-------R-------PGE-----V--PAG-FGLANLI---D--RT---------------V------------A--T---------TN-KR---------P--V-FW-PS--TE---S------------PEG---S-------R--AFVRYR-R--N-----Q
SFK29207.1 YC-H---TVGILGAPDSGKTAL------LASLYLLV-A------HD--RL-AD-----YAFAD-SKTLMG--FEQISKGARHWN-NG-----RLP--EQLT-------DHTQ-M----AD--E----RIPGFLHLRLR-A--------------MN---LE-----R-V--A-D---FLIPDLPGE-WTE-SLIDE-A-R-TDRWD----F--LDSAD-VLWLIVD----------------GRGL--T-NGQ--H-L-L--K-L----------HR-----------------------LS-LLLTR------LQ-S----L---LT--P--PY-PPVFLVA-TRRDVV---DV--P--R----------------------------------DIL--DRMK---TLAE-ER--G-F-----E------ATVH---------LVAS--FA--G-------E-------DSE-----V--QPG-EGVEQLI---H--AS---------------A------------A--E---------RP-AR---------L--I-AS-GS--GR---H------------DIG---A-------R--EMLRYR-C--H-----A
WP_017258882.1 YC-K---VIGILGVPGTGKTAS------LVSLYLLL-A------HS--KL-EG-----FQFLD-SKSIMA--FEEISRGARRWN-QG-----QLP--DQLT-------AHTK-L----QD--E----RIAGYLHLRLQ-R--------------SI---DN-----T-A--M-D---LLLTDLPGE-WTT-SLLET-N-R-VDRLE----F--LKAAD-RIWLTLN----------------AEEL--S-VLK--K-R-Q--QVV----------HR-----------------------AS-LVIKR------IV-E----Y---LG--G--KM-PDVTIVV-THSDKT---AS--V--V----------------------------------EHL--STL-----QTL-AK--G-F-----N------ITVR---------EIAS--FS--D-------N-------EG------K--PAG-FGIKELV---E--DL---------------L------------N--T---------TE-FT---------N--SEFW-PS--QP---S------------MPD---D-------R--HILKFI-I--K-----N
WP_106139080.1 TP-K---IIGLVGSSGAGKTTY------LAMLYSLL-F------NGK-RI-EN-----WDFAG-SYTLDG--WELQAKTLQ-VQ-ED-----GTV---RNP-------DATP-S----------DK-DFYSLYHFALR-H---------------D----G-----F-L--H-D---ILFADSSGE-VFS-KWADN-V-N-DPAAENARWI--YENAH-AFLLFVD----------------CEAI--I-RQR------G--RAG----------SD-----------------------II-QLAEQ------VK-S----G---LR-----SR-PVVII--WSKAD-LAQ-QM--R--E----------------------------------NIV--EVIK---RSLS-EN----F---P-G------AVSL---------EISN--YS--K-------S-------DSD-----Q--LCH-INNVGVT---K--TV---------------L------------D--QLAN---------PR------------P-LH-IA--PA---V------------IQT---D-------D--FFFLYR-G--S-----Y
WP_010686064.1 GG-T---VVGIVGPPEVGKTTL------ISTIYELL-H------RR--RM-AS-----FGFAG-SETLRA--HEERCHLAR-FS-SG-----VAA-------------ADTQ-R----TKVGA-----GLQFTHLLIA-T--------------R-----S-----G-V--Q-D---AVFADRSGE-----LFDKV-L-A-RPADIDDFVE--LRRAD-VIIVLVD----------------LVLL--T-S----S-T-H--LTV----------SA-----------------------VR-RLFMA------M-------DQRGML--E--DR-RVLLV--GTKAD-----VA--V--P-TPR-------------------S-RK----AA-REL--AAVA---EEFA-RR----A-G-G-R--FR--IDTH---------VVAC------R-------P-------RRG---S-T--VIG-EGLELLL-S-A--VL---------------E------TP----A--P------------RP---------P--V----AD--DS-W-P------------LQR-----------S--ELDQLMRG--Y-----R
PCI68529.1 TP-R---IIGLVGSSGAGKTTY------LAMLYSLL-F------NGR-RI-EN-----WDFAG-SYTLNG--WELQAKTLQ-VQ-DD-----GTV---RNP-------DATP-S----------EK-DFYSLYHLALR-H---------------D----G-----F-L--H-D---ILFADSSGE-VFS-KWANN-V-N-DPAAENARWI--YDNAH-AFLFFVD----------------CEAI--I-GQR------G--RAR----------RD-----------------------IV-QVAEQ------VK-S----S---LR-----GR-PVVIV--WSKAD-LAK-IM--R--E----------------------------------NIV--DAIK---RNLS-EI----F---P-G------AISL---------EISN--YS--K-------S-------DSD-----Q--LCH-INNICVA---E--TV---------------L------------N--LLAN---------PQ------------P-LR-IA--PA---S------------IQA---D-------D--FFLLYR-G--S-----Y
WP_091694817.1 SP-F---SVGIVGKANSGKTTF------LAMLFTLL-Q------KGK-KF-KD-----YNFAG-SRTLLG--WDLLYHHFK-VH-QG-----N-I---QFP-------DPTP-T-------------ELLRLYHLSLK-D---------------T---RN-----H-L--H-D---LLIYEASGE-TFY-HWSKN-F-D-DENAKNARLI--YKRAN-AFALFID----------------CDDL--V-HRK------G--LAK----------AE-----------------------II-AIAEM------LR-H----D---LR-----NR-PLIVV--WSKAD-RKS-EI--H--T----------------------------------NIV--SSLS---GELE-TM----F---P-G------MEEI---------QISN--LS--S-------S-------DPD-----D--LVH-KNNIYVV---D--WL---------------L------------E--KLNS---------PA------------G-FQ-IK--DL---N------------PTQ---N-------D--IFLNFR-Y--H-----D
PKP48548.1 TS-R---IIGLVGSSGAGKTTY------LAMLYSLL-F------NGK-RI-KN-----WDFAG-SYTLNG--WELQAKTLQ-VQ-DD-----GTV---RNP-------DATP-S----------DK-DFYSLYHLALR-H---------------N----G-----F-L--H-D---ILFADSSGE-VFS-KWADN-V-N-DPSAENARWI--YNNAH-AFLFFVD----------------CGAI--I-EQR------G--RAR----------RD-----------------------IV-QLAEQ------VK-R----G---LR-----GR-PVVIV--WSKAD-LAD-QM--R--E----------------------------------NIE--ETIK---RSLS-ET----F---P-G------TISM---------EISN--YS--K-------S-------DSD-----Q--LCH-INNIGVA---N--TI---------------L------------D--QLVN---------PQ------------P-LH-IA--PT---L------------IQT---G-------D--FFFLYR-G--S-----Y
WP_051416510.1 KV-N---LIGITGAASAGKTTF------LATLYCLL-R------QGA-SI-GD-----YSFAG-SLTLGG--WESIAWYLS-WK-QHN----SI----QFP-------PHTS-I----NA--G----RAPGLLHLSLR-N---------------T---TG-----E-R--K-E---LVFTDAPGE-WFE-HWIAN-K-N-DPNAEGAVWI--HRNAD-AFLLFAD----------------CEML--S-GNE--L---G--KAR----------QQ-----------------------TK-LVADR------LK-Y----L---LG-----KR-PFGLI--WSKAD---I-EV--D--E----------------------------------LIR--EQIS---GHIQ-NS--P-L---E-N------YREF---------QTSV------R-------E-------GEQ-----E--GFH-SNILSSI---E--WI---------------M------------Q--V------------TG--------GE--T-NPPLM--VS---R------------HNT---E-------D--LFLSKRSV---------
WP_082483729.1 KP-L---TVAIAGPESAGKTTL------LGAWYLLL-G------RGMLTE-EH-----KQFNG-SYSLAG--WEAIAGSLR-WQ-PG-----QLP---SFP-------PHTS-T----RD--S----RVPGLLHLALR-E---------------A---PG-----Q-T--R-D---LFFADAPGA-WFQ-TWAVN-A-E-SSEAQGARWL--ARHAD-VFLIVAD----------------RQAL--A-GPK--L---G--QAR----------NK-----------------------FQ-LLTKR------IS-A----E---RR-----GR-PVALV--WTKGD---V-AV--N--K----------------------------------EME--TVIR---SAML-DD----M---P-N------AAEF---------TTSV---F-SG-------G-------NEH-----A--QTG-AGFVPLF---A--WL---------------L------------A--L------------DR---------P--G-TA-VA--RK---R------------GTT---T-------D--PLFLY--G--R-----R
CCH55905.1 TP-K---IIGLIGSSGAGKTTY------LAMLYSLL-F------NGK-RI-EN-----WDFAG-SYTLNG--WELQAKTLQ-VQ-ED-----GTV---RNP-------DATP-S----------DK-DYYSLYHFALR-Y---------------N----N-----F-L--H-D---ILFADSSGE-VFS-KWADN-V-N-DPAAENARWI--YDNAH-AFLLFVD----------------CEAI--I-QQR------G--RAG----------RD-----------------------II-QLAEQ------VK-S----G---LR-----GR-PVVIV--WSKAD-LAQ-QM--R--E----------------------------------NIV--ETIK---RSLS-EN----F---P-G------AVSL---------EISN--YS--K-------S-------DSD-----Q--LCH-INNVGVT---K--TV---------------L------------D--QLAN---------PQ------------P-LH-IA--PA---A------------IQT---D-------D--FFFLYR-G--S-----Y
WP_072408567.1 SP-I---IIGLIGSANAGKTSY------IGMLYTLL-F------NGR-KF-NN-----WSFAG-SYTLNA--WEAQAKSLK-IN-SK-----GKV---PFP-------KSTP-S----------HP-DYYSLYHLALK-K---------------D----K-----R-L--Y-D---ILFADSSGE-VFT-KWATD-T-E-NSEAENAKWI--YQNSD-GFIFFVD----------------CEAL--I-IGR------G--GAR----------RP-----------------------IL-QLAGQ------IS-S----N---LG-----TR-KVVVV--WSKAE-KIN-EI--S--A----------------------------------PLK--KSID---EGLQ-RF----F---P-N------APHL---------YISN--FS--A-------S-------PDD-----E--YCY-VNNLATS---E--TI---------------L------------D--KITQ---------SQ------------K-LR-LT--PI---I------------SNS---P-------D--FFFSYG-T--S-----N
KYF79630.1 PA-R---LISVLGPYDAGKTSL------MASFFLQI-A------NGQYGL-FP-----YRFAS-SRTLYG--FQDLVDRANRWS-GK-----QGE---QVV-------DHTP-K----EE--S--R-DPGRFLHLGLR-P-S------------DP-T-DD-----R-H--L-D---VLLTDVAGE-WIE-DWTRR-V---DDGARRRLAF--MPRSD-GFLVVVD----------------ASAL--L-GTS------G--AKM----------DA----------------A------VG-RLIRR------IV-A----SAG-NR--R--GR-GLALV--FSKFD---R-II--D--Q-IEP-PEEK--------------A-CQ----QR-GAW--GRLG---KLTP-AI----W---S-A-LEH--GCNA-GFLTAPF-AVSA--FP--K-------P-------LKQ--------GQP-AGVLAPF---S--YV---------------M------RW----A--D---------RR-ER-----W---P-------RL--CI---P------------IRD---G-----G-S--QFEAMR----R-W---D
WP_043393691.1 PA-R---LIGVLGPYNAGKTCL------MTSFFLQL-A------NGQRGT-FP-----YRFAS-SLTLHG--LRELMEQAGQWT-GP-----EQE---GIV-------PHTTVG----AD--T--S-KPRHFLHIGLR-P-Q------------DD-H-DD-----R-H--V-D---LLLSDLPGE-WVK-DWTEY-V---DTTATERMSF--IRRCD-AFILLAD----------------ANAL--L-ARG------G--GAT----------DD----------------Q------TA-ILIRR------VL-E----HTQ-DV--N--PRPPLALV--LSKFD---R-II--Q--S-VEP-PAPE--------------K-RA----DR-EAW--GALA---KRLR-LT----W---P-A-IEE--ARRA-GQPIEVF-PVSA--FP--C-------A-------LNQ--------GQP-IGILDPF---A--YV---------------M------KH----A--D---------SR-ER-----W---P-------PL--EV---P------------VPE---D-----A-R--GFATMR----R-W---R
OYX25766.1 TP-V---IIGIIGKADAGKTTY------LAMLFTLL-L------RGI-KL-KE-----FDFCG-TKTINI--WDELYQKLR-VQ-QD-----G-V---IFP-------DSTP-A-------------QYIRLLHLALR-N---------------D---SK-----K-L--K-D---ILITDASGE-VFS-VWSKN-R-N-DENAENARWV--YEHSN-AFILFID----------------CEDL--I-NRK------A--QAK----------ND-----------------------IV-DLAQM------LK-H----D---LR-----NR-PVIAV--WSKSD-KKE-EV--H--P----------------------------------IIR--EKLQ---GELK-EL----F---E-N------YEEI---------DISN--FS--S-------D-------DPD-----V--LVH-KNNIAVL---D--WL---------------L------------S--RVFT---------VS------------K-SE-IL--IE---N------------DST---V---N---D--IFLNYK-S--T------
WP_038698916.1 SP-V---LIGVVGKADAGKTTY------LAMLFTLL-L------RGG-MF-KD-----FSFAG-TKTIQA--WDKLYKTLQ-VQ-QA-----GGV---VFP-------DPTP-S-------------QYIRFLHLALR-N---------------R---AN-----R-L--N-D---ILLSDIAGE-AFS-LWATN-R-N-DVNAENARWI--YQNAS-AFILFID----------------CEDL--I-KRK------S--LAK----------ND-----------------------IL-DMAQM------LR-H----D---LR-----SR-PVITV--WSKSD-KKH-DV--H--P----------------------------------KIL--EKLK---DELS-EF----F---P-V------FAEI---------DISN--FS--Y-------D-------DPD-----I--LVH-KNNISVL---D--FL---------------L------------S--KIFV---------PV------------G-SD-II--IE---D------------DNK---D---K---D--IFLKFK-N--L------
OJW81736.1 PV-T---LIGITGVASAGKTTF------LATLYCLL-R------HGH-KI-GD-----FQFAG-SLTLVG--WENIAWYLS-WN-THN----DV----QFP-------PHTS-S----NA--G----RIPGLLHISLR-N---------------K---NG-----E-K--K-E---VVFTDAPGE-WFG-HWIVN-K-N-DSNAAGAQWI--HEYAN-AFLLFAD----------------CEML--S-GNQ--L---G--KAR----------QQ-----------------------TK-QVADR------LK-Y----N---IK-----NR-PLGLV--WSKSD---I-DI--D--P----------------------------------EVK--KQIS---NHIQ-NS--P-L---S-N------YQEF---------ETSV------R-------N-------EKS-----T--DWQ-MNILESI---N--WI---------------L------------T--I------------LS--------AD--T-NELPM--VS---R------------FAS---T-------D--LFLSKR-----------
WP_019600190.1 KP-I---FIGVTGVASAGKTTF------LATLYCLI-R------QGA-KI-GE-----YSFAG-SLTLNG--WEDIAWYLS-WK-SNA----EI----QFP-------DHTT-N----NT--G----RVPGLLHLTLK-N---------------K---AG-----K-N--I-D---LILTDAPGE-WFD-HWSNN-I-N-SENAIGAQWI--YENCD-GFLLFAD----------------SDML--S-GSQ--R---G--NAK----------RQ-----------------------LK-QVSDR------LI-E----S---IN-----DR-PIGLI--WSKSD---L-EL--P--H----------------------------------QTK--QQII---THIE-AT--P-F---K-H------FNQF---------ETSV------Q-------E-------GAK-----G--KFH-KAILESV---N--WI---------------I------------E--V------------LN--------QN--C-NSLPK--IS---V------------AKP---E-------D--MFLSKR-S--I-----N
WP_004911053.1 KP-K---IVGILGAENAGKTSL------LASWYLMI-S------RGLSSN-IQ-----SQFAG-SYSLAG--WEAVSANLR-WE-PG-----HIP---CFP-------AHTP-S----GI--K----RAPGLLHMAFK-NK--------------N---EG-----I-V--E-D---YLFADAPGE-WFS-KWAAN-S-E-APDAEGARWL--STNAD-MFLLVAD----------------RQAL--S-GDA--K---G--RAR----------SE-----------------------LN-RLIQR------VG-G----I---LQ-----NR-PIALV--WSKSD---M-PK--D--E----------------------------------IIE--NSIR---TSTF-SV----M---P-Q------TTEF---------ETQI---L-AD-------E-------NPS-----S--SHE-DNILNLL---N--WV---------------L------------G--Q------------KK---------Q--K-GK-LP--VF---E------------YEG---N-------D--PLFMF--G--R-----G
WP_099766930.1 TP-L---IIGVVGKADAGKTTF------LAMLYTLM-L------KGG-GI-TR-----FKFCG-TKTIHA--WDSLYQTLL-IG-KE-----G-V---KFP-------DPTP-A-------------EYIRFLHLALR-N---------------E---QG-----K-L--K-D---IFISDVAGE-VFS-AWSKN-R-N-DTNAENARWI--YENSN-AFILFID----------------CKDL--I-ERK------A--QGK----------ND-----------------------VL-DLAQM------LN-H----D---LH-----DR-PVIAV--WSKSD-IKQ-DI--H--S----------------------------------KIV--TDIK---EELA-EK----Y---K-N------FFEI---------EISN--FS--V-------D-------DPD-----I--LVH-KNNLSVI---D--WI---------------L------------S--KVYV---------ST------------G-TV-LD--NA---V------------EIE---S---N---D--YFLKFK-K--D------
AGS80656.1 ST-N---LIGIVGKANAGKTTF------LAMLYTLL-L------NGK-KF-KH-----YKFAG-TKTILG--WDELYNKLK-IQ-MN-----S-V---AFP-------DPTP-S-------------QYYRLLHFALR-D---------------S---EG-----R-L--K-D---ILLSDSSGE-VFS-VWSQN-K-K-DENAEIARWV--YSNSN-GFILFID----------------CEDL--I-VRK------N--AAK----------TE-----------------------IL-DMAQM------LN-S----D---LC-----NR-PVIAV--WSKSD-KIE-AI--N--S----------------------------------IIK--NSLQ---EELK-QI----F---L-N------YKEI---------QISN--FS--K-------D-------DPD-----V--LVH-DNNIETI---D--WL---------------L------------D--QISK---------SS------------I-QG-LI--VD---N------------TYK---G-------D--VFLGYK-G--K------
WP_078130561.1 SP-N---LIGIVGKAYAGKTTF------LAMLYTLL-L------NGK-KF-KH-----YKFAG-TKTILG--WDELYNKLK-IQ-MN-----S-V---AFP-------DPTP-S-------------QYYRLLHFALR-D---------------S---EG-----R-L--K-D---ILLSDSSGE-VFS-VWSQN-K-K-DENAEIARWV--YSNSN-GFILFID----------------CEDL--I-LRK------N--AAK----------TE-----------------------IL-DMAQM------LN-S----D---LC-----NR-PVIAV--WSKSD-KIE-AI--N--S----------------------------------EIK--NSLQ---EELK-QI----F---L-N------YKEI---------QISN--FS--K-------D-------DPD-----V--LVH-DNNIETI---D--WL---------------L------------D--QISK---------SS------------I-QE-LI--VD---N------------IYM---G-------D--VFLGYK-G--K------
AUC22655.1 KP-I---FIGITGVASAGKTTF------LASLYCLL-R------NGE-SI-GN-----YSFAG-SLTLIG--WENIAWYLS-WK-NNG----NI----QFP-------PHTS-N----NA--G----RLPGLLHIALK-N---------------N---EG-----E-K--I-D---LVFTDAPGE-WFD-HWRIN-V-N-NENAKGAKWI--HDNCD-AFLLFAD----------------CEMLTPT-NSK--R---G--IAK----------QQ-----------------------IN-SVADR------IM-E----N---LG-----NR-PFELI--WSKSD---I-TI--P--V----------------------------------ETK--NQIR---SHFK-QN--Q-I---K-Y------FAEY---------ETSV------K-------A-------GED-----E--LFH-QNICNSI---D--WL---------------I------------E--K------------LH--------NN--K-NQIPR--IL---S------------HKP---E-------D--MFLSKR-A--I-----N
WP_035621586.1 PA-I---IIGVVGKADAGKTTY------LAMLFTLL-L------RGV-KL-QD-----FDFCG-TKTIKA--WDEFYHKLK-VQ-KE-----S-V---AFP-------DPTP-A-------------QYIRLLHLALR-N---------------K---SK-----L-L--K-D---IFLSDASGE-VFS-IWSQN-R-E-DERAENARWV--YEHSN-AFILFID----------------CEDL--I-NRK------N--QGK----------TE-----------------------VV-DIAQM------LK-H----D---LK-----NR-PVIAV--WSKSD-RKE-EV--H--T----------------------------------KIK--EKLQ---EELS-EI----F---ENN------FTEI---------DISN--FS--A-------E-------DPD-----V--LVH-KNNIIVL---D--WL---------------L------------S--VIFS---------AS------------K-TE-IT--LE---N------------KNV---G---R---D--IFLNYK-V--N------
WP_001049274.1 SI-N---LIGIVGKANAGKTTF------LAMLYTLL-L------KGK-KF-KR-----YKFAG-TKTILG--WDELYNKLK-IQ-MN-----S-V---AFP-------DPTP-S-------------QYYRLLHFALR-D---------------S---EE-----R-L--K-D---LLLSDASGE-VFS-VWSQN-N-K-DENAEIARWV--YSNSN-GFMLFID----------------CEDL--I-FRK------N--AAK----------TE-----------------------IL-DMAQM------LN-S----N---LC-----NR-PVIAV--WSKSD-KIA-EI--N--P----------------------------------KIK--NSLQ---EELK-RI----F---L-N------YKEI---------QISN--YS--M-------D-------DPD-----V--LVH-ENNIETI---D--WL---------------L------------D--QFSK---------TS------------I-QE-IV--VD---N------------KFM---G-------D--IFLGYK-G--K------
WP_009518251.1 KP-K---IVGILGAENAGKTSL------LAAWYLMI-S------RGLSSN-IE-----SQFAG-SYSLAG--WEAVSANLR-WE-PG-----HIP---CFP-------AHTP-S----GI--K----RAPGLLHMAFK-NK--------------N---DG-----V-I--G-D---YLFADAPGE-WFS-KWAIN-S-E-APDAEGARWL--STNAD-MFLLVAD----------------RQAL--S-GDA--K---G--RAR----------SE-----------------------LN-RLIQR------VG-G----I---LQ-----NR-PIALV--WSKSD---M-PK--D--E----------------------------------IIE--NSIR---TSTF-SV----M---P-Q------TSEF---------ETQI---L-GD-------G-------NAT-----S--SPE-NNILNLL---D--WV---------------L------------D--Q------------KK---------L--K-GK-LP--AF---E------------YEG---N-------D--PLFMF--G--R-----G
WP_074658812.1 TP-L---IIGIIGAANAGKTSY------LGMLYTLL-F------NGH-KF-TK-----WNFAG-SYTLIA--WEAQAKGLK-IG-SN-----GKV---SFP-------AATP-S----------TP-DYYSLYHMALK-A---------------D----E-----S-L--H-D---IVFADSSGE-VFT-KWADD-T-E-DIESDNAKWI--YENSD-GFIFFVD----------------CEAI--I-KER------G--RAK----------RK-----------------------IT-QLAGQ------IA-S----N---LG-----NR-YVAIA--WSKSD-KID-DI--P--P----------------------------------TIK--EAIE---QSLA-ES----F---P-L------AKTF---------YISN--FS--V-------D-------SKD-----E--RCF-VNNLALA---Q--DV---------------L------------E--AMTK---------TK------------Q-IY-LI--PT---L------------PMS---N-------D--FFINYH-G--R-----N
WP_048503673.1 TP-V---IIGVVGKADAGKTTF------LAMLYTLM-L------KGG-SL-TG-----FKFCG-TKTIHT--WDSLYQTLL-IG-KE-----G-V---KFP-------DPTP-A-------------EYIRFLHLALR-N---------------E---QG-----K-L--K-D---ILISDVAGE-VFS-AWSKN-R-K-DTNAENARWI--YENSN-AFILFID----------------CKDL--I-ERK------A--QGK----------ND-----------------------VL-DLAQM------LN-H----D---LH-----DR-PVIAV--WSKSD-IKQ-EI--H--S----------------------------------KIV--TDIK---EELA-EK----Y---K-N------FYEI---------EISN--FS--V-------D-------DPD-----I--LVH-KNNLSVI---D--WI---------------L------------S--KVYV---------NT------------G-AV-LD--NA---V------------EIK---S---N---D--YFLKFK-K--D------
WP_001049273.1 SI-N---LIGIVGKANAGKTTF------LAMLYTLL-L------KGK-KF-KR-----YKFAG-TKTILG--WDELYNKLK-IQ-MN-----S-V---AFP-------DPTP-S-------------QYYRLLHFALR-D---------------S---EE-----R-L--K-D---LLLSDASGE-VFS-VWSQN-N-K-DENAEIARWV--YSNSN-GFMLFID----------------CEDL--I-FRK------N--AAK----------TE-----------------------IL-DMAQM------LN-S----N---LC-----NR-PVIAV--WSKSD-KIA-EI--N--P----------------------------------KIK--NSLQ---EELK-RI----F---L-N------YKEI---------QISN--YS--M-------D-------DPD-----V--LVH-ENNIETI---D--LL---------------L------------D--QFSK---------TS------------I-QE-IV--VD---N------------KFM---G-------D--IFLGYK-G--K------
WP_106138899.1 QL-T---VIGITGAASAGKTTF------LATLYCLL-R------QGA-TV-GQ-----YRFAG-SLTLTG--WENIAWYLS-WK-EDN----SI----EFP-------EHTT-S----NA--G----RVPGLLHLKLR-D---------------K---NN-----R-T--K-D---LIFTDAPGE-WFD-HWAFN-E-K-DPNAAGALWI--HTIAD-AFLLFAD----------------CDML--A-SNQ--L---G--KAR----------KQ-----------------------TR-MVADR------IK-Q----G---IN-----NR-PFALI--WSKSD---V-TL--D--P----------------------------------DIK--AQIS---TYIT-NS--P-I---S-Q------YKEF---------ETSV------R-------E-------GRK-----G--EYH-ANVCASI---A--WV---------------L------------S--M------------LD--------RD--L-NESPV--VI---S------------KKP---E-------D--MFLSIR-----------
WP_004808196.1 KP-K---IVGILGAENAGKTSL------LAAWYLMI-S------RGLSLN-IQ-----SQFAG-SYSLAG--WEAVSANLR-WE-PG-----HIP---CFP-------AHTP-S----GI--K----RAPGLLHMAFK-SK--------------N---EG-----I-V--E-D---YLFADAPGE-WFS-KWAAN-S-E-APDAEGARWL--STNAD-MFLLVAD----------------RQAL--S-GDA--K---G--RAR----------SE-----------------------LN-RLIQR------LG-G----I---LQ-----NR-PIALV--WSKSD---M-PK--D--D----------------------------------IIE--NSIR---TSTF-SV----M---S-Q------TTEF---------EIQI---L-GD-------E-------NVT-----S--SPE-NNILNLL---D--WV---------------L------------D--Q------------KK---------Q--K-GK-LP--AF---E------------YEG---N-------D--PLFMF--G--R-----G
EUC00051.1 ET-R---LVAIVGPHNAGKTTL------LAAWYQGA-G------RSG-RV-GD-----HTFAG-SFTLEG--WEAVAHALR-WE-G------SSP---TFP-------PHTS-S----GA--G----RAPGMLHLAVR-Q---------------E---DD-----E-L--V-D---FLFADSPGE-WFQ-RWAID-S-S-AEDAEGARWL--ADRAS-VFLITAD----------------CEAL--S-GSN--R---G--NAR----------SS-----------------------LI-QLIRR------TA-H----E---RR-----GR-PVALV--WTKAD---I-GI--S--P----------------------------------NIR--NSIL---EAAK-LV----M---P-E------VAEF---------SCSV--SNLDI-------D-------GDE-----I--FAQ-KSMGDVL---K--WA---------------V------------Q--P------------YP---------R--G-FT-PS--ET---R------------IAS---N-------D--PFLNF--G--R-----T
WP_082729868.1 KP-M---VVGVVGPQNAGKTTL------LAAWYLFI-G------RGLACS-EK-----RRFVG-SYSLAG--WEALAGSLR-WT-PG-----NPP---NFP-------PHTS-S----RG--G----RAPGLLHTSFR-G---------------G---SG-----D-V--R-S---YLFTDAPGE-WFQ-QWSMN-R-D-APDAQGARWV--AEHAD-MFLLIAD----------------RQAL--A-GEN--K---G--SAR----------SA-----------------------LQ-VLARR------LA-A----E---RS-----DR-PVALV--WTKAD---V-TI--A--P----------------------------------EIE--TAVR---DAVL-KL----M---P-D------AREF---------LVSI---S-SS-------G-------DDE--------NKG-QGLLELL---D--WT---------------L------------D--I------------RR---------A--R-LF-LP--PP---Q------------ATS---S-------D--LLFMF--G--V-----K
WP_075119466.1 KP-M---VVGVVGPQNAGKTTL------LAAWYLLI-G------RGLACS-EK-----RRFAG-SFSLAG--WEALAGSLR-WS-PG-----NPP---NFP-------PHTS-S----RG--G----RAPGLLHTSFR-G---------------G---SG-----D-V--R-S---YLFTDAPGE-WFQ-KWSMN-R-D-APDAQGARWV--AEHAD-MFLLIAD----------------RQAL--A-GEN--K---G--SAR----------SA-----------------------LQ-VLSRR------LA-A----E---RA-----DR-PVAIV--WTKAD---V-SI--A--P----------------------------------EIE--TAVR---DAVL-KL----M---P-D------TREF---------LVSI---S-GS-------G-------DDH--------NKG-QGLLELL---D--WA---------------L------------D--I------------RR---------T--R-LS-LP--PP---Q------------AAS---S-------D--LLFMF--G--V-----K
WP_015241822.1 RP-L---VIGIIGAQNAGKTTL------LGAWYLLL-G------RGLANL-GG-----RRFAG-SYSLSG--WEAVAGAMR-WA-PG-----HPP---RFP-------PHTT-S----RG--G----RAPGMLHLALR-H---------------E---DH-----G-R--PVD---YLFTDAPGE-WFQ-KWAVN-T-N-SQEGGGARWV--SDHAD-AFLVVAD----------------REAL--S-GEA--M---G--SAR----------GS-----------------------LQ-LLARR------LA-S----E---LR-----ER-PVALV--WTKAD---V-EI--A--P----------------------------------AME--TAVR---KAVF-DV----M---P-N------AAEF---------SVSV-VDE-AD-------G-------DPA-----L--NKG-TGLVDLL---R--WA---------------V------------D--V------------RR---------A--T-VE-LP--SP---A------------ATS---K-------D--PLFVY--G--S-----R
WP_041575023.1 KP-I---VIGVVGPQNAGKTTL------LAAWYLLL-G------RGLASP-EG-----RLFAG-SYTLSG--WEAAAGAMR-WT-PG-----QPP---RFP-------PHTT-S----RG--G----RAPGLLHLTFR-N---------------E---HG-----G-A--PVD---YLFTDAPGE-WFQ-RWAIN-T-D-STEGAGARWV--SDHAD-AFMIVAD----------------REAL--A-GEA--M---G--SAR----------GS-----------------------LQ-LIARR------LG-A----E---RG-----GR-PVALV--WTKAD---V-EI--P--S----------------------------------EME--EAVR---GAVM-DA----T---P-D------AAEH---------SVSV-VGA-PG-------T-------DPL-----L--NRG-VGLTELL---Q--WA---------------I------------D--V------------RR---------P--G-VR-LP--TL---A------------STS---D-------D--PLFIY--G--S-----R
WP_022674627.1 GG-V---VIGIVAGPAVGKTTL------IGTIYELI-H------RA--RM-KD-----FGFAG-SETLRG--YEERTFLAR-MA-SK-----KTK-------------PDTP-R----TR--H-----ELTFTHLRIA-T--------------G-----H-----G-K--T-D---VFFADRPGE-----NFDVA-L-G-QTKDFATFTE--LARST-VILLMVD----------------LKEL--M-E----K-P-Q--PIM----------SS-----------------------IR-RLFMA------M-------EQHGSL--A--NK-RLFLL--GTKAD-----LL--T--A-DGQ-------------------R-DA----AV-LRL--EQMR---SDLE-TR----S-S-T-G--AK--PITV---------VVSS------R-------A-------PKG---T-N--RVG-EGVEQLL-S-E--IL---------------Q------PL----P--P------------SP---------F--T----LG--ST-S-P------------STP-----------T--ALDSLMVA--M-----R
WP_056690826.1 KP-I---VIGVVGPQNAGKTTL------LAAWYLLL-G------RGLATP-ER-----RLFAG-SYTLSG--WEAAAGAMR-WT-PG-----QPP---RFP-------PHTT-S----RS--G----RAPGLLHLAFR-D---------------E---ES-----G-A--LVD---YLFTDAPGE-WFQ-RWAIN-T-D-SAEGAGARWV--SDHAD-AFIIVAD----------------REAL--A-GEA--M---G--SAR----------GS-----------------------LQ-LIAKR------LG-A----E---RG-----RR-PVALV--WTKAD---V-EI--S--A----------------------------------EME--EAVR---SAVN-DA----I---P-D------ATEH---------SVSV-VGT-PD-------T-------DPL-----L--NKG-VGLTELL---Q--WA---------------I------------D--V------------RR---------P--G-VS-LP--PP---A------------STS---A-------D--PLFIY--G--S-----R
WP_024664091.1 KP-M---VVGMVGPQNAGKTTL------LAAWYLLI-G------RGLACS-EK-----RRFAG-SYSLAG--WEALAGSLR-WR-PG-----NPP---NFP-------PHTS-S----RG--G----RAPGLLHTSFR-G---------------G---LG-----D-V--R-S---YLFTDAPGE-WFQ-KWSMN-L-D-APDAQGARWV--AAHAD-MFLLIAD----------------RQAL--A-GEN--K---G--SAR----------SA-----------------------LQ-VLARR------LA-A----E---RA-----DL-PVALV--WTKAD---V-SI--A--P----------------------------------EIE--TAVR---DAVL-KL----M---P-D------TREF---------FVSV---S-GS-------V-------DGE--------NKG-QGLLELL---D--WT---------------L------------D--I------------RR---------A--R-LF-LP--PP---Q------------AAS---S-------D--LLFMF--G--V-----K
CDG51233.1 KP-M---TVSIAGPESAGKTTL------LAAWYLLL-G------RGLLSD-SK-----WQFGG-SFSLEG--WEAVAAALR-WS-PG-----QPP---SFP-------PHTT-S----HS--A----RAPGLLHLAFR-Q---------------E---DD-----N-L--R-D---FLFADAPGE-WFQ-RWAVD-A-L-AEEAGGACWI--AKHAD-VLLLAAD----------------RQAL--S-GPH--L---G--SAR----------NS-----------------------FQ-LLAKR------VA-A----E---RR-----GR-PVALV--WTKAD---I-EL--S--A----------------------------------EME--RRIR---QAVI-SV----M---P-D------AAEF---------SVSV---F-SE-------D-------GGD-----V--GVG---FQKLF---R--WI---------------L------------G--I------------RR---------S--H-VQ-LL--PA---A------------VSG---H-------D--PLFIF--G--R-----R
WP_015073719.1 GG-T---VVGLVAGPEVGKTTL------IGLMYELL-V------RR--RM-TA-----FGFAG-SDTLRG--YDERCYLAR-TA-TN-----AAT-------------ADTL-R----TPAKD-----KLSFTHLRVA-C--------------G-----S-----A-R--W-D---LVFSDRSGE-----HFEEV-I-N-QPNGIAEFQE--LWRAD-VILLLVD----------------LIEL--L-N----E-P-N--LQV----------SR-----------------------MR-RWTMA------M-------AQNGML--E--GK-VVFLV--GTKAD-----VA--L--Q-TPG-------------------S-RA----AK-REL--DGLA---ADLS-KR----A-R-G----VP--VLPM---------IVAC------R-------P-------RKG---S-T--IVG-EGVEKLL-G-D--IL---------------A------PR----A--C------------PK---------E--K----VS--EV-W-P------------IAP-----------T--ELDLLMLR--Y-----R
SEJ17728.1 KP-I---TVGIVGPESAGKTTI------LGALYLLL-G------RGALTT-DA-----SSFSN-SYTLAG--WEAVATSLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------G---DG-----S-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-AADAEGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--AAR----------ND-----------------------FQ-LLAQR------AV-A----E---AR-----GR-RLALV--WTKGD---V-DV--A--P----------------------------------AME--AQIR---KAVA-SD----S---L-S------VPEF---------TVSV------Y-------P-------RGE-----V--DAA-EGFRELF---G--WI---------------L------------C--S------------KR---------A--G-VD-LP--TT---E------------TSG---H-------D--PLFRF--G--R-----R
WP_099717567.1 KP-L---IIGIVGPAEAGKSTI------LLSLYLQI-L------SGK-KL-KF-----GDFWA-SYTLES--WEALAKNSR-FA-SPL----SSP---DFP-------PRTP-R----GD--A----RTPGFLHLSFR-D---------------E---ND-----G-I--R-D---VIFIDAPGE-WFN-QWATN-P-N-L--AQGANWV--ITHSD-LLIITSD----------------SEKL--S-HKD--AKIRG--STR----------ND-----------------------IS-SIFDR------LK-D----Y---RY-----AK-HIALV--WTKAE---E-N------N----------------------------------NIP--KTIR---DLIT-RN--------L-N------SINF---------CSTS------N-------H-------SCS-----I--TQP-DEMFTII---N--EL---------------I------------S--N------------IS---------V--E-HK-EI--TD---H------------IIG---N-------S--IFESFR-G--N-----H
WP_005142130.1 KP-L---IIGIVGPAEAGKSTI------LLSLYLQI-L------SGK-KL-KF-----GDFWA-SYTLES--WEALAKNSR-FA-SPL----SSP---DFP-------PRTP-R----GD--A----RTPGFLHLSFR-D---------------E---ND-----G-I--R-D---VIFIDAPGE-WFN-QWATN-P-N-L--AQGANWV--ITHSD-LLIITSD----------------SEKL--S-HKD--AKIRG--STR----------ND-----------------------IS-SIFDR------LK-D----Y---RY-----AK-HIALV--WTKAE---E-N------N----------------------------------NIP--KTIR---DLIT-RN--------L-N------SINF---------CSTS------N-------H-------SCS-----I--TQP-DEMFTII---N--EL---------------I------------S--N------------IS---------V--E-HK-EI--TD---H------------IIG---N-------S--IFESFR-G--N-----H
WP_005265692.1 KP-L---IIGIVGPAEAGKSTI------LLSLYLQI-L------SGK-KL-KF-----GDFWA-SYTLES--WEALAKNSR-FA-SPL----SSP---DFP-------PRTP-R----GD--A----RTPGFLHLSFR-N---------------E---ND-----V-I--R-D---VIFIDAPGE-WFN-QWAAN-P-N-L--AQGANWV--ITHSD-LLIITSD----------------SEKL--S-HKD--ARIRG--STR----------ND-----------------------IS-SIFDR------LK-D----Y---HY-----AK-HIALV--WTKAE---E-N------N----------------------------------NIP--KTIR---DLIT-RN--------L-N------SINF---------CSTS------N-------H-------SCS-----I--TQP-DEMFTII---N--EL---------------I------------S--N------------IS---------V--E-HT-EI--TD---H------------IIG---N-------S--IFESFR-G--S-----H
ADX44954.1 RT-R---LVGVFGVAGSGKTSL------LGAWYLLI-G------RGI-GP-TG-----ISFAG-SLTLEG--WENIAGNLR-WI-GA-----HGP---SFP-------PHTS-S----GS--G----RHPGLLHLHL--Q---------------V---DD-----G-Q--H-D---LLFADAPGE-WFS-RWSVR-R-E-AEDAVGAAWL--SGAAD-VLLVIAD----------------SEEL--A-GQR--L---G--PAR----------AS-----------------------LQ-SLLRR------VG-A----E---RR-----GR-PVALV--WTKCD---V-QV--D--E----------------------------------QMR--TAVK---NAAD-LA----L---G-T------YETF---------SVSM--RA-AP-------G-------QEP-----Y--NRG-QGLLELL---D--WV---------------V------------R--V------------GD---------A--T-FP-KK--AL---L------------HPE---Q-------D--LLQIV--G--G-----V
WP_005792630.1 PS-R---MIGVIGVHDSGKTSV------IAGLFDLF-Q------LG--SV-AH-----AMFAG-SSTLHG--LEKICHDAR-VA-SE-----RDE-------------PHSE-R----TK--R--G--EVRFYHFDVL-R--------------D-----G-----L-L--Q-S---VLIADRSGE-----EYEEV-A-D-LTANATAMFE--LRRAD-VITVLVD----------------GRRL--A-SSR--D-R-A--DVM----------GA-----------------------IP-LIIQG------MV-E----NGA-FA--R--KP-NLAIV--LTKDD-----AV--Q--A-SPR-------------------K-DQ----VQ-RDF--LAII---DGIR-DA----F-A-S-H-FGE--FGSF---------VTSA------S-------P-------KNA---N-V--VRG-AGLAEML-E-F--WM---------------K------------P--G------------AE---------P--Q----GT---R---L------------RHS-S-G-------R--VFDGLM-F--E-----E
WP_091458868.1 LS-R---MIGVIGVHDSGKTSV------IAGLFDLF-Q------MG--PV-AN-----IIFAG-SSTLHG--LEIICHDAR-AA-SE-----RDE-------------PHSE-R----TK--R--G--EVRFYHFDVL-R--------------D-----G-----L-L--Q-S---LLIADRSGE-----EYEEV-A-D-LAANATTMFE--LRRAD-VITVLVD----------------GRRL--A-SSR--D-R-A--DVM----------GA-----------------------IP-LIIQG------MV-E----NGA-FS--R--KP-NLAIV--LTKDD-----AV--Q--A-SPR-------------------K-DQ----VQ-RDF--LAII---DGIR-DA----F-A-S-H-FGE--IGSF---------VTSA------S-------P-------KDA---N-V--VRG-AGLAEML-E-F--WM---------------K------------P--G------------AE---------A--Q----GI---R---Q------------RYY-S-G-------R--VFDGLM-I--E-----E
WP_102873728.1 PA-R---MIGVIGGHDAGKTSV------IAGLYDLF-Q------LG--PV-SN-----NIFAG-SSTLHG--FESICHDAR-AA-SE-----RNE-------------PHSE-R----TK--R--G--EVRFYHIDVR-R--------------N-----D-----A-L--Q-S---LLIADRSGE-----EYEEV-A-D-LAANATDMFE--LRRAD-VITILVD----------------GRRL--A-SPS--D-R-A--DVM----------GS-----------------------IP-LIIMG------MV-E----NGA-FL--R--KP-SLAIV--LTKDD-----AV--Q--A-STR-------------------K-ER----VE-QDF--RAIA---KGVQ-DE----F-A-D-H-FGE--FGSF---------VTCA------S-------P-------ADT---N-V--VRG-AGLDKLL-D-F--WM---------------K------------P--T------------AQ---------P--K----AT---R---I------------HHR-N-G-------R--VFDGLA-I--K-----E
WP_021446631.1 KP-I---IVGIVGPESAGKTTI------LGALYLML-G------RGALTT-GT-----SFFSN-SYTLAG--WEAVATSLR-WK-PG-----QLP---SFP-------PHTP-S----GA--A----RAPGMLHLAFR-H---------------E---DG-----A-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-DDSAEGARWI--ARHAD-VILLIAD----------------RQAL--A-GSK--M---G--TAR----------ND-----------------------FQ-LLAQR------AV-A----E---AR-----GR-RLVLV--WTKGD---V-DV--A--P----------------------------------AME--AQIR---KAVV-SD----S---S-S------VPEF---------TVSV------Y-------P-------RDG-----V--DAA-EGFRELF---D--WI---------------L------------C--I------------KR---------V--G-VD-LP--TT---E------------ASG---F-------D--PLFRF--G--R-----R
KOP59955.1 KP-V---TVGIVGPESAGKTTL------LGAFYLLL-G------QGTLTT-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------E---DG-----S-L--R-D---FLFADAPGE-WFQ-KWAIN-E-L-AADAEGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--IAR----------GD-----------------------FQ-LLAQR------TV-A----K---VR-----GR-HLALV--WTKGD---V-EV--A--A----------------------------------GME--AQIR---KAVA-SH----S---S-S------VPEF---------TVSV------S-------A-------CGE-----V--DAA-EGFRELF---D--WV---------------L------------C--T------------KR---------A--G-VD-LP--IT---D------------VRG---H-------D--PLFRF--G--R-----R
BBC81758.1 PS-R---MIGVIGVHDSGKTSV------IAGLFDLF-Q------LG--PV-SN-----CTFAG-SSTLHG--LEIICHDAR-VA-SE-----RDE-------------PHSE-R----TK--R--G--EVRFYHIDMR-R--------------H-----G-----A-L--Q-S---LLIADRSGE-----EYEEV-A-D-FAANATDMFE--LRRAD-VITVLVD----------------GRRL--A-SLS--D-R-A--DVM----------GA-----------------------IP-LIIQG------MV-E----NGA-FL--R--KP-NLAIV--LTKDD-----VV--Q--A-SPR-------------------K-DR----VE-QDF--RTIA---DGLR-GA----F-A-D-H-FGE--FGSF---------VTSA------S-------P-------KDM---N-V--VRG-AGLDEVL-E-F--WI---------------K------------P--S------------AA---------S--R----GV---R---S------------HHR-S-G-------R--VFDNLA-I--E-----E
PCI83913.1 CP-L---VIGLIGPPDSGKTSL------LAFVYMWL-L------KHG-SL-ID-----WQFAG-SWTLGG--WESVVQHCR-WT-GE-----PPP---SFP-------PHTS-S-----S--G----RYPGMLHVTFR-D---------------P---KG-----R-L--Q-D---VLFADAPGE-WFT-QWARV-P-G-NPTADGARWV--IEHAD-ALLMLID----------------SAAL--ADAKK--L---P--HAR----------RA-----------------------TR-DLLER------IG-A----V---TP-----HL-PMTVV--WTKDD---V-EV--P--T----------------------------------HAR--DVLE---RACA-EF----V---P-H------ANMA---------QTTV--NE--------------------P-----E--TIA-KCFMDMI-------T---------------A------------A--D------------SS---------V--S-IA-KN--PE---P------------VLS---N-------D--PFLAF--R--G-----L
WP_058819800.1 PA-K---IIALMGDSGSGKSTF------IQALYELF-Q------RG--TL-GD-----FLFSS-SKTLLG--FDKRSFYSR-LS-SG-----QNT-------------PSTP-R----TS--I--S-DGLRYFHLVLK-H--------------RNDL-SN-----S-I----D---ILLSDRAGE-----KYKQS-R-N-LPSLASDLHE--LYIAD-KIFILMD----------------GEKI--T-NKE--N-R-T--SAS----------NV-----------------------VR-QNIRL------IS-D----NIP-VN--T--SN-NIKIL--ITKFD-----II--N--T-HPN-------------------K-DD----IL-DYL--SKYK---ERLS-TE----F-T-A-K-NIT--LEFY---------YISS------R-------D-------PSG---Q-M--PLA-YGLDKLI-T-E--WP---------------E---------------D------------NI-----Y---T--K----YN-------T-----ILDN---SIQ-T-S-------R--EIDNFI-----------
WP_012806735.1 RA-R---VIAIVGPHDSGKTSL------IASLYDQL-Q------EG--PI-VP-----FAFRG-SQTLHA--FEQACHDAR-AA-SQ-----RGT-------------PHSE-R----TR--R--G--EVRFFHLGLL-H--------------QE---SG-----E-A--L-N---LLLGDRAGE-----EYREA-G-D-DMTLAAEFIE--VERSD-VLTLLVD----------------GKRL--A-QDG--H-R-H--NAR----------EE-----------------------LL-LIVQA------LK-D----AEI-LP--N--GA-RLAIV--LTKFD-----AV--M--A-SPN-------------------A-KR----VG-ADL--ATAV---ARLN-AY----F-A-D-C-FAK--IEVF---------RVAA------S-------P-------TEH---G-V--ARG-TGVAELL-C-F--WL---------------A------------D--V------------SP---------T--S----LP--HT---L------------QVL-P-E-------R--VIARLA-E--V-----G
PKO39631.1 SA-R---VIAVIGPSDAGKTSL------IASLYDLF-Q------DG--PV-AG-----IEYAR-SRTLHA--FERTCHDAR-AA-CR-----RGT-------------PHSN-R----TP--L--G--EVRFYHLDLG-G--------------GP---AT-----D-G--L-A---LIIGDRAGE-----DYRNA-T-D-DVSTVTGFQE--VRRAD-SITVLVD----------------GDRL--L-DSG--N-R-H--NAR----------SE-----------------------TL-LLLRA------LV-D----GGS-IE--S--GQ-RLALV--LTKFD-----AV--L--K-SDR-------------------R-DR----VE-TDF--TSML---EKIR-DS----F-G-D-N-FSE--IAPF---------RVAA------S-------P-------KND---L-V--KRG-VGVAELL-A-F--WI---------------Q------------P--R------------PP---------A--T----AV--PR---E------------MPE-F-E-------R--CYARLT-V--L-----E
WP_102384252.1 PS-K---VISFVGPVSVGKTTL------ISSMYDIF-N------RT--NK-LN-----IQFGR-SLSIYA--FEKLCHHAR-VT-SN-----GNT-------------VSTP-R----TT--S--A-DGVTFYNISIV-D--------------AS---KT-----R-Q----E---IYLADRSGE-----SYSEM-L-N-DTSLVKQFSE--LERSD-LICILVD----------------ASSL--G-NKA--T-R-H--ICR----------RH-----------------------TL-NLIKT------IT-S----NIE-SP--E--SI-RVILL--LTKFD-----LV--E--G-TDA-------------------E-EL----CN-TEI--SSIC---RKVN-QD----C-A------IA--LDII---------QLSA------R-------P-------FLE---E-Q--ETP-DSICELW-D-I--IA---------------K------------S--E------------RV---------Q--R----QT--KF---I------------TYR-S-E-------R--SFHNLE-L--I-----Y
WP_061218560.1 PV-I---FISIIGDRDSGKTTF------ISSLYERF-R------RG--KF-AG-----YLFSG-SSTLIG--FEKCLHYSR-LA-SR-----SSK-------------IDTP-R----TL--H--S-DGLSFFHLSIC-P--------------QE---NL-----EER--R-E---ILFSDRAGE-----TYRNA-R-N-NTDSIADLTE--IPRSD-RVLLLLD----------------GARI--I-NPE--E-R-S--DAL----------QS-----------------------TR-QMLWA------LI-D----NNA-LN--N--SS-NVQIV--TTKFD-----LI--S--V-HPE---------------------NT----DIVQIL--DEFK---NKLK-LD----F-G-H-K-IKN--LAFF---------DISA------R-------D-------PSK---K-F--ELV-YGVDNLL-L-D--WI---------------S------------L--D------------SQ---------R--Q----ES--EA---Q------------KVE-Y-S-------T--QFDLLL-----------
WP_001750549.1 PA-K---IIALMGDSGSGKSTF------IQALYELF-Q------RG--TL-GD-----FLFSS-SKTLLG--FDKRSFYSR-LS-SG-----QNT-------------PSTP-R----TS--I--S-DGLRYFHLVLK-H--------------RNDL-SN-----S-I----D---ILLSDRAGE-----KYKQS-R-N-LPSLASDLHE--LYIAD-KIFILMD----------------GEKI--A-NKE--N-R-T--SAS----------NV-----------------------VR-QNIRL------IS-D----NIP-VN--T--SN-NIKIL--ITKFD-----II--N--T-HPN-------------------K-DD----IL-DYL--SKYK---ERLS-TE----F-T-A-K-NIT--LEFY---------YISS------R-------D-------PSG---Q-M--PLA-YGLDKLI-T-E--WP---------------E---------------D------------NI-----C---A--K----YN-------T-----ILNN---SIQ-T-S-------R--EIDNFI-----------
WP_012548898.1 LG-K---IVSFIGPVGVGKTTL------ISSLYDVF-S------KE--NE-TQ-----VLFGG-SDTLYA--FESSCHHAR-VT-SR-----GST-------------VSTP-R----TS--S--T-EGVGFYHLSIQ-D--------------SK---KI-----R-Q----E---FFLADRSGE-----SYSEM-V-N-NLSLVDSFEE--LLRSD-LLLFMVD----------------SSSL--V-DNK--Q-R-H--RAR----------RT-----------------------TI-KLIQS------LF-E----YNT-LP--K--NT-NCAIV--LTKFD-----LV--V--E-ENN-------------------E-TV----CM-SEA--KRIV---DDVQ-KY----L-D------TP--IDIL---------SISA------R-------P-------NSE---G-H--ARP-DFFKILW-Q-K--LE---------------S------------S--Q------------RP---------Q--K----KC--PL---N------------KYK-T-N-------R--SFHNLE-L--M-----Y
WP_092438104.1 RT-R---LVGLFGAAESGKTSL------LGAWYLLL-G------RDI-CP-EG-----MSFAG-SLTLEG--WENIAGSLR-WN-SM-----HGP---TFP-------PHTS-S----GT--G----RHPGLLHLDL--N---------------V---HE-----V-R--R-D---ILFADAPGE-WFS-RWAVR-R-D-AEDASGALWL--SDASD-VLVVVAD----------------SDAL--A-GPR--L---G--VAR----------TN-----------------------LV-SLLRR------VG-A----E---RR-----DR-PVALV--WTKGD---V-KV--D--D----------------------------------QMR--QAVT---QAAD-LA----L---G-S------YRTF---------SVSM--HS-TP-------G-------QEA-----H--NRG-QGLIELF---E--WA---------------L------------T--V------------PE---------M--P-FH-RL--AE---L------------QHE---R-------E--LLRQV--G--G-----V
KFB70199.1 KP-I---TVGIVGPESAGKTTI------LGAFYLLL-G------RGALTT-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------E---DG-----S-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-AADAEGARWI--ARHAD-VTLLIAD----------------RQAL--G-GPK--M---G--AAR----------ND-----------------------FQ-LLAQR------AV-T----Q---AR-----GR-RLALV--WTKGD---V-DV--A--P----------------------------------AME--AQIR---KAVA-SD----S---S-S------VQEF---------TVSV------S-------P-------RGE-----V--DAA-EGFRELF---G--WV---------------L------------G--T------------KR---------A--G-VD-LP--TT---K------------ACG---H-------D--PLFRF--G--R-----K
OCR25455.1 KP-I---TVGIVGPESAGKTTL------LGAFYLLL-G------QGALTD-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLAFR-R---------------E---DG-----S-L--R-D---FLFADAPGE-WFQ-KWAIN-E-Q-AADADGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--TAR----------ND-----------------------FQ-LLAQR------AV-A----E---SR-----GR-RLALV--WTKGD---V-DV--A--E----------------------------------AME--AQIR---KAVA-SH----S---S-S------VPEF---------VVSV------S-------A-------SGK-----A--DAA-EGFREVF---D--WV---------------L------------R--T------------KR---------A--G-VD-LP--MT---E------------VIG---H-------D--PLFRF--G--R-----R
KKA06769.1 KP-I---TVGIVGPESAGKTTL------LGAFYLLL-G------KGTLTD-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLAFR-R---------------E---DG-----S-L--R-D---FLFADAPGE-WFQ-KWAIN-E-Q-AADAEGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--TAR----------ND-----------------------FQ-LLAQR------AV-A----E---SR-----GR-RLALV--WTKGD---V-DV--A--E----------------------------------AME--AQIR---KAVA-SH----S---S-S------VPEF---------VVSV------S-------A-------SGM-----T--DAA-EGFREVF---D--WV---------------L------------C--T------------KR---------A--G-VD-LP--MT---E------------VIG---H-------D--PLFRF--G--R-----R
ARD14205.1 KP-I---TVGIVGPESAGKTTI------LGAFYLLL-G------RGALTT-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLCFR-R---------------A---DG-----S-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-AVDAEGARWI--ARHAD-VTLLIAD----------------REAL--A-GPK--M---G--SAR----------ND-----------------------FQ-LLAQR------AV-V----E---AR-----GR-RLALV--WTKGD---V-AV--A--P----------------------------------AME--TQIR---KAVA-SA----S---S-S------IPEF---------TVSV------T-------P-------SGG-----V--DAA-EGFRELF---S--WI---------------L------------D--T------------KR---------S--G-VD-FP--AT---T------------ASG---N-------D--PLFRF--G--R-----R
KIP94542.1 KP-I---TVGIVGPESAGKTTI------LGAFYLLL-G------RGALTT-DA-----NQFSN-SYTLAG--WEAVATYLR-WK-PG-----QLP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------E---DG-----S-L--R-D---LLFADAPGE-WFQ-KWAVN-E-Q-AVDAEGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--K---G--AAR----------ND-----------------------FQ-LLAQR------AV-T----E---AR-----GR-RLALV--WTKGD---V-DV--A--P----------------------------------AME--AQIR---KAVA-SA----S---S-S------VPEF---------TVSV------S-------P-------RGE-----I--DAA-EGFRELF---G--WV---------------L------------C--T------------KR---------M--G-VD-LP--AT---E------------ASG---H-------D--PFFRF--D--R-----R
KIZ49157.1 KP-I---TVGIVGPESAGKTTL------LGAFYLLL-G------QGALTT-DA-----NLFSN-SYTLAG--WEAVATYLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------D---DG-----S-L--R-D---FLFADAPGE-WFQ-KWAIN-E-Q-AADAEGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--TAR----------ND-----------------------FQ-LLAQR------TV-A----K---VH-----GR-RLALV--WTKGD---V-EV--A--A----------------------------------AME--AQIR---KAVA-SH----S---S-S------VPEF---------IVSV------S-------A-------CGE-----V--DAA-EGFRELF---D--WV---------------L------------C--T------------KR---------A--G-VD-LP--AT---E------------VCG---H-------D--PLFRF--G--R-----R
KJS35249.1 KP-L---VVAIAGPESAGKTTV------LASWYLLM-G------RGRLLG-AD-----AKFSG-SYSLAG--WEGIAASLC-WG-PG-----HPP---SFP-------AHTS-S----RD--A----RAPGLLHMTVR-V---------------S---PE-----R-T--R-D---LLFADAPGA-WFQ-KWAVN-A-D-APEAEGARWL--ARHAD-VFLIAAD----------------REAL--A-GPK--L---G--QAR----------NS-----------------------FQ-LLAKR------IA-A----E---RR-----NR-PVALL--WTKGD---V-AV--D--P----------------------------------AME--AVIR---SAVL-EE----M---P-D------AEQF---------TTSV---F-SA-------D-------GE------G--EAA-DGFVSVF---Q--WL---------------L------------H--A------------RR---------S--G-AR-GI--RE---P------------GTT---T-------D--PLFLL--G--R-----R
WP_046017833.1 GG-R---IISCVGPSNIGKTTL------LASFYELF-N------KN--IS-DE-----FSFSE-SKSLLA--FEEICHFSR-AL-SQ-----NKV-------------PFTP-R----TL--R--K-DDVSFYHLSLN-R--------------RA---DN-----R-R--V-N---LILCDRAGE-----EYESA-K-D-SSEECKKLYE--ISRSD-ILLLLVD----------------GESL--G-DTK--K-R-H--LAK----------NN-----------------------VI-SMLQA------FK-E----DQV-LS--K--NT-KIIIV--MTKLD-----LP--K--K-NGT-------------------L-ET----AR-IEL--NKLL---EKSL-NI----L-G-D-S-YLE--ITSH---------EVSA------R-------P-------EDT---K-L--DSE-HGIKELI-R-I--FF---------------EYSH---------P--K------------IKYQLSIDY--N--E----NI--PR------------------------------R--SFLNLR-G--V-----Q
PRY19986.1 RS-H---FVAIVGAPNAGKTTL------LAAHWLAA-R------RGT-GE-FG-----SRFAG-SYTLIG--WHQIGRHLQ-WV-PH-----G-R---GFPPHTTAPDNRTP-A-----------------LLHMALN-M---------------G---LD-----N-T--R-Q---ILYTDVPGE-WYS-EWAYD-A-G-D--APGVQWI--ADAAD-AFVILAD----------------SAAL--SGPDR------G--IAR----------GN-----------------------YE-TLAHR------LK-A----A---AN-----GR-PVIPV--QTKVD-N---AV--P--D----------------------------------LIQ--TFLN---DLNM-RL----F-----G------RPTI---------RVS---VH--N-------A-------SSQ-----P--LTS-PVDQGVL---A--AL---------------A------------P--KKASLAYDR----TK------------S-D--------------------------------------D--PFLAFR-F--D-----R
ASL44120.1 PA-R---FISIIGPRRSGKTTL------ICSLYDQF-L------KG--TC-AD-----FSFVG-SQTLLA--FERRCHYSR-AV-SG-----AEV-------------PDTA-R----TS--I--S-DGLRFLHLGL--K--------------KQ---TT-----GRR--L-D---FVFSDRAGE-----TYSNV-L-N-SVTAAKDLPE--IEFAD-AIVLLLD----------------GRRV--C-NAT--E-R-T--PAL----------ME-----------------------TR-QLLRG------LI-D----GKA-LG--K--TS-VVQVV--VTMYD-----LI--V--Q-SAE---------------------QT----FLLGEL--EKFK---GILF-KS----F-A-E-S-VGA--LSWH---------VVAA------R-------P-------EMS---G-A--ASD-FGVEELL-S-L--WG---------------E------------D--F------------KA---------A--D----PR--KP---L------------MLT-A-S-------S--EFDMFM-----------
WP_091720737.1 PT-S---LIAIVGPHKSGKTSL------IGGIYDLL-Q------RG--MV-GE-----YAFAG-SSTLHA--FERACHDSR-LA-SN-----RDR-------------PHQE-R----TQ--T--G--DATYFHLDLV-R--------------TT---CR-----T-K--R-A---ALFANRAGE-----DYMET-H-S-DPDLARSFPE--LRKAD-TLTLLAD----------------GEKL--L-DAG--E-R-H--QVM----------NE-----------------------IR-DSLRA------FF-E----AGQ-MS--D--WQ-RLALV--LTKVD-----AV--P--A-DTE-------------------EGAA----AR-EFF--DSIV---AEVR-EL----H-G-A-R-FSA--IESF---------PVAA------S-------P-------RGA---A-A--PRG-EGLAKLL-A-Y--WM---------------A------------APPR------------PV------------T----AV--AE---V------------AVV-A-E-------R--SFGRLR-P--L-----V
WP_045379213.1 PS-K---VISFVGPVGVGKTTL------ISSMYDVF-N------RR--NQ-LN-----VRFGR-SLSMYA--FEKLCHHAR-VT-SN-----STE-------------VSTP-R----TT--S--A-DGVTFYNLSIL-D--------------SS---DN-----R-H----N---VYLADRSGE-----SYSEM-L-N-DVGLVKQYSE--LSRSD-LICILID----------------SSTL--A-DKA--K-R-H--RYK----------RQ-----------------------TI-NLIKA------LI-S----QLQ-GF--E--EN-SFILL--LTKYD-----LV--E--G-TAS-------------------E-EL----CN-KEV--GSIC---QKVQ-QD----H-A------IS--LSCI---------HLSA------R-------P-------FLE---E-Q--EKP-DSICELW-D-L--II---------------Q------------S--E------------RS---------Q--S----RI--KF---T------------RFR-S-E-------R--SFHNLE-L--M-----Y
SEA61903.1 DS-N---LVALVGPHDAGKTSL------IAAVYELF-Q------LG--PI-GQ-----YQFGG-SATLHA--FEKTAHDAR-SE-SR-----RND-------------PHTE-R----TK--L--G--ELTFYHLDLV-S--------------AD---GP-----P-R--R-C---ALFANRAGE-----DYMDT-Q-T-NQDLAKGYPE--LPRSD-TLTVLVD----------------GEKL--L-LSA--E-R-H--LAR----------RD-----------------------AL-LTLRA------LV-E----AGV-TR--R--WQ-RLALV--LTKVD-----AV--R--S-AEK-------------------GAPE----AL-QFF--ENLA---TSMS-TE----Y-G-S-H-FVE--FKTF---------PVAA------S-------P-------KST---K-A--VRG-EGVAALL-D-F--WL---------------K------------APAR------------NE---------H--A----TT--VP---T------------PRP-A-A-------R--AFGRLR-V--I-----E
WP_078754176.1 PI-T---LISFVGPVNVGKTTL------ISSIYDAF-G------RH--NL-NS-----LKFGK-SLTISA--FERLCHSAR-SS-SQ-----GRE-------------ISTP-R----TS--T--Y-DEVKFYHIAAV-N--------------NL---GK-----R-V----D---LLLADRSGE-----NYIEM-V-D-DISLCKTYAE--LKRSD-LICFLVD----------------ASKL--I-DMT--Q-R-H--KTR----------AK-----------------------TT-KFIDS------LY-E----TQV-LT--A--KS-NCILL--ATKYD-----EI--A--S-SDA-------------------E-EQ----CR-QEL--QRIV---DNVR-SK----L-S------IE--ISPM---------QIAA------R-------P-------CFT---D-N--PGI-ERIDKLL-S-V--FS---------------D------------S--K------------MP---------K--K----DI--SQ---N------------CRKFT-S-------R--SFHNLE-L--I-----H
WP_015246830.1 PP-R---FVGVLGPSGVGKTVY------LGMLLDLL-S------RGV----GG---L-HGMAR-SPFSLS--LHRSLILAL-----------EKQ---RFP-------DKTP-N----EP-------DRWQWVHCEVS-G--------------TK---RG-----Q-E--F-D---VVTPDVAGE-----AVMAE-L-D-NPRSNKTVRAL-IGRCS-ALVVLAD----------------IVQV--V-ADG--Q---G--QEL----------FA--MQ-------------------LI-SYLDT------LR-Q----TAK-KR--KV-EI-PVALV--FTKVD-----LF--E--E-PIK-------------------D-PE-DF-AR-ANA--PALW---KLCE-TR----L---Q-H------YKFF-----CS--GVAG--------------S-------VGK-----L--VDR-SGQETLV---P--LR---------------V------------E---------------PR------------G----II----------------------------------E--PFAWMM-T--Q---L-R
WP_006964512.1 RS-I---LVGVLGAHDAGKTTL------LLGNYLNC-L------RGS-SI-AQ-----GEFCG-SWTLGA--WEALAAWSR-FD-DAA----RTP---HFP-------PHTP-R----GT--I----RAPGLLHLALR-R---------------A---DQ-----S-L--R-D---VLLGDAPGE-WFT-RWAVH-D-N-APDAEGARWT--VEHAD-TFLVMAD----------------CDRL--S-GPD--R---G--SAR----------AD-----------------------LR-QLLER------LG-G----H---VG-----KR-PVVLV--WTKTD---K-KA--L--S----------------------------------ELT--PGIR---DSIQ-RALKESI---P-H------ATES---------ETTV------C-------R-------PES-----L--TEA-LSSVLDC---A--WT---------------P------------A--R------------CS-----------------PL--SE---P------------VLH---H-------Q--PFSAFR-G--R-----K
WP_045628702.1 SS-K---VISFVGPVGVGKTTL------ISSMYDVF-S------RS--NQ-LN-----VRFGR-SLSMYA--FEKLCHHAR-VT-SN-----GAE-------------VSTP-R----TT--S--A-DGVAFYNLSIV-D--------------SS---ET-----R-Q----D---IYLADRSGE-----SYSEM-L-N-DIGLVQQFNE--LRRSD-LICVLVD----------------SSSL--G-NKA--K-R-H--KYR----------RL-----------------------TT-NLIKT------IV-N----NLD-VN--D--DS-RLILL--LTKYD-----LV--E--G-YDS-------------------E-EL----CN-KEI--DLVC---QTVK-QD----L-A------IN--LSCI---------RLSA------R-------P-------FLA---E-Q--EKP-DSICELW-D-L--IA---------------K------------S--E------------RA---------Q--S----RI--KL---I------------EFR-S-E-------R--SFHNLE-L--I-----Y
SER37622.1 KP-I---TVGIVGPESAGKTTI------LGSFYLLL-G------RGTLTT-ED-----HAFSN-SYTLTG--WEAVAASMR-WK-PGP----LPP---CFP-------PHTP-S----GK--A----RAPGMLHLAFR-R---------------K---DG-----T-L--R-D---LLFADAPGE-WFR-KWAIN-Q-E-APDAEGARWI--ARYAD-VTLLIAD----------------RQAL--S-GSK--M---G--TAR----------ND-----------------------FQ-ILAQR------AI-A----E---AS-----GR-PLALV--WTKGD---V-EV--A--S----------------------------------AME--TQIR---RAVA-SM----S---P-P------IPEF---------TVSV------A-------S-------RKE-----A--DTT-DGFRRLF---D--WI---------------V------------T--T------------KR---------H--G-VE-LP--TM---Q------------TAG---Q-------D--PLFRF--G--R-----R
WP_097101722.1 KP-K---IIGVLGAANAGKTSL------LAAIYLLV-S------RGLASK-TN-----KRFAG-SYSLNG--WEAVSTALR-WE-PG-----LSP---CFP-------AHTP-S----GS--R----RSPGLLHLAFQ-DI--------------E---SN-----L-L--Q-D---YLFADAPGE-WFG-KWALN-S-D-SPDADGARWL--SENAD-IFLLIVD----------------REAL--C-GDS--K---G--LAR----------SE-----------------------LM-RLTQR------LA-G----E---YR-----QR-PVALV--WTKGD---I-SE--D--E----------------------------------SME--NLVR---EGII-SA----L---T-I------DEEF---------KVQV---L-IN-------N-------DLQ-----S--KPE-ETISTLF---N--WI---------------M------------K--Q------------TF---------M--K-GI-LP--SI---T------------QNT---T-------D--PFFMF--R--Q-----G
WP_080490022.1 KP-I---TVGIVGPESAGKTTI------LGAFYLLL-G------RGALTT-DA-----ISFSN-SYTLAG--WEAVASCLR-WK-PG-----QLP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------E---DG-----S-L--R-D---LLFADAPGE-WFQ-KWANN-E-Q-AADAGGARWI--ARHAD-VTLLIAD----------------RQAL--A-GPK--M---G--SAR----------ND-----------------------FQ-LLAQR------TL-A----E---AR-----GR-RLALV--WTKGD---I-DV--A--P----------------------------------ALE--AQIR---RAVA-SE----S---S-S------VPEF---------TVSV------S-------P-------RRE-----I--DAE-EGFRELF---R--WI---------------L------------S--T------------TR---------P--G-LD-LP--AT---E------------ASG---H-------D--PLYRF--G--R-----R
WP_099207059.1 PS-L---MIGVIGVHDSGKTSV------IAGLFDLF-Q------LG--PI-GE-----ISFAG-SSTLHG--LEIICHDAR-VA-SE-----RDE-------------PHSE-R----TK--R--G--EVRFYHLDVL-R--------------N-----G-----L-L--K-S---LLIADRSGE-----EYEEV-A-D-LTANATSMFE--LRRAD-VITVLVD----------------GRRL--A-SPR--D-R-A--DVM----------GA-----------------------IP-LIIQG------MV-E----NGA-FS--R--KP-NLAIV--LTKGD-----VV--Q--A-SPR-------------------K-EQ----VQ-RDF--RAII---DGIQ-DA----F-A-A-H-FGE--IGSF---------TTSA------S-------P-------KDT---N-V--VRG-DGLVEML-E-F--WM---------------K------------P--G------------VE---------P--Q----GI---R---L------------RYS-N-G-------R--VFDGLS-I--E-----D
KXG12690.1 KP-I---TVGIVGPESAGKTTI------LGALYLLL-G------RGELTT-GS-----SSFSN-SYTLAG--WEAVATSLR-WK-PG-----QPP---SFP-------PHTP-S----GA--A----RAPGMLHLGFR-R---------------D---DG-----S-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-DADAEGARWI--ARHAD-VTLLIAD----------------REAL--A-GPK--M---G--SAR----------ND-----------------------FQ-LLALR------AV-A----E---AR-----GR-RLALV--WTKGD---V-DV--A--P----------------------------------AME--ARIR---QAVA-SN----S---S-S------VPEF---------TVSV------Y-------P-------RGE-----V--DAA-EGFRELF---G--WI---------------L------------S--T------------KR---------A--G-VD-LP--TT---E------------VSG---H-------D--PLFRF--V--R-----R
EKU31475.1 KP-I---IVGIVGPESAGKTTI------LGALYLML-G------RGALTT-GT-----SFFSN-SYTLAG--WEAVATSLR-WK-PG-----QLP---SFP-------PHTP-S----GA--A----RAPGMLHLAFR-H---------------E---DG-----A-L--R-D---LLFADAPGE-WFQ-KWAIN-E-Q-DDSAEGARWI--ARHAD-VILLIAD----------------RQAL--A-GSK--M---G--TAR----------ND-----------------------FQ-LLAQR------AV-A----E---AR-----GR-RLVLV--WTKGT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061231416.1 PV-T---FISVIGDRNSGKTTL------ISSLYERY-R------QG--KF-SG-----YYFSG-SVTLIG--VERSLHYSR-LE-SG-----SNK-------------IDTQ-R----TL--L--S-DGLKYFHLSIS-P--------------VE---NL-----NAK--R-D---LMFSDRAGE-----TYRNA-R-S-NTVLIKDLIE--IPRAD-KVLLLLD----------------GARI--S-DPE--E-R-S--DSM----------QS-----------------------TR-QMLRA------LI-D----NGA-LG--S--DS-HVQII--TTKID-----LL--T--K-NPD---------------------YK----MISEIL--ENFK---NKLV-LD----F-G-A-K-ICS--LTFW---------DVSA------R-------D-------PSG---E-L--ELV-YGVDELI-L-D--WV---------------T------------E--K------------KS---------I--E----VY--NQ---N------------KIE-F-K-------T--EFDKLL-----------
CNJ35070.1 PA-K---FIAIIGELDSGKTTL------ICSLYECF-L------KG--NF-SG-----YSFKG-SRTLIG--FEKRSHHSR-ID-SG-----RVI-------------PETL-R----TS--F--F-DGLRYFHLSLV-K--------------DETEKEH-----HEC--V-D---LMLSDRAGE-----QYQHA-R-S-NSESIAELIE--VRKSD-YIVLLLD----------------GAKL--A-DPY--Q-R-H--SAM----------QA-----------------------VR-KTLWA------FL-D----ADA-LS--L--KS-KVQVV--TTKID-----LL--I--D-ISN---------------------KE----IFDQLM--YDFK---DGLI-KD----L-A-P-R-LGE--LSFS---------EISA------R-------D-------PSA---Q-Y--PIA-CGLDKLI-K-S--WC---------------T------------A--R------------PL---------L--I----KQ--EL---K------------YKE-F-E-------S--EFDRLL-----------
WP_099044192.1 PV-R---FVTIIGEFDSGKTTL------ICSLYEKF-L------KG--NF-SG-----YIFSG-SRTLVG--FEKKTHHSR-VD-SG-----RAS-------------PDTT-R----TS--L--L-DGLRYYHLSLT-K--------------HSTD-LS-----SKR--I-E---LMISDRAGE-----SYQRA-R-Y-NSIYIEELIE--LQKSD-YIVILLD----------------GARL--A-VPF--E-R-H--NTM----------SS-----------------------VR-QTLMA------FI-S----KGY-LS--K--QS-RVQIV--TTKID-----LL--K--H-IED---------------------SD----LLNKLL--AEFR---TGLL-ND----F-G-E-S-LGE--LIFS---------DISA------R-------D-------PLN---S-Y--PIA-HGVDALL-D-S--WC---------------E------------P--T------------PI---------N--Y----QK--MY---N------------DIN-L-T-------T--EFDLLL-----------
WP_061260462.1 PV-T---FISVIGDRNSGKTTL------ISSLYERY-R------QG--KF-SG-----YYFSG-SVTLIG--VERSLHYSR-LE-SG-----SNK-------------IDTQ-R----TL--L--S-DGLKYFHLSIS-P--------------VE---NL-----NAK--R-D---LMFSDRAGE-----TYRNA-R-S-NTVLIKDLIE--IPRAD-KVLLLLD----------------GARI--S-DPE--E-R-S--DSM----------QS-----------------------TR-QMLRA------LI-D----NGA-LG--S--DS-HVQII--TTKID-----LL--T--K-NPD---------------------YK----MISEIL--ENFK---NKLV-LD----F-G-A-K-ICS--LTFW---------DVST------R-------D-------PSG---E-L--ELV-YGVDELI-L-D--WV---------------T------------E--K------------KS---------I--E----VY--NQ---N------------KIE-F-K-------T--EFDKLL-----------
WP_081575505.1 DA-R---VIAVIGSSDAGKTSL------IASLYDLF-Q------EG--PL-SG-----INYSR-SQTLHA--FEHTCHDAR-AA-SR-----RDV-------------PHMN-R----TP--L--G--EVRFYHLELG-G--------------GR---AG-----E-R--V-A---LILGDRAGE-----EYRTA-A-N-DASVVMAFSE--VRRAD-SLTALVD----------------GQRL--L-DAG--A-R-H--NLR----------SE-----------------------IT-MILQA------FV-D----SGA-VQ--V--GQ-RLALV--LTKID-----LV--Q--E-SPH-------------------R-AR----AE-ADF--DTLA---TNIR-RI----F-S-K-E-FPV--IEQF---------RVAA------S-------P-------RTE---L-V--SRG-TGVPELL-N-F--WL---------------E------------Q--A------------CP---------A--T----IP--PI---A------------RPL-F-S-------R--AFARVV-P--L-----D
WP_046951452.1 QV-I---FISIIGDRDSGKTTF------ISSLYERF-R------RG--MF-AG-----YLFSG-SSTLIG--FERSLHYSR-IA-SR-----SSK-------------IDTP-R----TL--H--S-DGLRYFHLSLC-S--------------KD---NL-----GER--L-E---ILLSDRAGE-----TYRNA-R-N-NTNLIAELKE--IPRSD-RILLLLD----------------GARI--I-NLE--E-R-A--DAL----------QS-----------------------TR-QMIRA------LI-D----NNA-LD--N--TS-NVQIL--TTKID-----LI--S--A-HPD---------------------NN----AISQLL--EEFK---KQLI-LD----F-G-N-K-IKN--LTFX---------DISA------R-------D-------PSK---K-F--ELV-YGVERLL-L-D--WV---------------S------------S--N------------NQ---------A--Q----ES--KL---R------------KIE-F-Y-------T--QYDLLF-----------
SIO54653.1 RM-R---TVSLIGEPRSGKTTL------IAAIYASL-C------KG--AI-GN-----RVFVG-SRTLVG--FAKRHHLAL-LN-SE-----RRS-------------PKTP-R----TS--S--D-DPTAFFHLALR-P--------------ND---GG-----P-I--S-Q---LIVSDRSGE-----AYQAA-R-Q-DTALVKNLTE--LRLAE-RACFVLN----------------AAKL--T-NPE--R-H-A--AYS----------RQ-----------------------FK-QMIYA------FR-D----NGA-FR--D--NV-AIEVL--ATKID-----TT--K--K-PDR-------------------A-AE----SA-AIL--DEYE---AQIV-DE----F-Q-V-A-GIE--FGFH---------RVCA------L-------P-------KSH---L-E--TGY-LGLAETV-A-R--WT---------------T------------P--Q------------QL---------P--D----VV--QP---A------------VGD-A-F-------R--QIDRLL-A--K-----W
WP_002120936.1 PV-T---FISVIGDRNSGKTTL------ISSLYERY-R------QG--KF-SG-----YYFSG-SVTLIG--VERSLHYSR-LE-SG-----SNK-------------IDTQ-R----TL--L--S-DGLKYFHLSIS-P--------------VE---NL-----NAK--R-D---LMFSDRAGE-----TYRNA-R-S-NTVLIKDLIE--IPRAD-KVLLLLD----------------GARI--S-DPE--E-R-S--DSM----------QS-----------------------TR-QMLRA------LI-D----NGA-LG--S--DS-HVQII--TTKID-----LL--T--K-NPD---------------------YK----MISEIL--ENFK---NKLV-LD----F-G-A-K-ICS--LTFW---------DVSA------R-------D-------PSG---E-L--ELV-YGVDELI-L-D--WV---------------T------------E--K------------KS---------I--E----VY--NQ---N------------KIE-F-K-------T--EFDKLL-----------
WP_107126743.1 PV-I---FISIIGDRDSGKTTF------ISSLYERF-R------RG--MF-AG-----YLFSG-SSTLIG--FERSLHYSR-IA-SR-----SSK-------------IDTP-R----TL--H--S-DGLRYFHLSLC-S--------------KN---NL-----GER--L-E---ILLSDRAGE-----TYRNA-R-N-NTNLIAELKE--IPRSD-RILLLLD----------------GARI--I-NLE--E-R-A--DAL----------QS-----------------------TR-QMIRA------LI-D----NNA-LD--N--TS-NVQIL--TTKID-----LI--S--A-HLD---------------------NN----AISQLL--EEFK---KKLI-LD----F-G-N-K-IKN--LTFF---------DISA------R-------D-------PSK---K-F--ELL-YGVERLL-L-D--WV---------------S------------S--N------------NQ---------A--Q----ES--KL---R------------KIE-F-Y-------T--QYDLLF-----------
WP_075979085.1 QV-I---FISIIGDRDSGKTTF------ISSLYERF-R------RG--MF-AG-----YLFSG-SSTLIG--FERSLHYSR-IA-SR-----SSK-------------IDTP-R----TL--H--S-DGLRYFHLSLC-S--------------KD---NL-----GER--L-E---ILLSDRAGE-----TYRNA-R-N-NTNLIAELKE--IPRSD-RILLLLD----------------GARI--I-NLE--E-R-A--DAL----------QS-----------------------TR-QMIRA------LI-D----NNA-LD--N--TS-NVQIL--TTKID-----LI--S--A-HPD---------------------NN----AISQLL--EEFK---KQLI-LD----F-G-N-K-IKN--LTFF---------DISA------R-------D-------PSK---K-F--ELV-YGVERLL-L-D--WV---------------S------------S--N------------NQ---------A--Q----ES--KL---R------------KIE-F-Y-------T--QYDLLF-----------
WP_092089290.1 RV-R---TVSVIGEPRSGKTTL------IAALYASL-C------RG--PV-GD-----HDFVG-SRTLLG--FARRHHMAL-LN-SD-----RKS-------------PKTP-R----TS--R--D-DPTAFLHLALR-P--------------RS---GG-----T-V--S-Q---LIVSDRSGE-----AYQAA-R-Q-DTTLIEELRE--LRLAD-RACFVLN----------------AAKL--T-NPE--R-Q-A--AYG----------RQ-----------------------FK-QMIYA------LR-D----NGA-FR--D--DV-AIEVL--ATKID-----TT--R--R-PDR-------------------A-AE----CA-AIL--DEYE---AQIV-AE----F-G-A-A-GIE--FGFH---------RVCA------L-------P-------KTH---L-E--TGY-LGLGETL-A-R--WT---------------A------------P--V------------HL---------P--D----VA--QP---A------------VKD-A-S-------R--QIDRLL-A--K-----V
WP_061209305.1 PA-T---FISVIGDRGSGKTTL------ISSLYERY-R------QG--KF-SG-----FYFSG-SATLIG--AEKSLHYSR-LE-SG-----SNK-------------IETQ-R----TL--L--S-DGLKYFHLSIS-S--------------LE---NL-----NEK--R-H---LMFSDRAGE-----TYRNA-R-N-DTILIKDLIE--IPRAD-KVLLLLD----------------GARI--S-DPE--E-R-S--DSM----------QS-----------------------TR-QMLRA------LI-D----NSA-LG--S--NS-HVQII--TTKID-----LL--K--K-NPD---------------------YK----IIFEIL--ENFK---KKLI-LD----F-G-D-K-ICS--LTFW---------DVSA------R-------D-------PSG---E-L--DLV-FGVDKLL-L-D--WV---------------A------------E--K------------KS---------I--E----VS--NQ---D------------KIE-I-K-------T--EFDKLL-----------
WP_058410947.1 VS-R---SIGLIGPNDSGKTSL------IAGVYDLL-Q------DG--PL-SG-----AAFAG-SSTLIG--FEKVCHLAR-AV-SR-----RAI-------------PHTE-R----TS--R--G-ADATFFHLDLH-Q--------------E-----G-----LGF--T-S---LFISDRSGE-----DYLAV-T-D-QISQADQFFE--IRRAD-CITLLVN----------------GAQL--A-NPK--L-R-H--EVK----------AA-----------------------TP-QIVDA------LV-E----ARA-IR--G--GC-RLAVV--LTKKD-----SV--V--I-SQH-------------------P-DR----VQ-KDF--DEMV---ESII-KT----H-A-T-H-LGE--VKSF---------VVAA------S-------P-------KDC---EQV--SRG-EGVADLL-L-Y--WL---------------R------------P--N------------IP---------V--V----AG-GDG---A------------PAI-F-E-------R--MIDLLT-D--T-----G
WP_106448473.1 PC-N---VIALVGPFDSGKTSL------IAGAYDLF-Q------HG--PV-GG-----FTFAG-SSTLHS--FELACHDTR-RA-SK-----RKK-------------PKME-R----TQ--G--G--DATYFHLDLV-A--------------SG---CH-----D-K--R-A---ALLANRAGE-----DYMDA-Q-S-DPALANDFVE--LHRAD-VLTVLAD----------------GERL--L-DLG--L-R-H--QVR----------DD-----------------------IC-LTLRA------FQ-E----AGA-TR--P--WQ-RLAVV--LTKLD-----AV--L--K-DEA-------------------KTER----VL-QFF--EGIV---HDVR-DQ----F-S-E-H-FIE--IQSF---------RVAA------S-------P-------QSA---K-A--ARG-TGMVELL-H-Y--WM---------------S------------DPAC------------LH---------P--T----KV--PA---V------------IPI-A-A-------R--SFGRLR-P--R-----A
WP_056276309.1 PC-N---VISLVGPFDSGKTSL------IAGMYDLL-Q------RG--PV-GG-----YAFAG-SSTMHS--FERACHDSR-RE-SE-----RGE-------------AHME-R----TE--R--G--EVLFFHVDLV-D--------------EE---RD-----A-K--R-S---ALFGNRAGE-----EYTLV-Q-D-ELDRAKSYPE--LKRSD-VLTVLVD----------------GAKL--L-DAG--E-R-H--QVR----------SQ-----------------------VR-MTLRA------FV-E----VGV-AP--P--WQ-RLALV--LTKLD-----AI--R--R-DDA-------------------ARDG----AL-RHF--ETLV---ANVR-LE----Y-A-T-K-FAQ--VQDF---------KVAA------S-------P-------KTT---N-A--HRG-EGMAELL-R-Y--WM---------------A------------NPCR------------NV---------P--S----AI--AK---E------------TVP-A-E-------R--AFGRLL-P--I-----A
WP_053731463.1 -------NIAVIGSADSGKSTW------VGVLVHEL-Q------RG--QV-NE------RFSGMSLSLVG--DRSRDRYSR--------DF-EQP---LFQ-DSR-T-VDST-R-T--AR--V-LT-PEPLIFSLRFK-K--------------AG-L-LG---T-T-R--V-DPVVTVFYDTAGE-----DVARA---E-SMDLLTSY----LNAAE-GIVLLLD---------PVQMPK-IRAM--V-GTT--G-E-K--TEY-TEQLHVV--DR-----------------------LG-ELLRE------RR-G----ASA-GA--LL-RT-PIAIA--LTKLD-----LL--R--D-------------------------------TI-DAQ--SPLR---QPSR-HD--G-L-------------------------------YD--E--------------------------ADG-LDVHEEI-R-G--WL----------------------------D--R----W-------YD---------P--A-FD----------R------------TVG-----------T--TFKHYR----------Y
WP_099407276.1 PC-N---VVAIVGPVGSGKTSL------IAGAFDLF-Q------QG--PV-DG-----FSFAG-SSTLHS--FEQACHDTR-RA-SK-----QKT-------------PMME-R----TQ--T--G--DATFFHLDLV-P--------------DG---CK-----G-K--R-S---ALLANRSGE-----DYMEV-Q-T-TPALAEQFFE--LHRAD-TITVLAD----------------GKHL--L-DSG--L-R-H--QVK----------DD-----------------------IC-LTLRA------FQ-E----SGA-TR--P--WQ-RLAVV--LTKLD-----AV--R--E-GAG-------------------KSER----AL-QNF--ERIL---EDVR-KQ----F-T-Q-H-FRD--IQSF---------HVAA------S-------P-------QSP---S-A--DRG-EGMVELL-R-Y--WM---------------S------------EPAR------------LQ---------P--V----SV--PV---V------------IPT-A-A-------R--SFGKLA-P--L-----A
PHV10313.1 PC-N---VVAIVGPVGSGKTSL------IAGAFDLF-Q------QG--PV-DG-----FSFAG-SSTLHS--FEQACHDTR-RA-SK-----QKT-------------PMME-R----TQ--T--G--DATFFHLDLV-P--------------DG---CK-----G-K--R-S---ALLANRSGE-----DYMEV-Q-T-TPALAEQFFE--LHRAD-TITVLAD----------------GKHL--L-DSG--L-R-H--QVK----------DD-----------------------IC-LTLRA------FQ-E----SGA-TR--P--WQ-RLAVV--LTKLD-----AV--R--E-GAG-------------------KSER----AL-QNF--ERIL---EDVR-KQ----F-T-Q-H-FRD--IQSF---------HVAA------S-------P-------QSP---S-A--DRG-EGMVELL-R-Y--WM---------------S------------EPAR------------LQ---------P--V----SV--PV---V------------IPT-A-A-------R--SFGKLA-P--L-----A
PDT32222.1 DA-R---LIAILGPGDTGKTSL------IASLYDLF-Q------MA--PI-AT-----LDFAG-SDTLHA--FEQACHDAR-AE-SR-----RDV-------------PFTE-R----TP--R--G--DVRFYHIDLA-T--------------AH----G-----E-K--T-A---ILLGDRAGE-----EYREA-A-D-DVGLTVNFKE--VSRAD-CLTILVD----------------GERL--L-DSG--H-R-H--NLK----------SS-----------------------IL-MMMQA------MH-D----GGI-LP--I--GV-SLAIV--LTKLD-----LI--K--G-AEK-------------------Q-LR----VE-RDF--QNLC---QTLQ-ET----F-G-E-I-FSR--VGIF---------EVAA------A-------P-------KST---A-L--PRG-TGVSALL-Q-F--WM---------------L------------P--T------------YQ---------A--A----IV--TP---P------------TLT-F-G-------R--AFSRLR-V--Y-----D
WP_091014126.1 EA-R---VIAILGSSDSGKTSL------IASLYDLF-Q------EG--PV-AG-----IEFMR-SQTLHA--FEHTCHDAR-AA-SR-----RGE-------------PHMN-R----TP--L--G--EVRFYHLEIG-G--------------GA---AG-----Q-G--L-A---LVLGDRAGE-----EYREA-S-D-DASIASAFSE--VVRAD-SLTVLVD----------------GERL--L-DAG--A-R-H--NLR----------SE-----------------------VI-LMLQA------LR-D----GDS-LS--S--GS-RLALV--LTKLD-----TV--Q--K-SPH-------------------A-ER----TA-RDF--EALL---ADLR-RL----F-G-D-V-LST--VEPF---------RIAA------S-------P-------KTE---V-L--ARG-TGVPELL-L-F--WL---------------G------------P--A------------AT---------P--A----QP--TR---Q------------SPS-F-E-------R--AFARLM-P--L-----D
WP_018632653.1 PI-R---TVALVGDFRAGKTTL------ISALYASF-L------KG--PL-AG-----YRFRS-SRTLTA--FARRHHDAL-LL-SK-----RKS-------------PVTL-R----TS--R--Q-DGLGFFHLCLR-N--------------EA---GG-----D-H----N---LLIGDRSGE-----TYADA-R-S-DTSLIGELIE--LRAAD-RICFLLD----------------SARM--A-DAE--Q-R-H--SYK----------RA-----------------------FK-QQIHA------FL-D----NGA-LS--P--ST-ALEIV--TTKLD-----KL--T--P-QME-------------------G-RA----LI-EEL--DAFE---AATL-AE----F-S-E----VS--LTAR---------RVCA------L-------P-------RAN---Y-E--VGV-VGLDDML-R-S--WL---------------A------------P--R------------ER---------E--Y----PR--LI---A------------ARA-P-V-------R--HLDRVF-E--N-----W
OGB06620.1 PC-N---VISLVGPFDSGKTSL------VAGIYDLL-Q------RG--PV-GG-----YAFAG-SSTMHS--FERACHDSR-RD-SE-----RSE-------------AHME-R----TE--R--G--EVLFFHVDLV-G--------------EG---FD-----A-K--R-A---ALFGNRAGE-----EYTMV-H-D-EPDRAKAYPE--LKRSD-VLTVLVD----------------GAKL--L-NAG--E-R-H--QVR----------AE-----------------------VR-LTLRA------FV-E----SGV-AP--P--WQ-CLALV--LTKLD-----AI--R--K-DEA-------------------GRDG----AL-SFF--EALV---AKVR-DD----Y-A-S-N-FAE--IQAF---------IVAA------S-------P-------KTT---N-A--HRG-EGMHELL-R-Y--WM---------------S------------DPAR------------NV---------P--A----AI--EQ---K------------EVA-K-E-------R--AFGRLP-L--L-----A
WP_108311777.1 EA-R---VIAITGPFDAGKTSL------IAGLYDLF-N------LG--PV-GS-----VAFGQ-SYSLQA--FEEAAHDSR-AT-SR-----RES-------------PETN-R----TP--R--G--EVRFYHFELF-D--------------SS---TG-----A-S--P-S---VLLGDRAGE-----EYLET-R-S-NTDLAKGFPE--LPRAD-VLTILID----------------GQRM--L-DAG--Q-R-H--NVR----------SE-----------------------AR-QTIQA------FV-E----ADV-VR--D--TQ-CLAVV--LTKLD-----AV--R--K-SED-------------------SGSQ----AM-HDF--AILV---EKLR-ST----F-G-M-R-FTA--IESF---------AVAA------Q-------P-------KSD---G-A--KQG-EGLEKLL-A-Y--WM---------------M------------EPRR------------YQ---------P--T----QV--TV---E------------STQ-T-D-------R--YFALLP-I--P-----Q
WP_091713437.1 EA-S---VVAIVGPSAAGKTSL------IAGLYELF-L------QG--PV-GP-----FEFAG-SKTLHA--FEEVCHGAR-LE-SG-----LDE-------------PDSE-R----TL--S--G--PAKFFELTLG-T--------------PY---RL-----G-K--R-K---VLIADRWGE-----DYKGV-V-D-THPRPEEFFE--VARAD-VLTMLVD----------------GQRI--V-NPS--S-R-Y--EVP----------EE-----------------------VI-ATLQV------FA-E----VGL-LA--R--KP-HLALV--LTKLD-----AV--M--D-GGN-------------------A-TR----AL-ADF--DRLV---ARVH-DH----F-S-M-H-VAG--VSPY---------RTAA------S-------P-------KVA---G-V--RQG-EGLPDLL-E-C--WA---------------R------------G---------------RR---------P--A----PY--IR---R------------RYA-P-R-------R--LIDVLL-P--Y-----E
WP_078789134.1 RS-I---LVGVLGAHDAGKTTL------LLGNYLNC-L------RGS-AI-AE-----GEFCG-SWTLGA--WEALAAWSR-FD-DAA----RKP---HFP-------PHTP-R----GT--S----RAPGLLHLVLR-R---------------K---DQ-----S-L--R-D---VLLSDAPGE-WFT-RWAIN-E-N-APEAEGARWT--VEHAD-TFLVIAD----------------CDRL--S-GPE--R---G--SAR----------TD-----------------------LR-QLLER------LG-G----Y---VG-----TR-PVVLV--WTKTD---K-KP--L--A----------------------------------ELT--PGIR---DSIQ-RALREAI---P-H------ATEL---------TTTV------S-------H-------PES-----L--TEV-LSCAVNS---V--WE---------------Q------------K--R------------CN-----------------PI--LE---P------------VLH---H-------Q--PFSAFR-G--V-----K
WP_100195993.1 PS-R---MIGLIGAYDSGKTSV------IAGLFDLF-Q------LR--AV-SD-----SVFAG-SSTLHG--FEMICHDAR-VA-SE-----RNE-------------PHSE-R----TK--R--G--EVRFYHIDVQ-R--------------N-----G-----V-L--Q-S---LLIADRSGE-----EYEEV-A-D-LAANAAGMFE--LRRAD-VITILVD----------------GRRL--T-SPS--D-R-A--DVM----------GA-----------------------IP-LIVRG------MA-E----NGA-FL--R--KP-NLAIV--LTKND-----AV--Q--A-SPR-------------------K-DR----VE-QDF--RAIA---DHVR-DA----F-A-D-H-FGE--FGTF---------VTSA------S-------P-------ADV---N-L--VRG-AGLDELL-D-F--WL---------------R------------P--S------------AQ---------P--K----AI---R---V------------RHR-N-G-------R--VFDGLR-I--K-----E
WP_075644355.1 LR-STVGVVSLVGVPDSGKTTL------LASLYEIV-R------RG--LV-HG-----ALFAG-SETIRG--FEERCHYSR-LA-SL-----RSS-------------PDTP-R----TA--A-----ELRLLHLSVA-L--------------ED---TG-----K-R--I-E---LFFADRRGE-----QFQDL-L-D-RPALNDSFIE--VQRGS-HVAFLVD----------------GDHL--I-DGG--K-R-E--AAI----------AK-----------------------VQ-RLAIA------L-------RDK-LS--D--TC-AIQLV--VTKND-----RL--E--G-HTD-------------------E-AF----IR-SRI--DSLF---KRIS-QT----L-K-S-D--VR--LSVH---------YIAS------R-------M-------LGE---P-A------SGLNGLL-E-Q--WL---------------Q------IY----P--A------------AQ---------R--E----AV--PV---P------------LGC-----------N--AFERLM-N--V-----Q
WP_064992289.1 IS-R---AVGIVAPNDAGKTSL------LASVYDLL-Q------EG--PV-AG-----VGFAG-SSTLIG--FEKVCHDAR-AA-SR-----RDV-------------PHME-R----TS--V--G-AEATFFHLDLR-P--------------V-----G-----QEI--V-S---LFISDRSGE-----DYLTA-T-D-ELARADEFFE--LRRAD-VVTLLVN----------------GEHL--A-SSQ--H-R-H--EVK----------AI-----------------------TP-QIVDA------LV-E----AGA-LR--Q--GS-RLAVV--LTKQD-----AV--L--A-SPH-------------------A-DR----VG-RDF--NGLV---DGIA-QR----H-R-D-Y-LDD--VVRF---------VVAA------S-------P-------ADT---EQV--KRG-HGVDELL-L-F--WL---------------R------------S--A------------SP---------P--P----SI-SPV---S------------APH-N-Q-------R--MIDLFE-S--K-----D
SEQ94618.1 PA-Q---MVAIVGDTSSGKSTL------ICSIYARF-H------RG--PF-AD-----RVFAG-SGTLTA--FEEVGHYAR-AS-SG-----MDR-------------PDTP-R----TS--L--S-QGLQFFHLATS-P--------------AN---EP-----TQT--A-D---LFLSDRAGE-----SYREG-L-D-TPAHLYDLQE--IRLAR-TVAVLID----------------GARL--I-RPE--E-Q-H--EVL----------DT-----------------------AR-QLVRA------MV-D----SGT-LS--T--AQ-HLQVI--LTKRD-----DI--E--R-AGN---------------------VE----QTVARV--QATV---ERIA-QD----F-G-N-R-LAS--VTLF---------EIAA------R-------D-------PQS---Q-F--EQA-HGCDVLL-Q-S--WL---------------S------------A--K------------EP---------D--P----VR--VP---P------------IKA-I-N-------T--RFDLLA-----------
WP_025626871.1 KP-L---VVGIIGHQNAGKTTL------LAAWYLLL-G------RGLICG-D------YQFAG-SYSLAG--WEAVASSLR-WA-PG-----HSP---SFP-------PHTT-S----RG--G----RTPGLLHLDFR-H---------------S---KG-----E-S--R-G---YMFADAPGE-WFQ-KWAAN-R-D-SADGAGARWV--AEHAD-LFLLVAD----------------CEAL--A-GPS--K---G--AAR----------GA-----------------------FL-RLVER------LA-S----E---KG-----RR-PVALV--WTKSD---V-KV--A--P----------------------------------EME--EVVR---QTVF-ST----I---S-D------VVEF---------AVST---V-VD-------D-------GDT-----L--GKG-KGFLELL---D--WT---------------L------------Q--V------------RR---------G--R-VV-LP--SV---D------------TTS---V-------D--PLFMF--G--K-----R
ATP91767.1 KP-L---LVGIVGPQNAGKTTL------LAAWYLLI-S------RGLTLS-RT-----RQFSG-SYSLAG--WSAVASALR-WS-PG-----QPP---NFP-------PHTT-S----RG--G----RSPGLLHLDFR-G---------------T---DG-----E-V--R-G---YLFADTPGE-WFQ-KWAVN-R-E-AVDGEGARWV--AEHAD-VFLLIAD----------------REAL--S-GSS--M---G--SAR----------NS-----------------------FQ-LLARR------LS-A----E---SA-----NR-PVALV--WTKSD---I-AI--T--P----------------------------------EME--AAVR---EAVF-SL----M---P-N------AREF---------SVSV---R-AE-------A-------ESK-----L--GIP-DGLQDLL---D--WT---------------L------------N--V------------RR---------V--R-IC-LP--PI---Q------------SSV---S-------D--PLFMF--G--T-----S
OLT11204.1 RP-V---VVGIIGPENAGKTTL------LGAWYLLL-G------RGASRL-LD-----RRFAG-SFSLEG--WEAVAGSLR-WS-PG-----QPP---GFP-------PHTT-S----RS--G----RAPGLLHLSFR-DP--------------A---HE-----R-F--T-D---YLFTDAPGE-WFQ-RWAMN-S-E-APEAEGARWI--AEHAD-VLLLIAD----------------RDAL--A-GEH--R---G--AAR----------GA-----------------------LQ-RLGRR------MA-A----E---RR-----GR-PVALV--WTKSD---V-EI--A--S----------------------------------EME--DSIR---RSVL-DL----I---P-D------AVEF---------SVSV---V-SK-------V-------ASG-----A--GSD---WSDLM---N--WI---------------L------------T--S------------RR---------P--T-GE-LP--PP---A------------AFS---E-------D--PLFLY--G--V-----G
WP_066875895.1 KP-L---IVGIAGPQNAGKTTL------LAAWYLLV-G------RGLEGS-G------RRFAG-SYSLAG--WEAVAGALR-WT-PG-----HQP---AFP-------PHTS-S----RG--G----RAPGLLHLAFR-D---------------A---NG-----E-S--R-D---YLFADAPGE-WYQ-KWALN-R-D-GVDSEGARWV--AEHAD-VFLLIAD----------------REAL--S-GQN--R---G--SAR----------GS-----------------------LQ-LLAHR------LA-A----E---RA-----GR-PVALV--WTKSD---V-AI--S--P----------------------------------EME--KAVH---DAVI-KA----M---P-D------AMEF---------SVSI---A-PG-------I-------DGG-----S--DKG-QGFLELL---G--WT---------------L------------D--A------------RR---------K--R-VS-LP--PN---S------------ATS---S-------D--PVFVL--G--A-----R
WP_025381478.1 KP-L---LVGIVGPQNAGKTTL------LAAWYLLL-S------RGLARA-GM-----RQFSG-SYSLAG--WEAVASALR-WC-PG-----LPP---NFP-------PHTT-S----RG--G----RTPGLLHLKFR-D---------------S---AN-----K-G--S-G---YLFADAPGE-WFQ-KWAVN-R-E-AVDGEGARWV--AEHAD-VFLLIAD----------------RGAL--S-GSN--M---G--SAR----------NS-----------------------FQ-LLARR------IS-V----E---AG-----NR-AVALV--WTKSD---V-SI--A--P----------------------------------EME--AMVR---ETVF-NL----M---P-N------TPEF---------SVSV---Q-SD-------T-------EGD-----P--SIL-NGLQDLL---D--WT---------------L------------G--I------------RR---------N--F-VC-LP--PI---Q------------SAV---A-------D--PLFMF--G--T-----R
WP_047535637.1 KP-L---VVGIIGHQNAGKTTL------LAAWYLLL-G------RGLICG-D------HQFAG-SYSLEG--WEAVASSLR-WT-PG-----HPP---SFP-------PHTT-S----RG--G----RAPGLLHLDFR-H---------------S---DG-----E-S--R-G---YMFADAPGE-WFQ-KWAAN-R-D-SVDGAGARWV--AEHAD-VFLLVAD----------------CEAL--A-GPS--K---G--SAR----------GA-----------------------FL-RLVER------LA-S----E---KG-----RR-PVALV--WTKSD---I-KV--A--P----------------------------------EME--AVVR---QSVF-SS----I---P-E------TVEF---------SVST---A-VD-------D--------DT-----L--GKG-QGFLELL---D--WT---------------L------------R--V------------RR---------G--R-VL-LP--PV---D------------TTS---V-------D--PLFMF--G--R-----R
WP_027922588.1 KP-L---MVGVIGPQNAGKTTL------LAAWYLLI-S------RGLTSS-EA-----RSFAG-SYSFAG--WEAVASALR-WS-PG-----LQP---NFP-------PHTT-S----RG--G----RAPGLLHLDFR-N---------------T---DG-----E-A--R-G---YLFADAPGE-WFQ-KWAVN-R-E-AIDGEGARWV--AEHAD-AFLLIAD----------------RAAL--S-GPN--M---G--AAR----------NS-----------------------LQ-LLARR------LS-A----E---SA-----KR-PVALV--WTKSD---I-AI--A--P----------------------------------EME--TAVR---ETVL-NL----M---P-D------AREF---------SVSI---N-PG-------A-------ESG-----S--DSG-QGLNDLL---D--WT---------------L------------S--I------------RR---------G--C-IF-LP--PT---Q------------ASV---S-------D--PLFMF--G--A-----R
WP_102078721.1 ES-R---FIGVFGSHDTGKTTF------LLIAYLNY-I------RQG-LK-LS-----YKFAG-SKSLVA--WENLSSYSR-LD-TTK----S-----TFP-------PHTS-R----QS--E----RVPGLLHLALR-D---------------N---ES-----N-L--I-D---LLLTDAPGE-WFT-TWSLN-S-D-DPNAGGAQWM--ATNSD-MFIITAD----------------CNKF--A-GEN--R---G--KAR----------KE-----------------------LF-MLFER------LI-P----F---TK-----KK-PTALI--WTKSD---E-LV--E--N----------------------------------PIS--DRMK---KQIT-DK--L-L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028808623.1 RP-R---IIATIGPQNAGKTTM------LGAWYLLL-G------RGAAEL-RA-----GQFAG-SFSLAG--WEAVAESLR-WA-PG-----QAP---GFP-------PHTA-S----RS--G----RAPGLLHLSFR-A---------------G---QK-----Q-P--V-D---YLFTDAPGE-WFQ-KWAIN-K-D-GSEAAGARWI--AEHAD-VFLLVAD----------------REAL--S-GAS--M---G--AAR----------SA-----------------------LQ-LLAAR------VA-D----E---RK-----SR-PVALV--WTKSD---V-SI--A--P----------------------------------AME--ESVR---QSVF-GP----I---P-E------AEEF---------SVSV---T-PG-------D-------TGE-----R--QAA-GVLSRLL---D--WA---------------L------------T--S------------RR---------P--H-AV-LP--SV---P------------SGS---G-------D--PLFMY--G--V-----K
KMS75162.1 RP-R---IIATIGPQNAGKTTM------LGAWYLLL-G------RGAAEL-RA-----GQFAG-SFSLAG--WEAVAESLR-WA-PG-----QAP---GFP-------PHTA-S----RS--G----RAPGLLHLSFR-A---------------G---QK-----R-P--V-D---YLFTDAPGE-WFQ-KWAIN-K-D-GSEAAGARWI--AEHAD-VFLLVAD----------------REAL--S-GAS--M---G--SAR----------SA-----------------------LQ-LLAAR------VA-D----E---RQ-----SR-PVALV--WTKSD---V-SI--A--P----------------------------------AME--ESVR---QSVF-GP----M---P-E------AEEF---------SVSV---T-PG-------D-------AGE-----R--QAD-DVLTPLL---D--WA---------------L------------T--S------------RR---------P--H-AA-LP--SV---P------------SGS---G-------D--PLFMY--G--V-----K
WP_102083184.1 ES-R---FIGVFGSHDTGKTTF------LLIAYLNY-I------RQG-LK-LS-----YKFAG-SKSLVA--WENLSSYSR-LD-TTK----S-----TFP-------PHTS-R----QS--E----RVPGLLHLALR-D---------------N---ES-----N-L--I-D---LLLTDAPGE-WFT-TWSLN-S-D-DPNAGGAQWM--ATNSD-MFIITAD----------------CNKF--A-GEN--R---G--KAR----------KE-----------------------LF-MLFER------LI-P----F---TK-----KK-PTALI--WTKSD---E-LV--E--N----------------------------------PIS--DRMK---KQIT-DK--L-LFNIP-H------AKQY---------KVTI------E-------N-------PDS-----V--TNV-IHDLLLE---N--ES---------------F------------R--Q------------PI-----------------IV--SD---P------------IVS---N-------S--PFMCYR-G--S-----H
CUH81424.1 KP-I---VVAVIGPQNAGKTTL------LAAWYLLL-G------RGLIGC-GK-----RSFAG-SFTLSG--WEAVAGSLR-WE-PG-----QSP---RFP-------AHTT-S----RS--G----RAPGLLHLRFR-H---------------E---ND-----D-S--PVD---YLFTDAPGE-WFQ-RWAVN-A-N-SDQGEGARWV--SDNAD-AFIIVAD----------------REAL--A-GEA--K---G--AAR----------GS-----------------------LQ-RIVAR------LG-A----E---RG-----GR-PVALA--WTKSD---V-EI--S--D----------------------------------QME--TAVR---SAVT-GA----M---P-D------AVEH---------SVSV-VDV-SG-------G-------SPS-----M--STG-TGLVELL---L--WA---------------M------------S--V------------KR---------S--G-IQ-LP--TP---V------------SAS---L-------D--PLFIC--G--S-----E
WP_083499927.1 KP-I---VVAVIGPQNAGKTTL------LAAWYLLL-G------RGLIGC-GK-----RSFAG-SFTLSG--WEAVAGSLR-WE-PG-----QSP---RFP-------AHTT-S----RS--G----RAPGLLHLRFR-H---------------E---ND-----D-S--PVD---YLFTDAPGE-WFQ-RWAVN-A-N-SDQGEGARWV--SDNAD-AFIIVAD----------------REAL--A-GEA--K---G--AAR----------GS-----------------------LQ-RIVAR------LG-A----E---RG-----GR-PVALA--WTKSD---V-EI--S--D----------------------------------QME--TAVR---SAVT-GA----M---P-D------AVEH---------SVSV-VDV-SG-------G-------SPS-----M--STG-TGLVELL---L--WA---------------M------------S--V------------KR---------S--G-IQ-LP--TP---V------------SAS---L-------D--PLFIC--G--S-----E
WP_063342589.1 KH-I---LVGVLGAHNGGKTTL------LAANYLLM-L------QGR-AM-AD-----AMFSG-SRTLHA--WESLASWMR-FD-DSA----RPP---TFP-------PHTP-R----AS--N----RVPGLLHIALR-R---------------E---GG-----D-F--R-D---VLLADAPGE-WFS-SWAVN-E-S-APQAEGARWL--STHSN-AFVVVAD----------------CQRL--S-GQE--R---G--LAR----------KE-----------------------LL-QLLDR------LA-N----H---VE-----DR-PVSLL--WTKSE---H-DV--P--P----------------------------------GIK--NSIR---EALA-SS----F---P-G------ATEH---------EVSI------K-------T-------PES-----F--AKA-IDVVVSA---A--WR---------------S------------A--P------------AS-----------------EI--EL---K------------IQA---Q-------D--PFLSFR-G--H-----H
WP_012406441.1 AG-RRLAVVSLVGVPDCGKTTL------VSSLYEIV-R------RN--LA-TK-----FGFAG-SETIHG--FEERCHLSR-LA-SD-----RES-------------PDTP-R----TA--R-----ELQFLHMSVA-D--------------RE---CS-----E-R--V-E---LFMADRRGE-----QFQDV-L-N-RPPLSETLVE--VRRGD-AVAFLLD----------------GEHL--I-DGS--K-R-E--SAI----------SK-----------------------VH-RLAMA------L-------KDV-IR--Q--SI-AIQLV--ITKTD-----KI--Q--G-HDD-------------------E-PL----VR-RRV--DALS---SQLG-AM----L-P-A-K--SR--YSVH---------YVAA------R-------N-------LDD---E-S------NGMHRLL-S-E--WL---------------Q------VT----G--G------------GE---------Y--E----RP--AP---P------------IGK-----------S--AFERLM-N--L-----R
WP_107203799.1 AG-RRLAVVSLVGVPDCGKTTL------VSSLYEIV-R------RN--LA-TK-----FGFAG-SETIHG--FEERCHLSR-LA-SD-----RES-------------PDTP-R----TA--R-----ELQFLHMSVA-D--------------RE---CS-----E-R--V-E---LFMADRRGE-----QFQDV-L-N-RPPLSETLVE--VRRGD-AVAFLLD----------------GEHL--I-DGS--K-R-E--SAI----------SK-----------------------VH-RLAMA------L-------KDV-IR--Q--SI-AIQLV--ITKTD-----KI--Q--G-HDD-------------------E-PL----VR-RRV--DALS---SQLG-AM----L-P-A-K--SR--YSVH---------YVAA------R-------N-------LDD---E-S------NGMHRLL-S-E--WL---------------Q------VT----G--G------------GE---------Y--E----RP--AP---P------------IGK-----------S--AFERLM-N--L-----R
WP_080406893.1 VG-RRLGVVALVGVPDCGKTTL------LSSLYEVV-R------RD--AR-SH-----LGFAG-SETIRG--FEERCHLSR-LA-SE-----SEV-------------PDTP-R----TA--R-----ELQFLHLSLV-A--------------RQ---SG-----E-R--V-E---LFMADRRGE-----QFQDV-L-D-RPELAENLAE--VRRGD-GVALLLD----------------GGHL--V-DAR--R-R-E--LAI----------AM-----------------------VQ-RLAMA------I-------RGH-LR--E--FA-AVQLV--VTKVD-----KI--R--E-HAD-------------------E-ST----VR-TRV--DALS---SRLS-AM----F-G-S-A--IR--YSLH---------YVAA------R-------D-------LEG---G-D------NGLSQLL-C-E--WL---------------V------PP----K--R------------IA---------P--E----AA--AL---P------------LGK-----------T--SFERLM-N--L-----R
WP_080291531.1 VG-RRLGVVALVGVPDCGKTTL------LSSLYEVV-R------RD--AR-SH-----LGFAG-SETIRG--FEERCHLSR-LA-SE-----NEV-------------PDTP-R----TA--S-----ELQFLHLSLV-A--------------RQ---SG-----E-R--V-E---LFMADRRGE-----QFQDV-L-D-RPELAEDLAE--VRRGD-GVALLLD----------------GGHL--V-DAQ--R-R-E--LAI----------AM-----------------------VQ-RLAMA------I-------CGH-LR--E--FA-AVQLV--VTKVD-----KI--R--E-HAD-------------------E-ST----VR-TRV--DALS---SRLS-AM----F-G-S-A--IR--YSLH---------YVAA------R-------D-------LEG---G-D------NGLSQLL-C-E--WL---------------V------PP----K--K------------IA---------P--D----AA--TL---P------------LGK-----------T--PFERLM-N--L-----R
WP_005151633.1 EP-S---IATFIGLPNVGKTSL------LTSIIYAL-R------MG--NE-AD-----LGFMG-SSTLNA--WNQLIDLTH-YA-HG-----ETP-------------QHPE-R----TI--D--R-PGTRYLHLLAK-H-------------------NG-----K-G--S-D---LFLGDTAGE-IFS-SLIGN-P-D-EQSQEYQRIVQWITEAK-ILLICLD----------------SSEY--Y-TDM--L---W--LSK----------DN-----------------------HT-IFIDR------VS-E----I---IA--KY-NP-NVDIIFIETKYD-----LV--Q--N-NKK-------------------V-----Y----QYH--EQVN---QYFF-DR----F---K-N-I----LKHI-K-------TISI------T-------A-------KQG--------EFP-VGVGEIV---T--TC---------------L------------A------------AQ-TG------------K----NT--HE---D------LNL---VKY---N-V-----Q--DVYSEL----K-----E
WP_070154177.1 EP-S---IATLIGLPNSGKTSL------LTSMLYML-R------MD--NE-QN-----LNFMG-SSTLNA--WSNLISLTL-YA-YG-----NTP-------------RHPE-R----TI--D--K-PNTQYLHLLIN-K-------------------DD-----K-P--F-D---LLLGDTAGE-IFS-GIVEN-N-D-IESQEYERIKKWVSETK-TLLICLD----------------SSDY--Y-TED--I---W--ISK----------EN-----------------------HM-IFIDR------LA-E----I---IA--DF-NP-EVSIVFIQTKYD-----KV--D--E-NHE-------------------N-----F----QYH--QEVN---DYFI-EK----F-S-R-N-L----IGIA-K-------TISI------T-------A-------KQG--------VPP-EDIDKVL---S--LC---------------L------------I--------NT--PL-LD------------V----HS--QE---D------MDK-N-ILN---E-V-----T--SIHQHL----K-----E
WP_092717552.1 EP-S---IATLIGLPNSGKTSL------LTSMLYAL-R------MD--NE-QQ-----LSFMG-SSTLNA--WSNLINLTL-YA-HG-----NTP-------------RHPE-R----TI--D--R-SETQYLHLLIN-K-------------------DD-----I-G--Y-D---LLLGDTAGE-IFS-GIVEN-Y-D-TESQEYKRIIKWISEVK-TLLICLD----------------SSDY--Y-TAD--I---W--ISK----------EN-----------------------HM-IFIDR------IS-E----I---IA--DF-NP-DVRVVFVQTKYD-----KV--D--E-NHN-------------------N-----F----EYH--KEVN---DYFL-EK----L-S-D-N-L----VGIA-K-------TISI------T-------A-------NQG--------VLP-KDIDNIL---A--FC---------------I------------N--------NSY-VI-LD------------E----KV--HL---N------IDD-K-ISS---K-E-----K--LIYNHL----K-----E
WP_004782826.1 EP-S---IATLIGLPNSGKTSL------LTSMLYTL-R------MN--NE-EE-----LNFMG-SSTLNA--WSHLINLTL-YA-YG-----NTP-------------RHPE-R----TI--D--K-ADTHYLHLLIN-K-------------------DN-----K-G--Y-D---LFLGDTAGE-IFS-GIVDN-F-N-EESQEYQRIKKWIVESN-ILLICLD----------------SLDY--Y-TEN--L---W--VSK----------EN-----------------------HM-IFIDR------IY-E----I---VN--EY-NP-KIRIIFIQTKYD-----MV--E--N-NHE-------------------N-----F----QYH--EEVN---EYFI-EK----F-K-N-N-L----VSTA-K-------TISI------T-------A-------KQG--------IPP-QDIDKIL---A--TC---------------I------------G------------VL-SE------------K----PI--NE---D---PVVIKE-G-ISK---K-V-----H--LIQNCL----E-----E
SDC89496.1 LT-D-L-RLPVFGPVSAGKTRL------VYAAMLAL-R------DQA-SA-RG--AA-LDFVD-DHSREV--FDRGAALIS----SG--GD-TVK------------------T----PA--G----APSAAITLRFT----------------RA---RR-----R-V----L---LHLFDAPGE-----SFSDR-D-E-NTELE----F--LDHAQ-GLVFVVD----------------PFSV--R-WVR------D--QLTGPDDKHLV--RA--N---PARDDPEQT--------YHLTVRRL------RD-F----RVD-TG--K---R-RLAVV--VVKAD-----LL--D--D-LPA----------G--------E-GL-RP---------GRVK---RWLE-DA--G-L---D-N-L----VLAA-ERDFA---EVRF--FV----VASL--A-------DRG---T-P--RSP----AHPF---A--WLMARSGF---ALL---P----V-DD----Q--V---------EE-SV-------------------------------------------------------------------------
WP_012851764.1 MR-E-I-VIPVLGGVAAGKTRL------MTALVMAL-C------ESG-RL-HG--VS-AAIAD-EESQAI--YARFRDALV----AG-----TAT------------------AKT--GA--A----ALPRPYSLHVR----------------PA---RS---S-P-R----L---LHLFDAPGE-----FVRDS-E-S-LRKLQ----Y--MREAR-TFLFTLD----------------PLRI--D-AIW------D--ALT-PAQQARL--VP-----LRSDDDPYFA--------FG-QVVQN------IE-G----HGV-PI--R--RA-RLAVA--LTKDD-----LV--R--S-SPA------ASGLG--------E-DS------------AAIE---AWLQDEA--G-L---G-G-L----VRLM-RRSFG---QVHF--FR----TSAW--L-------DGG---V-L--AGS---IIDLA---A--WILAQEGI----------------------R--V---------EP-AV-RSA---------------------------------------------------------------------
WP_091450412.1 LT-D-L-RLPVFGPVSAGKTRL------VYAAMLAL-R------DQA-SA-RG--AA-LDFVD-DHSREV--FDRGAALIS----SG--GD-TVK------------------T----PA--G----APSAAITLRFT----------------RA---RR-----R-V----L---LHLFDAPGE-----SFSDR-D-E-NTELE----F--LDHAQ-GLVFVVD----------------PFSV--R-WVR------D--QLTGPDDKHLV--RA--N---PARDDPEQT--------YHLTVRRL------RD-F----RVD-TG--K---R-RLAVV--VVKAD-----LL--D--D-LPA----------G--------E-GL-RP---------GRVK---RWLE-DA--G-L---D-N-L----VLAA-ERDFA---EVRF--FV----VASL--A-------DRG---T-P--RSP----AHPF---A--WLMARSGF---ALL---P----V-DD----Q--V---------EE-SV-------------------------------------------------------------------------
WP_067913457.1 MP-E-I-VIPVLGAATTGKTRL------MTALVMGL-L------EGP-GG-HG--AT-TEFAD-EESENA--YRGLADKLR----AG-----VHT------------------WKTIKAR--D----APLRAYSLHLR----------------PP---TG---G-P-R----L---LHVFDAPGE-----LVGKS-E-L-LRELR----Y--MRAAR-TFLFTLD----------------PLSI--D-AVW------E--SLD-PAERTRF--AQ-----LRSDAAPDFV--------FG-QIVQN------IE-G----LGV-QT--G--RA-RLAVA--LTKDD-----LV--R--A-CPV------LEDVG--------D-GS------------DEIR---RWLEGPA--G-L---D-G-M----VRAM-RRSFD---EVRF--FR----TSSW--L-------TDG---E-I--PDS---VLDLS---G--WILVKEGL----------------------R--V---------HH-SA-------------------------------------------------------------------------
WP_093131747.1 AS-N-V-HVAVVGGPDSGKTTL------LVGIARWL-R------RTP-AD-AG--IH-VDLEE-PAQRAQ--MTAWIESLE----RG-----RAP------------------P-K--TG--T----VRHRALTFLVE----------------AP---RQ---R-L-R----S---LYFFDTSGE-----MFRNR-A-L-KERHS----Y--FSMAD-VILFTLD----------------PFGI--T-TYT------A--GLKDTPQWQSISDAS--PSAMPAWEIASSM--------IN-LLDDG------QA-K----RSE-GR--F--DV-PLMVI--VTKTD-----LL--D--L-RRE-------I--G--------P-DG------------AAIR---QWLQ-TH--G-A---E-D-V----VSVL-DANFR---TIDY--RT----SLAL--V-------PDE---S-Q--PAS-GGIDDLM---PALWA---RTM-PDLRL---D----A-HV----S--K---------ES-VT-HA----------------------------------------------------------------------
WP_106243674.1 VR-I-E-PLPFVGGPDAGKTTF------MALSVDAI-H------GAV-NE-AG--GR-AFFAD-KTDELA--FRRLRVELS----TG-----RIS------------------K----TG--A----ELPKAVMLDIA---L------------PG---K---TGGD-R----I---LYLFDPSGE-----HYTGA-S-K-VEEMR----Y--LSHGE-ALILVID----------------PFAL--P-DVQ------A--HLL-QSEREML--TA--KGVSLSPEDPADT--------FT-RLRNE------LA-S----RAD-GG--K--QR-RVAVV--LSKAD-----LL--R--G-TTS----------G--------R-GI------------DDLR---TWLK-LM--G-L---G-N-L----VREL-DHQRA---DVRF--------------F-------ASG---L-P--PRG-AEIAELL---G--WL---AGLRLSAHPAEAA----G-GH----A--T---------EP-AA-GDA-RR--P----WD-SK--PR---P---S------G-RPP-L------------SYLIFR----------R
WP_062339929.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVEAL-R------ET-----SG--AR---FVD-EGDAQT--FLRLRHQLA----AG-----TMT------------------K----TG--T----QLPKAVILDVS----------------------------A-R----I---LYLFDPSGE-----HYTGA-S-R-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLV-PADRELL--AA--GGVVPSREDPADT--------VH-RVRNE------LS-S----RAD-GG--R--QR-RIAVV--VTKGD-----LL--E--R-TTT----------G--------Q-GA--G---------DDPQ---AWLT-TM--G-M---G-N-L----VRDL-ANRGS---EVRY--------------T-------TSG---L-P--PKT-DEIAGLV---T--WL---TGL---------N----G-ER----K--A---------ER-AA-GE------P----WR-PH--AR---A---K------G-RPP-L------------SYTVVR----------R
WP_061294804.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVDAL-R------ES-----AG--AR---FVD-QGDEQT--FRRLRHQLA----AG-----TMT------------------K----TG--P----QLPKAVMLDVS----------------------------A-R----I---LYLFDPSGE-----HYTGA-S-Q-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLI-PADRELL--AA--GGVVPSREDPADT--------VH-RVRNE------LS-T----RPD-GG--L--QR-RIAVV--VTKGD-----LL--G--R-TTT----------G--------Q-GA--D---------DDPR---TWLT-AM--G-M---G-N-L----VRDL-ANRGS---EVRY--------------A-------TSG---L-P--PRP-GEIAGLL---T--WL---TGL---------N----G-ES----R--A---------DR-PA-EE------P----WR-PR--SR---P---E------G-RPP-L------------SYTVVR----------R
WP_062443631.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVDAL-R------ET-----SG--AR---FVD-QGDEQT--FLRLRNQLA----AG-----TMT------------------K----TG--T----QPPKAVILDVS----------------------------A-R----I---LYLFDPSGE-----HYTGA-S-R-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLV-PADRELL--AA--GGVVPSREDPADT--------VH-RVRNE------LS-S----RAD-GG--H--QR-RIAVV--VTKGD-----LL--D--R-TTT----------G--------Q-GA--A---------ADPR---AWLT-TM--G-M---G-N-L----VRDL-ANRGS---EVRY--------------T-------TSG---L-P--PKP-DEIAGLV---T--WL---TGL---------T----G-ER----K--A---------DG-AA-GE------P----WR-PG--SR---P---A------G-RPP-L------------SYTVVR----------R
WP_103961313.1 VR-I-E-PLPFVGGPDAGKTTF------MALGVEAV-H------EAV-HA-AG--GR-AFFAD-RSDDQA--FRQLRRELA----AG-----RIS------------------K----TL--P----DLPKAVILDVA---L------------PG---KG-KSGGN-R----I---LYLFDPSGE-----HYTGA-S-K-VEEMR----Y--LAHGE-ALILVID----------------PFAI--P-EVQ------D--HLL-ESERRTL--LE--EGVVLSREDPADT--------FA-RLRNE------LV-S----RAD-GG--R--QR-RVAVV--LSKAD-----LL--R--Q-TTS----------G--------R-GA------------DDLP---SWLR-TM--G-L---G-N-L----VREL-DHQKA---DVRY--------------L-------TSG---I-P--PEG-TRIAELL---A--WA---GGLRLNGRLAGET----A-TA----V--S---------EL-TT-GEA-RR--P----WE-PR--PR---A---A------G-RPP-T------------SYLIFR----------R
WP_051759183.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVDAL-R------ET-----AG--AR---FVD-QGDEQT--FLRLRHQLA----AG-----TMT------------------K----TG--T----QLPKAVMLDVS----------------------------A-R----I---LYLFDPSGE-----HYTGA-G-R-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLV-PADRDVL--EA--GGVVPSREDPADT--------VH-RVRNE------LS-T----RAD-GG--R--QR-RIAVV--VTKGD-----LL--D--R-TTT----------G--------Q-GA--A---------ADPR---AWLT-TM--G-M---G-N-L----VRDL-SNRGS---EVRY--------------T-------TSG---L-P--PKP-DEIAGLL---R--WL---TGL---------N----G-DR----R--A---------DR-TA-GE------P----WR-PH--AR---P---E------G-RPP-L------------SYTVVR----------R
WP_062357809.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVDAL-R------ET-----AG--AG---FVD-EGDEQT--FLRLRHQLA----AG-----TMT------------------K----TG--T----QLPKAVILDVS----------------------------A-R----I---LYLFDPSGE-----HYTGA-G-R-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLV-PADRDLL--AA--WGVVPSREDPADT--------VH-RVRNE------LS-T----RAD-GG--R--QR-RIAVV--VTKGD-----LL--D--R-TTT----------G--------R-GA--S---------EDPR---AWLT-TM--G-M---G-N-L----VRDL-SNRGS---EVRY--------------T-------TSG---L-P--PKP-DEIAGLL---T--WL---TGL---------N----G-DR----K--V---------DR-AA-GE------P----WR-PR--AR---P---E------G-RPP-L------------SYTVVR----------R
WP_066362453.1 VR-V-E-PVPLVGGPDAGKTTF------LAVAVDAL-R------ET-----AG--AR---FVD-QGDE--------------------------P------------------G----PG--P----QLPKAVMLDVS----------------------------A-R----I---IYLFDPSGE-----HYTGA-S-Q-VEAMG----Y--LAHGE-AMVLLID----------------PFAL--P-AVQ------D--SLV-PADRELL--AA--GGVVPSREDPADT--------VH-RVRNE------LS-T----RAD-GG--H--QR-RIAVV--VTKGD-----LL--T--R-TTT----------G--------Q-GA--D---------DDPR---TWLT-SM--G-M---G-N-L----VRDL-SNRGS---EVRY--------------T-------TSG---L-P--PDP-EEIAGLL---T--WL---TGL---------S----G-EP----T--A---------DR-SA-GE------P----WR-PR--SR---P---E------G-RPP-L------------SYTAFR----------R

############################################################################################################
11. GAAD alignment
############################################################################################################

OHC26958.1 GP-VAM----P-I-----EEGDA-M-------NTLRDLGLRFYK-LSFSKKSEIAGRLDLLEE--EDM--RLPDHER---FRRVFIRAHERGRLEALAEAV--SSAE-
WP_109786853.1 GA-ATM----L-I-----EEGQA-M-------NTIRDLGLRFYR-LSFSKKSEIAGRLELLED--EDM--GQPDHER---FRRVFIRAHERGKLEEFARAV--TAAE-
WP_005321419.1 GA-ATM----L-I-----EEGQA-M-------NTIRDLGLRFYR-LSFSKKSEIAGRLELLED--EDM--GQPDHER---FRRVFIRAHERGKLEEFARAV--AAAE-
WP_049614822.1 VP-EMM----S-V-----REGNS-M-------NTLRDLGLRFYR-LTFSQKLEIAGRLELLED--DDM--RLPDYER---FRQVLLRAHERGMLDVFAAAV--TEAE-
SER73534.1 PA-PCT----D-A-----EAAMG-D-------SKTRHLVDRFWD-LDGSDRREIALGLGLITD--EEI--NLPEPQR---YGVALIRAAERGLLDQLEQLI--NERE-
WP_071995297.1 IS-EIT----S-V-----REGNS-M-------NTLRELGLRFYR-LTFSQKLEIAGRLELLED--DDM--RLPDYER---FRQVLLRAHARGMLDEFAAAV--TEAE-
WP_091458871.1 PA-PCT----D-A-----EAAMG-D-------SKTRHLVDRFWD-LDGSDRREIALGLGLITD--EEI--NLPEPQR---YGVALIRAAERGLLDQLEQLI--NERE-
WP_100632078.1 IS-EIM----S-V-----REGNS-M-------NTLRELGLRFYR-LTFSQKLEIAGRLELLED--DDM--RLPDYER---FRQVLLRAHERGMLDEFAAAV--TEVE-
WP_090271097.1 VP-DGT----V-I-----EEDAS-M-------TSLRTLSIRYFK-LTFSKKLEIAGSLDLFEE--ADT--KLPDHER---FRRVLLRARERDLLDELKAAIDAA----
WP_081575510.1 -E-ADT----D-V-----EAAMS-D-------ENTRNLVFRFWN-LTGSQRREITLSLSLIEE--DEL--RLPEPER---YGRALLRAGERGMLAQLADEI--TQRE-
WP_086054880.1 VP-DGT----V-I-----EEDAS-M-------TSLRTLSIRYFK-LTFSKKLEIAGSLELFEE--ADT--KLPDHER---FRRVLLRARERNLLDELKAAIDAA----
WP_074193563.1 IP-EIM----A-V-----KEGNS-T-------NVLRDLGLRFYR-LTFSQKLVIAGRLELLED--DDM--RLPDYER---FRQVLLRAHERGMLDVLAEAV--SEAE-
WP_080434424.1 SG-DAR----S-P-----GGKDQ-M-------ESLRDISVRFFK-LTLSQRSAIAGKLDLLEE--EDI--NQPDFER---FRRVLLRAKERGLMEELDREV--KAAQ-
WP_005792632.1 SA-PHT----D-A-----EASMG-D-------ASTRHLVDRFWD-LDGSDRREIALELGLITD--GEI--NLPEPQR---YGVALIRASERGLLNQLEQLV--NARE-
WP_080377389.1 GA-ATM----L-I-----EEGLA-M-------NTIRDLGLRFYR-LSFSKKSEIAGRLELLED--EDM--GQPDHER---FRRVFIRAHERGKLKDF-----------
WP_102837355.1 MI-PME----S-L-E---GEPQS-M-QPKA--EGYETARLRFFRDLLEGERLRILVELDALPENFDDR--MSQGLER--RLFDMLVRNGKLGEVEKMIDQL-------
WP_072025796.1 IP-EIM----A-V-----KEGNS-T-------NVLRDLGLRFYR-LTFSQKLVIAGRLELLED--DDM--RLPDYER---FRQVLLRAHERGMLDVLAEAV--SEAE-
WP_059864448.1 MI-PME----S-L-E---GGPQP-M-PPKV--EGYETARLRFFRDLLEGERLRILVELDALPENSDER--MSQGLER--RLLDMLVRQGKLGEVEKMIDRL-------
WP_105852587.1 NS-SNP----E-Q-----PSAET-M-------TKIREIGVRFYR-LTFSQKSEIAGRLQLLEE--QDI--NQPDFER---FRRVFLRAHERGKLDDLASAV--ANAE-
PKO39587.1 ----RD----D-V-----EASMS-E-------EHTRNLIFRFWK-LTGSQRREIALGLGLIEE--KDL--AIPEPER---YGRALLVARERGLLDLLTNEI--VKRE-
WP_039765677.1 MI-PIA----S-S-N---EEPKL-M-PPTV--EGYEVIRLRFFRDLLEGERLRILVDLDAIPEGFDEP--MSQGLER--KLLEWLVRDGKLEQVEHMIDQL-------
WP_060016465.1 MI-PME----S-L-E---GGPQP-M-PPKV--EGYETARLRFFRDLLEGERLRILVELDALPENSDER--MSQGLER--KLLDMLVRQGKLGEVEKMIDRL-------
WP_099207063.1 SA-PYI----D-A-----EASMG-D-------ARTRHLVDRFWD-LDGSDRREIALELGLITD--EEI--NLPEPQR---YGVALIRASERGVLDRLEQLV--DARE-
WP_023110862.1 TM-PVE----P-L-E---GEPKP-M-PPMA--EGYETARLRFFRDLFEGERLRILIELDALPEKFNER--MSQGLER--RLLDMLVRNGKLDEVEKMIDQL-------
WP_021205081.1 TM-PVE----P-L-E---GEPKP-M-PPMA--EGYETARLRFFRDLFEGERLRILIELDALPEKFNER--MSQGLER--RLLDMLVRNGKLDEVEKMIDQL-------
WP_097522734.1 AQ-GVS----D-P-----ARTDP-M-------ESLREISIRFFK-LTLSQKSAIAGKLNLLEE--EDA--NQPDFER---FRRVFMRAKERGLIEQLDDEV--KKA--
WP_059733052.1 MM-PME----S-L-E---GGPQP-M-SPKV--EGYETARLRFFRDLLEGERLRILVELDALPENSDER--MSQGLER--RLLDMLVRRGKLGEVERMINQL-------
WP_027229711.1 MV-PAE----G-V-ETSPGELVP-M-PPDA--EGYELALLRFFRDLYESERLKILVELDALPAKSNER--MNQGLER--RLFDWLVRDGRLPDINSMIDRL-------
WP_100168818.1 -S-HEM----P-I-----DDSAV-M-------GTVRNLALRFYK-LSFSKKSEIVGRLELLED--EDM--HLPDFER---FRRVFIRANERGLLNALENAI--TEVE-
WP_095649269.1 MV-PVA----S-S-D---EEPKL-M-PPSV--EGYEVVRLRFFRDLLEGERLRILVELDAIPEDLDEP--MSQGLER--KLLEWLVREGKLEQIEHMIDQL-------
WP_007244461.1 MV-PME----S-L-E---GEPRS-M-PPNE--EGYETARLRFFRDLLEGERLRILVELDALPDTSDER--MSQGLER--KLLDMLVRNGKLGDVENMMDQL-------
OQW76548.1 LV-HAE----D-V-EITAGEEPQ-M-PPYV--EGYELAMLRFFRDLYESERLKILVDLDALPAESDER--MSQGLEL--RLFDWLARQGRLTEVVTMIDRL-------
WP_034784034.1 MV-PVE----S-L-E---GGPQP-M-QPKV--EGYETARLRFFRDLFEGERLRILVELDALPENFNER--MSQGLER--KLFDMLVRNEKLHEIEKMIDQL-------
WP_092579000.1 MV-PME----S-A-E---GGPQP-M-PPRV--EGYETVRLRFFRDLLEGERLRILVELDALPENSDER--MSQGLER--RLLDMLVRQGKLEKVKKMVDQL-------
WP_023814830.1 VV-AAL----D-T-K----GDPA-V-PPED--TGYRLVLLRFFRDLSEGERLTILVELGAIETNSDER--ITQAVER--QLLDWLVREGRIGEVETMIETL-------
WP_082832755.1 -V-SEK----D-A-----EAAMG-E-------PNTRDLLYRFWQ-LTSAQRRKIAQDLNLIEE--GEM--RLPEPER---YGRALIRAGERSLMNEVAAAV--ANLE-
WP_081275714.1 ------------------SGSDP-M-------DNLRNVSIKFYK-LTLSQKSAIAGKLGLIEE--EDR--DQPDFER---FRRVFIRARDRGMIEVLEKEI-------
WP_058443982.1 ES-EAI----P-V-----GEGDV-M-------DTLRDLGLRFYR-LSFNKKSEIAGRLDLLQE--SDM--RLPDHER---FRLVIIRAHERCQLDALRDAV--YSAE-
WP_050085958.1 IA-AIE----S-S-G---KETKP-M-PPSE--EGYETARLRFFRDLYEGERLRILVELGALSENFDER--MTQGLER--RLFDILVKDGKLDGIEKMIDQL-------
WP_073991578.1 ------------------ISGDP-M-------DELRNISIKFHK-LTFSQKSAIAGKLGLLEE--EDR--DQPDFER---FRRVFIRARDRGQIEELEKEI-------
WP_081396469.1 QG-EVI----F-N-----SSDSS-M-------NSLRTITLRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRILLRAKERGLLEELDLEITNA----
WP_080952885.1 QG-EVI----F-N-----SSDSS-M-------NSLRTITLRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRILLRAKERGLLEELDLEITNA----
OLY65139.1 QG-EVI----F-N-----SSDSS-M-------NSLRTITLRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRILLRAKERGLLEELDLEITNA----
ONF86915.1 QG-EVI----F-N-----SSDSS-M-------NSLRTITLRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRILLRAKERGLLEELDLEITNA----
WP_043074374.1 LV-PTK----Q-A-ETGSGETVP-M-PPDA--EGYELALLRFFRDLYESERLRILVDLEALPRESDER--MTQGLER--RLFDWLVRQGKLPETVAMIDRL-------
WP_066213810.1 LV-PAE----G-F-ETSAEETPP-M-PPDA--EGYELALLRFFRDLYENERLKILVELDAIPAESNER--INQGLER--RLFDWLAREGRLPDLILMIDRL-------
WP_093379455.1 MV-PMA----S-S-V---EELKL-M-PPPL--EGYEVVRLRFFRDLLEGERLRILVELDAVPEDLDEP--MSQGLER--KLLEWLAREGKLEQVEHMIDRL-------
WP_057298089.1 MV-VEP----E-GLE----KGFA-V-PPEP--PNYRLVLLRFFRDLTEGERLRILSELDAIPANSNDR--MTQAIER--RLFDWVVQQGRIEDFAKLIDRY-------
WP_076402533.1 MV-PMA----S-S-V---EELKL-M-PPPL--EGYEVVRLRFFRDLLEGERLRILVELDAVPEDLDEP--MSQGLER--KLLEWLAREGKLEQVEHMIDRL-------
WP_034785146.1 TH-PTA----D-T-----EAAMS-D-------ESTRNLVYRFWQ-LSISGRREIAEKLGLLET--GEM--SLPEPQR---YGIALLRAGERNLIQSVAEEV--KKRE-
WP_081099182.1 QA-EVI----F-N-----TNDNS-M-------NSLRTITLRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRVLLRAKERDLLQEFDSEITNA----
WP_105422040.1 LV-PAE----G-V-EDSAGETAP-M-PRDI--DGYELALLRFFRDLYESERLKILVELDALPAESNER--MSQGLER--RLFDWLAREGRLPEMISMIDRL-------
WP_108419323.1 KT-PAE----S-S-K---EGIKC-M-PSVSASDSYEIARLRFFRDLFEGERLRILVELGALSENFNER--MNQGIER--KLLDLLVREGKLEGIENMIDQL-------
WP_064791184.1 KT-PAE----S-S-K---EGIKC-M-PSVSASDSYEIARLRFFRDLFEGERLRILVELGALSENFNER--MNQGIER--KLLDLLVREGKLEGIENMIDQL-------
WP_082293779.1 QA-EVF----F-N-----SSDSS-M-------NSLRTIALRFFE-LTLSKRLAIAGKFNLFED--EDV--DQPDYEK---FRRVLLRAKERGLLEKLDLEIANA----
WP_066124807.1 MV-PAE----S-A-E---GGPQP-M-PPKI--EGYETARLRFFRDLLEGERVRILVELDALPEKSDER--MSQGLER--RLFDLLVKEGRLKDVERMINKL-------
WP_060854170.1 EA-PAV----K-E-----ESPRP---------PAMRSILHAFFR-LPISRKSEIVGKLGLLDD--SET--RLPEVER---FKRAIERAKQQGKLETLWKMT--MER--
WP_002120996.1 QK-SEI----T-F-----DSGVKIM-------NSLRDITLKYFK-LTFNARLAIAGKFNLLEE--EDM--DQPDFEK---FRRVLLRAKDRNLLKEIDSEIE------
WP_063151216.1 EA-PMA----A-S-T---GALIM-H-PDTTS--GYETARLRFFRDLFEGERLRILVELSALTENFNER--MTQGLER--RLFDRLVREGHLESIKTMIVQL-------
WP_033726414.1 DG-GVP----S-E-----EEQPA-L-------TTMRDVALRFYG-LSFNKKSEIAGRLQLLEA--EDM--TLPDHER---FRQVIIRAHERGQLELLKQAV--IE---
WP_104014333.1 EV-ASE----E-A-F---EGMQA-M-QPME--QGYELARLRFFRDLFEIERLRILVNLNAIPENFNER--MSKGIER--RLFDMLVRNGRLSEIEQMIKQL-------
GAL56407.1 KT-PAE----S-S-K---EGKKC-M-PSVSASDSYEIARLRFFRDLFEGERLRILVELGALSENFNER--MNQGIER--KLLDLLVREGKLEGIENMIDQL-------
WP_081100025.1 QE-SKT----E-I-----ESGEKAM-------TSLREITLKYFK-LTFNARLAIAGKYDLLEE--EDM--DQPDFEK---FRRVLLRAKDRNLLDEIESDIE------
WP_042388569.1 KT-PAE----S-S-K---EGKKC-M-PSVSASDSYEIARLRFFRDLFEGERLRILVELGALSENFNER--MNQGIER--KLLDLLVREGKLEGIENMIDQL-------
ESZ12233.1 AA-VAS----D-A-----EASMG-D-------RRTRHLVDRFWD-LDASDRREITLELGLITK--EEI--QLPEAQR---YGVALIRAAERNLIDRLDQLV--AERE-
WP_064992287.1 EI-AAQ----D-A-----EAALG-D-------EDKRDLLYRFWS-LKSGQRRDIVNELGLLEE--GEM--KLPEPER---YGRALIRAGQRKLLDKVAAAV--AKLE-
WP_039487501.1 KT-LAE----S-S-K---EGKKC-M-PSVSASESYEIARLRFFRDLFEGERLRILVELGALSENFNER--MNQGIER--KLLDLLVREGKLEGIEKMIDQL-------
WP_031256084.1 AA-VAS----D-A-----EASMG-D-------RRTRHLVDRFWD-LDASDRREITLELGLITK--EEI--QLPEAQR---YGVALIRAAERNLIDRLDQLV--AERE-
WP_064170069.1 KT-PTE----S-S-N---EGTKC-M-PSISASEGYEIARLRFFRDLFEGERLRILVELGALSEDFNER--MNQGIER--KLLDLLVREGKLEGIEKMIDQL-------
WP_033840769.1 MV-PME----S-Q-E---EGPQP-M-SPKA--EGYETARLRFFRDLLEGERLRILVELDALSENSDER--MSQGLER--KLFDMLVRNGKLDAIQTMIDEL-------
ASL44122.1 ED-ALT----E-K-----ARVDP-L-------TSVREVCLHFFE-LTFSQKSEIAGRLNLLRD--EDG--NVPDFER---SRRVLERALEENRVHELAEAI-----K-
WP_099442934.1 TV-PSP----P-G-----ESTKP-A-TT----MTVRELVHRFFR-LSLSQKTEIVGRLDLAKE--EDN--ALPDVER---YKLALLRAKEANQLNDVGELI--EEME-
WP_097263028.1 AT-VVT----D-A-----EASMG-D-------RRTRHLVDRFWD-LDGSDRREIALELGLITK--AEI--QLPEAQR---YGVALIRAAERHLIDRLDQMV--AERE-
BBC81756.1 PV-LYA----N-S-----EAVMS-D-------PATRHLIDRFWD-LDASDRRDIALELGLIND--KEI--DLPEPQR---YNVALIRASERNLLERLEQLV--KDRE-
WP_059729168.1 EV-PAE----T-A-ETREGEMPP-M-PPTV--EGYELALLRFFRDLVESERLRILFELDAIPTDFDER--MTQGVER--MLFDWLVGEGRLPEVVAQVEKM-------
WP_074867357.1 MV-PIG----P-L-M---EGDQV-M-PSNI--EGYEIARLRFFRDLLQGERLRILVELGALDKGFDER--MTQGLER--RLLDKLVSGGRLEQINKMIDQL-------
WP_058410949.1 TL-VIQ----D-A-----EATMG-E-------EDTRDLLYRFWD-LSSSQRRDIATSLDLLKE--GEM--KLPEPER---YGRVLIRAAQLNIMDKIAAEV--AKLE-
WP_105807437.1 EV-PAE----T-A-ETREGEMSP-I-QPTV--EGYELALLRFFRDLVESERLRILVELDAIPSDLDER--MTQGVER--MLFDWLVSEGRLREVVMQIDK--------
WP_100195991.1 PF-PHA----S-L-----EAIMG-D-------PATKHLVDRFWD-LDASDRREIALELGLISE--GEV--DLPELQR---YGVALIRASERNLLDQLEKLV--KVRE-
WP_095106804.1 ----ND----S-V-----EASMS-D-------EHTRNLVFRFWK-LTASQRREVSLKLGLIER--SEL--KLPEPER---YGRALLRAGERGLLDALAYEV--AEKE-
WP_091713440.1 AD-DPV----Q-V-----EAAMG-N-------PNVRHLIERFWR-LPGSMRREISLELKLILS--DEV--SLPEPER---YGRALLRAAERKQLSALDAAM--AAKE-
WP_080943978.1 TN-AMQ----D-A-----EATMG-E-------EDTRDLLYRFWS-LTSSQRREIATNLGLLKE--GDM--KLPEPER---YGRALILAAELKIMDRVAAEV--AKLE-
KKA10421.1 TN-AMQ----D-A-----EATMG-E-------EDTRDLLYRFWS-LTSSQRREIATNLGLLKE--GDM--KLPEPER---YGRALILAAELKIMDRVAAEV--AKLE-
WP_102873730.1 RV-PHA----S-L-----EVIMG-D-------PSTRHLVDRFWD-LDASDRREIALELGLISD--LEV--ALPEQQR---YDLALVRASERDLLDRLEELI--DERE-
WP_008437482.1 MV-LMD----S-S-S---GELSP-M-APSV--EGYEVARLRFFRDLLEGERLRVLVAMDAIPENFDEP--MSQGLER--RLLDRLVRDGKLGDVEKMIDQL-------
WP_091014119.1 WE-RDA----D-V-----GAAMG-D-------ASTRNLVFRFWN-LTTSQRREITLRLKLISR--DEL--SLPEPER---YGRALIRAGERGQLNELVREV--AQKE-
WP_007400113.1 EV-PTE----T-A-GAELGEMPS-V-PPAA--EGYELALLRFFRDLVESERLRILVELDAIPSDFDER--MTQGVER--RLFDWLVSERRLPDVTAMIEKM-------
WP_039999906.1 EV-PTE----T-A-GAELGEMPS-V-PPAA--EGYELALLRFFRDLVESERLRILVELDAIPSDFDER--MTQGVER--RLFDWLVSERRLPDVTAMIEKM-------
KEH15476.1 EV-PAE----T-A-APTEGEMPP-T-TPVV--EGYELALLRFFRDLVESERLRILVELDAIPPDFDER--MTQGVER--MLFDWLV----------------------
WP_097608920.1 TV-NEV----D-A-----EAAMG-D-------PSTRNLVFRFWG-LTSSARREITMKLGLITK--DEL--TIPEPER---YGRALIRAGERDKVGELATEI--AKRE-
WP_059725819.1 AH-GTQ----A-A-E---VSGET-L-------PPMRRIVHEFFR-LKISQKSAIAGTLDLLEE--SEK--GLPEVQK---FTRAIERAKQRGKLAQLWKMT----NE-
WP_083827837.1 TV-EVR----Q-P-P---ESEMT-E-------PSTDNLIFRFWQ-LTGSQMRDIALELGLMTK--DDL--QVPPHER---YRNALNVAKQKGLLVELAKHV--EKLE-
WP_051323417.1 KV-SKP----V-S-----SWRDP-M-------DKLRIVSVRFYK-LTLSQKLTIARKLGLLED--EDR--DQSNFER---FRRVFILAQQRDLIGELDNEI--S----
WP_028359199.1 AH-GTQ----A-A-E---VSGET-L-------PPMRRIVHEFFR-LKISQKSAIAGTLDLLEE--SEK--GLPEVQK---FTRAIERAKQRGQLAQLWKMT----NE-
WP_012806733.1 AQ-AP-----D-V-----EAAMG-E-------TSTRHLVIRWWG-LPMAARREIALRLGLISE--DEV--SLPEPER---YARALLRAKERNQLEQVAEEI--NK---
WP_099407278.1 DV-HPK----L-Q-T---EVDVT-E-------PSTDNLIFRFWQ-LSSSQMRDIALELGLMTK--DDM--QVPPHER---YRNALNVAKQKGLLIELAKLI--EKNE-
WP_082611079.1 -I-ACS----P-V-----TSARP-S-------SDVREGVHRFFR-LGASQKSELVGRLGLAND--EDR--DFPDFER---YKRSLVRANQAGLWPKVMGLI--HELE-
WP_082498236.1 EV-PPS----P-P-T---EADVT-E-------PSTDNLVFRFWQ-LSGSQMRDIALELGLITK--ADL--KVPPHQR---YHSALKLAREKGLLVELAKEI--EKRE-
WP_080323222.1 LV-PAE----V-D-E---GEVAE-M-PPAV--EGYGPIELRFFRDLLEGERLRILITLDAVPHDSDER--MNRGLQR--KLLGSLAREGKLSDVERLMNEY-------
WP_080992818.1 PE-LPK----A-Q-----DEKMT---------DDYSMLLLRFFRDISPDNRLKILVELGAIPAGWTDV--LSQPNER--RAFDALIKKGRLHDIVQAVDKI--E----
OGA59480.1 VA-PLE----P-E-L---DGKMQ-G-------PTMRNLIYRFWD-LSIGERREITLKLGLITE--ADL--QVPEPER---YKKAFKEAAARGLLAELATDI--ERVE-
WP_024658864.1 MV-PTQ----A-L-I---EEPRI-M-ALNQ--EGYEIARLRFFRDLREGERLRILVALGALSDASDEP--MSQGLER--RLLDMLVREGKLSDVEKMVDQL-------
KPY56598.1 MV-PTQ----A-L-I---EEPRI-M-ALNQ--EGYEIARLRFFRDLREGERLRILVALGALSDASDEP--MSQGVER--RLLDMLVREGKLSDVEKMVDQL-------
WP_057505033.1 ---VTG----S-K-----EVDFS-M-T-----EDVRLVRLRFFRDIPEDGRRRILVGLNVIPADLTDR--LDNTIEQ--RFFGKLVAQGRLGELSAAIDAA-------
WP_063899907.1 ---VTG----S-K-----EADLS-M-P-----DDVRLIRLRFFRDLTEEYRRRILVELEAIPADLTDR--LDHTIEQ--RFFTKLVAQGRLDKLSAAIDAA-------
WP_085708912.1 LV-GAE----V-V-E---GQVSP-A-PPSL--PGYELTLLRFFRDLLENERLRVLLELDAIAADSDER--MTQGVER--KLFEWLARQGKLPQLMAKIDEL-------
WP_054077504.1 MV-PTQ----A-L-I---EEPRI-M-ALNQ--EGYEIARLRFFRDLREGERLRILVALGALSDASDEP--MSQGVER--RLLDMLVREGKLSDVEKMVDQL-------
WP_044295102.1 MV-PTQ----A-L-I---EEPRI-M-ALNQ--EGYEIARLRFFRDLREGERLRILVALGALSDASDEP--MSQGVER--RLLDMLVREGKLSDVEKMVDQL-------
KVT48320.1 ---VTG----S-K-----EADLS-M-P-----DDVRLIRLRFFRDLTEEYRRRILVELEAIPADLTDR--LDHTIEQ--RFFTKLVAQGRLDKLSAAIDAA-------
WP_007187071.1 IV-QEE----G-M-I---EERTS---SSEP--PKYAQLRLTFFRDLTATQRISVLVKLNALPPQWQDT--LMHSAEQ--QILDSLHLTNRLAELEAAMNE--------
KTC34738.1 IL-PPE----E-E-M---AGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKIFRNIAKRNRFDQLREKVEEA-------
WP_046463998.1 VV-PAE----E-A-----AGNAE-V-IPMV--DGFQMVLFRFFRELTEGERLRTLVELGAVSGGITEK--LTQTVER--RLLELLVKKGRIAEVNAMI----------
PSH02619.1 AE-AVH----V-------QRGIE-M-------WSARKLTYKFLS-LPHHLQLAIAQELDLVRD--EDE--GARDNEL---YRRYFIRAQQENKLDNLKCAV--EKY--
WP_100554778.1 VV-AAI----D-G-E----GEPA-V-PPEI--EGYRLVLLRFFRDLTEGERLRLLVELGAVPSGSDER--MTQAAQR--HLLDWLVREGKIGDVERLIS---------
WP_023808266.1 FV-PAE----V-E-E---GEVAE-M-PPDL--EGYGPIELRFFRDLLEGERLRILITLDAVPHDSDER--MSRGLQR--KLLEWLARDGKLYEVERLMDEY-------
WP_103391885.1 VV-PAE----E-A-----AGNAE-V-IPMV--DGFQMVLFRFFRELTEGERLRTLVELGAVSGGITEK--LTQTVER--RLLELLVKKGRIAEVNVMI----------
WP_012406439.1 ----VE----S-S-A---AKFEA-V-------PSMRRIVNEFFR-LSISRKSAIAGALDLLEE--SER--GLPEVQR---FTRALERAREGGKLAQLWQMT----NEK
KVU36660.1 PA-PPE----P-------DNRKG-A-ESMD--DRFAMLRLRFFRELSPAKRIAVLVKLGVLPEDWSEA--MTHPIEL--RVIEKLRADGRLDDLERALNE--------
PKM46859.1 VA-PNT----T-S-----KDADA-M-SPP---NHERRLTFRFLT-LPFRHQIAIADNLNVLTD--EDR--ALSDEAL---FRVLFKRAAANGLLPKLWDEI--ENR--
WP_055337894.1 LV-PAE----V-D-E---GEVAE-M-PPTV--EGYGPIELRFFRDLLEVERLRILVTLDAVPHDSDER--MNRGLQR--KLLEWLAREGKLPDVAQLMDQY-------
WP_080426888.1 PA-PPE----P-------DNRKG-A-ESMD--DRFAMLRLRFFRELSPAKRIAVLVKLGVLPEDWSEA--MTHPIEL--RVIEKLRADGRLDDLERALNE--------
EGP45300.1 ---------------------MT-E-------PSTDNLIFRFWQ-LTGSQMRDIALELGLMTK--DDL--QVPPHER---YRNALNVAKQKGLLVELAKHV--EKLE-
WP_052898388.1 NV-IEN----Q-S-----NNKEK-Y-LLDS--NGYETARLKFFRDLFETERLRILVELEALPSGSNDP--ITQGLER--KFFDMLIRNGKLAIVERLIDKL-------
PVX48087.1 GA-PAD----E-R-S---DGGRS-M-P-----DSVQLFFLKFFRDLSPAQRLTILAELGAIPSDFKQN--LTIGMER--RIVDSLVQKNRLPDLEAATSRI--Q----
KQP11897.1 EV-PPS----P-P-T---EADVT-E-------PSTDNLVFRFWQ-LSGSQMRDIALELGLITK--ADL--KVPPHQR---YHSALKLAREKGLLVELAKEI--EKRE-
WP_056276302.1 IAVPAE----P-K-P---EATMQ-G-------PSPRNLIFRFWD-LSIAERRDIMLKLDLIDV--AEL--RVPEPEL---YKKAFKLAATRGLLADLASEI--ERVE-
WP_092699228.1 AN-TVA----K-L-----EATMS-T-------PSTRNLIYRFWNHLDVSDRRDIALKLGLITQ--EDLAAKVPDSER---YGKALELAGSRGLLMDLAREV--EAIE-
WP_083641464.1 VV-PQVLEL-P---M-V-EPAKP---------ATVRSVTTKIFR-LKEHEQRRLITKLKLDET--GDN--ELKDYEA---VVAAVRRSAERGQLQTLDNEI--D----
WP_084201526.1 ---SVP----D-I-----ETSPT---------VDQRLLQLRFFQELSEGERLNALLELGAIKSDFRGR--LNHSMER--RLFRMLIKQGKTQAIVERLDSA-----E-
WP_090547960.1 ---QAP----A-I-----EQSAT---------LDQRLLQLRFFQELPEGERLKALVNLGAIPGDLKGR--LDHSMER--RLFRMLIKQGKARAIEALLDLA-----E-
KIA82186.1 ---SVP----D-I-----ETSPT---------VDQRLLQLRFFQELSEGERLNALLELGAIKSDFRGR--LNHSMER--RLFRMLIKQGKTQAIVERLDSA-----E-
WP_105424365.1 SA-WAV----S-S-----GKVDP-M-------DPLRDVGVRFFK-LTLSQKMAVTGQLDLIEQ--EDA--QVPDYER---FRRAFVRARDRGLIEKLDEAI--KAA--
SED79790.1 ---QAP----A-I-----EQSAT---------LDQRLLQLRFFQELPEGERLKALVNLGAIPGDLKGR--LDHSMER--RLFRMLIKQGKARAIEALLDLA-----E-
WP_109716952.1 KL-NEN----T-I-----NIKKE-CPIADT--VGYEVARLKFFRDLFETERLRIFMELEALPSDSNNP--ITQGLER--KLFDILVRNGKLERLEKLIDKL-------
WP_106448475.1 EV-RPK----P-R-T---EADVT-E-------PSTDNLIFRFWQ-LRGSQMRDIALQLGLITK--ADL--QVAPHER---YHSVLKLAKEKGLLAELAKQI--EKHE-
OAH70432.1 ------------------------M-------NTIRDLGLRFYR-LSFSKKSEIAGRLELLED--EDM--GQPDHER---FRRVFIRAHERGKLEEFARAV--AAAE-
WP_081744380.1 IL-PPE----E-E-M---TGSSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
EZI24471.1 IL-PPE----E-E-M---AGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
WP_081480399.1 IL-PPE----E-E-M---AGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
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KJS38340.1 ---SIN----D-I-E---ESVMA-A-------PQTRQINRRFWR-LAHSERRSIMVGLGKWPP--DTP--VENEYAV---FRAAIVALAKEQKLGALDEAI--QIAE-
WP_082339961.1 IL-PPE----E-E-M---GGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLLRNIAKMNRFDQLREKVEEA-------
WP_059618362.1 ---PAP----A-A-----EPTPT---------VDERLLQLRFFQELAEGERLKALVDLEAIPRDLKGR--LDHSMER--RLFRMLIKQGKAQAIE-------------
WP_060365733.1 ---PAP----A-A-----EPTPT---------VDERLLQLRFFQELAEGERLKALVDLEAIPRDLKGR--LDHSMER--RLFRMLIKQGKAQAIE-------------
WP_029380511.1 ------------------------M-------NNVRALGLRFYQ-LSFSKKSEIAGRLNLLEE--EDM--GQPDHER---FRRVLIRAHERGQLEDLAQAV--LAAE-
WP_080925040.1 ------------------------M-------NTLRELGLRFYR-LTFSQKLEIAGRLELLED--DDM--RLPDYER---FRQVLLRAHERGMLDEFAAAV--TEVE-
SMF74266.1 IL-PPE----E-E-M---TGSSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
WP_096120429.1 VN-PVS----G-S-G---KAEID-I-A-----ARDRTLRLKFFRDLNDAQRMKILVDMANLPDDI-HK--LDHGLER--AFFARILKKGLGDELANAIE---------
WP_093543834.1 VN-PIS----G-A-G---RSEMD-I-T-----ARDRALRLKFFRDISKTQRLKILADLGGLPVGAGAK--FDHALEQ--TFFARILSKGRAEELAIAIEKA-------
WP_082750732.1 LL-PDE----V-------GSTEG-V-PVVS--DQFAMLRLQFFRDLIPARRIEVLVKLGALPADWTEA--LTHPIEA--QVLEELRDSGRLDDLKRVIDEV--Q----
WP_022674625.1 SA-DIE----S-S-H---GTEMP-M-VTKQ--QRFRDIVYRFFS-RNLSEKNEIVGTLKLVVE--EDS--RLVDVER---FKLQLKRARERDQLDALDEMI--KKLE-
WP_060361961.1 LL-PDE----V-------GSTEG-V-PVVS--DQFAMLRLQFFRDLIPARRIEVLVKLGALPADWTEA--LTHPIEA--QVLEELRDSGRLDDLKRVIDEV--Q----
WP_012723143.1 IL-PPE----E-E-M---TGSSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVGLDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
WP_050513991.1 IL-PPE----E-E-M---AGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRVLVELDAVPN--ENM--DHFTHETESKLLRNIAKMNRFDQLREKVEEA-------
WP_103750958.1 IL-PPE----E-E-M---AGNSR-V---DE--TEYQNLHLRFFRDLTEGERLRILVELDAVPN--ENM--DHFTHETESKLFRNIAKMNRFDQLREKVEEA-------
WP_054992715.1 VN-PVS----G-A-G---KAEID-I-A-----ARDRTLRLKFFRDLNDAQRMKILVDMANLPDDI-HK--LDHGLER--AFFARILKKGLGDELANAIE---------
KKW51721.1 ------------------------M-------DSIRDLGLRFYH-LSFSKKFEIAGSLELLED--DDM--RLPDYER---FRRVLIRASERGILREFDDAV--TAAE-
WP_091720729.1 VQ-HAF----P-L-T---EAKVS-E-------TSVNELVFRFWQ-LGAKRMRDVALELGLITS--EEV--MALPPHR--RYEIAVERAVERGLLAELAEQV--TKYE-
SDP87490.1 VN-PVS----G-A-G---KAEID-I-A-----ARDRTLRLKFFRDLNDAQRMKILVDMANLPDDI-HK--LDHGLER--AFFARILKKGLGDELANAIE---------
KQS59292.1 IA-SQE----EVV-L---AADIK-I---DE--GEYQNLYLRFFRDLAEGDRLRILVDLGAIPA--GLN--ANFNHETESRLLRNIVKSGRFDDLKFTVNDA-------
WP_082477425.1 IA-SQE----EVV-L---AADIK-I---DE--GEYQNLYLRFFRDLAEGDRLRILVDLGAIPA--GLN--ANFNHETESRLLRNIVKSGRFDDLKFTVNDA-------
WP_078125119.1 ------------------------M-------NSLRDITLNYFK-LTFSKRHAIAGKFNLLEE--EDM--DQPDHEK---FRRVLLRAKERNLLGEMDSEIS------
WP_099315964.1 SM-PEG----P---MTT-DGASP---------VTVRSVTIKFFK-LKEHEQRRVIANLELDRE--DDR--NLKDYEV---AINAVRRSQENGKLQLLNDLV--DEM--
BBD02437.1 VE-PID----P-I-V---AEPEP-T-------QDTRDLQIRFFQVLNDAERREAFVAFGIIRN-ARGR--MDHETER--RLFRRAVKQGKAGEIERMLVAAE------
WP_032920313.1 ------------------------M-------NSVRDITLNYFK-LTFNSRLAIAGKFHLLEE--EDM--DQPDFEK---FRRVLLRAKDRNLLGEIDSEI-------
WP_058819798.1 IL--------D-T-----CDNEK---------QETNYAIKDFFE-LPTSQRHRIAGLLSLVEE--NDN--HISDLER---ANLIINRVASNNLLNEFNVLV--SK---
WP_017258884.1 ---TME--F-S-V-V---NKTGG-V-LEE---KEFQLVLLKYFRDLSSSERLIVLTELNAIPATQSDR--LTHSLER--MIFDKLVSDGKLQMIHEKINE--------
WP_090943013.1 --------I-K-M-----NENID-L-PGKN--IDIKTLVYRFLN-LPFLCRTQILSKLNLIDE-------KDEGINHVNLLEKIITRAKERNYLDDLWLEI--ERY--
WP_010686066.1 AT-ADA--F-S-S-----GMEGA-L-TPD---QRFRQVTYRFFR-LPHSTKDAIARKINVGDA--TDA--ALPDLDR---YKAMLARTRDANRVDRLESMI--SKAE-
WP_010335851.1 VE-PID----P-I-V---AEPEP-T-------QGTRDLQIRFFQVLNDAERREAFVSFGIIRN-AKGR--MDHETER--RLFRRAVKQGNAGEIERMLVAAE------
WP_032808577.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDHER---FRRVLLRAKERNLFGEMDSAI-------
WP_089766273.1 ---AKE-II-S-T-V-H-EEPAN-M-------SKIEILVRAFLR-LSESQKLMIAKQLEIFED--RFI--TLSSKEL---TQEVFRRAREKSLLAELWDNV--NKM--
WP_046943621.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDHER---FRRVLLRAKGRNLFGEMDSAI-------
WP_080433960.1 VN-PIS----G-T-G---KAEID-I-N-----ARDRALRLRFFRDLNEVQRLKILIDLADLPPDVSRK--LDHTLER--AFFARILTKGRGDELTAAIE---------
WP_059570018.1 SM-PGG----P---MTT-DGASP---------VTVRSVTIKFFK-LKEHEQRRVIANLELDRE--DDR--NLKDYEV---AINAVRRSQENGKLQLLNDLV--EEM--
WP_019516906.1 VR-DGQ----G-E-----ESEMV-E-------PDLRDLIHRFWL-LSSSQRREIAQRFDLLEE--GEI--RLLEPER---YRRALARAGSRKILGELAAAV--ATME-
ANK01090.1 ------------------------M-------DNLRNVSIKFYK-LTLSQKSAIAGKLGLIEE--EDR--DQPDFER---FRRVFIRARDRGMIEVLEKEI-------
WP_001750551.1 IL--------D-T-----CDNEK---------QATNYAIKDFFE-LPTSQRHRIAGLLSLVEE--NDN--NISDLER---ANLIINRVASNNLLNEFNVLV--SK---
OWK22021.1 IV-IVE------------ETTVP---------DRFAMVLLRFFRDLSPSQRIQILVRLEALPPTWNGA--MTHGMER--TVVDKLMKDGRLAHLEAEIKR--------
WP_032912761.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLKE--EDI--DQPDHER---FLRVLLRAKERNLFGEMDSAI-------
KWS18051.1 VN-PIS----G-T-G---KAEID-I-N-----ARDRALRLRFFRDLNEVQRLKILIDLADLPPDVSRK--LDHTLER--AFFARILTKGRGDELTAAIE---------
WP_032913946.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDHER---FLRVLLRAKERNLFGEMDSAI-------
KWE98068.1 ------------------------M-------ESLRDISVRFFK-LTLSQRSAIAGKLDLLEE--EDI--NQPDFER---FRRVLLRAKERGLMEELDREV--KAAQ-
ASR53158.1 VI-LQE----A-S-----DGTIG-M-GDIP--AEYSDIILRFFRDLTAAERLRLLVEVGAIPDNWDKP--LSHGNER--ILFDRAIRDGKAHMMRNRLDEL-------
OQM28467.1 ------------------------M-------NSLRDITLKYFK-LTFNARLAIAGKFNLLEE--EDM--DQPDFEK---FRRVLLRAKDRNLLKEIDSEIE------
WP_023783072.1 AV-PST----T-E-----EGAMT---HPA---PTVRSVAIKILA-LREFDQRKIITELGLHED--GDQ--RLPDYAF---AIAAVRRADERGELTKLNEVI--DRY--
WP_061230474.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLEE--EDI--DQPDHER---FRRVLSRAKERSLLGEIDSEI-------
WP_036092152.1 ------------------------M-------NSVRDVTLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDYEK---FHRVLLRAKERNLLNEIDSEI-------
OWK25038.1 ------------------------M-------DPLRDIGVRFFK-LTLSQKLAITGKLNLIEE--EDA--KQPDFER---FRRAFIRAQERNQIEALDAAV--RAA--
WP_108311775.1 AV-PAE-PQ-P-M-----ASPEE-V-AMSS--PSTKDLVFRFFS-LEDSKKRDLLLRLELITE--DDL--KLSDEEL---YNGALRLAAQRSQLKNLAYEI-----E-
WP_093103453.1 DI-PAE----E-------DPAQD-V-QVDE--AAYRDLYMRFFRDLSDGARLQLLAVLGVVPGDFSGH--LNHGAES--RLFNIVVRQGRFSELSALIHEA-------
WP_045628700.1 VL-NRL----N-T-----ANSSE---PPELE-SKDIKEASRIFGQLERSTRDRILLDCGLIEQ--DEL--TESDVKK---QQIAFQRAIEQGKEHLLHDTI--M----
WP_001089674.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDYER---FRRVLSRAKERSLLGEMDSEI-------
WP_061223985.1 ------------------------M-------NSARDITLNYFK-LTFSRRLAIAEKFNLLEE--EDI--DQPDHER---FRRVLSRAKERSLLGEIDSEI-------
WP_108195514.1 IL-DKV----S-I-----APTP----------TKDIKQASRVFSGLDRSHRDQILIDCDILEQ--HEL--TKPDVEK---QQIAFQRAIEQGKQDLLHDTI--M----
ENY78516.1 ----------------------------------MRDVALRFYG-LSFNKKSEIAGRLQLLEA--EDM--TLPDHER---FRQVIIRAHERGQLELLKQAV--IE---
WP_012548902.1 IT-DLK----K-I-----EPKAT---------LNLKELSYSFYK-LSGSDKRDILNTLDLLTN--DEW--ELPEVER---QKVAFNRAVDNNSLQLIHDSI--IKK--
WP_061235106.1 ------------------------M-------NSLRDITLNYFK-LTFSRRLAIAEKFNLLEE--EDI--DQPDHER---FRRVLSRAKEDSLLGEIDSEI-------
WP_085423958.1 IA-PAE--D-N-V-----MAKEP---------PTTRSVAPKLLA-LSEADQLKIIEDLMLSED--EDA--DLRDYEA---ALAAIRRAADRGKLVDLDRAI----DE-
WP_001089672.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLEE--EDI--DQPDHER---FRRVLSRAKERSLLREIDSEI-------
WP_015073717.1 ------------L-----DTALN-----ED--PNFRTTMYRFFR-LAPSQMAEIVDELRLSEP--SDR--AMTELER---YKAAFKRARVGGKTNSLERLI--GKAE-
WP_102384254.1 IL-DKV----S-I-----APTP----------TKDIKQASRVFSGLDRSHRDQILIDCDILEQ--HEL--TKPDVEK---QQIAFQRAIEQGKQDLLHDTI--M----
WP_002131567.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLEE--EGI--DQPDYER---FRRVLSRAKERSLLGEMDSEI-------
WP_052820520.1 IV-AAQ----D-S-D----MELP-V-PPEV--EGYRLLLLRFFRDLTEADRLRMLVELGAFEDNSEAR--VTQAIER--QLFDWLVRKGRIADIEASI----------
WP_050642152.1 KV-NVL----A-------DKPIK-V-------GVEKDIIYYFFE-LSYIQQQEILSTVGLLKE---EY--QGKRYAE--VIEEILSDAEDKGCLKTLSEMI--KKA--
PMH59972.1 IL-DKV----S-I-----APTP----------TKDIKQASRVFSGLDRSHRDQILIDCDILEQ--HEL--TKPDVEK---QQIAFQRAIEQGKQDLLHDTI--M----
WP_034341892.1 LQ-GEA--I-S-------EEVIE-V-------QPKRDLVYQFMS-LSYINLISFALEHKLLLD--TDS--NLPEIDL---KLEIFNRAEKTLGLYKIWEEL--SKL--
WP_045577154.1 IR-KLG------V-----EGQKV---DGDE--KNLRDLIYKFFD-LSYIRQTEILVGLNLLDD--DDR--GKRYSNI---ISKIIDKAELHNQMRELWDEI--NK---
WP_001089673.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLEE--EGI--DQPDHER---FRRVLSRAKERSLLREIDSEI-------
WP_092700898.1 VS-PSI-EQ-E-I-L---RPNDD-M-NSAP--DIYPQLRYRFFRALSPRQRVAVLVALDVLPADFSPP--LTHADET--RALDSLRHGDGLERLKHAIDE--------
SFK29157.1 VS-PSI-EQ-E-I-L---RPNDD-M-NSAP--DIYPQLRYRFFRALSPRQRVAVLVALDVLPADFSPP--LTHADET--RALDSLRHGDGLERLKHAIDE--------
WP_080767721.1 VL-DEK----T-T-----GKDCN---SAKQS-DVNIKEASRVFGLLERSNRDKILLECALLNQ--DEL--AVSDVEK---QQIAFQRAIEQGKESQLYKMI--M----
WP_104959929.1 VA-PTG-SQ-E-V-----AAEAS-M-GIDE--ERFAELRLKYFHSLTPLQRLEILVDLAILPSDWSGS--LTSALEL--SAIEAIAGMGRLDDLEEAIGKY-------
PKM71155.1 VQ-KLR------I-----EELNG---------MTYKTFIYSFMS-LPIVKRSALLAQFSLITD--EDD--GKEHYEI---AELVIERAKNSGCIVQIWDEI--EK---
WP_083922916.1 ---MTD----D-------DSTAA-V-KPDE--PLHSTTVIRNLLELSEHDQRRIIGKLGLDQD-------GDQGLKRWQFVLAAVSRAKEKGLLNVLNDEV--IKL--
SAI67009.1 ------------------------M-PPKI--EGYETARLRFFRDLLEGERVRILVELDALPEKSDER--MSQGLER--RLFDLLVKEGRLKDVERMINKL-------
AKZ61693.1 AE-MID----V-E-L---VEAEP-S-------QHVRDLQLRFFQEFSQGDRLKAFVEFGVLDQ-VKGR--IDHSMER--RLFRRAVRQGKAREIEQLLEAA-------
WP_078126133.1 ------------------------M-------NSLHDITLNYFK-LTFSRGLAIAEKFNLLEK--EDL--DQPDHER---FRRVLLRAKERNLL--------------
WP_083457530.1 AE-MID----V-E-L---VEAEP-S-------QHVRDLQLRFFQEFSQGDRLKAFVEFGVLDQ-VKGR--IDHSMER--RLFRRAVRQGKAREIEQLLEAA-------
WP_007888779.1 ---KAK----N-N-----NNSVV-F-Q-----GIEKEIVYNFFE-LSYVQQNEILLKLNLFRN--EYA--GKRYIEL---IDKILVDAKEKNCLYQLNEMI--KQK--
WP_086156280.1 VA-PAA----C-K-----GGAMV---GPA---PTVRSVAIKILA-LREFDQRKIITELNLHQD--GDQ--RLADYAF---AIAAVRRAEARGDLVRLNDVI--DKY--
WP_028672496.1 ------------------------M-QPKL--EGYETARLRFFRDLYESERMRILVELDALPGNSDER--MTQDLER--RLLDYLVRSGKLNAVEDMIDRL-------
WP_003585906.1 IA-PAE--D-N-V-----MAKEL---------PTTRSVAPKLLA-LSEADQLKIINSLGLAEE--GDA--DLRDYEA---ALAAIRRAADRGRLIDLDSAI----DE-
WP_064832840.1 ---AVP------------EEVTN-V-------QGYELLRFLFWRYATKEQRQKILADVGLLRLS-HNV--LPPAFER--HAFERASEENKLGAVWEATMQL-------
AJA59730.1 ---PVG--V-S-E-----EEAAT-M-PDE---ERFARLLYFFWRYLDWRQRYAVLAKVDVLPKGLERP--MPQLVER-----SALSTARDRNKLAEVWDEV--M----
WP_014491067.1 ---PVG--V-S-E-----EEAAT-M-PDE---ERFARLLYFFWRYLDWRQRYAVLAKVDVLPKGLERP--MPQLVER-----SALSTARDRNKLAEVWDEV--M----
WP_078754178.1 LI-SST----S-------EQPNA-S-P-----EVSKSVAFLFQE-LSGSSQRKILDEIGLLTD--EEWK-TRSGVEL---QVIAFHRASEQNRFDQLKHMI-------
WP_092089294.1 AA-PEAMELLP---M-V-EPPKP---------VTVRSVATKIFR-LREPEQRRLIAQMKLDET--GDN--DLKDYEV---AIAAVRRAARRGDLAELNREI--DA---
WP_083908953.1 VE-PLT--L-S-V-----------H-------SWERDFIYSFMN-LPFFCRQSILKKLKLDRL--EDE--GVKHIEL---LDNIICRAKEQNCVSQLLKEL-DTERE-
EMS72604.1 VE-PLT--L-S-V-----------H-------SWERDFIYSFMN-LPFFCRQSILKKLKLDRL--EDE--GVKHIEL---LDNIICRAKEQNCVSQLLKEL-DTERE-
WP_082922021.1 TA-PFN----N-L-V---QAVSG---------KALDDLRFFFWRKMQKSERAEILIEVGLLSERARLR--LPSAVER-----QAFEEAIEIGCLHRLWNTV--MRR--
WP_083411850.1 AM-PTN--E-P-L-P---NRVLD-Q-------EAFDTLRFLFWRYFERKTRQQVLVNLGLLLPS-TRV--LPEAYEK-----QAFELAAAENKLGVLWDAI--M----
WP_074304586.1 ---QVT----L-V-----GETMA---EQGT--RDFERLQYYFWTYLDWHDRLKALVEIDVLPATRTQP--VPQTFER-----MALETAKKNGRLEALWDVV--MR---
WP_046017831.1 ------------------DVKQL-L-PEAS--QDNSNIVGRFIS-LTESSKREILKRLGIYEV--SSS--TLPSRIN---YEEALKSISEKGLKKQFIELI--IEKE-
WP_066306402.1 IV-AIV----E-V-----NQKPE-I---MH--SAVQLTVAAFLE-LSSYQKAEVIDSLDLSLN--NFI--NLSAHEM---NKELFRQVRERNLLPALWNAI--NN---
WP_080635630.1 ------------------------M-------NSVRDITLNYFK-LTFSRRLAIAEKFNLLRE--EDI--DQPDHDD----KENKSGKRFFRR---------------
WP_088751317.1 RL-PEM--T-A-V-L---PRMVD-I-------SERQNLHLHFFRDLGAEARLNVFHEIGTLPPGFKGA--LNHATAS-DLFNSSIVEKGFENVRAAITA---------

############################################################################################################
12. iSTAND alignment
############################################################################################################

WP_081881197.1 SEEYLA-LGFFNEL--------------DTKSRVPT---INL-SY--NYKSDATFFQVSYR-EKTEILE-------KF------------Y-SEVVS--------HLEK-----NVK-RFKIKE-----VKKQ---NDEKTVYFIFEVNF--DEALKI-SLDSIIPDI----------KELIEKHALGSSLLVTEEDL----TRDMKKLEDCWSNQLKNEQALAKGTEGTEKA-LQKGINQI-----LYGPPGTGKTYNTVIKAVEICDP---------D------FKGDY-DAVK--DRYKELKEDGR----------
WP_061996503.1 KKELLEKLNFNTRLVGRSEQVENIVKLCESMNKYER---IDK-IV--AVHGESGVGKTRFL-KHLEYIL-------KLKNF-------TVY-SNLYT--------TKKS-----NAL-MYILKS-----IASN---ACEDLI-----LKY--ANVLNM-FIPNFIKKY----------NIKITENNL------KKKDK----VKLINEVVN-FVCEVTRDKPVIIIIDNLHYE-DEQTLNFF-----IYSLNKYNKE-NNVLIIFSYCDG---------E------CQKNK-KFIDFLNKIKANIQNGLKIRLSDFNEV
PZN72517.1 SNGLENTPAFKAGLVDKDEQAT------HVIDHLGN---ICF-VK--EETHNNPLVYLLYG-ASTQWPD-------ALLNI-------L-Y-YQINK--------ILKR-----QLP-RFNKNS-----SPT---------------LKYLSGRILRG-NIDPVEYLY----------ELLDEELTCGLNRKAIERRL----SKEKVPLIF-YRILTAAESTNPALVQGMLVA-WQK-LELS-----INSPR------HILIFYYEYIET---------PKPSWNFFRKSE-KTLI--NHLKASLPTEM----------
WP_081968917.1 LQQIFESFNFEVQW----EQLRNW--------DVKT---NKL-FF--ILQGTPRCGQELFL-KHLIRT----------------------Y-TGKDL--------DLQR-----DLF-EVKLGP-----QYSE---YFSSS------FAW--QNIYPF-LDPAVLNGI----------PVDAAKATAALRERLEANPV----VIVLNDLMD--------SLPINALQDAAQSL-WQDLLAMP-----LEPATA-----NPLIFCLVSKSL---------D-PG----QASN-SPLP--IHLPPPPAGAQ-FAHLVFPPV
PZN82957.1 LKSKLPEIDFKSL-------------------EETL---LRI-VK--EYSDEGCASLLLFQ-KSSQMGG-------EWC-----------A-ARIRE--------LLQRKTRQGQFR-HYPLAF-----QATE---RIEGMA-----LLR--RLGPHL-NLDPANQDL----------PGFARQVVQTLCSSLRTGSV----VLIECGRCD---DLLRDPEVLRWLIQDFWGD-LVRSLAAV-----ANDYE------AIKLIILLFVDG---------P--------LPE-NTIA--EKHCCTLDDYQKHKLLEIPLK
WP_020531248.1 SKNLIP-EKFYLGC--------------NRTIQFQD---LQY-IL--EISTKKPCMCILYG-NREDCHR-------SLIER-------F-Y-YYLLN--------KGKY-V---VIP-LINIGK-----WDVR---NRKERI--IK-SSF--EAFNLT-DIKAVPDNA----------QMIIDSYNQKCDVLLIEIEI----DCNEQKWNN------NLKSTLKWYINEFWNV-DTQNLKVLHLIKLVSKPSN-----NWYFKLFDFSE------------------RRIE-KDLR--DLYSSEIRFKV---LPKLSPI
RMG30280.1 QKGNLSMLDKYTC--NRAEQNSRF-----------K---LNF-LK--SRGNKKFQYYIIHG-EEQESPY-------GLFQR-------F-----VLE--------HIST-----AYQ-PYFYKA-----ARLE---EATSLE-EAK-INFLTALFQAL-ELNPNRFTL----------DQLTLANLLKAPAAQDMQCI----ALKLRVYSS--EWKPFTRDMIQWVLQEFSRE-SELSPNAP----------------DLLMFISIIYDL---------Q-------QASG-GFFR--RFFSKNPYEKL---IKTLAEF
PSR11591.1 KHAHLPRHHIYTC---------------DRVAQNEI---VQLHYY--ENPAQKIRHFYLHG-DIHQKID-------SL------------Y-KRLGY--------ELGG-----QLH-NWQDGN-----YQSE---QNVKFI-TFK-PTV--HQIPKL-FLINLHKELLAHFGLDTYRDVLSRKLSETLTSNVLKREQ----DGKAFGEGD-FVFILITLDQYNWNERVTPEV-VKTFINNF--CD-CELPPAAP---NFFFFYGIEYNK---------E----N--LTVQ-ASVR--KHIAEAEHVEK---LPPLTPV
OQX97257.1 ENISLDRNYYRYSC-NCYKQNNYF----ENV------------FK--KNKNEKIQFYVIHA-KAEQCPE-------ILPQR-------F-F-NEHIN--------DNDN-NS--IFE-ILQIPQ-----VDNI---DSLKIK-----TLY---QIFSF-FNEELPKEA----CLE---SLFNSKTLQKKKYITINFIV----ESRQWEIIH---------EFIEFFINDFCKN-QIKKTKL-----------------RFIFFWSIIYTS---------E-------IKDN-SFFS-LDSFRETKKDKI---QKCIKNL
RMG84230.1 TRVVFHEYHRYTC---------------NRQPQNVQ---FHS-SFRVSKDKQKTHFFYMYG-LNVQSPE-------GL------------F-YRFSY--------DLEG-----RLL-DYLNPD-----LEKDKHIRSVRAL--LT-PQL--SPDETY-NKQEVLKNL--FAALSVP-YAHFEPLLKKRLEDVCLSSP----TIRKLGPED-YVCIFLGVSSFDWDKEKIPAL-AHWFITRF--CA-CTLPEDAP---TFLFFLAIIYEE---------D----------D-PQIR--AEVKETVENSD--LIIGLPEL
WP_020536784.1 GGAALHEYHAYTC---------------DRVAHSDT---FRQ-LF--GEQKQPVQFYFLYG-GDLQSHE-------GL------------F-RRISY--------DLEG-----RLQ-DYLNPE-----LKTN--IQSLQLE--MT-FEF--SRQLEH-YKQNILRSF--FSMLGLP-PNEHEPLLEKDLTYALERSP----RLQNLKPTD-YVCVFLHISQYDWDPDLTPAA-ARWFIKEF--CQ-EGKVNTSV---AILFFLAIEYDE---------E----------D-ADLK--SEVVAALEMAE----------
ETR67316.1 IEKQAKGKKYLYC--NRDLQVGAF---------KDA---FEC-AY--ACTPGKTQFYMVYG-HERQCHE-------MLVDR-------L-W-YEIKFIQPDKHQVSIPP-----IML-VFPLEG-----TTDG---KKKNFD---D------NTIQIL-NNQSLLTPV----------SNMQTMKSLSQFIDLEQPEL----IFLRVIIDT-FHWSNNHIPLMEWIIDSYFDQ-HIY---------------------KHQFIVFLKLDT---------L---------------------------------------
KPA12842.1 ---HCGKFVHLMC--DRANQVVEF-----RKTFLRQ---CES-----NENHKKPQFYVIHG-KERNGHL-------SLVER-------L-K-IQVIQ-PFVNEQ-AVKK-----TSS-LLVKPG-----WPEK--------------GDL--DMKMDI-LLDALFAEI----------FNQNDSLPIQYSLKALIQSD----PIKAFADHA--VIIAHRIPANHWDLDLANRY-ISDFMSCA--AD-LSIVDTIP---LFIVFFNIEYPR---------L------VKRKR-SLFF--RKKPDPMKELE---YK-----
KPA18269.1 KQPNNPKKLHLLC--NRKKQALDFTLYFNKNLKKNTPIQLIF-FY--GPESNECPYSFIER-LAIKEIK-------DYWEN-------Q-Y-DSLKY--------KINK-----SII-SIPEKK-----NDVN---DQKNTL--IQ-ELY--NSFLLI-ANDYKLSAF------------YQHPTFDKHNVIILYHEI----SIDKWNLKL-----------LEWYINEHKEY-SQFFCHNN--VK----------P-TLLLFFYIKVDGFKEKPSFFFN-PCKR-CQKML-DKLK--KKIDKKFKPLL---LEPLQPV
ETR71372.1 KSTSFGSASVLMC---------------NRIPQLRS-F-LTN-----YRVHKMPQFYFIHG-REQDQHD-------SLVTR-------Y-N-QTIIH-KRIQEIYDVSE-KP--YMC-EYVFKE-----YGKK-S-DDQQNT-----LLY--DIGHEL-TGESTHDIT----SFE---KLVNATIFEQQNAIIISHKI----EED-----------FFHKDLLTWYIQEFWTKGCANYLKKY-------KHERIP---QFILFFNIIYEA-----GFL--------------------NKLTHRKKKMI----RWINEI
GAK59821.1 TQPFLGDIVYKMC--NRGPQENDFLRF------------FRT-RL--RENPRQPHFYFLHG-SDDECHE-------SLIERLARTRIKK-Y-VEQTC--GAQYA-DVQS-----KLI-SWPIRG-----DLET---RQEDLA-----LNF----MKTF-DSDDLMPNE----LIS---GLCHLAVLRKHPCVILRHNL----DAARWDASQ--------ERFIRWYIKAWLQP--EWTADLP----------------QFLIFLNIIYPR---R-----H------------------HRFSAALMFTW----PRFGQK
KPA17452.1 DQKFDGRIIPTLC--NRDIHVEKFYKF----------F-LKN-CE--KKHKKLPLFFIIHG-FENQGHR-------SLIKR-LR------F-TLIRA--YLQKQ-KITE-LPFHATA-KWPDKG-----KLSD---RKQILA---R-QLF--NAFQKM-DDISFEKTY----DLKRL-NQLKAIETYKNNIVIISHNI----EASLWD-----------KDLLSWYIENYWNV-DNFKYDDI--------------P-QFIIFLNIQYPV-----------------AIKK-GFWG--IRSSHSTIKRV---KKELTVF
RMG26468.1 ---RSGRLLHLMC--DRDPQAESF---------LDR---FES-LL--SREAGDPQYYFIHG-PRGERHK-------SLVRR---------F-REIEI--RHHLG-RMPA-GSGVLVD-FYDVPF-----WPTT---GDLDMR--KR------NLKRSI-ARSRELPGI-VGSKWES--PALMALLAQRGNLVVFQHQL----AAEKWDSTT--------FRLLEWYIHDFWMA-GSEGASF-----------------HFLLFVNIVYPE------------------KWG-SFLR--RFLGLATSRQD--------IW
ETR67363.1 PIATIGDDINLYC--NRITHVGEFLFT------------YKK-QR--DDCGNMPQFYFVYG-CKDECPE-------SLFLR---------L-RDIEL-RDHFKP-QVPP-RFD-PID-EWPRSN-----SSFE---ARKDVL--LK-SLF--KTLTGD-YQSFENNKF----KLTDL-YQSNAIKDYRNNVIVVPHFL----SFDQWD-----------QKLMEWYIKDYWDS-FSCSLPDA--------------P-HFMLFFIITCIP------------------KKN-FLFS--VNEPKHVQKKL---KKFSSQL
WP_028158837.1 RSKKFARLLPYLC--DRRMQRRHF---------RDA---VET-EM--ERDVVRPQIFFVLG-ADSECAD-------KFVEQ-----L-F-F-VDMPE--LLQRN-GLSN-VVEDRLL-RWPADI-----DPRA---DVSDIG-----DYL--GELQYE-FADKLGLKP----RSSV--TEIERRLQRHTGALFLYFDV----DIRKWNAAH----RRLLREWIGWWNSLVVMG-RRYPIIVV--GR-FCSAN------QGIWPFGSGSPT-------M-R------LVDDL-TALS--TTAGKRVTTTV---LPQLGRV
WP_020569053.1 EQEFIPPFHAFGV--DRAPQEGQF---------------FDE-QF--EAFDQKVFFYYLHG-DDRQQAS-------SLAER-LG------F-KLVGL--QLTAD-DLSA-----DIE-ADPPLI-----VHCR---PVLNGM--RE------EHCRAL-LVHAITQQF-MGGAVGM--SQMRGMLNLTILDLLNRPKL----KRADGSLHP-IVCINVTVGHSYWRKDLVPGM-LRKFYETF--CK-VELPEDAP---TFYFFFGLEHCD---------N----K--PTVR-KEVA--EAIAGRQNGSA---LPELEPV
KPA09311.1 FPPDVCKYLPYAL--DRTPQKEH----------------IKI-----NLHNDLDKIWIIHG-DSNQCHD-------PFLRC-VE-NI-Y-W-DQLSA-----RS-HLNK-P---RII-HFDCPD-----RLNN---FTKDLI---D-AIW--TRIKHV-QDYPIPNTL-K--------DLSQLFEKYHDGPIILNTRF----HTDKWKTID--------KKLLYKLFFTYNDI-NKHTSH------------------PLILCIFVIYAQ------------------PKS-YLLR--KKHKKRKKRIE-AELKSFKEL
KPA13794.1 LPEKLRENFPYSV--NRTEQVQGI---------------KDI-----GFCEKKPLVWLIHG-DRNQSHE-------RFLEC-VQ-WF-H-W-ENIKK-----GS-KIPE-P---RFK-YFQYPY-----YSNN-F-ENDCMT----------EIWKNF-SQDGQKPDN-----WRD--LSPLIDNNCNKGPVILYTMI----RCSQWD------------QRLFYVLLDIQKK--------------LAGKRKY----PLFLCILIIYTH---K-----H-------KRYQ-RKIT--RQLKKYNKYTL----PLLSNI
SEH05005.1 ISKIIPNFAPYLV--NYTKQQTCF----EDI--VNR-H-YQQ-----PTLGNHPLIFLLHG-QERSNTT-------H--------GL---A-ARLKQ--------NLEE-----NCL-HHGETV-----HSGL---ERPTVR-LCP-FDC--DERPGF-LLTTIEKNL-KD-------KFAVENLEILHESAFEATTL----FYSEVEAKH--LSKKLLQDFLNFWNDDGWPE-QNH---------------------LFIVCLFIDYRP-----GPL-R-------LLQK-MQLT--QRLKAKNIDICNMLLPELTPI
SEH05860.1 TPPLAPKYLEYHL--NYEKQWAAF----RSSIENHQ-------GQ--DSRRKRPLVCLLHG-REGFGVG-------T--------GL---I-ERLKM-----------------DLH-AYYLVD-----IESP---KHFNFA-----DTT--QDLYSA-LDNNLAEAF----SNGPE-EIKKIKSITHGTPYLLYTEV----ECTELNGKM--------LQDFLVYWDDWEDQ-----------SH------------LFLVCLFVYYPE-----QVL-S-ARWC--KFQL-NVLW--WLKKLAAKHYI---LPELGTI
EDN69714.1 KQDLFLKFYLIYR--IVDDKKDQL---------RDT---IQD--Y--QGQWQYPLLYLIYG-NENEYGD---------------------F-TQCLL-----EE-FLPK-DNV-LSE-HFGGGM-----FPKM-L-NIEKFQ-TVE-TLH--QNILSF-LSNELKTVP-KK-------EAIANRLTKEQRAIIFHIRI----YTDDLVDWQ------DEKTIIDGFIEFWKKW-PKMLNQRY----------------PFLVFLSVSCEN---------E----K-VWLKM-VALE-----------------------
ETR70369.1 RQMLSRNLLPYMP--DRSELIQEMSLA------------LLN-FK--KNQAGKPLVWIIHG-NDNQCHY-------DLMDC-IE-GC-Y-W-ERFLY--------PTSK-DKP-GLL-RYRFRNSLPYQYETN---QWRDLV---A-MEL--KHKFDI-QKEAPEDVF-----------DAINRRCDKASPVMLYDVV----DTDQWQKHG-------IQTVCQRFIDFWNQW-----------PG-MCCQN------PLIVCLLVRYKS------------------FPV-SLWQ--RLFRSRKKDPN---LEFKETI
RKZ39497.1 PKTALPPYLFYLA--NRKKQRDKL--------RYAI---AEH-EQ--TISKQRPLVCIVGG-EYQESHY-------EFKER---------F-VNKTL--PKLYR-WIRE-EN--DVK-RIHLTM-----CDCS-P-KPDELQ----------EKLFND-LIDGLTTTE----TTK---AGVAQFLAEHEQPVILYIDI----LIEDCQPVN----DIIEKGFIEFW-RDWPAP-QADFLRNQ-----QDKPHY-----RLLVFMCFRYPD------------------TTR-FQFT--NPWRKPSRIRK----KVTEQL
WP_028091549.1 ELSAQRSFLSYLA--NRSSQEFEL---------------TEA-IK--NRDKSRLLVCIIHG-DELQSHY-------KFLER-MR-ND---F-LPDVL--------DLDQ-----NKT-TVKIKK-MM--YSSE-L------------KNL--NELPKY-LLMNLAKNL-VN-KGNTS-LEEINEILNKSSPMIVHTDL----ISDDWQKQG--------LHILNKLLEFWQDW-HNQNTLNK----------------EVIICICVKYIR-------I-E---WT--WNIF-AFLK--QYRYQQINKKM---RKHIQEF
RKZ89871.1 FKLNVDDLRPHLP--NRRPQESKL----GRA--------IQT-----HHHKQRPLLCLIHS-DECQCSD-------RFVDR-LV-QY-Y-L-PKVVP-----GD-GISS-----YFV-HCHFSQ--G--IDLH-------------------QEISEQ-LASRLGINP-----FAQP-SEIVEAIMRERSPIIFHTDM----CTKNWSRCG-------GMKAVHNFIEFWAKL-DIPSTHNH----------------LLLICLYFNYKD-----------------IKPS-HFLT--RWFKKKSINDQ-----IRAEF
RKZ83713.1 KRKYKRTLLPYLP--NRRDQELEL----GEL--------IRA-----HDDKHRPLLCVVHG-DEYQCSD-------KFLDR-IR-EE-S-L-PNIIP----EQM-HFGV-----DLH-PFVCDT-FQ--SVNE---LHRKML----------ANLGEL-FINNMYATC----------DEVAQAIAQRQCPVILHTDM----STTDWQRGG-------HINIIHGFIQFWADW-PVLSAQNH----------------LLLVCLCFNYRD-----------------IEKM-SWLK--RLFKRPSVNQA-----IRNTF
RKW05163.1 IKGIYGKQLL-----EKTYKTFPF----EGV--------WEK-AL---GNPEVGGFWIIYG-REKQGKTWFSLMLAEYLSK---------F-EQVMY--VSAEQ-GISK-----SFQ-EAYIRS--G--LDPS-------------------NRKLKI-VPYTELTEI----------EKALAKQRAPKVVIIDNTTV----YKDELTAPK---------------LREWGKH-----------------------Y-RNVLFVFLAHEE-----------------KGEP-DIAV--ARLCKKLAEVI----IQVEGL
PZN77012.1 ---PVLSLLPLMF--GRETQEEQL----QDY--------LDG-CF---HKGQQIIAVVLPG-PHRESPA-------HFVER-YA-KL-S-L-RDAYQ-RHWRSR-NYEY-VWH-PVL-KWPEKH-----SPLQ---QRLDFL--LR-DLC--RNIDGV-SFGEEGHVR----------DRLVSQFADQSKHQILYYFL----TADRVSGHD--------ANLIGEWIGFWQKL-KLDTAKNM----------------TVSIIFCLHSEP---SILPI-R-AEWS--SRCV-KALR--TLCPNAPDVLM-L-EKLVPPI
KFB67381.1 ---PDLDFLPHLC--DRKPQINPL----TRK--------LAC-I---TDEPLRPVVIIVPG-DDEECHS-------EFVHR---------L-QRIVL---PDRL-ALGQ-AE--AIT-RHQLTD--L--RPLK---DVQDLW---H-ELY--DQWPSG-ERVADSRFE----VIR---GHVRQCVATHDRHLLFVSDF----YSRDFDDVK---------RVLPLILEFWSTQ-WRDVKLKR----------------APFHCLCLRYER---------A-------YQKL-PVPE--RRERERRAQEL---ERLVQGL
OJY86315.1 ------GETKLLC--DRVEQARFF---------------TNT-IM--QNVHHHIYFFMVCG-HKYNGHS-------MMVNR-------C-I-YSIRN--------QFGN-NET-LDI-RFMANS-----NPPS---DGEKIK---Q-DIK--NKLLSQ-LQSKTNEAM-T--VFSA--DSFFDCLNKVNKNCLVISII----IQSTFLKNH----IDVYKEGIQKFYTEFSQV-DNPLYRNK----------------KIIFFTHVQYND---------E-------TADK-DVMI--KDFENMPHFEN-KKMPVLEKI
OQW38836.1 LSNQAEQKLGQI---NRKKHRDHL---------------AIQ-IW--QNENRKTHGFVISG-EQQECPE-------DIRFK-LS-YL-L-Q-EDLIN--------HNPK-PP--EIL-GLRTEK--S--YRIG-K-SAEQFL----------WELLAK-RLGSCNPEK----------AAIEMRLNQVDRSYLFFREL----PSDESDNQQ----------FLVDLLVAWSNL-SLASTSHS----------------HFLLLIHAAENS---------G----------N-SLFR--WPFLAKRKPSW---RDQIESL
EXI79137.1 PIAIQASHLPYLC--DRGEQHDAL---------IAT---LLA-WR--KTNFVRPLVLVTEG-RTDDCLG-------KWVER-MG------R-QEIVK--SLGFE-EMGL-SFG-HFK-PFRWPA-----ATAG-L-SSVEQA---R------QRFVRQ-LADVLCPHP----LASEE-EAFEAHLTRAHPTMLWVDCS----DTCQAEHAH------CSLEGLLAVLSACPSL-----------GQ------------RTMLVVAINLIR---------E------------------AAAPADARARL---ATEF---
WP_088278871.1 PLTTVDLPLPYLC--NQEPLTRAF----EDA--------ADE-WQ--RGGAKHAMLVLLAG-GHNDAPE-------HFARR-LQ-RH-H-L-PRRLK-TIGVAV-HTDR-PP--PLL-KWPQAP-----AAGT---TLRHSM-----PLL--RALFEA-LDDDLVPRL-------------AVCTEFDQAAQVLCEHL----RARTHAAVL-----------MAWLPDRDLGK-DLPALLRF--ID-AARPEGQE-L-ARLVLICVGEAR--------------------G-SVWP--RAVRKSSQALV----AALEPM
WP_028668053.1 ---------------NENTLVSDL----ESLDFEQE---KKN-----FIAGKPKLFFTLIE-GSIDCAQ-------TLLVK----TI---K-KRMGV--------ASNV-----KIE-SIKVAG--N--QSIS---NELQLI----------GSLYSM-LLKKFPSNF-Q--TMAS--ECAQAILDRKEPFILVFDNI----DLISANLYQ--------SAILNQFWAEITQL-YQQRSRNN-----GYQLQ------YPIMIFVLNYDT----------------------HLLS--LPLTTDDEAIQ---IEKISPI
KIJ79200.1 SNEQPTEAEIIQL--GHKSLSRQF----EDS--------LEV-L---SSEQAAVVCFLIHG-ASGYGHK-------EMVVR---------L-RQILE--------QQRS-V---QAR-RYKAAF-----SPLW---REKSL-----------AKLLEL-IGDQIEQGW-I--------PDSPEVLAQRLHKMLETSDV----ILEITEIQR-F------NGSLLSFIKDFWHP-TVSTLKKP--TQ----------H-RLVVLLTLEQTI-------L---------PEWE-AFVQ--SPLAMDDDSEI----DSMRPI
WP_071187406.1 HLNLEKSFQKIDF--SKSREIAES---------------LKK-QY--ETEGGAILLFLQKS-KKQLGKY--CIE--EFIDV-------I-I-SNQIE--------TCPR-----RTI-NFESNT-----YKSN----KYGFI-----NAI--SGYLGI-EISSCLEDD----ENRLF-SIINEIHEKIVSSLSLGDTI----FFEIKSINR----LEDKEEFIDWFIKIFWQP-LINKNKSL-----FNQKR------NRLIFALIAESP-------F---------PINS-SNFC--QEVTLNHDKMI-----EIPLL
KPA11637.1 VDDDILFYLPYYV--NRTDQLTDM-------------L-TKC-----ENTPNKHTFWVIPG-AINQCHY-------YFLKC-FE-KW-H-W-KEKSY----CPP-NQPP-----KLI-NFELPK-----TVQN-L-DSYILD-QLW-CRF--RNSGEK-FHDSHEKYH-SE-SHKQA-CIDYLYDSNQDHTIVLHTTI----SSDAWKHRI-----SDLLPALLDFIDQFPKR-----------KN------------GLVLCVLLTYSV-G---SFF-----------------------------------------
OCR02802.1 QQKKLKLALMQL---DHNNQCYSF-------------N---------KLTQNRAISIYIKN-DSPKVLR--A----KWLVS-CL-IY-N-F-KKIIL--AETLS-GVNL-NS--DPL-RINFKS--T--GKVS---KARKLG-----SLS--EDLFNE-LVDGLKNKN-LRTKLTK--KSTPDLIAQATAEYLNQRDS----IILVFDKSD-----RLNDDIIQEITKQFWER-LIQEVSPY-----LKIDSC-----HCLLLCYVGEKD-----RTI-P----N--ILTT-MNVV--NTFKREELKTW---MNPLDVL
RKZ91146.1 KTKKVPDLLPYLP--NLTAQEEAL----DKAIQNWN---YPK-IS--QILKHCPFFCLICG-DINKDAA-DFVME-RFKKY-FS-FK-L-N-PNNIY-GSLAEK-YLDS-DD--HIK-EIRLGT-VH---------KAANLH---D-EMW--KRLKKW-GFAAYSGTD-WK-------IILAKKLAGENCPIFIYATI----DTTNWQRNN-------IDKFITEFIAFWYDD-NKDWSKIV-----TQEELCFE-H-PLVVYLFFHCDK-----VAT-H------------------KLFRKPATSLA---LPPKSSY
WP_081755753.1 EVACFGDNEIRDL--GRAGHLRAF----KTI--------LSD-W---DNTDFRSLCMVVHG-PPGFGQE--FLSQ-RLVAT---------F-QALSV------N-PLPP-----LVC-QARVSP--A--WGAA-S-LSSSVQ-----RIQ--RTVCPG-SHGSPETSF----------FAALKARLDQCPMILVVHDV----HRLEAERDS-------------FFQKFWADL-ASYLENER--PR----------H-RLLALVTLETSS-A-Q-----Q-------SDIL-PSLA--AAMDAGVHPGQ---PLCLPRL
PKO80078.1 ASGDIPLAELGRI--GRDTQRMAL---------VDA---LED-FR--SVKGERAAAFLVHG-PENHGQR-------EFAEF-LN----V-W-DNEWE--------DAQP-----------------I--CGQP---ADTDTA----------DALIRW-TCGQLGTPM-ID-------RAAIPELAQTLAARLRRGPV----IIIQRSIGH-------RQERLTRFIGGFWRP-LRKALAAL-DCG----------G-GRLYWFLIDHCP-------L-P----Q--PAPE-GVIA--PEAGADTADYD-D-LLALPAL
WP_088242861.1 NNQNIEKLLCSL---DCETQKRTF-------------Q-DRT-----RDHDNRRGVFLVKA-EKIIQP--------WFLWR---------L-TKLIG--------DFEN-A---QII-KTQIDS-----TMRF---RFDNFW-----QNF--AHNIGI-KGNVDRQVI-I--------EKLTDYHKTKSVVIVVKRFE----DLPDNQFEE-------LSNFWSDLFRSISDI-SRTNVQKK----------------RLWFVLFLVSNE----------------------------KNYTNNNNQEA---QEYPVPL
WP_124143316.1 RSTLLYRILLSV---NHRPQINIF---------------QNL-----AKHKRRVGGFFIQG-NCHYCR--------AWLMR------------------------RIET-----EII-KYGAAE----------V-KKLSFD--LA------SDLTEF-SIPTIWMKL----GAEL--QLTSADFIQKKHIILVFKNV----ETLD-------------KKRLEELLEQFWFP-LVKQIPAG--------------K-NFLIMFLEDCGG---------Q-NDW---RDNT-EIFP--QVIKMPIAESI----------
WP_018401004.1 SERLYRALLSF----DHRAQCEII---------------QNL-----AKKSCRTGAILIPY-SSIESQT-------WLMKR-------I-E-SEVIE-----YS-QLQA-----RKV-LFPLNS-----QSVN-------------------PNIFSF-WSRFTSETQ----------NQPLSQCLAQENLIIVVQDI----DVCD-------------RHRLLQILNSFWQP-LVNELSST-ECP------------GFLLLYLVDRGA---------Q-NDW---RDDP-SLFS--NILTVPAVEKF----------
OCQ92168.1 KETRLVEVLTTF---NHGTQKNTV---------------CAK-----AAHKDAPKAFLVVN-PCSYSRT-------WMLRR-IE----Y-E-IKIVS--------QRGV-----EIE-QFLSSS------------NFLPLS---I------EDLKSL-FKKKFVNLK---------------LINEKLQKKYLFFIV----NIDNYDLVE-----------LKNLVEKFWKP-ILNQVNPQ--NP----------G-KILLFLVSSGQG-----NNW-Q-TE----WQNI-SILA--ESIVELPPAKP-D--------
KPQ40050.1 LPKRVHQCLLNF---DYQKQEYEF----DEF--------IKS---------TQLGICIVNG-LQKCGQP-------WFLYR---------M-FQTKY--------YFDD-----TST-PFNKIS--C--FSRT---QKLSLK-----EEI--CHFFRL-PVNESIERI----------YQEIANHLEHKSLVFIVKNI----HLTT-------------QEYLDYFVKQFWIP-LVQLYQQQ---P-PNNPE------NRLLFLLVDLEG-------V-S-HHWE--MSSE-QELL--SHYRSHTIYRL----KQIKPL
WP_017306429.1 LEYLLNDTLKKL---NYDHQKRPV---------------KDS-FE--PEINQRINAFIVQG-QSHHAPR-------WLTNQ-LL----Y-Y-VPHHD--------NAKK-----HSI-VLKTHF------------RFNRLC---E------GIASGM-DCGAEPQNI----------VSALAQNLETQSVVLALRDI----HQAK-------------NGILSSFINEIWCP-LWQKVQTN--ES-LSTGQ------HYLILFLVDGDS-S-------S-------SKWS-TELN--PFIQTDSPRLC-S-LPPLENF
WP_019493547.1 YNQVYQSLLSL----NYEKQVDIY---------------KKF-WE--GEPKPQVGSFLVLG-KPKQGQR-------WLVNK-LL----H-L-KALPN-----TT-EVKK-----VPI-SFALDD----------I-YIEDLC----------SRLKSV-FNCSSKPEE-V--------VKSIYKHWQKRTVILVIHNL----NRLDSNERY-------------KIMEQLWCP-LVEMIQNC-----TQPCN------SNLLMFLVDNKF---------S-------NDSI-DYID--LLQKWQFPQSV---IMQLDNF
WP_052486108.1 PHYLLFDLLLQI---DFKQQTN---------------I-VRD-----VIKKHRTVGLLVHN-EPECGLE-------FLLAR---------L-LRVKP--------SLKN-N---KPI-IFDVGY----------R-NIERLW-----TQL--GRYFHV-PSNSTSEIL-----------EKICDRWQTQDVVFIFNKV----DCLQ-------------PEVLSTWLKEFWEP-LVTIGKEN-----SSQKS------THLFMFLVDHGG---K---V-H-------QSNI-GVIN--STSPLPDSRIP-LCLPPVSCF
OCQ93508.1 FNSQLFDCLLSI---DFKDQEACV----TQA--------IEW-----QKKRQRTVAFLING-YDDKYGQ--S----AFIER-------L-F-RKIPE--F-----KHEK-----EII-KIKLES--G-------W-ETSNIL-----QEI--AKFFGL-DYISINTSI----TSS---EDIQDKIINKACECLQFKNL----IFVFYIPQR-FF-----VGLLADLINDFWEP-MVDRVNHK--------------D-TYLTMFLVESNH---------K-------EKGL-QELS--NKLAPREDDSS---YPIFPLY
WP_047155941.1 NSQLFQSIIDI----DFSKQEDTV----RKA--------IKC-----QKSHKRTGAFLIHG-YDENCGQ-----K-ALLTR-------L-L-RKLPE--LSNGR-KIQR-----DLT-RMS---------------DIRELW----------GKISSE-FFGSNTTDE-QV-------INAILQCLETQNLIFIFSGL----HRT-------F------TGFLPDLIEKFWWP-IVEKATHQ--------------K-TYLLMFLVDDKG-------I-V-------CKSG-VSLT--WKFENSKYPKD---PLYLPET
CUR12819.1 EHKLFKSLLRI----DFDEQEEAV---------------MEV-LD--SPSYNKTAAFLVHG-EEKFGQE-------TLVTR---------L-SQLSK--------LRNG-----RRI-KIKVGG-ME---------DISNLW----------NEVGKH-LLDKNQTNW-LP-ETKI--IDQIFELLQTQHLIFIFSDA----HRTY-------------ISFLPELIQEFWQP-LVQKNNQR--------------E-TYLAMFLVDNKG-Y-----I---------CKSG-LSLA--WQVNHPDLPRI---PLSLPPA
BAI89278.1 SEQSIKDKLLHL---DYREQVRSL---------------EDF-----LDQDRIVGAFWIYG-SNQSEPH-------WLVTS-------L-I-ENVLN-VKIETS-NTSS-----RVV-SLSFVG--N--TQSH---CLDNII-----DSI--SKAFQI-ENPTVSKKG----NIEQQ-LDNYEEYVLREKLTYIIEQICIRWQTKSVVILA-EIKKGVDPEIVEEFINKLWKP-LAKLAYEL-----RQKHYNIY-N-YSLMLFLVDVHG-C-------T-NNWE-INFTE-DILS--EQIPEIPIRLT-----EIQPI
WP_018400346.1 LSQDLSELLFLL---NCIQQENAF---------------RAA-----RATANPAGTFLVRA-KDLSLQK-------WLVNR---------L-VRLVP--------GYEN-A---YCQ-PFNVYS-----PQIR---LNFNLL--WE------NLAANL-NTTATIENV----------AEALIERYCHQTVILVLYGV--H-KLQDHQIAE--------------FIQFWQQL-VKGVQERY-----TRARR------SRLILFLVEDTE---------E-HNYS--FDCV-ESID--YQCLEKPLRLS-----PLGQI
WP_017660035.1 PIEKFLRLLFCL---NYKKPDRIF-RE----------------FM--EEFDRRVGAFWIRG-KRDSAQK-------WLLYR-LW------V-DFVPG--------SIQA-FK--KTF-KIRTGS------------RIEDLW----------QQLASW-LETEAEPNA-IV-------EEILEQWQNKKTVAIVFYEI-----------------ERLSTDDLQAFIDNLWVP-LVRKTQD-------YDID------TPLLLFFVDLGR-K-G-----D-------RTCP-IEYG--TEYDCDRPEQI--IELVADGF
KPQ40445.1 NKNNFIKILGRF---NYVQQKRRF-QV----------------FL--EDANPRIGAFWLRG-ERDSAQK-------WLLSQ-LW------L-QNVPN--------STKA-IK--KTL-TMTTRQ------------NTERIL----------EKLATW-LQVEATPEA-LI-------KRILENCKTGETVALVFYQV-----------------EYLDKGTLEELINTFWNP-LVKAAQKT--YL-RHSLD------NPLLLFMVDLGK-K-G-----D-------HPCP-INHS--SDYNAEHPEQF--VELVTQRF
WP_072720293.1 AEQVYQSLLRL----DFRKSSGIF---------------ADW-----EQQNKPAACLLVYG-KKKHGQE-------WIMRR---------L-MTKPK--------YSKR-----MFY-TCSFSS-YI--SDSK---KLWKWL--SE------KIGIQF-NRKQLLEEN----QLRI--IKALKEQLQYNNIVLIFTDL----QANSLEYPQ-------------EFIDQFWVP-LCNRLFSQ-----QAQPNSCN---KLLVFLLADEPE-------I-K--NWC--QNWV-SNIN--ENWSITEPIQL----PEPKPI
RAM51670.1 PTKEFMIALYDL---DYLHQRTSF---------------KTA-----IEDVKPAATFLIHG-KPHYGQR-------WLLNQ-------L-K-SQVPY-----------------HTN-AWQKSI-----YIKP---HRKDIE-----VIW--QDLAQE-LKTSASPKD-V--------AKELYQHWLKSTVILAIHDV----DLIA-------------GSPLKQFMDEFWQP-LVADVKKA--GQ-LQSSY------RMLLFLVDNINS-K-S-----K-------LEKS-LSFL--ENIDINEPHIP-FVLKELEPF
CUR34706.1 AIEQFKKALFDL---NYIDQEYHF---------------RRS-----LGQMGSVGAFLIHG-EEGYGQR-------WLVNR---------L-AGLI---------PYNS-----TAY-QKPFNI----------L-HKKPLL-----DFW--EDIGES-IKCKPNPEA-I--------AEKLYQHWTTQTVILSITDI----HKVD--------------QGLESFLEQVWLK-VIDKTNSH-----NYSED----S-FKMILFVVGNKT-------F-N-------SPSN-LLID----------------LTPIQGF
WP_066426097.1 SSENIINALKKL---NYNEQEKDF----RDY--------ITK-----IVENKYAATFLIHG-QYGYGQR-------WLVNR-------L-C-EQVDD--------GLTT-A---FCH-PINLTK------------KHRDIQ-----RIW--DDIAAK-VGSSSRNPQ-TI-------VDVIYQHWQTKPILLCFHNV----DVVG-------------CQELNKFIEPFWKY-LHEKIKHP-----NTVNT----Q-PLLLFLIDNYGQ-----------------QKFS-NLFN--QISKEYDIENN-I-LLEIKEL
KPV52199.1 GDGKLYQALQGL---NYSAQKSAF-------------------VL--SVKARTVAAYLIDG-QRNHGQR-------WLLNL-------L-L-KRYEH--------ALQA-ISI-DMR-RLGRGK------------SIADLC----------QEIGRK-AGVAASTPE-QL-------APVLCRWWETQHTFLIFHSV----DLLG-------------EAGLREILEHFWRP-IVTHAGDP-----QHHNA----A-NKLLLFLVDNQG-------V-A-------AKWN-LPLA--QNPANAGGPER---LPTIARF
OCR02031.1 SHDKVHQALLRL---NYTHQVRLF-------------------RA--FFEHHPIGAYLIHG-EEESGQK-------WLLNR-------L-M-KFITD--------SRTA-----KVI-PVKLSR-----KSCG-T-YTEALW-----RQL--GGHVGL-MNQPSQTQI----------IKNVSELCKNQIVVLIFDEL----NAMP-------------EECMSQFIGQFWLP-LVEGLRDL-----TQSQS-------RLLMFLVDNIG-C-----V-E--QWN--VAFA-ETLD--PNWEPHIPIKL----PKINPI
OCQ97673.1 DSNQLHKALLCL---NYTKQENLF-------------------RE--FVERHQIGACLIHG-EPEHGQR-------WLLNR-------L-L-GLVPN--------GRTE-----SVIYPLNLLV-----ATRS-S-SIDALW-----REL--GKAVGA-ARLATCDEI----------AQKVGNLWKSQTVILIFHNL----DQLP-------------EDYFNEFICKFWQP-LTSIACSS-----QANVR----N-YRLLAFLMDLSG-C-----V-D--SWG--ITWA-ETID--LNWEPHTPLKL----PKITKL
OCR02924.1 VENKLYNALLSL---DYIRQESLF-------------------QE--FVQNNQIGACLIHG-KQEYGQR-------WLLHR-------L-L-RAIPN--------NNTA-----SLTKKISFLR-----QVQN-G-SLDALW-----GEI--KRKLKL-KCQPLPDEL----------AKAVCNLWQTQTVVLIFDDA----DQIE-------------EAHLEKFINDFWQP-LVEIANSK-----PPKSR----N-SRLLVFLIDFDG-C-----A-P--KWS--IPFA-DALD--TTWKPHIPLKL----PPIKPL
ACC83829.1 KSEPIHSELFRL---NYIAQVQLF-------------------RE--FITEKRIGAFLVHG-SPEYGQI-------WLLKR-------L-L-QKIPE--------STVT-----SPI-PFHLKR-----RALR-S-DIAALW-----REL--GRQIGV-QNFSSHEEI----------ARNVVAQLKTQHIILVFHDL----DCID-------------ETYLHELIRDFWLP-LVNSTPQT-----ICSSN----E-FFLLMFLLDQDG-C-----V-N--TWN--LEFA-DRFD--LVWKPHIPIRL----PMIDTL
BAY43400.1 KNQQLYHVLLKL---DYTDQEQLF-------------------SR--FITTNQIAAFLIHG-SSQDYGQ-----H-WLTNR-------L-L-KKIR---------RVSD-----KPV-LVDLDC--L--VHNR---NSQTMW-----REL--GRHFG--GIKDSPDLI----------AGKVLKSWTTKNIYIVVDNV----QSMS-------------EQLLQELIQKFWLP-LATQAQSI-----ASQTN------FKLLMFLIDNVS-K-V-E---S-QSWN--VSFA-ENFE--PTWRCHQPVIL----PKNNVF
WP_017318743.1 CSEELYRALLKL---GYREQVRSF-------------------LR--FLKAQSIGAFLIHG-LLDHGQR-------WLLNR-------L-VTQHIRF--------GTMG-----KMV-RIELDR-----IGRR-R-DISALW-----REL--GGRVGL-GRQHLPPEI----------AERVFQWWKTQNVILVFHGV----DCMP-------------EGYLQELLHDFWLP-LATQAREV-----VSQTK------YQLLMFLVDYEG-C-----V-G--CQD--TMFV-EQLE--PTWEPKIPIKL----PTINPF
WP_088242757.1 ASCDLYHALLKL---GYRQQVLSF-------------------KK--FLKAQSIKAFLIQG-LPDYGQR-------WLLNR-------L-ITQHIRY--------GTTG-----KMI-RVQLDR-----IGRR-R-DISALW-----REL--AGRVGLVGKQHTPSEI----------VERVYGWWQTQNVILVFHDV----DCMP-------------QEYLQELIQDFWLP-LANQAREV-----ISETQ----N-YQLLMFLVDYEG-R-----V-G--TQN--NLFV-EKLE--PTWEPKIPIKL----PSITQF
KIF28928.1 PVERLYRALLKL---NYREQTKKF-------------------RR--IIPDNSVAAFLIHG-LPDYGQG-------WLLNR-------L-VQQHVPN--------SITA-----KVV-QFNLNR-----LARK-S-DVPSLW-----REL--SRGVGL-GGQGLPPDI----------ADRVYQWWQTQNVLLIFRDV----DFLS-------------EIYLRELLENFWFP-LTIKTTSA-----NAKVS----Q-FQLIMFLIDEKG-C-----V-S--KWN--VPFAPEEPN--SNWQPDSPVKL----PEISGF
WP_038297199.1 CSERLYKALLQL---GYRKQAQNF-------------------RK--FAEAESVAAFLIHGCTPDYGQR-------WLLNR-------L-VIKHVPK--------SISG-----KTV-RIDLNR-----IARR-S-DVAALW-----REL--SNRVGL-GRQGTPAEI----------AERVYQWWQTQSVLLIFYDV----DFLP-------------EPYLQELIRDFWLP-LATKARGN-----LANAS----Q-FQLLMFMVDYAG-C-----A-D--GWN--MPFA-ERFE--ATWKPDNPVKL----PVIAEF

############################################################################################################
13. iSvmX1 alignment
############################################################################################################

KPA17454.1 NDQFAF-------ENMSDINQLKKYI---------------IDDE---------TF--QW-----LCACAVYPELHWNLTLYLGSKI--IK----KPITE---KQ-----------------------------LLNLIRLPWFQEG-NIPDDLRLVLIKHL-------------------NKKNE-----EAARNAIIDLL-------EKN--P--PP-KDSYAEDTFRMNL-TVQ-----------R-WMLF-P--KDKS--IR-------K---DIQK-TVLDEDR-I--VNDFTLLRL--I-NSVPASP--LNFILPK-RLKSL------F----------FKH--AL-------PLFGF
KPA17783.1 SLPPVP-------ENLTDMDAIKKYL---------------GNEH---------SF--QW-----LCACAMYPELHWNLTIFLGKAI--HD----HTIEE---QD-----------------------------LLRLIQLPWFRNG-NIPDEYRQELIAQI-------------------SKDNQ-----KIVQNIIVDLL-------EKI--R--PP-KGSYAADTYHLNL-AVQ-----------R-WMLH-P--KGKK--QK-------H---DVQN-AVIDDKR-I--SKDFTLLRI--L-DTMPSSP--LQLIIPK-RLRRV------F----------FSN--AL-------PLFGL
KPA18271.1 PKPLFL-------PDDIDADALEAIT---------------DDPV---------LF--QW-----ICACAVYPELHWNLTVYVGTKI--QQ----QQVIE---AQ-----------------------------VLRLLQLPWFQKA-EIPDPWRRVLIQKL-------------------SEANK-----EATHEAIVDLL-------EQN--P--PP-LQSAAMDLYRLNL-SIQ-----------Q-WMHK-P--KDPE--RR-------K---KVQQ-IVFDESR-L--AKDNIILRM--L-DAAPKSP--LDIILPA-RLRKR------F----------FRH--AL-------SLFGL
ANM30285.1 QPPPEE-------DEAELLRQLRTYL---------------G-LS---------AY--RW-----LCSLAVYPELHWQLTLHLGTQL--RRVDGSPALDE---VE-----------------------------LTRLTRLPWLRQG-RMPDWLRLALITSL-------------------PEEDE-----LEIRRVLQEML-------GRQ--E--LG-SEDG-------EL-QIA-----------R------P--REVT--WR-------RYFADWFS-SVEEPQS-P--MRDRVFIDF--V-VGRPASK--LQLEAPR-WWERL------L----------YRN--GR-------RSLGL
GAK59825.1 KPTPTP-------SQXSQEGNLRAYL---------------G-EE---------VF--QW-----LCACAVYPELHWNLTLSLAALP--CM-PA-NLLTE---AN-----------------------------LLRLIRLPWFREG-ALPEELRLSLIAEL-------------------GPQQQ-----RDIRSALIDML-------ERQD-A--PP-PESAAYDVYQVHL-AVQ-----------RLWLLSWK--KRRK--WK-------Q-M-LREQ-AGAGARR-V--LQDYTFVRF--L-ESTRVSP--LNLVLPR-RLRKL------F----------FRQ--GV-------PWFGL
RKZ93596.1 HAPARA-------KVTELLKQVRDFL---------------G-KD---------GY--DW-----FSACAVYPEIRWQLTLYLGYNL--KTTDGNKLLTN---DN-----------------------------LAKLARLPWFRYG-YMPNWLRDQLIKDL-------------------PLSQE-----NKIRTALKTLL-------DEA--S--DK-PISD----FQLEI-ADS-----------Q------K--STF-------SALR-Q---WLSS-KWKKQAP-KNSLRDYVFLTF--M-E----NR--LAVRVPK-ELHRL------L----------FEY-----------PKKWI
RKZ77707.1 HAPDAS-------VLTALLKQVRDFL---------------G-KT---------GY--YW-----FSACAVYPELRWQLTLYLGAQL--K------SLTE---EH-----------------------------LAKLARLPWFRYG-YMPDWLRRRLVDDL-------------------SLPQE-----HKIRTALYNRL-------LET--S--DK-PLSD----FSLDI-AKP-----------Q------Q--NALS--AL-AQRLL-P---RLAQ-QAPKNSP----LHEHVFMTF--M-A----DK--LAVNIPK-MLRDL------F----------RSD-----ELPSLFSLLWL
RMG69721.1 GLPPDF-------EDEVTLTDLRDYL---------------G-EE---------GF--QW-----VAACALYPECHWDLTRHLGRVL--ERETGHLVVDE---ER-----------------------------VRRMLRIPWFRQG-AIPDELRVQLVDSL-------------------DEELH-----KALREALLQVL-------EYN--R--PQ-GGSYAYDRHAAYM-TVQ-----------Q-WEMA----GGQW--WQ-RRRLT-----DQIE-ELVERNE----IDDLVVMDR--L-E--R-NQ--GGVGWAP-GSETM-RSM--L----------FRK--GI-------PALGI
WP_016863669.1 NPPKPE-------HLNAMLNSLQEYL---------------G-KD---------GF--YW-----LSACAVFPELHWNITIYLGNVL--KTAEGHCLLEV---CS-----------------------------LTNLARLPWFRYG-YIPDWLRSLLIATL-------------------TNEQK-----HIIRTVLQDLL-------VTA--V--QG-SVGR----LQLEV-AKK-----------H------H--SFLP--KL-ANPIL-H---LLSR-RVPEGSP----LRDYLFLSF--M-T----RQPKLAIEVPD-AFSRL------L----------QKQ----------KRFYWL
ETR69619.1 -AALPE-------YDMDNVHKLKQWL---------------S-PE---------CF--QW-----LCACAIYPELNWQLSLDLAQKL--FPSG---QLTE---TH-----------------------------VIQLIRLPWFIRG-TIPDDARHFLIQSL-------------------SATDG-----QMVRETILDML-------KNN--P--IT-EADNGFDMYKLTL-AFQ-----------E-WSLS----FGNR--RL-KKDFY-----HLLF-QQPEKEI----IQNVTLIKL--L-DTIPRNP--LLFFLPR-QFYNQ------F----------FKH--RL-------PALGL
WP_011611673.1 DPPEPW-------LLTNVLGSVRNYL---------------G-EA---------GY--YW-----LSACAVFPELNWNLTVYLGNAL--SAGDGRSLLQA---CR-----------------------------LTVLARLPWFRYG-YMPDWLRLWLLSEL-------------------PRHQE-----DEVRQLLRSFL-------VAKPDE--QG-SVGR----WQLEI-ARQ-----------Y------S--NVVS--RL-VQPLL-R---LFSG-EAPEDSP----LRDYIFQEF--M-A----GRKGLAVRMPE-ELREE------L----------RRK--------YSQQVGWW
ETR68100.1 FMPVDQ-------SPKDHIQSLQKWM---------------GDRV---------IF--EW-----LCACAVYPELHWNLTLYLYNCI--SD----QPLQE---SS-----------------------------MLALIRLPWFMNG-HIPDPMRLELIKCL-------------------DKDKL-----TVVRQAIIQLF-------DKH--S--ST-LKDH--DTFRLNI-AIQ-----------K-WMLN-P--EDAQ--LK-------R---DIQE-IAIDEQR-I--IQDYTVLRL--L-SSVPASP---------------------------------------------------
RKZ92221.1 HAPDAP-------VLTELLEQVQYFL---------------G-KE---------GY--HW-----FSACAVYPELRWQLTLYLGYQL--K------LLTE---ER-----------------------------LAKLARLPWLRYG-YMPDWLREQLVDDL-------------------SLPQQ-----QEIRTILYAFL-------QTA--S--DK-PISD----FHLEI-APE-----------Q------K--AELS--KS-GWRRL-S---KWIK-RAPKNSP----LRDYVFLTF--M-E----DK--LSFKIPT-EVGTM------L----------G-N-----EVP---KKIKL
RKZ46351.1 HAPDTP-------VLTALLKQVRDYL---------------G-DE---------GY--NW-----FSACAVYPELRWQLTLYLGEKL--K------SLTE---ER-----------------------------LAKLARLPWFRYG-YMPDWLRDQLIKDL-------------------SLQQE-----REIRTALYNRL-------LET--S--EK-PLSD----FGLDI-VKT-----------Q------Q--NTLY--AL-AQRLL-P---KWAK-KAPKNSP----LHEHVFMTF--M-G----DK--LAVKIPK-ILRHL------F----------AQS-----PEPT--APLSA
RKZ56230.1 HAPARA-------KVSELLKQVHDFL---------------G-ED---------AY--YW-----FSACAVYPELRWQLTLYLGYNL--KTMDGNQLLTN---DR-----------------------------LAKLARLPWFRYG-YMPNWLRQQLIKIL-------------------PLPQE-----NQVRFALKTLL-------DDA--S--DQ-AISD----FQLEI-ATS-----------P------K--FSVK--EI-PSALK-E---WLSS-KWKKQAP-KESLRDYVFLSF--M-E----NR--LSIKIPK-MLRSV------L----------IQS-----------STQ-L
OQY50034.1 VLTRTS-------CAGCTSTDRITQT---------------G-NE---------GY--YW-----FSACAVYPELRWQLTLYLGEQL--K------SLTE---ER-----------------------------LAKLARLPWFRYG-YMPDWLRNQLIKDL-------------------SLSQE-----DKIRTVLYKLF-------LTAL-S--NK-EAQD----FNLEI-AFN-----------E------K---------V-VRWLL-L---KWFK-SASNNSS----LCDHVFLAF--M-E----NR--LAVRVPK-KLQMF------L----------VEY-----SKKWI------
WP_051347639.1 NSLEPE-------KIATMLVSLREYL---------------G-KD---------SF--YW-----FCACAVFPELQWNITIYLGNVL--KKKSGKSLLEV---DS-----------------------------LTNLARLPWFRSG-YIPDWLRVDLIKEL-------------------TQEQE-----QEIRTALKNLL-------NQV--N--HT-SGNG----WKLSI-AKT-----------S------------------------------VK-TIYEDSP----LQDYLFLDF--M-T----KPSLLDLKVPE-KFGQL------L----------PKPKNQVSKKTQINRRRFL
OBU76359.1 NSPPTK-------DIDAMLVSLEEYL---------------G-KN---------NF--YW-----LGACAVFPQLHWNITVYLGNTL--KTEMGHSLLEV---GS-----------------------------LTKLARLPWLRYG-YMPDWLRSLLIAKL-------------------TNEQK-----HTIRTVLKDLL-------VTA--V--QG-SKGG----LQLEV-AKK-----------H------H--SFLS--KLLANPIMFY---LLSR-RVFEGSE----LRDHLFVSF--M-T----RQSKLTIEVSD-TFIRL------L----------QRTPQPLITRGILKKTGFA
WP_121808908.1 STSTYD-------DDMENVSEAFNYL---------------E-ND---------PFLTQW-----LCAIAIYPKFRWELMLAGGQLL--EKNYKNDNGTS-Y-AN-----------------------------ILKLCRIPWLRRG-SIPFAIRLELLKHL-------------------TVENE-----IAVRLQLIKML-------ESA--R--LA-GTGF-F--YDSEL-EDQ-----------L--ITN-K--FILY--VH-NPEIY-H---QYYE-ASLQFKN-L--WKDGRLLD----------SP--LRIYLEN-NEEEQ-WQTP-L----------QSN--GT------------
WP_096682937.1 NSPPTD-------QVNMMLASLEQYL---------------G-KD---------GF--YW-----LSACAIFPQLHWNITIYLGNVL--QSEDREPLIES---CS-----------------------------VTDLARLPWLRYG-YIPDWLRIYLITTL-------------------SQEQQ-----QIIRSVLQDLL-------VTA--V--QG-SVSK----LQLKI-AQQ-----------Y------P--NILP--NL-VKPIL-H---LLSK-KFSDNSQ----LQDYIFLAF--M-A----KKSVLSIKVED-EFSHL------L----------QKQ----------KRNNWL
KPA12579.1 HAPDSG-------QINLLIRSLQIHL---------------D-PP---------TF--FW-----LCACAVYPRLLWPLTLYLGNKL--KNENSIPLFKE---NR-----------------------------LSMLSSLPWFRIG-YMPDWLRSKLLDEL-------------------SVMQE-----KQVRELLINLL-------LKV--Q--KA-TEQD----AHLSF-HMY-----------Q------L--GMVR--RL-VSRLL-K---RIQS-DSHPLAP----IHDHIFIQF--I-K----NR--LSVRISK-HIYHR------I----------QKP----RKKKI-------
ERN41328.1 NSPSSE-------SVSELLLALKEYL---------------G-EH---------GF--YW-----LCACAVFPEVRWPITLFLGNQL--TIGSGQSLLKE---AS-----------------------------VQDLARLPWFRYG-YIPDWLRNYLVAML-------------------TPKQE-----QSIRSAFQALL-------VTA--T--NG-DSST----FEIEI-ARQ-----------H------Q--RQLS--QL-ANPLL-R---LLSR-RSPAASP----YRDHMFLDF--M-R----GRSSLAVEAPE-QLFRL------F----------PDS--QLARNRTQRRAAAV
RKZ82199.1 RTPNPE-------TITALLQQLSDFL---------------G-QT---------GY--AW-----FSACAVYPEIRWQLTLGLGDKL--N------CFSE---ER-----------------------------LTKLARLPWFRYG-YMPNWLREAVLAQL-------------------APSQR-----QGIYAALEALF-------QTA--K--DK-IATD----EQLSI-ALD-----------G------P----------------------LLP-VREQDKP----INEYVFLTF--M-A----DN--LAFDVSE-KLYKK------L----------VSS-----PA----QQLSL
ETR70820.1 YPPDDD-------EIDNIIDDVKQFT---------------G-KI---------GF--EW-----FAACAIYPELQWHLTLYIGINL--TGSDHQTPLFN-I-NR-----------------------------LTALSQLPWFRHG-SMPDWLRKRLIADI-------------------PVHQE-----RKIRQVIQQLL-------ITA--S--HS-SLQS----FKMTV-AEP-----------N------S--RFWS--RF-TRQVL-----RILL-NQHPDGP----IQDYIFLKF--M-S----DS--LSVRIPK-LLRLY------F----------KQF-----------KKAEM
RMG26469.1 PPPPQV-------EDEPTLEDIARYFDTRYHKGQPLYEAGSG-HL---------LF--QW-----LCATALSPELKWDLTLRLGQAL--SEED--ENLRS-L-QS-----------------------------LFKLVSLPCFRQG-QLPDALRLQLVDKL-------------------EEGYE-----RRAREVILQVL-------QSQ--G--EA-LAAE--PAYQLQL-ALH-----------K-AHLE-P--RISS--RL---RLM-----QQAR-DFALTQE----IQDPVLLKE--L-DELPLRD--LAQKLPD-TLRQA-V----F----------YQG------------KMAL
WP_119046860.1 TRPEPE-------FIERLMRSLRGDL---------------G-ED---------GF--SW-----LCGCAVYPDIHWGVTLEVGRAV--ALAAPGRPVPR----------------------------------LADLARLPWMRHG-FMPDWLREALLQRF-------------------PANTE-----RTVRAALAQFL-------KTL--A--KA-ERPDAPDTFVVAK-PPP-----------L------S--ARLL--AP-WQAFK-N-W-FHPE-PAPGESA-G--AEDLVFLRF--M-S-GP-QR-LLAMPVVR-HLLKL------L----------FPH--GI-------PLLGL
RMG69733.1 PPLPDL-------DGSEPRSALRAYFDTRYDGGHAQYRRGQG-RH---------LY--QW-----LCSCAIYPTLSWDLTLALGQAL--EQRHRTSLTQP---EQ-----------------------------MFQLFALPWFREG-EIPPPLRAALIREL-------------------PREVE-----QEARRTIVRIL-------RDN--P--PP-TGSFAEPHHKLLL-AAQ-----------E------A--QLYA--DL-GHNIR-L-I-RRAQ-DFSLHDE----MPDFTVTDY--L-RYLPRHY--TRISLPA-TLSRW------L----------FRE--GI-------GPLGL
WP_044221129.1 LRPPVQ-------MEGPLLDTLKRHY--------P--------QP---------ML--EW-----IAACALFPTLHWHLTLYLGRYL--STAEA-PLLTY---TN-----------------------------IQELCRLPWFVEG-SIPDNARLQLTQWL---------QTE-------HPALL-----RALRTELNDVL-------RRY--A--PP-AGSAAFEEHQLHT-ALN-----------E-YL---S--LGRS--AR-RDQLS-Q---EIAT-LMEAGNP----LDEVAAAQL--K-A-RQ-PK--WSAKLSD-KWKER------L----------YWQ--GL-------PALGL
WP_099712151.1 NYTSKF-------IEFEDIESLKTYL------V--------N-DE---------MF--QW-----LCAIAVYPKITWEIIMSIGETI--NS----TIVTY---DN-----------------------------LLKISRIKWVQNG-SFPTRIRLELLKNL-------------------DSKYE-----IAARKTIIKLL-------EEE--S--KK-DDNS----FSNNE-RII-----------Q---------LIFN--KF----IL---F-SYDP-ITFALYE----KEEKEFLML--Y-R----DD--KIRDIPT-KIYLK--GID-------------------------------
WP_013768899.1 VTEPIY-------YQGDLIETLHRYF-----------------PD---PVVQ------RW-----IAACALYPTLHWELTLHLGALL--QSKYGHSSLTS-I-EN-----------------------------LLELARLPWFIEG-RIPDVARDELIQWL-----------E-------VLGEE-----ASIRNLLLESL-------NRAP-A--PP-PDSVAYADYRMQL-VFN-----------Q-WML-----EQDA--EL-KARLE-----EEFN-QYLRAGK----SADFVTFKR--L-ERGA-KR--TELVVPE-SWRSS---I--V----------IEP-----------PSVGE
EDN67970.1 HAPARP-------KITELLKQVRAFL---------------G-ED---------GY--YW-----FSACAVYPELRWHLTLYLGNNL--KATNGNTLLSKDNPDN-----------------------------LAKLASLPWFRYG-YMPNWLRDKLIEDL-------------------PLPQE-----DEIRTLLKKLL-------GKA--S--EK-ACSD----FQLDI-ATP-----------P------KKTFSVK--GI-FSAVK-Q---RFSS-DWKKQAP-KESLRDYVF-----------------------------------------------------------------
OQW90703.1 HAPDVK-------AMTELLAQVRRFL---------------G-EA---------GY--DW-----FNACAVYPELFWELTVYLGDKL--N------VLTA---DR-----------------------------LGKLARLPWFRYG-YMPNWLREKLREDL-------------------PWPKE-----VKICEEINLFL-------MKAI-W--DD-ASQG----LHLTI-AEK-----------Q------K--STLL--AL-APWVL-P---LLAK-RSKKSSP----FYEYVFLTS--N-K----TR--TAIPVPK-ELLEK------L----------L-------------VPISI
WP_062125771.1 APPSEF-------VMAEFDTLTRDIL---------------T-DD---------GF--HW-----MAACAVYPELSWNLTLHVGQSL--RGQDGKPVITP---QR-----------------------------LLLLSALPWFREG-SMPAWLRERLVNAL-------------------TEKEY-----ATVHEIYSKLL-------LTV--F--DF-SRKT----VQLDV-AID-----------R------Q-----------------L-P-AALR-QREDTND-L--MKDVLLAEF--M-SRPPKRN-RVRFGLPT-KISSV------L----------LSG-----------RAPWV
WP_115404498.1 KYSSKF-------VEFEDLEEVEEYL------G--------D-EE---------IL--QW-----LAATALYPKITWEIILSIGDVM--GD----NLVTY---EN-----------------------------LLKICRIDWVQKG-VFPSRIRLELLKRL-------------------KIEHE-----ITAREAIIQLL-------EDD--A--EV-EIGS----FSSNE-KNL-----------Q---------LIIN--KF----VL---Y-SHNP-KRYATYE----TAEKEFLKL--Y-N----QE--KLRDIPL-NVYLK--GID-------------------------------
WP_093166900.1 DAPPAL-------ELEGLLFELQLYL---------------G-ER---------RF--QW-----LCGCAAFPVPSWPVTLMLAPLF--LEPRD-DVVTG----------------------------------AVALASLPWFREG-AWPQWMREALLNRL-------------------ALSKA-----DAVAAELRRRL-------EAA--S--LG-QPLAPDATPLAEV-ALA-----------P-GLLS----RLKH--WQ-AQWWR-R-F-STDA-WLARGSG-RL-RRDVLFLGF--I-QRGIAQR--LIQLVPE-RMRRQ------V----------FRE--GL-------PLLGL
WP_090745504.1 SRPAEN-------SLRAMEVAARSAL---------------T-LD---------GY--RW-----LAACSVYPELNWNLTLYIGSTL--KGDDGVPLIGP---KR-----------------------------LLLLAMLPWFREG-SMPIWLRLHLASSM-------------------SPSEL-----RQVRALVSKLL-------LSI--F--EF-AGKT----VPLQL-AME-----------H------G-----------------Q-L-GSRH-DSDAESV-E--LEDSLLAEF--L-SKPPRSD-QGLFKLPA-AIAKY------L----------RTG-----------RIPKI
WP_103920566.1 IAPARE-------IQKDLMQQLRTYL---------------G----E-------AW--PW-----FCACALYPELRWPLTLELGWRL--LDEDADKLKHH----------------------------------LPKLARLPWLRHG-NIPNWLRLAVVKNL-------------------ERQEE-----KDLRALLKKLM-------SNG--K--KE-PSTQ-------EI-ALA-----------A---------GLLS--VW-------Q---RIKQ-RWNPSKN-E--LRDTVLLDF--L-G----GS--LAVRVGR-EIKEL------L----------QKT--QA-------KSELL
OQY53629.1 -----------------MLKQVRDFL---------------G-EK---------AY--DW-----FKACAVYPELRWQLTLYLGYQL--K------LVTE---ER-----------------------------LAKLARLPWFRYG-YMPNWLRDQLVADL-------------------LPQQY-----GEIVIALSALF-------NTA--L--DK-PLSD----FYLEI-ADK-----------Q------E--TDWL--NL-N---L-S---GRSK-DAPKNSP----LRDYVFMTI--R-E----DK--LSVKI----YKKG------F----------HQT-----SHPCLYPILVV
WP_052516081.1 PPETNY-------RRWNRLSTYKAYF------A-D------H-PE---------VF--TW-----FKAALVYPQPTWPLTLAIGKAI--G-----APVTF---DN-----------------------------MLLLSRLPVLQGH-PIQPRLRLKLLADL-------------------DKETE-----RKARAALAEEL-------EAV--A--PA-VEGG----HASYK-LQV-----------Q---------LAMQ--NF-----------LTAP-DDATNKE-A--LFHLLEGHA--L-N----KQ--QQAEL------EE---A--L----------SRA--TG-------RTQQL
PTM08693.1 TLHDRY-------RDWSSLQVHRDYL------G-D------D-PE---------AF--RW-----LCGLAVSAVPDWSLTLAIGRAL--G-----VSVTH---DR-----------------------------LLALTRIPWLAAN-EDHTDLRLQLIAQL-------------------TSAEE-----QVARQAAADEL-------EAV--R--DK-VADS----FADIE-WKT-----------N---------LAVQ--YF-----------ALDP-RDEAHKN-L--IQDLQAAGL--L-I----GS--QLQELDF-IVRER---I--K----------RDD--DL-------PASAY
ADB36651.1 LYSLAD-------LDAEDTDELEDYL---------------G-ED---------LF--QW-----LAALAIYPRIRWEFVLEIGWVL--MPP---ETVNF---TN-----------------------------LLRLARIGWMNEG-HFPDYIRLELLKKL-------------------YPENE-----AKARQRLLQML-------AYA--E--QY-FPGE----HFYDG-EKH-----------L------L--ETAN--QF----AL---Y-AYDA-DTFADYR----PAQKAFKEL--Y-E--------QRLYPDG-AMLRY------L----------ENP--NG-------SWTTL
KPA09313.1 NAPPES-------TIEQLISALRTYM---------------D-AQ---------AL--EW-----LAACAVFPSLNHSLTVLLGETL--N------VLTE---SR-----------------------------LLKLSRLPWFRFN-TIPDWLRHRLLLLL-------------------SSDKE-----QMIREVITEKL-------EQS--I--HA-SQKE----HPITF-SRY-----------R------F--GFAK--RW-YRSIL-R---ILRR-QSSADSP----LHDRIFFDF--M-Y----QR--LSFRLSK-KLCQV------L----------GPG----------------
RMG78909.1 EPQIQY-------RRWRTAADHRDYL-----------------KD---QPA---LF--QW-----LCALTIYPKPTWELTIAIGDAL--RPFG--VEVNY---EN-----------------------------LLTLARIPWLREG-RISEKLRLELRQFL-------------------EPEIE-----TAAREACLREL-------EAV--G--KL-VENS----QAARE-WMT-----------E---------KTLQ--KF-----------SIAP-DDSESQT-L--LRALFHKGW--L-G----KR--HLSQLEN-TWAR------------------YQE--RK-------NRASF
RMG26056.1 QQSLRK-------YDFEQVEDLRKYL---------------G-PQ---------LF--EW-----LAAAVVYPQPNWEVTLAIGKAL--SS----ARYRG---DD-----------TFLLTYSN----------LLKLSRIPWLESG-MISDSLRLELLEQL-------------------SPDTE-----RLARKCILDLL-------DQL--S--LQ-EGSL----AAKKL-HIQ-----------Q---IS-N--QFLL--TP-NDRLI-A---RKMY-KLWQQQQ----LTDKPLLRR--M-Q----QP--SELMGGA-KASSF------L-----KDR--FQP-----FK----PWATL
WP_020569051.1 EPSHRY-------RTWTTVADHRDYL------A-N------D-PE---------LF--RW-----LTALSVAPNPNWSLTIAIGRGL--G-----LNVTH---DR-----------------------------LLQLSRIPWLAAN-APDQDLRLALLAEL-------------------SVADE-----QLARTAALEQL-------EAV--S--GE-VENT----FAESE-WTA-----------N---------QAVQ--TF-----------ALAP-LETGNQA-K--IRDLRRMGM--L-T----PD--QLAELNQ-VAERQ-LPT--T----------KKG--GG-------TMGDN
WP_121331018.1 ---INY-------VDFENIEELKDYI------T--------K-NTKEGNVISNPLF--QW-----ICAIAVYPKITWEIILTIGATI--DE----NMVTY---EN-----------------------------VLKICRIAWVQHS-MFPTQIRLELLKEL-------------------DILVE-----IKARKTIIVLL-------EEE--S--II-LPNT----FSDNE-RKI-----------Q---------LTYN--KF----IL---Y-AIDP-KEFLKYQ----DVEKEFLKL--Y-Q----QE--KFIDL--------------------------------------------
WP_119407355.1 RLPTPN-------VDFDDIDALEKYF---------------S-DA-D-------LF--QW-----MCALAVHYRIRWELIIGIGKAI--LQNA--GALHK-L-NY-----------------TN----------LLRIARIKWIHGG-TIPTDLRADMLSKL-------------------TTANE-----ILARQTVLGMM-------EES--D--PF-VKEN--S-LSYQE-KQT-----------Q---------ILTD--KF----VL---Y-VNDP-GTNSGYK----ADADRFMEL--W-N----SG--QILDVAL-KIHLE-----------------NED--GK-QNP---PLKAI
OJY86313.1 TYSARY-------YNFQDFDALSEYL---------------A-NE-A-------LL--EW-----VCATAVYPHVDWNVTLAIGSAL--ENTGKQKKLIT-Y-EN-----------------------------LLKISRISWMQDA-VIDDELRLEMLRHI-------------------SNTTE-----TIARKAIVVLL-------EEI--K--DT-FKEN--S-FAKEE-YDL-----------H---------HHSN--LF----LL---Y------ANDQAEP----MPDEILMKV--T-D-YL-KK--GYFDWPY-ATYHE--EA--V-----NTL--IRQ--PN-------TTSSI
WP_013764455.1 EPDVN--------RRWRSASDHAEYL------G-Y------G-SD---------LY--RW-----FCALALYPSPTWEITLAVGAAL--D-----IPLNA---DS-----------------------------LLVLARIPSLQEG-KINPRLRKELLADL-------------------QLYDE-----ELARTAIANEL-------EAS--L--AE-AAPG----FANRA-LQT-----------N---------LAVQ--RF-----------ALTP-SSPESKA-Q--VKLLLDQGW--F-N----RL--HIEDLGG-VAVRE---L--T----------PKR--RS-------GPATK
WP_125483185.1 RKLNDE-------ELEELLDAIALEL---------------S-PN---------AF--EL-----MCVLALFPELRPELTLYAGSAL--CDVRGKSLLDE---AS-----------------------------YAALCVLPWFRAG-RMPDWLRLELGQSL-------------------SPERT-----AEARAMYNKWL-------STL--E--TA-ARTG----TGVRI-AID-----------R---------DATL--Q--------------GT-DDNKTKV----LCDRIFLTF--L-NEGDLGS--LDLAVSDETVHNL------L-----RA-------------VT--GSAEI
PCJ11999.1 VAPSAE-------AQAGLVQALRDYL---------------G-DD---------GL--LV-----LCGAAAYPEFRWSLLRALDICL--LTDSN-DEQRE---AR-----------------------------LLRLAQLPWCRDG-WLPDWLRLTLKAQL-------------------DWQQH-----QQVRQVYQQLL-------VAV--A--KE-GKDN-VD-LPIHI-GPV-----------D-PTM--A--GMLK--RW---------F------YWNKAGH----LEDRLFVAL--M-MEGPLSR--LAFELPR-ALEKV------L--P-------FKP--QF-RRP---VNTGV
RKZ91148.1 HAPEPA-------EIVELLRQVWFFL---------------G-KD---------GY--YW-----FSACAVYPELHWQLTLYLGNQL--TSDDSQKLLRA---ENIDGDEAEEKDSQKLLRAENIDGDKAEEKILVKLASLPWFRYG-YMPVWLRERVIADLVPHKYMPNWLHERLVADLVAHKQY-----KEIYAALNALI---------P--A--DK-SSEQ----FEQPV-ATG-----------Q------P------------------------K-PFTEETPLTEPLNESMFVTF--M-A----DK--LAVKLPP-KLRGLVIELSNL----------FKM-----------PAISM
WP_020569754.1 DDAERE---PIL-FSNSLIGSLLDHF--SL-----------A-QT-------------QW-----IAACALYPTLHWDLSLFFGHKV--GEFTNENLLSS---RN-----------------------------ILSLSRLPWFTGG-TIPVTARDELIRWL---------EQT-------APGLH-----RKLRLALLAAL-------EQN--A--PP-PEGS-VAKRELDF-FHL-----------Q------N--EWLL--AF-DDPDK-R-K-NLSK-KLARDIA-TGNDPDITVARF--L-NHEPPAG-TLPLSLPQ-SWNKR------L----------YPE--GY-------RALGL
WP_088845619.1 SYSIEY-------LDLNEVEELHEYL---------------G-EK---------LF--QW-----LAATAIYPRIRWEILVEIGRAL--MPP---EVVNY---TN-----------------------------LLKLARINWMHEG-SFPDSTRLELLKGL-------------------KPNNE-----AKARQTLLRML-------NYS--E--KY-FPGK----HFYDG-EKY-----------L------L--QNVN--QF----LL---Y-AYNP-EAYAYYE----PAQQEFATL--Y-E--------KGLFSDG-AMLHY------L----------ENP--AG-------DWVTL
WP_011744775.1 YWPDKA-DYAR--VPIQTGGRKLDYI-GLF------FTT--G-IK-------------RW-----IAACAVYPELDWNLTLALGKMF--STEK--NVLPS-Y-NN-----------------------------ISQLLRLGWFIKG-NIPDVFRLALLKEW-------------L-----SHEER-----VRVYQFLYDQL-------SQN--L--PL-ESEPDYSRRTLQL-AVY-----------D--LL--A--QTNK--EL-FEEKA-K---QLAS-IHEPNSR----LPDMVSIHL--I-NEHEYSP--VFFEIPD-AVLKR------M--G-------LDP--AQ-TRKA--EKVPL
PZN82541.1 KPPYGS-------DLAGLVRQLEQFL---------------G-TY---------GL--RL-----LRAVAVYPRPNWDLTLALDFLL--YGKLDT----A---DP---------------------PQRREQR-LARLSRLPWLTRA-HLPDWLREHLLRGM-------------------NDEER-----QRIVTVWRDLF-------GQL--T--DS-ESFD--T-LRLDI-KTP-----------N---------KRQV--KL-------R-L-ADLR-SL-RPTQ----FDDPIFVNI--L-LGGRLGF--LDFELPR-AVARL------L--P-------GGR-----------WLISL
PSR14367.1 DSDTEH-------RKWRRWRDIQDYL------SAY------D-PD---------LQ--RW-----FKALAVSPVPSWEMTIAIGQAL--E-----IPITY---DK-----------------------------LLQLARIPVLQEE-RFDERLRQELLGEL-------------------NSYDE-----AAAREAVREEL-------EAV--K--VI-SAGS----HAYRD-LET-----------S---------LAIQ--DL-----------ALEP-YDEEHRT-A--VRFLLRAGM--L-T----PA--QEAELDR-V-------A--E----------RKA--GG-------PSQAM
RME05338.1 ESDTNY-------INWRQAQECEQYF------G--------G-NG-D-------LF--QW-----FCALAVYPRPEWPITLAIGKAM--D-----EEVSK-W-RN-----------EGLLTLDN----------LLILSRVPWLQKG-EMPERLRKELLLFL-------------------HPEVE-----EIARRAITAEM-------EAV--A--SL-VEGS----HANRE-WQV-----------N---------STLQ--YF-----------ALEP-QNPEVLQ-K--VQKLKALGL--L-G---------------------------------------------------------
WP_121582103.1 APPPDA-------DVRALLLELHRWL---------------G-PR---------GF--HW-----LAACAVYPQLRFGVTVYLGLKI--TAHYG-VEVPL-F-SE-------KL--------------------LAQLTLLPWFRSG-YMPPWLRKALLDAL-------------------PEEER-----GDIRAAVDAML-------NGR--PVLPD-GVAL--P-PEARL-PVW-----------R---------PETE--GL----------------DVPPDAV----MADLMMRDE---------NA----PQVKG-DAFER------I----------FGP-----------HMRRA
WP_112393868.1 IAPPEE-------FRADLVAGLQKWL---------------G-AN---------GF--YW-----LAACAGYPQLRYVITVYLGNRL--YGAHG-PIYDE---ED-----------------------------MAKLCLLPWFRQG-RMPLWLRESLFSAL-------------------SPEQR-----AAVGGALAAML-------GSA--Q--AV-EKPT----SDEAS-EDK-----------S------P--NEAG--DR--QALT-----IWLP-AENGTEI----APDEVVADF-------------MLRDMPE-VVPTL---H--L--P-------ASS--AI-FRE---RAIRI
WP_014223264.1 LYSLKD-------QEFKNVQDVKQYL---------------N-DK-K-------LF--QL-----LCSLAIYPRLQWSLTVALLDAILKNNTSGEPAVEL---TH-------DL--------------------LLKVARIPWLQEE-KLPDNIRLQLLDSL-------------------AAETE-----VIARETILALL-------DEA--R--TI-TPAN----SPAYT-EID-----------T------Q--YAIN--AF----FL---F-SYDQ-YKYKKYA----GTKAVISDY--W-S----NL--SEWSLKE-HVNKG-GNS--L-MP--K----FKE--NQ-DAV---QEFLL
WP_014188777.1 RAPSDA-------DIAALVADLRAAL---------------G-AE---------GM--QY-----LAALAVFPAVHPKLTLLVGNAV--RDGAGRSLLTE---DR-----------------------------LASLCRLPWLRRG-RLPDWLRLALVRDL--QT---------------QPERA-----AAVRDAWTALL-------EPV--P--EG-ERDT----LRFPV-VPR-----------R------D--PGIR--AV-INELV----------RRGKAPD----LEEAILLRF--L-NDLPVEE--LGMAMPD-RIPAE------A-----RPR--LSP-----------SEAGL
WP_099007135.1 ETGCRY-------RHWNSVEEHRDYL------A-D------D-PE---------LF--RW-----LGGLCVVSQPDWNLTIAIGRAL--G-----IEVTH---DR-----------------------------LLRLSRIPWLADN-APDHSLRIQLLATL-------------------SDDDE-----KMARQAVLAEL-------AAV--K--TE-VNES----FAQTD-WMS-----------N---------RAVQ--EF-----------ALDP-VSPANKQ-R--IRELRSIGW--L-T----ND--QLDELDQ-KIEK----S--T----------AAK--GN-------AETRN
OQW38839.1 RPPYGA-------DLPLLLRQLEQFL---------------G-TN---------GL--RL-----LRAVAIYPKPHWSLTQALDYLL--FGGLNTTTLTA---DP---------------------PQRREQR-LARLSRLPWLTHA-YLPEWLRELLLLGM-------------------DRQER-----LQVTAVWQRLF-------DQH--T--SR-DGPQ--S-LSLEV-RIP-----------S---------KLQL--QV-------K-F-DDWR-AISKDAA----INDPIFANI--L-RGGKLGL--LDFRIPQ-ALAKL------L--P-------QNN-----------QSLLL
WP_069907751.1 AEPPDD-------FQAELVDELRAWL---------------G-PL---------GF--TW-----LAACAAYPQLRFAITVYLGLRI--VVERGPVREPL-Y-TE-------PR--------------------LAQLCVLPWFRTG-RMPPWLRRALFAAL-------------------TAPQR-----VRVRAAIDDML-------NGA--S--HT-DFAD-LP-HEAQL-PIW-----------R---------QQAM--GV----------------EIPADAV----MADLLFRDR---------SE--VDPVIKG-GAFSA------I----------FRD-----------VAMRA
PZN77014.1 ISPDSR-------PVSVLLSELRHYL---------------R-ED---------GW--LL-----LQALAVYPEPSWPLTLYVDWVL--NGPYIQWKLVT-P-TD-----------------SD---TRRTLR-LLSLSRLPWLRHG-RMPDYLRLALVRSL-------------------PMARH-----RHVAAIYRNLQ-------AAR-----EQ-EPHA----IALSI-GPP-----------P------K--RSFH--QL-WR----G-W------KKPHQPL----VDDRIFAKV--L-LGGKPGW--LDVELPD-VLARL------M--P--GTR--WDD-----------VVVRL
WP_081155693.1 AYRSRT-------LNFNEFEVLQQYL---------------N-DA-------W-LL--QW-----VCSLAVYNAIDWNFTLAMGKAI--------EQKAN---DK--GQ---PV---SLVNYTN----------LLKLGRISWMQDG-ILPQSLRVQMLTYL-------------------SRDAE-----ALARQVLAGQL-------ELI--E--ET-IPDD----SIVKT-RFD-----------R------H--RKLN--NW----LL-A-I-HNND-STSRSAD-AY-IWNLLNSDQ--L-D----EG--QAIFLEK-GRNTL------L-----RNPL-KKD-----------SPVGI
WP_028158838.1 SAPPDA-A-----EIDVLVSELREAA---------------G-AD---------TY--RW-----IAATSVYPELRWAMTLYLRDRL--GVRRGPPAVLA---PD-----------------------------LLDVIQLPWFRRG-WMPDWVRTRLLKEL-------------------SGSEH-----RKVRSLLIEAM-------GIS--T--GA-PR-A----PAMEI-SIR-----------N------Q--VGAP--PT----------------ERVRSDS-I--LVDYLLPIL--A-S----AS--QFFALPE-EWARK------I----------GRR--PL-------RRLSV
WP_114950317.1 TEPPFD-------FQKACVEAMRQWL---------------G-RP---------GF--LW-----LAACAAYPQTRFNITLYLGLKL--TFMTRSGPEPL-Y-TE-------RL--------------------LARLTILPWFRTG-RMPPWLRRILFEAL-------------------TPAAK-----ERVLAAVDELL-------QGK--A--PA-GVSS--Q-HLIDL-TIW-----------R---------PENR--AL----------------DIPPDAV----LADMMITTR---------SG--LVPVIQG-ERFRE------I----------FRS-----------VLSRA
OJW55655.1 QLPVHQDGYESKYLHLEDMDVLREYL---------------G-DD-D-------LF--QW-----VCAIAVYPTIKWEVILSVGAAV--LTAS--NALHK-L-NY-----------------TN----------LLKIVRIGWLNGK-TIPQDIRVRLLGGL-------------------YIHSE-----IVARGKLLELL-------KES--D--EL-ISAD--S-DAYKE-MLL-----------L---------SYMQ--SF----VL---Y-ASDT-RKNKQHE----QDAKKFLAI--W-D----KQ--AVPDLAT-VIYLK-----------------NQD--KD-WDT---PVRSL
WP_043286887.1 APPDAA-------TLAELLFQLRTAL---------------G-PQ---------RM--RW-----LWACAVFPALSPPLTLALGREL--I---------P---DD---------------------PRALALG-ASALAALPWFRYG-RLPDWLREALLDEM---------ATQ-------DPALQ-----QQLRPFIERRL-------DGA-----LL-DGNA-------PVLARV-----------A----T-P--QRVA--AW----------------LQRGRGL----ARDLVMVRF--L-EEDSGSR--LLQRLPE-GLRRR------L----------FKN--GL-------PALGL
RFC42715.1 EPPAPV-------RIRAALAELEAWL---------------G-PE---------GM--RW-----LRACAAFPVIDWHLTGYLGDGL--------RKLSS-T-KN-QG----PG--------TN--NAPPAQS-LWRLAQLPWLREA-AMPEWVRLELLKDF-------------------SAKDR-----EAVGALLYLAL-------RAK-----QP-GGEE----YALRV-VAK-----------R------P--RLVR--RL-------S-A-RLYR-KLMRKYP-E--LRDQLALTG--A-K----GE--GRFRIPT-WITAG------F-----NW---LWP-----------AALAV
WP_088278869.1 VSPPPE-------VVDQLLHELSDFL---------------G-PH---------RM--HW-----LSACALFPSLSWPLTLALGRKL--QAAREGPASEP---DD---------------------AE-LALG-AGALGALPWFRHG-LLPHWLRLPLIRRL---------P----------PALE-----TLLRDELMQRL-------ERA-----AN-PGGD-------EI-ARV-----------A----------RLR--GF----------------LIGARGE----WADLLLLRF--L-EPALAPQ--LAQWLPD-KLRRW------L----------FPH--DA-------ILLGL
WP_020536786.1 DADTEH-------RNWRRWRFIKAYL------GAY------D-DE---------LV--RW-----FKALAVFPIPSWEMTIAIGKAL--G-----IDVTY---DK-----------------------------LLQLARIPVLQSD-RFDERLRRELMKEL-------------------DEADE-----QRARAAVQAEL-------AAV--K--TI-SEGS----HAHRD-LET-----------A---------LAIQ--DF-----------ALAP-DDDDHRE-T--LRFLLRRNL--L-T----PA--QEADLDR-V-------A--K----------RET--EA-------AQQPM
WP_023802829.1 IPPPAE-------ARGELVAELQAWL---------------G-GD---------GF--YW-----LAGCAGYPQLRYAITVYLGNRL--YGIRG-PVYDE---EL-----------------------------LARLCLLPWFRHG-RMPLWVREDLFSAL-------------------PAGQR-----AAVDAALAAML-------RSA--K--KI-EAAA----PAGDG-GRA-----------S------R--NAID--RE--RALT-----IWLP-DDAGEEI----PPDEVIADP-------------MLRQMPE-VLPTL---Y--L--P-------VSF--GM-AFD---RIRNI
WP_013764854.1 SIPDGL-------LAKDLMAILEKEY--QI------PTPQ-G-QD-D---V---LL--KW-----LAACAMPPVLFWDWVQYAGQII--AQSQNQQLLTL---EN-----------------------------LYQISKIEWFNEG-QIPEPARLVLLNWL--EE-----QHP-YLAI--KLRHE-----WLKVMTLETNL-------PPI--N--SL-AWQG----HRIQV-IMN-----------Q--LLQ-K--QQLS--EH--QKLE-----AELN-RLLHADV----HQDALLIQY--L-RQKK-SG--LDQVLSD-RFRKF------I----------QKR-----------QGISW
KPA10570.1 YPPNDT-------KTNEMMRVLKNYL---------------G-QS---------AM--LW-----LSACAIFPALNRNLTVFLGEKL--S------VFNE---TD-----------------------------LLKLSRLPWFRYN-SMPNWLRHRLLFLL-------------------PVKKE-----KQIREAIKEKL-------EKN--I--NT-QQKD----DTLIF-SRF-----------K------H--GFAK--RW-FRSVL-R------------------------------------------------------------------------------------------
WP_090166331.1 DKDPSH-------IRWRRSSDLSKYF------A--------G-RP-D-------LL--LW-----ARALAVHPSPNFDLTVAIGRAL--EPHG--VIVNH---DN-----------------------------LLELSRWETLNHG-HFRRRLREELLKEL--TL---------------DREAE-----LAARAALAEQL-------RKA--Q--PA-ASGG----FAARE-LEN-----------V---------LAVQ--TF-----------ALDH-SNTEAKA-E--IANLIKADA--L-D----PD--LLDTLNR-EVALE------F----------ERP--AL-------MKDPF
WP_124870837.1 KSADQL-----------SVADIDRFL-DQPF-A-N-ENPT-E-QE---KTI---LK--QW-----AHATAVYPTPTWEMTLAIGKAI--EQHYQTDSLVT-T-TN-----------------------------LLKITTLPWLRQN-RIPSQLRQELLNGF--AG---------F-----PSDLK-----AAIHRDVLELL-------ESV--Q--TA-PGSL----------AEE-----------E---------RELH--TY--E--V-----MLTD-ENRRREG----LWKLAPFQQ-------------AGLITDK-RVVRE------V-----VAQ--SRR--TR-------VAYLL
WP_113510335.1 SAPVPR-Q-----DAEALIHDIERAA---------------G-RE---------GL--QL-----IAATSVYPELRWPMTLRLRDRL--SGAPRRPAQLD---AD-----------------------------LLRIVQLPWFRSG-WMPQWLRARLIKRL-------------------SGSLS-----DRIRRVIFEAM-------GFG--G--QN-ARDG----RSLGL-LRE-----------N------S--ERTP--AD----------------DRSRSDQ-L--MLRYLMAGE--R-I----PG--HIFTLPR-EIAHK------I----------SRR--PL-------RNIAL
WP_041756535.1 PIPAPE-------EREEIIDAIAAEL---------------P-AA---------AF--EL-----LCVLARFPDVRLDLTLHMGLML--KRRNGDPLLDE---ES-----------------------------FGALAWLPWMRLG-RLPDWLRLDLVQCL-------------------SAKRR-----EEARQLYDLWL-------AQ---G--LP-QQGG----DDTPI-AYE-----------P---------GAFA--RL---------L-RRHV-ASDPSTP----LRDVIFLKS--Q-RGEEISD--IDLRAPD-VLRRL------L-----RPGF-LDP-----EWIA--GAVAL
KSB89100.1 EPLDED-------LIDGLLEDLKTWL---------------G-ED---------LM--RL-----LRALAVFPRLEPTLTLALGKTL--KTADGRSCLLN---DD-----S-----------------------LLRIVRLPWLRAG-RMPDQLRERLARDL-------------------SHKDL-----RATVRMVHAFL-------VSD-----TE-ALRH----HVSRP-PRR-----------P---------DLLI--HW---------L------RQSEDSD----LHDPLLIDA--I-D----GR--APDKLAT-PAAPG------L-----IER--LRQ--AA-------RSPAL
WP_111347099.1 KTPSAL-----------TVADVRTFL-EKSF-P-T-ESID-S-SQ---QEL---LW--QW-----ACATAVYSTPNYEITVAIGKAI--EAYAHTSELVT-T-SN-----------------------------LLKITTLPHLKQS-VIPDDLQDALLRE--------------L-----PRAIE-----QVARQAVLDML-------DKS--A--PP-LGSR----------AET-----------D---------RNLQ--RW--IQWL-----ELDD-PEKRKEA----LRELQPYQQ-------------TGSLANR-RARQQ------V-----EQK--INQ--KK-------QRYSL
WP_069471021.1 NSPEAT-------VQAELLRQLKVYL---------------G-KD---------NY--QC-----LCATAAYPELHSALTLHLANNF----------------NC-----------------LN----------TTKLIRLPWFRQA-YMPDWLRQRLLEDL-------S-----------TPQIR-----AALKTVPLAAT-------DKV----------------------LTD-----------K----------------------------LYIK-VIGQNWA----ITSAKFLAY-------------IATQFYR-LLTPL---K--L---------------SF-------AIITL
RTL32013.1 LSADPA-KVGA--IVSQLVTQLQTYL---------------G-EN---------GF--YW-----LCACAVPPLLHRRLALLLGEQY--FLRCG---ASE---ER-----------IRYHMARN----------WRLMVRLPWLRDESQMPAWLRLALLTRL-------------------PESIQ-----DELREVVRGALGQPLVNASAAS-K--PDGSHGE----VSLGF-ESP-----------A---VD-E--ALAS--GL-------P---RPDR-RLSPEQA-E--PAYALFIGF--VREEQSASR--LALSIPG-GWQRW------L--PG------VMP-----------RPSW-
PPC90465.1 ----------------------MAWI----------NARI-N-DD---------GL--RL-----LRVLAMYPKLEPALTLALFKHL--TAAPIQRRLHA---NA-----------AETLSPAT----------LLKTITLPWCRQG-WLPLWLRQALLKNI-------------------DNQDY-----NHCRQFFLRLF-------DND--S--PA-LNDA----STLAI-QKP-----------M---------PFWQ--RI---PLI-Q---HLRQ-QAGYSSP----LRDTIFTQI--L-L-FPHNP-IETMPLAK-RMLKN------L--P--NAI--FSV-----WG----SILAM
EXI79134.1 EAPATT-------ELVALVEQLRSFL---------------G-PT---------AY--TW-----LAASAAYPYLSADLTAYLAHQL--SEAPPSAARSG-A-AS-----------------SD--ARLLEAR-LVGIAQLPWCRLG-LMPDWLRRALFLSL-------------------APATR-----ERVRAVLARLF-RAAGQ-DDI--AL-GV-SLGA----VASGG-PAP-----------T-RRQA-H--SLLR--SF-ARRIG-L-A-GVVA-NEPPDSP----LRDVIYLGV--L-RGDFDAE--LTLDAGE-DFARA------V----------RSE--TG-------PRLTR
WP_027573943.1 IPPPNE-------TIEAMVDDLYRWL---------------G-DR---------GF--YW-----HAACAIYPQLRFDLTVHIGRVL--QAGPQHDAPVL-L-QD-----------------TA--EDRRA---FERMTALPWFRSG-RMPEWLRRRVLAAL-------------------SREDL-----DRATAVIADLF-------RNA--------PARE----GPLAV-WWP-----------R------T--GALA--IP-PDAVM-S-E-AFQG-DIKHEAE-PIIVSEARKAEL--L-R----AA--RRMQLKR-ELTTG---T--F----------FLL-----------ACIGL
WP_115384527.1 TSPEEE------------IEALRTAL---------------G-PF---------GF--QW-----LCACAVYPALQFGLSVHLGRRL--AQAVRRPEPDG---DE-----------------------------HRALFRHRWFRQG-FIPRVRRRLLVQRI-------------------DPALE-----RVVREAIFEML-------DRL-----AS-AEGG----SRLPL-RRR-----------P---------DLWR--RL-------T-D-ALLT-DDTERGP----LMRRLARAV--L------PP--EPQDGDR-VYVAF------M--T--GGR--VQP-----------EDLKL
RME99136.1 -------------------------------------------------------------------ALAVFPLLSWEMTIAIGRSL--R-----VSVTY---DN-----------------------------LLRLARIPALQKD-TFDERLRQELLREL-------------------DPQAE-----RKARQTVQTEL-------AAV--K--AI-AQGS----HVQRE-LET-----------A---------LAIQ--HF-----------ALNP-QAPENQD-T--IRFLLRTGI--L-S----KG--QEAELDK-V-------T--T----------RYA--GA-------EMQKL
WP_114406626.1 KPASKL-----------TIAEIDRFL-ENPF-D-T-EKPT-E-EE---ITR---LK--QW-----AYATAVYATPTWEMTLAIGKTI--ERFQGTDAFVT-T-TN-----------------------------LLKITALPWLQQS-SIPEPLRQELLARF--DA---------L-----PTAMK-----TAIHQDVLQLL-------ESV--R--TK-PGSL----------AEE-----------E---------RERH--TY--E--V-----MLTD-EKHRLEA----LRKLAPFQK-------------AGLITSP-TVDRQ------V-----GAH--ERR--KT-------VAYGL
SFB64657.1 ERPGAE-EIG------RLVSEVSLYL---------------G-EN---------GF--YW-----LCCCAVPPVIDHELTLLLGEEY--LKGAD---ARS---DR-----------LRYHLSHN----------YRLLSRLPWMRHK-RMPNWLRLAFLAHL-------------------PVAVQ-----QEVRTVVERRL-DPM--------R--PS-VRGD----LKLNF-ELP------------------Q--PMAR--GA-------D---RA--------RE-T--KGDSLYIGF--M-SGINAAE--LSLRLPG-AWGDW------L--KR------LDR---------F-HSLWY
KPA16449.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------MKTKLI----------------------SKDNQ-----KIVQNIIVDLL-------EKN--P--PP-KGSYAADTYHLNL-AVQ-----------R-WMLH-P--KGKK--QK-------H---DVQN-AVIDDKR-I--SKDFTLLRI--L-DTMPSSP--LQLIIPE-RLRRI------F----------FSN--AF-------ASVWY
WP_089727103.1 --------------------------------------------------------------------MAAYPQLHWGLTRLLDLSL--FPDPD-PVARE---RR-----------------------------LLKVARLPWSRAG-WLPDWLRADLLERL-------------------DRGDE-----HRLRRLYRRLL-------RPE--P--GT-GTGR-LA-LPVNL-PRAVGPWTRLREWLR------Q--RGWRLDRW----LS-----ASRT-LSAEHGA----LNDAIFADV--L-FGWRLRL--LDFVLPK-RLLRP------Y--L--GGT--LRR-----ALL--------
OQX97254.1 LTKKEQ-------YNFKNIENFKQIF----------FS---D-MD---------MF--LW-----IISLSVHQKINWEIILAIGKAL--ENH---QIIKE---KS--------------LSYAN----------LLKLMKINFLKKS-AFDEKWRLDLYGLL--KE---------------HKNTE-----EIARKAVIELY-------QNT-----NL-PKNS----FAHLQ-KEI-----------Q---------IDTQ--NL-----------YLEP-DNKKYQD-K--FNLLKQEGL--I------EE--IEYMIVD-IDRKY------I----------RKR--NI-------KTIKI
PWE78691.1 APPDPE--------QKALIEDLETWL---------------G----H-------GF--FW-----LAACGVYPTLRVDLTLWLGARL--------HRYGH-P-AN-----------PIIFSEEL----------FARLCLLPWLRVC-HMPDWLRTATFNAL-------------------SDREK-----KMLRDVIDELA-------AAN-----AG-ESGE-VR-LGLQV-WQA--DW-------R------G--QPLA-----PDNVM---I----A-FKSDAAP----WDRLRQEEA--T---AASDA--QRTWLMR-GLGRL---VL-I-----AA---WAG-----------VAVWL
WP_114829622.1 LPPAPE-------TQKVVVEAIQRWL---------------G----A-------GY--FW-----FAACGLYPQLRFDLTLCLGQRL--------RRFGE-P-AN-----------PRIFTEAI----------LERLCGLPWLRSG-HLPDWLRIAAFAEL-------------------SDREQ-----RMAKGVIDGLL-------SGA-----RP-ALAE-LR--NLPV-WQP--DW-------S------G--QPLS-----DDEVV---L-ERAG-TTPEPPP----VDAAAIAAA--V---AA-DA--NRRWLRR-GFWRI---AG-F-----AA---WAA-----------IASWL
WP_108827924.1 VAPSPH-------ETDDLVRQIFGYL---------------G-SQ-D-------GV--TL-----CAALAAVPSFNNDMVLYLSGEV--LG----RPLDD---DL-----------------------------SMRFAGLPWMDNH-RFPDWLRLAILRHT-------------------PKQTK-----DALREQLALMF-AGLM--ERS-----DE-SYSD----TTVSI----------------------L--KSLN--YL-------D---TIKD-RLGMGAG-VV-AGEGVFLRF--L-D--------DDLAEDN-ALDQD------I-----GD---IKM--HI-------TNTRL
WP_128398894.1 IPPRDP-L-----YRRKLASRVLTYA-VGHI-SEQERG---T-ER-S-RET-G-AV--ELDARAAVTALVLFPKISANLTPQIWAAV--TG----RDLSA---SR-----------------------------LSRLSRLPWFRSG-HMPDWLRADVAASF--KV-W-------L-----DNTRHSQERWHELRAQLASFA-------TAC--L--DR-PANA----ESVVV-YRR-----PSTL--N---------NALN--EL-------R---LVVN-ETSPADR-MF-IEDRLFLTF--V------ES--GTVADDD-ALSID------I--G-------TAE--RP-TTS---MLLGL
WP_109824510.1 EELSEE-------EQQEQIDALHLFC---------------D-PQ---------TF--RL-----LTVVAAYPELHWPLTQRIESEL--CADQ--SMVQR---EQ-----R-----------------------LLNLLRLPWLRAG-KIPKWLRLYCYYEQ-------------------SLKQH-----QETQALYRSLF-HQAEI-KAE--G--ND-SKDY----LALPF-NAS-------AA--K------K--PHQA--AF-LRWLK-T-L-NKAQ-ESTLDDS-L--WEDQIFVDT--L-WGKP-KD--LDVPLTK-RLAVR------L----------PKG-----------RWGRL
WP_089726450.1 RRPQSS-------RFKADLAALRGYL---------------G-PD---------GY--LL-----LGAMAVYPVLHWGLTQVLDSRL--FPDDT-PERRE---RR-----------------------------LLRLAQLSWCRIG-WLPEWFRIYLLRRL-------------------TRRER-----RTIRGEFRILL-------RLR--AT-AT-DGAA-IR-LPFRV-AER-PPR-------H------E--GGWR--DY----LA-----GLIG-QAPDHSR----IKDAVFANL--I-LGGRLGL--WDFTLPR-WIGRR------L--P--GGQ--WPR-----F----------
WP_064031226.1 TLPPVQ------------LQPVLDWI-SHRY-G--------G------------GV--RR---L-LGFLAVYPALHGDLSRALFDYA--AAES--KGFTA---ES-----------------------------LLTTLGLPWCRQG-WLPGWLRRALLAEM-------------------TRDDR-----RLARRFFLRLF-------SGK-----QP-AGHI----VQLQL-QKQ------------------P--AWWR--VW-------P---RFGG-RRGELKS-P--WRDGIFAEI--L-LLPRWHW--LEQLLPR-RLLAA------L--P--NML--ISA--WP-------RRFAL
WP_089726777.1 --------------------------------------------------------------------MAVYPALHWGLTQILDSRL--FPDAT-GERRE---QR-----------------------------LTRLAQLTWSRIG-WLPEWFRIDLLRRL-------------------TRRQR-----RAIRREFHSLL-------DPR--AT-TT-GNTT-IR-LPFRI-AKT-RPW-------R------E--GGWR--DW----LE-----GLIA-RAPEHSR----LKDAVFANL--V-LGGRLGL--WDFTLPR-WIGYR------L--P--GGH--WQL-----W----------
WP_088747267.1 PMPVHS---AE--NPDVDWTALKQYL-TIP-----------D-QN-G-YPDEG-LY--TL-----LCALVCFDPITWEITLAIAKAL--KDN---GIISG---QT--------------ATHNS----------LLLLTRLPWLQQA-YMPPSVRQYLLDEL--RQ---------------MPQAE-----LVARKAAIELL-------DSI-----DL-KEDS----FARRK-KEQ-------FL--Q---------QQLT--EA-------G-N-ALQF-AETEIVS-R--EKEQMRLKV--K----------GNTQQQE-QYEQQ---K--M--PD------AKP--RM-ENP---QLLEL
WP_056564930.1 IPPVDD-A-----FRDRLARRVTAYA-CARI-GELEEGEL-P-DD-P-YQQ-D-DF--ALRAGAGLAALALFPRLDPNFTPALWRQA--TG----QAPSA---AR-----------------------------LARLARLPWFRVG-RMPDWFRSDLARCF--QR-Q-------T-----ERLAR-QDLWKKLRTDLTVFA-------NLC--L--VR-SSAA----FGTQV-YRP-----STTA--E---------KLLS--QM-------R---ELRK-GADPASR-AL-VEERLFLTF--V------ES--GEVADAD--LAVH------I--P-------APD--RL-TPA---MRLSL
ETR72973.1 -----------------------------------------------------------------------------------------------------------------------------------------------------MPNWLRRRLLFLM-------------------PEEQE-----NRIREAIKENL-------DKN--I--TR-EKKE----ESLIF-SRF-----------K------H--GFAK--RW-FRSVL-R---AIQR-KSSEDSE----WRDFIFIQF--L-E----NR--LTFRISK-KMHQV------F----------TNS----------------
RMF28591.1 -----------------------------------------------------------------------------------------------MEVHY---DT-----------------------------LLLLGRIPWLQQG-QWPEKLRRQFLEEL-------------------RPEEE-----QAAREAVLREL-------EAA--G--RL-IEQG----AAAQE-LTA-----------Q---------VALQ--KF-----------SINPFEQANATE-V--LRL---KSWRMF-D----RR--SLSELQH-SLQRR------YHPPETQDRPWYQE--ES-------PESNV

############################################################################################################
14. iSvmX2 alignment
############################################################################################################

WP_072362507.1 STVKTI-PQ-TVYIQI---ADED--Q----------------RKRGN--D--LRANL-------------N-G------GG-FN-------A--P-G--VE-NVGR-KGLYIPGS---------TEVRYYGEDD-------LA-------GALRLI-TEL---K-AMNLG--------L---K---------IK------------DDPVK---V----KKGK---VGT----------------YEIWFSRS
RIK77327.1 DTVR-I-PA-RIFIHI---RGEY--Q----------------REAAK--K--IGARL-------------Q-A------AG-YL-------V--P-G--IE-RLVD-KG---PEA---------TELRFLRKAE-------QE-------EAMKIV-GLL---N-KMGMQ--------V---K---------LA------------DHSAN---Y----ENAKNVRPGT----------------YELWFAPG
WP_008625860.1 SNRT-I-NP-IVYIQF---GHDS--D----------------RAKTN--G--IRSKI-------------S-G------QG-FS-------A--P-G--VE-LVES-AK--TLSE---------NEIRYFWESD-------LV-------FANSLK-GLL---M-DDGID--------A---V---------VK------------FVPAY---R----NKTK---EGT----------------LELWIK--
OQX27546.1 PGSK-F-KP-RVFFHI---TDES--Q----------------RGLAN--G--LAKKI-------------S-S------DGSLV-------V--P-G--IQ-KVDK-SK--SPPS---------NELRFFRKSE-------EE-------EANKIA-LKI---S-ESGVK--------V---T---------LR------------YVAGY---E----NSDK-VRAGT----------------YELWISSS
WP_084122238.1 DKQS-V-QP-ILYIQI---GDNS--N----------------RSKAN--A--LRSKI-------------S-G------IG-IQ-------A--P-G--IE-LVES-AK--NLAS---------NEIRYYWEND-------AI-------FANSLQ-ILL---D-GEGIQ--------T---N---------IK------------FIPTY---K----SKTK---EGT----------------LELWLK--
WP_115216918.1 GDAC-K-GT-TVYVQI---YDGA--Q----------------RDTVR--T--YREPW-------------R-A------MG-AS-------V--P-P--IE-DVVD-TA--QRAGRATPMPVRETTVRYHDSAS-------IA-------CARALG-------P-AVGFE--------N--WV---------VE------------SLSAK---L----KPSR----RT----------------VEVWVAPA
WP_090985510.1 STSL-I-LP-RAYLHI---SSED--Q----------------RGQAN--V--LQTVL-------------Q-N------EN-FQ-------V--P-G--IE-NIG------KRGDRYIPAK---TEIRYYRAEE-------FS-------EALRLF--NI---V-RSQFP--------N--LT---------MS------------PAPVK---IPGNGRGTR-P--GH----------------FEVWLSK-
WP_076199904.1 QAAD-R-QP-VAYLQI---ADEV--Q----------------RPLAE--A--LAARL-------------R-K------FG-YQ-------V--P-G--IE-MVGE-RA---------PAA---TEVRAQGKSD-------QG-------FARWIS-RAV-G-E-LGGQP--------A---R---------LS------------TLRNA--------RPTT----DT----------------YEVWLGRG
KZC00495.1 PENA-K-RV-RAYIQI---ARED--Q----------------RANAN--K--ASAAL-------------R-G------IG-VF-------A--P-G--IE-NVGS-RA---------PNN---AEVRYFNDED-------ES-------TAESVR-SVI---K-GTTGL--------E--FK---------TN------------RHSGS---S----KAPL----GS----------------IEIWFDK-
WP_123209858.1 ALPL---KP-RVYIQI---AGES--Q----------------RAAAA--C--LGKRL-------------R-E------YG-YA-------L--P-G--IE-NVGG-RR-------APPA----SQLRYFFADE-------AS-------WATRLR-------A-DLADA--------A--LR---------CQ------------AFPDL---A-A--EDPQ----GQAIRDFSGKAGGARPYHFELWLAAG
WP_111545643.1 APIG-A-KP-RVFVQI---AKEN--Q----------------RADAA--K--LISGL-------------V-D------NG-VN-------A--ARG--IE-NVGS-KA---------PSS---GEIRYFSAED-------RD-------NANKIK-AIL---D-KLSPA--------A--FT---------IQ------------RENIP--------NSPQ----NV----------------FELWYPRG
WP_087658252.1 PLAC-K-GR-TVYLQI---YGPE--L----------------RDRVR--S--LREPW-------------R-A------LG-AS-------V--P-P--VE-DVWD-TA--RRSGRKAPQPYTVPTVIYHDPDS-------KP-------CADQLA-------P-KDAAP--------Q--WS---------VV------------PLSAR---L----EGRP----GT----------------IEVWIPPL
WP_027102113.1 DRAL---PT-RVYIQV---GGPQ--D----------------RVRAQ--A--LSAAL-------------R-G------AG-IV-------V--P-G--IE-DVGA-RR-------APPR----NDVRFCEAKS-------DA-------AVREQV-KAA-L-D-PVLKP--------T--AV---------WV------------ALAPS---L-C--TRVR-Y--NH----------------MEVWLARS
WP_072345265.1 VPAC-K-GI-TIFIQI---YGPN--G----------------RDNVR--A--LRSLW-------------R-A------EG-AS-------V--P-P--IE-DVLD-TA--RRQGRSAPTPYGMPTVIYHQEDA-------KA-------CAEALP-------K-LASKP--------EKSWV---------VV------------ELNKR---F----EKFA----GT----------------IEVWLPPT
WP_066348177.1 AKDE-K-KG-LVFIQY---NNQS--K----------------REDID--K--FRETL---------------S------QE-WN-------A--P-G--IE-FIAE-YN--SPSGKY-------GDVRFFHTDE-------EE-------LANQLQ-ATL---N-QKYCPEK---PEGC--FV---------IR------------DLSEN---Y-P--NLPK----KQ----------------FEIWIDAN
OYZ26709.1 TAMA-Q-RP-VAWIQI---ANEA--Q----------------RPLAE--R--LARRL-------------R-E------VG-YD-------A--P-G--VE-NVGD-RS---------PATR--SEIRTQGNSD-------QA-------LARWEA-QAM---R-KLDLG--------D--PK---------LT------------VLRKA--------TPKV----DT----------------YEIWFDRE
WP_115137639.1 QAKN---RE-TVYFQF---AG-G--A----------------REQAV--A--LSRCL-------------K-A------GG-YI-------V--P-G--EE-RTTS-AI--DK-----------KEIRYFHETD-------KP---IAEALVQELN-ACL---A-LGGYV-T------R--VT---------LA------------DFSSY---A-GK-KNRQ----GV----------------MEVWLELP
WP_126065206.1 DFKC-K-GI-TIYLQI---YGPE--W----------------RDAAR--M--YRKPW-------------R-E------MG-AS-------V--P-P--IE-DVVD-TA--RRDGRRPPQPYPVPTVIYHNATA-------RS-------CALALQ-------P-PGTEP--------R--WQ---------IH------------ALPNK---L----DAVQ----GV----------------IEVWLPPS
WP_100856238.1 EDIC-R-GK-TVFIQV---YDGA--D----------------RDIAR--T--FRAGW-------------R-S------LG-AS-------V--P-P--IE-DVMD-TA--RRSGRATPIPVRSSAIRYHDPGS-------EA-------CAHRLAAGITKEYR-GSSDQ--------A--WK---------VQ------------PLAAG---L----QGTR----GT----------------IEVWVSPS
WP_108851341.1 EPAY-S-GG-PIYLQF---GDPI--T----------------RDQSA--R--FAETL-------------A-E------NG-WP-------V--E-G--AE-EGGE-WV------KAVPDR---NEVRYFDPAH-------RD-------DAVRLA-HAI-H-A-LIPES--------E--IA---------VR------------DFSRL---A-G--KVSA----GH----------------LEIWLIDL
SEL98848.1 PERC-Q-GI-TVYIQI---YDGS--Q----------------RDGVR--E--YRDAW-------------Q-K------IG-AS-------V--P-P--IE-NVTD-SA--RKAGRPAPSPVRGPTVRFHDQAS-------ID-------CAVALG-------P-AFGFK--------D--WR---------VE------------PLSPQ---L----KATS----RT----------------IEVWIPPP
WP_004162045.1 PKLE-T-QG-IVYIQF---QGSL--E----------------RNSMK--Q--LAKLY-------------Q-Q------KG-FQ-------A--P-G--VE-RIAG-NY--R------------NEVHYFNPSD-------AE---LAS-QVATIA-QNF-F-A-QKSCP-I-E----N--IK---------LQ------------KLTNN---N----NVPK----GQ----------------IELWIHHS
WP_103112914.1 QTAS-K-KG-IVYIQV---PLES--V----------------KSEAG--R--LQEFL-------------R-K------QG-YV-------A--P-G--IE-VVGI-NV--------SPKN---SQIRYFYEEQ-------EE-------SAKQLS-GML---D-GFGLK--------G--FN---------PT------------LIPGY---E-G--KASR----EL----------------LEIWYGRT
WP_108903679.1 AAIK-A-ST-RVYLQA---TPDF--D----------------KKSTI--K--LRNTL-------------E-S------KG-FS-------L--P-G--IE-TVSQ-KI--------SPEN---TEVRYFNEKD-------KP-------IADIIS-KVM---K-QQGLE-----------AN---------VK------------KINPE--------KPIN----RS------------Q---VEVWLKK-
KDB54115.1 GIEA-K-KP-LLYIQI---QRES--D----------------RAIAS--K--IQIAA-------------Q-N------NG-FL-------A--P-G--IE-NVAA-KK--LKSGAK-------TEIRYFREID-------AP-------YAKNIA-EIF-E-E-SLTGN--------D--YR---------IV------------HVKSL---A-S--SVSR----NL----------------VEIWLP--
WP_123088476.1 NADG---RS-TVYTQI---HDEA--T----------------RRDAN--E--VLGGI-------------R-A------LG-IA-------A--P-D--IE-DVDA-TA--RRNNRAPPFRWPQPTLLYSGRGS-------A--------CAIALR-RWL-I-Q-WPGFA--------G--TK---------AI------------SLPPA---F----SGKP----DV----------------IELWVPPL
WP_039689261.1 SDVG---TT-TVYFQF---AG-S--S----------------RELAE--A--ISARL-------------E-D------RG-YF-------M--P-G--EE-RTSI-AA--GK-----------REIRFFFDED-------RE---QAEGLMKELN-DVL---L-VMGLK-A------D--VS---------LA------------DFTNF---Q-GA-KPRR----KT----------------LELWLEPV
WP_063673491.1 RSDG-R-SF-TLYTQI---YDEA--Q----------------RAAAL--D--LLSRV-------------R-P------LG-IV-------V--Q-G--VE-NVTA-TA--QRNQSKPPIPWR-RPTLLYGPEG-------LA-------CAQALA-RWM---Q-SDLGT-----------VQ---------AL------------PLPAS---M----ASSG----TV----------------IELWLPAS
WP_055925606.1 TQLC-Q-GA-QIFIQI---YGNE--G----------------REKVR--Q--LRDPW-------------R-A------VG-AS-------V--Q-P--IE-DVNA-SA--RRLARQPPSPVPEPTVIYHTDAM-------QA-------CAKALG-------G-LVQHP--------E--WQ---------VR------------QLSKV---Y----TPTR----NT----------------IEVWLPPA
WP_108006966.1 PAAC-A-GK-TIYVQI---YGPA--E----------------REFAL--I--LRPSW-------------Q-A------SG-AA-------V--P-K--IE-DVWD-SA--RRAGHRPATPYPVPTVIYHSESA-------KS-------CAASLP-------P-AGSSP--------A--WD---------LR------------LLPAH---F----TARP----DV----------------IEVWLPPY
WP_114968883.1 QAST-R-KP-VAYIQI---ANEA--Q----------------RPMAE--A--LASKM-------------R-S------FG-YE-------A--P-A--IE-LVGE-RA---------PAT---TQVRVQGKSD-------RS-------YARWVR-KVT-G-E-ALNTP--------P---V---------LS------------GLHNA--------KPKT----DT----------------YEIWLGRS
WP_013292372.1 SPAN-S-TV-QLWIHI---RNSK--Q----------------IELAQ--D--IFRKL-------------I-Q------AK-SQ-------P--W-H--IE-QKPI-QK--VDDG---PLK---SQLRYFKRED-------RS-------QAKKLL-AAL---Q-KSIPK-----------IE---------LC------------DLSGK---F----DQIG-WV-KP------GH--------YELWLSPD
WP_008064192.1 AFKG-V-KP-RVYFHI---PNDT--L----------------KKTAA--N--ISKQL-------------Q-K------KS-FD-------N----G--FE-VVVP-GI-DVRKG---PRT---NELRFFKDSE-------RN-------EAMKIQ-DEL---K-ALGVS-----------TK---------LV------------DFSST---Y----ENSS----NI--RPL--H--------FELWYGWE
WP_109126008.1 MSEG-R-PF-TLYTQV---YDES--A----------------RDPVS--D--IVTPL-------------R-A------LG-VA-------V--P-G--VE-NVAA-TA--TRAGRRKPSPWG-QVTLIYSPGG-------DA-------CASALK-TYF---A-ARWPS-----------ID---------LI------------PMPGA---L----KGSS----ST----------------IELWVPNA
PPD34954.1 QQEA-R-AN-RIFLQI---RDDR--Q----------------RHAAG--K--IQEIL-------------A-A------NN-YL-------V--P-G--IE-TLAN-GP--SA-----------TEVRYFRNNE-------AD-------QAQKIA-DLL---L-KEKIP--------G--VS---------TK------------YIAGF---E-NS-KSIP-N--GQ----------------FEIWFAPD
WP_045829595.1 QPGQ---PF-TLYTQV---YDEA--T----------------RSMAA--S--VLARV-------------H-A------LG-LV-------V--P-G--IE-NVSN-TA--SRNGTRAPFEWR-APTVLYASSG-------AS-------CANALV-AW----A-NATLP--------E--LA---------HV------------KARAV---A----LPPG-T--GK--AET-----------LELWLPRK
WP_082542622.1 QGIS-R-RF-VVYTQI---YDEA--E----------------RASAE--T--LLPQL-------------R-D------LG-VA-------T--P-G--IE-NVTA-SA--ASHGRTLPFQWH-VPTVLYSDAG-------TQ-------CASAIS-AWM-G-A-TRPFA-S---PR-A--PQ---------AV------------PFPLS---I----RGEP----NV----------------IELWIPGT
PYL06896.1 QSSA-T-KP-RVYLHI---GGES--Q----------------RSSAA--G--IEAAL-------------Q-S------AG-FV-------V--P-G--IQ-NVLG-RA-------YIPDT---AEVRYFVYPQ-------SK-T-----KADEIL-AIL---T-KAGCK-D---GR-S--SY---------VK------------PSAQD---V-A--TSSD-I--ST-------H--------FEVWFGKN
WP_097197941.1 SEIC-K-GV-QVYIQI---YDGS--Q----------------RDAAR--T--YREGW-------------Q-G------MG-AS-------V--P-P--IE-NVTE-SA--RKNNLPPPRQVSQPTVRYHDKAS-------IG-------CAYALR-------R-DA-----------N--WS---------VE------------QLSPR---L----KPSN----RT----------------VEVWIPTS
RPH91631.1 AKDE-K-KG-LVFIQY---NNQN--K----------------KEDID--K--FRETL---------------S------EK-WN-------A--P-G--IE-FVAV-YK--SPSGKY-------GDIRYFHTDE-------ES-------LANELQ-VTL---N-QKYCPEK---PEGC--FV---------SH------------DLSGN---Y-P--NLPK----KQ----------------FEIWIDVN
WP_108260378.1 PEAV---RP-VIYPQA---GSED--G----------------KARAE--T--LRSAL-------------G-D------KG-WV-------L--L-A--TE-VVSA-SP--SN-----------GDIRYYHAEQ-------LA-------CAEQLA-QDI-A-A-TGGFG--------K--PK---------LI------------YLGDR---Y----RNLP-T--GR----------------MELWLAAP
WP_093375487.1 PNVC-A-GA-LVYIQV---YGSE--A----------------REQAR--S--FRKPW-------------R-A------LG-AS-------V--P-P--VE-DVLE-SS--RAAGRAPPAGHRRPTILYHDAAQ-------LA-------CAEAMS-------R-TVLPP---T-VT-R--WT---------LQ------------ALPSP---V----SPTP----GT----------------IEVWLPRP
WP_110398969.1 RSQR-E-RP-VAYVQI---AHER--Q----------------RPVAE--A--LLSRL-------------A-R------AG-YR-------T--P-A--IE-NTGA-AR--------APAR---PEVRSQGASD-------PD-------LARWNQ-RVL-G-E-VAGLP-----------AG---------LA------------LLRNA--------RPDN----DT----------------YEIWFDAA
WP_056875725.1 NDAV-L-PL-RVYLQI---GDEA--D----------------RETAR--R--LRKSL-------------S-N------AN-VV-------A--P-G--IE-LVDA-RR--------TPAR---SDLRYCADKV-------AP-D-----ALGRIQ-AAL---Q-QASLS-----------AE---------PK------------PLSAS---A-C--ERVR-F--NH----------------VEIWLQRG
WP_043694624.1 SARQ---PF-MLYTQI---YEES--Q----------------RVIVL--R--ELAAV-------------R-Q------LG-IV-------A--A-G--VE-NVTE-TA--RRDGRHSPFEWK-TPTLLYAPDG-------KD-------CATALV-NW----A-NATMP--------S--LA---------HN------------PARAV---P----LPIG-T--GS--ANV-----------LELWVPRP
WP_045996802.1 ALVS---DT-QIFVHF---GDNV--A----------------QKDIE--T--LADNL-------------I-A------LD-WR-------I--P-D--GN-ARGE-QV------ENTPQR---NEVRYFHPQD-------SD-------AAIALA-ETL---Y-ALSPD-T------P--IS---------VR------------DFSRL---G----SYVP-N--GQ----------------FEIWVNAL
WP_093433135.1 DSAT-L-PI-RIYLQV---GDRA--D----------------WPAAT--R--ASEGL-------------R-Q------AG-MI-------V--P-G--IE-LVPA-QN--------TPRQ---NSVRYCKDKV-------SP-A-----ALERVR-TAT---A-SQVTP--------A--PA---------MT------------ELASK---L-C--NNVR-F--NH----------------FELWFARG
WP_081162396.1 ALDA-L-PI-RVYFHI---SREV--D----------------RAKAK--E--IETLL-------------E-D------SG-PSFSSQPVIV--P-G--IQ-FIDA-PK--TQ-----------TEVRCFKKEE-------CD-L-----LGNRLL-EFL---K-TNKVP-----------AA---------LK------------NLSAT---Y----QNST----RI--RPN--H--------FEVWFGPL
WP_063574323.1 GTDR---PT-TVYTQV---YNDT--S----------------RERAM--A--YNAAL-------------K-T------LG-LR-------A--P-G--VE-NVTA-TA--ARRGTRIPFQWNQPTLLYTTSDG-------AG-------CATALA-GWA-T-T-AHHIT-----------PQ---------VV------------PLPQG--------QGRP----GV----------------LELWLPAH
WP_125951845.1 SNVC-K-DM-TIYIQI---YGPG--Q----------------RELAR--A--LRPDW-------------Q-A------LG-AS-------V--P-P--IE-DVQA-TA--STAGRRSPSPVKQPVIRYPLVGS-------DT-S-AQK-CAIEMH-KHM-P-A-GFAPP-N------G--WA---------IE------------PLAAQ---L----KPSS----KA----------------IEVWIPPW
WP_012348191.1 AAGD-L-RP-RVYIQI---ASNA--Q----------------RAFAT--R--LASRL-------------E-R------AG-YD-------V--P-G--IE-NIGA-KA---------PRQ---TDLRAQGASN-------PG-------LARWMR-KVI-T-E-TTGAP--------V---A---------LR------------VLQRA--------QPAI----DT----------------YEIWLGQD
WP_019700968.1 NETC-K-GV-TIYVQI---YGPA--N----------------RETVR--G--FREWW-------------R-N------WG-AS-------V--P-P--IE-DVYD-SA--RRNGRGNPAPVDRTVLRYHDARA-------KE-------CATAIS-SAIGI-A-SNGAT--------Q--WR---------LE------------ALNPA---L----KASA----GV----------------IELWVSPK
KLD74247.1 QTKQ---AF-LLYTQI---YDDR--Q----------------RDEVM--A--SLAPV-------------R-D------LG-IV-------V--P-G--IE-NVSD-TA--RRSGQRTPFEWR-TPTVLYAPQG-------AV-------CATALV-AW----A-NAALP--------A--LT---------KQ------------PARAV---A----LPPG-S--GQ--PNV-----------LELWIPRP
WP_106866285.1 DKVQ---AK-RLYLQY---FGPQ--Q----------------QGLAH--N--AAVNL-------------G-S------QG-FS-------V--P-P--AE-DVSG-KA--------KPTSN--TVVRYFHEAD-------KD-------TAAKCK-GLL---P-LSITG--------A--ID---------TQ------------LFPNT---Q----KLVP-A--GQ----------------LEIWLAPT
PYQ28354.1 SKAE-T-AP-KIDLQI---AEES--Q----------------REGVR--D--LQTDY-------------I-K------GG-YV-------A--P-G--IE-NVAK-LG------AVIPKE---TEVRYFREED-------KE-------EAAKIA-AQL---A-KEGVT-----------AK---------PV------------EVKQN---G----NEKA----RQ----------------FEVWFSRN
PVX74015.1 DTKT-L-PV-RIYIQI---GKSA--D----------------LASAK--T--ATGAL-------------R-Q------AG-FI-------V--P-A--IE-QVEL-RN--------APSV---TSVRFCPDKV-------GG-A-----ALQQVK-EAM---K-ALTPP--------V--ET---------FF------------ELKPF---Q-C--GNVR-Y--NH----------------FELWYAAK
WP_103111082.1 PDCN-E-NR-QITVTVQYPSGSQ--Q----------------EENAQ--K--LRQEL-------------S-D------RG-FN-------V--P-GDRPE-PVPE-RA-------APPQGQ--AWIKYFYDDD-------RA-------AAKCLQ-KVV---S-QPLIK--------N--AK---------LQ------------PNKKL---Q----RGYE-R--GT----------------IEVWYPAK
WP_092870064.1 APAE-V-CS-KVVIQY---VGDD--S----------------RST----Q--ISNAL-------------T-G------LG-YQ-------V--Q-E--AE-MVAT-AK--GK-----------AEVRYFWDSD-------KA-V-AAK-LAAQLS-TVM---P-GTTVN--------P--VS---------LV------------NWPYT--------KPPA----GT----------------LEAWLDLS
WP_114693870.1 KDRS---RV-TVFFQF---AG-A--P----------------RGQAE--E--LSSAL-------------Q-Q------RG-YI-------V--P-G--ED-REAA-AA--RK-----------HEVRYFHDDD-------EQ---AAIELAYDTT-RIL---R-QLDYS-ETTLP--Q--IK---------VV------------PYVAY---K-KK-KPRQ----GV----------------IELWVDLP
WP_060293701.1 DDAK-K-TP-KLWIHV---RTES--Q----------------KQIVQ--G--NLDWF-------------K-S------LD-VG-GRKIE-L--R-P--IQ-LVDS-GP--QQ-----------SQLRYFRSSD-------QD-------RAQALL-AEI---R-KAVPH-----------AV---------LR------------DMSDQ---Y----QQVS-WI-EP------GH--------FELWLAPN
WP_083768701.1 SKIC-A-GT-TIYLQI---FGPT--Q----------------RDTVR--D--YRDAW-------------R-K------LG-AS-------V--P-P--IE-DVEA-TA--RAAQRTPPRQVALTTVRHHDPAS-------KR-------CAEELG-------K-AVGFG--------N--WK---------VE------------PLAAS---L----KPTR----GV----------------IEVWIGRE
WP_080833736.1 ASNA-L-PA-RVFFQI---SREV--D----------------RAKAK--A--IEEML-------------E-A------RA-VSPSPQAVFV--P-G--IE-FVNT-PM--RQ-----------TEVRCFRKEE-------CD-T-----LGVGLV-EFL---K-ENAVP-----------AK---------LN------------DMSDT---Y----GKSK----KI--LPN--T--------FEVWFSPL
WP_107913868.1 QNGQ---SF-MLYTQI---YDEA--Q----------------RADVL--K--SLTPV-------------R-E------LG-IN-------V--P-G--IE-NVTQ-TA--KRNGRHAPFEWK-TPTVLYAPDG-------KA-------CATALV-NW----A-NAAIP--------A--LA---------RA------------PARAI---A----MPPG-V--GT--ANT-----------LELWIPRP
WP_070908383.1 TSIL---DK-IVYIQY---ESDV--E----------------IKKVE--K--MQQIF-------------K-D------NQ-WA-------A--P-G--ID-KVNG-KF--S------------NIIKYFHPED-------ER-------LAKEAN-KIL---E-GKYKI----------------------VN------------SITPK---Y-Q--KLVP-K--GQ----------------IEVWTSN-
WP_047604903.1 AAVC-K-GQ-TIYLQI---YGPE--L----------------RDDAR--L--LRAPW-------------H-A------LK-AS-------V--P-P--VE-DVWD-TA--RRAGRRPPKPYSVPTVIYHDQAS-------LQ-------CALALQ-------P-PDSNP--------E--WN---------VL------------PLSSA---M----TAVK----GV----------------IEVWLPPT
WP_037926631.1 PAPA---PP-VIHLQF---TPPI--T----------------RTTSR--E--IARDL-------------A-D------NG-WD-------I--A-G--GS-QGGE-EV--TRG----PSR---TQIRYYSADY-------AE-------NARWLA-RDL-S-A-RLDGA--------E--IL---------VN------------DFSQA---G-L--IAQP----NL----------------LEIWLAPQ
WP_079443839.1 TKTL---SP-RVYIQI---SDER--Q----------------RSTAL--A--LGLEI-------------S-S------LQ-LA-NLPVM-V--P-G--IE-IVEA-VP--RV-----------TELRCFQAAD-------CE-------VGQLLV-RDI-N-E-LFVRP--------A--VN---------LV------------DLSKR---Y----GASE----NI--RPG--H--------YELWLAPG
WP_090640272.1 TLIP-A-KA-TVFIQVNN-RNDN--T----------------LALAG--N--LQKEL-------------N-D------KG-FN-------A--P-G--IE-AITK-FP--FQ-----------NSIRYFYASD-------EN-------AAKQVQ-AYV-Q-S-ILKLN-----------IK---------IQ------------KVNNY--------KTRN----GL----------------IELWVNLN
WP_103120894.1 ATSA-V-VG-TVYIQA---PDMD--A----------------RFAAE--D--LWRDL-------------R-A------AG-FQ-------S--P-G--IE-LVAG-RA---------PTT---PEVRYFNDAD-------RP-------LAEQVA-AIA---A-KRGLE--------G--SV---------VK------------TIANY--------KAPP----GQ----------------MEFWYPR-
WP_120126584.1 NPAC-K-GK-TIYMQI---YGPD--K----------------RDKVR--G--FRSWW-------------RDD------LR-AS-------V--P-P--IE-DVVA-TA--FRAARPAPAQVSNTTVRYHDEGG-------RE-------CAKAIQ-AGIRV-R-KPDAA-----------WR---------IE------------PLSPA---Q----KGVK----GV----------------IEVWFSND
WP_125730571.1 EAQK---MP-TVFIQF---AG-A--P----------------REQAK--A--LRTAL-------------Q-A------AK-YN-------V--P-P--ED-RDGG-AA--GL-----------HEVRFFNNND-------NKDASAAGKLAKDTT-NAL---K-QLGYK-N---L--T--VQ---------TA------------DFTNF---S-GV-KPQP----GV----------------LELWIELP
WP_012599227.1 STIT-G-IN-LVYIQY-----KT--D----------------KNKAE--K--LQKYL-------------Q-S------QN-IV-------A--P-D--IE-QISG-IE-----G---------NDIRYSNSGD-------LQ-------TAKKLQ-KIL-Q-D-QEKIT-I---P--D--EN---------LI------------DLSKA---G-Y--KVPP----GQ----------------FEIWLK--
WP_088485067.1 ELAA---RP-LVYVQV---AREE--D----------------RATGE--Q--LRRAL-------------L-Q------NR-YV-------A--P-G--VE-KIAR-KA-------IPPKT---AEVRYFSPAD-------QQ-------VANDVA-ALA-T-G-ELGAT-T------A--VP---------IK------------LVPRD---T-T--KKQP----------------------LEIWLPAR
PYL37496.1 AQST-I-TP-RIYFQI---QNEK--Q----------------RLKAE--E--FKQEL-------------I-K------DG-NI-------V--P-G--IE-NVHE-TN--GASSDK-------VEIRYFDQNS-------KS-------YAEKIL-NLL---K-TKGAK-G-E----T--IL---------AT------------PSSDH---L-G--NSSN-V--KT-------Q--------FEVIAGKN
WP_020561443.1 GSRG---PG-IVYMQV---RSRE--Q----------------LPESK--A--IRQVL-------------I-D------QG-FR-------V--P-E--IE-SLTT-GP--SA-----------TEVRYFDDQA-------AE-------SAVKIA-DLI---K-SAGVR--------D--VS---------AK------------LIPDY---H----HADR-R--KQ--------------I-FEIWFAPD
WP_103473033.1 DTQM-L-PA-RVYLQI---AKEN--D----------------RPKAA--L--AAKAI-------------R-Q------AG-LI-------A--P-G--IE-LVPS-SS-------APPV----NDLRFCEGKV-------DA-T-----ALERLT-NVV---N-EAVTP--------A--PK---------LV------------KLKPS---Q-C--TKVR-F--NH----------------FEVWYAL-
WP_018082325.1 AKVR-V-VP-RVYVQF----AGS--D----------------RATID--A--VRTDL-------------A-Q------AG-FD-------V--P-R--AE-RLTS-AA--DL-----------AEVRYFNDKD-------RP-------AATELL-TVL-H-K-SKVFP--------R--PG---------SI------------SCRSA---T-G--NTVS----RF------------T---LELWLDPT
WP_120001162.1 SSQV-T-PS-KIWIHI---RSPE--Q----------------RDEAS--E--ISDLL-------------Q--------DG-VR--LGRV-T--R-S--VD-LRPV-QE--VGFG---PDA---AQVRYFKEED-------RA-------TANEIA-RRL---T-DAGIA-----------TT---------SE------------NFVEA---F----KGAS-YI-DV------GH--------IEIWLPET
WP_106664984.1 VLAT-L-PV-RVYFQI---SREA--D----------------RARAK--Q--TEDLL-------------Q-N------HG-PTFNSQSVVV--P-G--IQ-FVKQ-AR--TR-----------TEVRCFKTAE-------CN-D-----FGSKLV-TFL---A-GVGIS-----------SA---------LV------------DLSDR---Y----GNSE----SI--RPY--H--------FEIWFGPL
WP_081262645.1 DVSG-A-KK-TVWIQY---GNSD--Q----------------KGQAQ--A--LREQF-------------S-K------AG-YF-------A--P-A--VE-DVSR-KG------GKVPNQ---FQVRYFRESD-------KQ-------VATRLA-AQI---A-SSGFG--------S--PK---------VV------------RLAAP---T----GVDS----------------------IEVWFPRV
WP_081884554.1 REGR-R-PV-VLYTQI---YSAD--E----------------QRTAR--D--FLKLL-------------E-G------SG-IS-------T--P-G--IE-NVVS-AA--ARRGSPPPLPWPRPTFIYHARRD-------GE-------CARWLA-------Q-KFSDK-----------AV---------AL------------PLAAS---L----QASP----GV----------------IEFWLPAQ
WP_057190903.1 APEK-S-RY-TVWIQF---AGTL--T----------------REQMK--S--FGSKL-------------G-E-------S-WP-N-----T--P-G--AA-QGGE-RI--GIAAGR-------NEVRYRSDRE-------RD-------AAQMLA-DEV-N-A-ERLVP--------T--KV---------VI------------REFLQ---L----PPNS----------------------LEIWISN-
WP_016515790.1 KKRE---RT-TVFFQF---AG-G--K----------------REQAE--A--LSEDL-------------K-K------AD-YI-------V--P-G--ED-REGG-AA--GK-----------HQVRYFYTQD-------RV---AAESLAQDAT-RAL---R-NLGYS-ISQVP--N--IE---------AK------------PFVSY---S-GK-KPSQ----GT----------------VELWLEIP
WP_068640922.1 PDVC-K-GA-LVYIQV---YGQS--A----------------REQAR--A--FRKPW-------------R-A------LG-AT-------V--P-P--VE-DVLE-SS--RAAGRAPPAGHRQPTILYHDGAQ-------IP-------CAEAMA-------R-TLLPP-----VT-R--WA---------VR------------PLGDY---V----QATS----GT----------------IEVWLPRP
WP_113725372.1 TDQP---QHLVVYTQI---YAEE--Q----------------RAPAA--G--LLRQF-------------A-G------FG-LA-------T--P-G--IE-NVVS-SA--SRSGHDRPAAWD-KPVFLYSSYS-------EQ---AAV-CARALS-RWL-A-A-QPAFQ-D-A----T--PR---------AL------------ALPIR---L----HGGP----DV----------------IEFWLPAT
KRT55393.1 QARN---KT-TVFFQF---AG-G--R----------------REQAE--A--LSAAL-------------K-A------KG-YY-------V--P-G--ED-REGG-AT--RK-----------HEVRYFHLDD-------KE---TAERLADEAT-AAL---R-SLGYP-DHDVL--N--VV---------AE------------SFISY---H-GK-KPRP----GV----------------VELWLEIP
PIY05075.1 VQPA-T-VA-QCWIHI---RSDR--Q----------------QRLAR--E--ILETL-------------M-K------HR-YQ-------R--G-T--IE-WKPI-QK--VDTG---PQR---SQLRYFKRQD-------QR-------QAQEIF-EVL---R-ALIPQ-----------IE---------LS------------DESAK---Y----ENVD-WI-KS------GH--------YELWL---
WP_044415155.1 PPAA-T-NY-DVFFQF---AGAI--D----------------RSDVR--S--VMKKI-------------G-D------AG-WK-------V--E-G--VD-GGGQ-RT---------PSAANTAAVRYRDQSD-------DP-------TARTLA-------D-SLNAT--------K--LI---------SR------------SIKPE---R-N--DGVA-K--GT----------------LEVWISR-
WP_082048865.1 QADP-K-LF-TVYVQF---AGVF--T----------------REAID--N--LITGL-------------K-S------GG-WQ-------I--P-GS-AL-RIST-AA--GL-----------NEVRYGSKDD-------ED-------GARALA-DIL-N-R-TKMVG--------G--TV---------VA------------KRVKI---V----RARI----------------------LEVWISK-
WP_075598798.1 GLEN-Q-AP-LIYLQI---QSPS--Q----------------LKAAE--L--ISKEL-------------Q-E------KG-YI-------I--P----KP-EVVA-RG---------PAN---SQVRYFRKTD-------RA-------KAENVV-KIL---T-GLEVR--------D--KV---------IP------------QFIPD---K----SAAK-------------H--------LEIWFGPK
OUS01064.1 DVKL---FS-RVYFHI---NNEN--Q----------------RANAG--K--LKSII-------------E-SNENEFKKG-IS-------I--P-G--IE-FKEY-GF--MK-----------SQFRVFKPEE-------VN-------LANKIV-NII---K-ESGIP-----------IE---------LI------------DLSNR---Y----QNSN-I--RP------RH--------FEIWLGTE
WP_034717583.1 AIDG-N-LT-KVFIQY-----SG--Q----------------VGLAT--R--LKQNL-------------T-K------KG-YK-------V--Q-A--LD-FVPS-EN--SI-----------NSVRYFHDED-------EG-------LAKRLK-YEV---K-LQTKR--------N--VE---------VE------------NFGKI---Y----PFVP-K--KQ----------------IEVWLAE-
WP_112011852.1 TAQN-I-PG-RTYIQQ---DRQD--T----------------SESGL--E--ISKAL-------------K------L-KQ-FR-------V--M-G--VE-KLAT-SE--------MPDT---AQVRFFNDQD-------KQ-------AAEEAL-AEL---R-QLYPG-A------T--LK---------RV------------GLPAA---S------------GH----------------LEIWLPKV
WP_121694150.1 AVAQ---KP-LLYIQF---GSES--Q----------------RSLAR--R--IQASG-------------R-T------AG-FM-------V--P-D--IE-NVKN-KR-------AIPSE---HQVRYFREQD-------KA-------SAEAAA-KVL---E-AAAGP-----------VR---------VL------------AVRGR---V-AS-RVHR----NL----------------IEIWIAGP
WP_036534326.1 -----------MYIQY-----KS--N----------------KELAE--K--LQKEL-------------Q-S------KG-VS-------A--P-G--IE-Q---------------------NDIRYANTAD-------KQ-------ISENLQ-AYL-E-K-NQGIK-I---------EK---------LI------------DLSTT---K-Y--RVPA----GQ----------------VEIWLK--
RJF87980.1 PARP-A-DY-RVFVQF---AGSI--D----------------RDKIR--E--MMRSL-------------S-D------LG-WN-VQGT--A--A-G--GE-RTEA-AL--GT-----------GEVRYSRTKD-------KR-------AAEELA-RQV---Q-QQGVT--------M--RD---------IK------------AVLVS---S-I--HLGT----------------------LEVWVSTK
OGT60274.1 TCLA-S-DA-RIFLHI---YDEG--S----------------RAAAE--Q--IAARL-------------V-K-E----LG-FG-K-----T--P----IQ-NVVE-TA--KRNRRQPPYVWSSPAVVAHPGAS-------ES-------CVDAVR-------S-IVSPE-----------TT---------LR------------NLPPS---V----KGSP----GV----------------LEIWLPPR
SEQ32915.1 AARP---RY-TLYTQI---YAEP--Q----------------RAPAE--A--LLAEL-------------R-E------RG-LA-------T--P-G--IE-NVVR-SA--QRRNQDPPLPWS-QPTLLYQPES-------KD-------CAEALA-AYL-R-L-RPAFR-Q-T----H--AQ---------A--------------LPAG---L----SNRS----GV----------------IELWLPAG
WP_023574753.1 SRGQ-L----KIYIQY---DKKE--E----------------EGKVN--G--FANQL-------------K-E----Y----YV-------I--P-P--ID-FVEN-KS--NYG----------NEIRYYRQND-------KE-------MANELA-GRL-Q-Q-ITGIP-----------FK---------LM------------NINQP---N-I-------Y--NT----------------IEVWFSFK
WP_088845619.1 PLKS-V-RP-LVYIQY---ASSE--E----------------IDEVR--Q--LQKRL-------------I-T------IG-FN-------V--P-G--IE-FQKG-FS--DA-----------SQVRYFVDQD-------RL-------MADSVA-QIV-K-R-IFKLS--------A--IK---------IV------------KVAGS--------KSAH----------------------LEVWMNNI
OYV20945.1 QKLR---NS-LIYIQVDK-DEKS--K----------------QSIAN--D--IQKNL-------------R--------NN-MI-I-----A--P-G--VE-EIDS-KK--------IPAK---TQVRYFNSSD-------KE-------KAEVLA-SII---K-SIT----------K--LE---------VY------------TVQPN---L----KAKE----GV----------------LEIWIGKE
WP_074254337.1 EATD-H-QG-DVFVQF---TEGV--R----------------QSEAV--S--LSEAL-------------A-K------LD-WQ-IQEP--S--T-G--GE-LVKV-GP--DT-----------NEVRYFKAAD-------RE-------AAIALA-QTI---H-GLHPD-T------P--IY---------VR------------DFTRL---G----AFSR-E--GR----------------LELWLSQP
WP_090207378.1 RPET-Q-RV-VLYTQI---YSED--E----------------RSTAR--D--FLKRL-------------A-E------SK-VN-------I--M-G--IE-NVVA-SA--VRKGVAGPLPWPQATFIYHMDTE-------AN-------CARYLA-------R-DFSST-----------AK---------VI------------KLSAF---L----PAMP----GV----------------IEFWLPPG
WP_088703233.1 DIDE-V-PP-RIFVHI---SAPD--Q----------------ELSAK--Q--AINAL-------------Q--------AG-IE-SVIV--S--H-S--IE-KAGE-MS---------PST---SQIRYFYRPD-------EV-------VATRVR-DIV-S-Q-AIGPK-A------G--LD---------LV------------YLPDF---A----KDFN-R--GT----------------VEVWLGNS
WP_056673216.1 SHEC-A-GI-TVFMQI---YGPS--Q----------------RRAVW--P--LRRTW-------------R-A------MG-AE-------V--P-P--LE-DVVE-TA--NARGYASPVPVDKTTVRFHDPAA-------LA-------CARALG-------P-KAGFN--------D--WI---------VE------------PLSAR---Y----RPRP----NT----------------VEVWVAPA
WP_090871676.1 PQIV-R-PR-LTYIQF---QGSL--K----------------REFID--A--LREYL-------------K-T------ES-FN-------A--P-A--AE-RVGG-PW-------------T-TRVKYFTAND-------QA-------IAEKLA-KSV---E-GFLTD--------Q--GC---------PR------------QIPVT---L-D--KAPA----GE--TPP-----------LEVWLAGS
WP_094472545.1 TAGY---RQ-KVYIQF----AGF--Q----------------RSQIA--N--LNQTL-------------R-S------SG-WD-TQS---T--S-G--ER-TVLA-RK-------------L-NEVRYSGANQ-------QP--------ATALA-DAI-N-A-ARGTP-G------V--TK---------PK------------PFSII---N------------GD--------------V-LEVWVSPV
WP_047407741.1 ALRA-T-VA-RAFVHV---GVES--D----------------RRTAG--Q--LKDSL-------------G-K-VL-G-GD-WR-------L--Y-G--VE-LVPG-FK--GS-----------TQVRYFYPAD-------RD-------QAQKLT-EAL---A-ATFPG-----------VR---------CQ------------RIPGY--------ENRA----GV--KPR---------L-FEVWLAPG
WP_077483397.1 ----------MVYIQI---YDEG--Q----------------RAMAS--R--LLAQF-------------G-T------FG-LS-------T--P-G--IE-NVAN-TA--RKTGHRQPASWP-RPVLLYNASN-------DQ---AQA-CARALA-GWI-G-T-QPGFL-Q-A----A--PT---------PL------------PLPTR---L----HGDP----KV----------------IEFWIPAA
WP_017496820.1 TSIL---KK-IVYIQY---ASGI--N----------------IKNVE--S--IQQKF-------------K-E------NE-WA-------A--P-R--ID-KVNG-KF--S------------NIIKYFHAED-------ER-------LAKEAN-KLL---N-DEYKI----------------------VN------------SITPK---Y-Q--KLVP-I--GQ----------------IEVWTSK-
WP_058087291.1 TRSP---AA-LLYVQI---YSES--A----------------RNIAE--D--LRRKL-------------N-A-QS-A-SP-WM-------V--P-P--VD-NVVQ-RS--ALQGQRGPVPWPRATIVVHRESD-------MA-------CAEGLR-EWL-R-P-HLATP-T-S----G--VGTDTPPAEIWIR------------RLPPT---V----KGRD----GV----------------FELWLPAP
WP_012348190.1 AITS-VPRP-VVYIQI---ASEA--Q----------------RPVAL--Q--LASRL-------------T-E------AG-WV-------T--P-E--LE-LVNE-RA---------PAR---TEVRSQGTSH-------QG-------LARWMR-RLA-S-E-TTGQI--------A---D---------LS------------NLRRA--------APSG----DV----------------YELWLDRD
WP_088278869.1 AVRG-L-RP-EVRITL---TDAT--R----------------RPAAN--T--LRQAL-------------Q-V------LG-FT-------V--P-A--IA-EPPA-AG--ASAA---------SEWRVMGRSD-------QG-------LARWLA-----T-A-KMFAP-----------LG---------LA------------DLPLR---H----VADA----GS--AAA-----VDR---YEVVIAAM
SAL67268.1 SSHS-L-GK-TVWIQY---TSAG--Q----------------KSSAN--A--TRTIL-------------T-K------AG-FF-------A--P-A--VE-DVSK-KG------AGSPST---FEIRYFSDDD-------KS-------TAIKIG-KLI---Q-NGGNG--------V--VN---------IV------------KPKGF---P----AVDS----------------------IEVWFPNQ
WP_116606412.1 RANR---KT-TLYIQV---YDEA--S----------------QSVAA--K--LRALL-------------Q-G----V-AG-PA-VQV---A--P----VE-NVVR-SA--DVRQQRRPIPWAKPTFVLHDAADPEQQAHYQD-------CAKALV-PWV-R-S-AWGSQ-L------G--VE--AKDAVW-LR------------DLPRR---L----TPTP----GV----------------IELWLPPI
WP_115434115.1 EAIE---QA-LVYVQI---YGEE--T----------------RDVAQ--D--VITRL-------------Q-A------AG-LK-STQ---T--P-G--IE-NVTR-SA--QARGRKPPDRFARVTVIYYHPED-------RK-------LAEWIV-----R-S-GLEGK--------G-----------Y-PL------------DLSRA---Y----KNVR----SH--------------L-VEIWLP--
WP_114238282.1 GNAA-E-SF-VLYAHI---YSEA--Q----------------RPMVA--E--LLSRV-------------R-Q------VG-IA-------T--P-G--IE-NVTE-TA--KSDNRFGPARWAHPAILYHSASQ----------G-----CAEALA-DFL-R-A-DGKLP--------D--LR---------TF------------ALPES---M----GGAS----NV----------------LQLWIPSA
WP_047492219.1 PIGN-F-VA-RVYLQQ---DAAD--P----------------PAFGT--K--FAQAL-------------K--------DN-WP-KAQV--I--Q-Q--VE-KIPS-AK--------MPSG---AQVRFFNAAD-------LD-------IANKCR-DHL---K-SIGID----------------------AR------------VVRVG---L----TAPQ----GQ----------------LEVWLPKA
WP_043392746.1 ALRT-L-PE-RVYIRI---SDES--Q----------------RPEAE--E--LAEKL-------------S-A------RG-FV-------V--P-D--IK-NVGS-GP--SR-----------AEVRFFSGAE-------RE-------EARRVA-ALV---E-EMERQ-R-P-ER-R--VA--RPQPLL-RE------------PVTEE-L-V-PE-RPAP----KS--RT------------LELWLPRE
RDE48790.1 TVPL-E-QG-TIWFQF----SGA--S----------------REDAQ--K--IAADL-------------Q------L-KN-YL-------V--P-G--EE-RRSM-TT--GL-----------RSIRYFYAGD-EPRA--RQ-------LATDVR-AIL---K-ELSYE-T-G----E--LV---------VQ------------DFSTS-P---N--KPRP----GS----------------LELWLALP
WP_053939346.1 -LSQ-R-PM-RLFVQI---YSEA--E----------------RSKAL--G--FINNL-------------A-G------SG-IR-------T--P-G--IE-NVTT-TA--LKQNSLPPQRWS-VPTFLYAAGD-------EA-------CAEALA-------A-AFPHA--------V-------------PR------------QLPAV---L----SPRP----GV----------------IEFWLPPP
WP_072998863.1 TDEN-T-KS-VVYIQV---GSEK--T----------------LASLKQED--FINKI-------------S-G------DG-YK-V-----I--D-E--YD-LEEG-KA--N------------NQIRFFNLED-------KI-------LAENLS-VRI---K-RNFPE-I---IL-T--TK---------FV------------KLPKT--------RIPA----GQ----------------LEVWIE--
WP_110488936.1 PIDP-K-QF-TVWIQF---AGSL--S----------------REEMI--N--FGKRI-------------G-S------LG-W--N-----A--P-G--AT-RGGE-RT--GNAAGL-------NEVRFGPGTD-------PR-------AADELA-KAV-N-Q-THVVP--------T--EV---------KP------------RLVSI---I----PRNS----------------------LEIWISN-
RKZ56053.1_1 PRQG---QY-VVALYY---ARRS--D----------------KPFIN--Q--LATHI-------------K-E------AG-YT-------V--D-H--IG-QVKL-KI--YKPQ---------WDIRYYDNRE----G--GE-S-----LKASIR-EFI-V-D-VDESD-D-I----N--IR---------VR------------NFRFM---R-S--GDEP-I--RS------GR--------LEIWILNP
RKZ56053.1_2 STLR---KQ-RIALNY---ARRS--D----------------KSLIT--Q--LASFL-------------K-E------TG-YT-------V--D-K--IG-RVSM-KI--YKSQ---------WDIRYYYDRQ----A--AN-L-----LKAHTQ-AFL-E-N-I-GKE-N-T----A--IR---------VR------------DFSFM---L-K--GPQK-I--RK------GR--------IELWILNP
WP_034176848.1 HSAD-L-PS-IVYIQQ---NSAD--A----------------KSVGN--T--AQSLL-------------G-A------RG-IR-V-----A--S-D--VE-SLEK-----------TPST---SQVRYFRDAD-------RS-------AAEQVA-SQL---S-SRFSN----------------------IE------------PVRST---V-P--GAKA----GQ----------------LEVWLSKQ
WP_090656837.1 NKEY---RG-TVYFQV---GSAY--K----------------SKALT--A--CMDAL-------------R-S------SR-FV-------V--P-A--AE-TIKG-KS--FK-----------NMVKYFHAED-------EE-------MAKEVL-AIC---N-SYYPQ-D------S--LI---------LQ------------RILLK-----N--NNVS-A--GT----------------IEIWINK-
WP_119389420.1 ALER-L-PS-RLFVHA---MTDQ--Q----------------RACIA--T--MLLSL-------------K-D-GD-R-AQ-LS-------V--P-L--IA-QVNW-DG--KQ-----------HELRVLKDSD-------ME-------RGQAIA-NIF---G-SLGLE-----------LK---------VI------------NLTTI---W----EGAK----KV--RPN-------T---FELWFGNA
WP_100393186.1 KWRE---PP-RLWIHV---RTDR--Q----------------KILGE--Q--IYAII-------------S-H-T--A-SG-KL-QIEN--K--P----IQ-VVDY-----------GPGE---TQLRYFKRED-------EA-K-VMQ-LFERLR-KII---P-ELTVK--------D-----------F-CR------------QYSHL---R----WITP----GH----------------LELWLSPT
OYY54064.1 RATG---AS-TLYIQI---YDEA--S----------------RPAAT--A--LRQAL-------------Q-A----E-AG-AP-LVV---A--P----IE-NVVR-SA--DLRQQRRPVPWPRPTLLLHDPAS-------RP-------CAQAIS-RYI-G-A-PWAAS-A------T--PG--SINRVR-VR------------ELPAS---L----QAQP----GV----------------IELWLPPQ
PZQ17415.1 APCA-E-KA-RVFIHV---YDEE--S----------------RTPAT--Q--LAMAL-------------Q-E----A-VG-VS-R-----T--P----IE-NVVT-TA--QRTGGRTPYVWS-SPAIVTNTGT-------SD-A-----CIARAR-------S-AFAIE-----------VR---------VQ------------KIGYG--------VPDT----------------------IEIWIPPR
WP_121882507.1 PQDG-K-PF-TLYVQI---YSEQ--Q----------------RDDVD--K--DLDSI-------------R-G------LG-IA-------V--A-N--IE-NVVL-TA--HREGHKAPPQG--VRPRLVYGMD----G--AR-------CAIALQ-AVL-A-G-KERFK--------G--VS---------LQ------------ALPAN---L----TSSS----TS----------------IELWIPRP
WP_111196876.1 AVGR-L-PS-RVFVNV---LNEQ--Q----------------RACFS--K--LLTGL-------------K-D-TD-G-AA-IT-------V--P-S--IA-MAKW-DG--KV-----------NEIRAMNDDD-------VP-------KAEAIA-NWL---R-NIGFD-----------IQ---------VV------------NLTNI---W----SGAK----KV--RPN-------T---FEIWFGDK
OQY55555.1_1 LALS---KY-TITLNY---ARQE--D----------------KQFVN--Q--LARYL-------------K-E------KG-YT-------V--D-S--KG-KVNI-KI--YKPQ---------WDIRYYYDRD----S--AE-E-----LREYIR-DFM-L-N-VDGGD-D-I----K--IR---------VR------------NFSFM---L----GHKQ-I--RK------GR--------IELWILNP
OQY55555.1_2 RALR---KH-RIALGY---ARRG--D----------------RPLIN--R--LARYL-------------K-N------KG-YT-------V--D-K--IG-QVKTNKI--YKPQ---------WDIRYYYDRN----A--AN-V-----LKEHLN-EFM-Q-N-TGAGD-N-I----K--IR---------VK------------NFSFM---L-G--GQNK-I--RK------GR--------IEVWILNP
WP_082459036.1 APEE---RR-AVWIHF---SNKN--Q----------------KAGVE--K--ARIAL-------------R-N------LG-YL-------A--P-E--PE-YRGA-AS---------PND---FQVRYFKDAD-------AP-------AAESVA-ATL---N-KAGLG--------N--AK---------AV------------LIRKE---L----EEPP----------------------IEVWFPKQ
WP_091797485.1 SPAA-L-AP-RVYIHI---ADET--Q----------------RVQAE--G--LESRL-------------K-S-NP-D-KT-LS-LA----V--P-G--IE-LKSY-GS--QR-----------SELRCFRTDE----C--QG-------TGRKIV-DEI---N-ALLLT-P------R--VE---------LV------------DLSER---Y----PTSQ----NI--RAQ--H--------YELWFAKG
WP_017776875.1 PQTG-L-PR-LVYVQF---NGAL--S----------------AAFIN--D--LRDYL-------------I-R------DS-FN-------A--P-G--AE-RVRE-SR-------------A-TLVKYFSPAD-------QA-------AAKKLA-ASV---E-AFTHS--------K--GC---------PM------------TVPVS---L-V--RLPN----GR--TAP-----------LEVWLYGT
WP_113292448.1 QVNR-K-EF-TVFIQF----AGY--S----------------RDVVV--K--LASDL-------------S-Q----Y----WK-------V--P-G--AD-QGGE-RI--SSASRL-------REVRFGPDLD-------KL-------AATALA-QDV-E-R-SSLIG-G------E--VA---------LR------------KVPGI-P-K------------GT----------------LELWIGLR
WP_034994419.1 QDIK-S-KY-QVFMQF---AG-Y--D----------------RNTII--T--LANAL-------------A-N------QG-WN-VIGR--N--R-G--GE-RIGS-AT--GL-----------AEVRYSNSSA-------KP-------AAEALA-VAL---N-ASNIS--------N--KT---------IN------------AVQVD---I-I--RPNV----------------------LEVWIGQ-
WP_083440541.1 NGVQ---PL-RVYTQV---YDEA--S----------------RSEAT--G--LRWAL-------------Q-Q----A-GG-EV-LQL---A--P----IE-NVTR-SA--SLRQQRRPVPWPQPTLVVHQRSD-------LD-------CARLLA-EHV-L-Q-HWG-P-G------N--GG--E---VW-VR------------ELPSSLRTS----SGSQ----RV----------------IELWLPPS
WP_083745373.1 PDTC-K-DV-RVFVQV---YGPG--Q----------------VPTAR--G--YQQKW-------------Q-Q----Q-LG-AR-P-----L--P----VE-DVDQ-TA--RARGRPEPQAIRRTTVRFHDLDA-------KA-------CADALA-------P-AVGET-----------WR---------VE------------PLSAR---L----KAAP----RT----------------LEVWIASP
WP_088286773.1 APCQ---GK-TVYLQV---YGRS--R----------------DPDDL--A--VRKAL-------------Q-S------IG-AS-------V--P-V--SE-DMVV-RA--QLRNRVPPTPVRADMLRWHGDSD-------EA-------CARALV-AWM-N-A-RSSLP-A-G----S--LQ----AERR-AE------------PLATR---L----RATP----GV----------------VELWLAPP
OYX54858.1 PDRG-S-PG-RIYFQI---RAEG--Q----------------VAMYR--A--CSGSL-------------R-S------MG-YD-------V--P-P--YE-LLGR-GP--GR-----------TELRYFRPDD-------AV-------GAGSLK-AVL-E-A-CLGED-----------VS---------AV------------EVPIR--------GVSP----QQ----------------FEVWLAE-
WP_108370474.1 SLAP-D-KL-KVYIQF---SSLD--Y----------------RNLVD--E--LSRQL-------------G-D----E----FV-------V--P-G--ND-YVAN-TS--GYG----------NEIRYYSKKS-------EP-------EAISLH-QKV-R-Q-ITGLD-----------FQ---------LR------------NINRP--------DIAH-T--------------------IEVWYDNK
WP_012630102.1 QKLK---DS-VIYIQVTK-NNSD--Q----------------FGLGN--K--LLQAL-------------Q-S------LS-LI-------A--P-G--IE-QISP-DK--------MPNN---MQIRYFNDSD-------AD-------GAKSLA-EII-Y-N-TLGNS-----------VS---------SV------------KIVRL-G-L----KAKP----GT----------------LEVWFPKV
WP_082576183.1 GKDN-A-DY-QVWIQF---AGSL--T----------------REQMK--E--FGRSV-------------Q-R-------K-WP-N-----A--P-G--AQ-RGGE-RI--ASAAGK-------REVRYGDRDD-------ED-------AAKRLT-ADI-V-A-TGLVP--------S--ME---------SP------------KFIKG---I----SPRS----------------------LEIWVSP-
OEU66046.1 QPGI-Y----IVYVHY---TNKE--N----------------KKLME--R--LSAFL-------------T-H------NG-LR-------V--A-G--IQ-KVNY-HN---------------QDIRYFHDED-------KE-G-ALL-LQKHLT-EFI-T-P-FTSIK-N-N----N--IK---------II------------NLSSK---F-P--NAQK----RA----------------LELWVNF-
WP_043286887.1 QAAK-L-RP-QVFIQY---AGTA--Q----------------RPLAL--A--LQRKL-------------Q-G------LK-YD-------V--P-G--IE-DVSG-KA-------TLPQR---PEVRSLGASD-RL----LS-------TEVSVE-SAL---V-MEQTP--------A-------------YV------------SLPQR---V----DNDR----------------------YELWLDAD
WP_044431475.1 ATLD---QT-RLFVHH-S-STQP--Q----------------AAVAS--D--VAGQL-------------R-G------GG-LS-------V--I-D--IR-RISG-TI--SS-----------GSVRYFFPAD-------RE-------AATALA-EML-G-Q-IYRGR-N-D-PR-E--FR---------LL------------DFTTY---T-P--KPRE----RT----------------LEIWLPN-
WP_123263137.1 GFYT---EV-PIYIQY---TNKE--L----------------KDFSD--N--IINEL-------------D-K------MG-YN-------A--D-G--PE-YVDL-PI--SN-----------NLVKYFNSED-------SD-------KAESIK-KDL---E-SLGIK--------D-------------VQ------------TVKNS--------NPKK-L--KN------------R---FEIWLKSK
WP_100338478.1 AILT-T-PP-TCYIQF----REF--P----------------RATAQ--Q--LQQRF-------------Q-Q------EG-WE-------A--P-G--VE-RVDG-KY--G------------NSVRYYFAAD-------SA-T-AAE-VLRTTQ-AFL-N-T-LPGTP--------R--AT---------LL------------SLTGR-K-L-A--GTVP-P--GQ----------------IEVWLSRG
CUR18113.1 NNEH-N-LH-FVYIHI---QNEQ--L----------------RSVAK--A--LENSL-------------N-Q-Q--E-ET-LL-------A--P-S--VK-LIPG-EY--S------------NEIRYFYDQD-------LP-------TATHIK-TLT-E-K-LLNKP-----------FV---------LK------------KFGTE-G-T----EAPQ----GQ----------------IEIWMAG-
WP_056320029.1 SDGR---PL-QLYTQV---YDED--S----------------RQQAR--T--LRREL-------------Q-A----A-TG-DG-LQV---A--P----VE-NVVR-SA--ALRGTRRPVPWPQPTFVLHDRRE-------RP-------CAEALL-PLI-A-R-AWTVP-G------A--PP-VE---VW-IR------------QLPAD---Q----VRQE----RV----------------LELWLPAR
WP_072894278.1 AQGT-P-RI-RVFIQV---PQAD--D----------------IADAE--V--LRAAL-------------N-A----Q-PP-FK-------S--P-G--IE-TVGA-SR--------SPRR---LEIRYTYPAD-------LP-------AAELMQ-QAL---V-SGRCG-G------G--SA---------AA------------DVRLA---Y----QPRF-Q--GR--VDT-GV--------IEVWWPAP
WP_106593389.1 PKPF-L-GL-IVYI-----HDRK--G----------------SQVSD--T--LKAAL-------------L-A------KG-AI-------V--P-S--IQ-HIGN-SM--RFG----------NAVKYFHPNE-------SE-------TAETLK-SQL-D-Q-ILGRK--------A--IQ----ARVP-VR------------YLAND--------KVPI----GQ----------------FEIWIDK-
SEL00103.1 SELN-G-IG-KIYIQQ---DKED--K----------------SASGS--E--ILARL-------------K-A------KG-FR-------T--Q-G--VD-KMDS-RL--------MPVV---TRVRIFHSSD-------TQ-------TGQTVL-HEI---Q-EKYPD-A------K--LE---------LL------------GLPAK-----P----------GT----------------IEIWLPAA
WP_103168979.1 AARQ-Y-CT-SVFIQY---AGGR--P----------------EQVS---A--MRDRL-------------D-G------AG-FQ-AP----A--P-Q--QE-NVPR-GR---------------AEVRYFFAAD-------AP-------MAAEVA-RLL---A-PYNRN-Q------P--LA---------QT------------ALLSF-----P--TPPR-A--GT----------------LEVWIDLA
WP_110401923.1 -PMP---RP-VAYVQI---AHER--Q----------------RPLAL--Q--FTADL-------------S-S------AG-YL-V-----A--P----IE-LVDT-AR--------SPQT---TEIRSQGSSH-------QG-------LARWLR-RST---A-RLIED-D------N--VR---------LA------------TLARA--------HPPG----DT----------------YELWLARD
WP_058453965.1 PRAS---EA-TVYWHA---PTKS--G----------------RDLAR--R--LKGQM-------------S-E----E-KG----RFRS--V--P-D--VE-IVEA-----------SPEN---TEVRFYSADD-------RD-------VAFKLA-DSL-Q-H-ALGYG-----------VT---------AK------------LMTPT-G-A----TSSA----GT----------------LEVWLGKR
WP_052954523.1 DSAS-I-PA-RLYIHI---VDNA--Q----------------RAVAR--E--LELRL-------------E-Q-I--K-LG-NT-ALI---V--P-G--ID-LVAR-QS--SA-----------NVLRCFSRAD----C--GQ-------DAEALL-RSI-K-S-VLAEP--------E--IA---------LQ------------DLSDA---Y-E--KSTA-I--RP------RH--------FELWFGQG
WP_043748579.1 -PRQ-F-CT-TVYLQY---QGSE--E----------------RKNAA------LAAL-------------D-A------IG-VQ-------T--P-P--AE-LIQS-AT--GR-----------REVRFFWQED-------QA-V-AQQ-VAKTLK-PFL-P-S-DQKSS-R-D----G--LT---------VV------------PLLTF-P-K----RPAS----GT----------------LEVWLDFG
WP_126114115.1 VERK-Y-CI-NVFIQY---VGPQ--D----------------RLN----E--IKAVV-------------T-D------FG-LR-I-----L--P----EE-EVAS-AK--GL-----------AEVRYFNQDD-------RA-------FAEAIA-EQW---N-RSPRP-R------Q--MK--P------VA------------LLNWK--------NPPR-P--GT----------------IEVWIDLD
WP_114538086.1 VPRE-F-CT-RVDLRY---ADWT--D----------------RDKVS--A--VGRKI-------------K-E------QG-FI-------V--P----IA-EQNP-LA--DGL----------SEVRYFSKDD-------ER-------FVERVR-GAL---T-EVDAE-K------K--YN---------VW------------PLLNT-N-P-GT-QPET----GA----------------IEVWLDFS
WP_017496823.1 EQGF-A-KS-VVYVQV---GSNA--T----------------KLDLKNKD--FISKL-------------N-A------NG-FN-V-----I--N-A--YD-LEEG-KA--D------------NSIRYFNKGD-------EN-------LADNLK-KAI---E-KEFPE-I---VL-E--PK---------FV------------RL-KT--------KVPN----GQ----------------IEIWVK--
WP_042127195.1 PGLL-K-RQ-LVYIQF---QGDL--S----------------RALIN--E--LRQSL-------------E-A------KG-LS-------A--P-G--AE-RLAA------------PYK---NLVKYFRPEE----E--KS---AAL-LAKATE-EFF---M-SKGCS-----------VK---------LR------------AVEAK--------TEVA----AP------------P---LELWLSHS
ALN61605.1 QLVQ---SR-LTYIQF---RGAL--S----------------RDLIN--D--LRANL-------------S-K------DH-FD-------A--P-G--AE-RVAK-DY--S------------SHIKYFSPSD-------QP-D-AER-LKQSVV-AFF---N-AKGCP----------------------LL------------KLPTM---L-P--KGAP----DK--PLP-----------LEVWISHS
WP_117289374.1 AAAP-T-EY-VVYVQF---QGLL--T----------------RAQIN--E--YRRQL-------------Q-D-GKTT-VS-FR-M-----E--P----AE-RLEG-RY--G------------NLVKYFNRNN-AA-A--AE-I-----LASSTT-DFF---R-KKGCE-----------LT--P------AL------------QVGLH-G---G--KAPP----NS----------------LEVWISPP
WP_043336588.1 AVPG-G-TT-TVFIQYQR-GADA--A----------------EQRAM--S--VQKAL-------------A-A-P--G-TG-FA-------A--P-G--IE-GVRQ-AP--GR-----------DQIRIYRAGD-------AD-------KARALQ-ERM---R-PTDPR-L-A----E--AQ---------IV------------NLETA---F-P--NLPA----GR----------------MEIWLAAG
WP_028525975.1 EKNS---KS-KVYIQV---NSKLLLD----------------EAKSL--K--LIEII-------------N-S------ND-FQ-------A--S-G--YD-LEEG-RA--D------------NSIRYFHEED-------KP-------KAEMLR-NLL-N-D-KTPYR-----------LV---------LK------------QVKGF-----E--NKVK-V--GQ----------------LEIWIK--
WP_070920736.1 SVAP-N-TF-TIYIQY----GAN--A----------------QSSAM--E--LRDRL-------------Q-A------SG-FH-------V--P-G--LD-PVDE-----------APSE---AQVRYYRPSQ-------SA-------IAKVLA-------A-GIGPN-----------TQ---------SR------------QVGEG--------DLPD----GI----------------LEIWLPRS
WP_035359797.1 ASVD-V-RA-HMYVQE---DATD--T----------------PEAGT--K--VVQLL-------------R--------KG-WP-TANV--E--S-Q--VQ-KIPT-QK--------MPDV---AQVRYFNASD-------EV-------FANRCV-EIL---K-QAYPN----------------------AR------------AVRIG---L----PSPK----GQ----------------LEVWLPRK
WP_035504776.1 -PSG-L-GR-KLYAQI-Y-SEDDR-N----------------KGSLD--A--LKKAA-------------E-K-S--R-VR-WM------------G--IE-NVQA-TA--DRRGTRAPFRWPRPTFLYVDERD-------EN-------CARALA-AKY---E-DVSHA-M---PG-T--IG---------VR------------SIPPN---L----DGIP----GN----------------IEFWLPPA
SFM47467.1 NQAV---RP-PVYVQF---AGSV--Q----------------RPFID--G--LRESL-------------R-E------GG-FN-------A--P-A--AE-RINR-GQ-------------S-NEVRYFSDTP-AE----KE-R-AEA-VARLVD-IYL---E-GNNCK-----SP-P--LR------AR-LV------------P---G--------KPSP----------------------LEVWLMLN
WP_037455088.1 TPLP---SA-RLFVHH-V-VGAS--W----------------ASQAT--A--VVGAL-------------Q-T------GG-LT-------V--I-D--TR-QVQG-NI--ST-----------GNVRFFFEED-------RD-------AATRLA-ELL-G-G-LYGER-F-G-AR-E--FR---------LI------------DFTHY---S-P--KPRQ----RT----------------LEIWLPN-
WP_055943030.1 RQGD-R-DA-TLYVHV---YDEA--T----------------RARIA--T--LEPPV-------------A-D------SG-VR-------I--P-G--IE-NVVS-SA--TARKARPPTPYRTPTLIVHDLPH-------RQ-A-----CADAVA-AWV---Q-QQIEP---W-------YG--PGNGVA-IA------------PLPSR---F----RPGK----GV----------------MELWLPPV
WP_069250796.1 KFPK---SP-RLFMQA---ASPN--Q----------------RGIAT--F--IATQI-------------E-R-RN-Q-DV-WV-------A--D-G--VD-IRPR-VQ------EISPEH---TMVKYFDEHD-------KP-------LASRIA-ESL---N-VLLPS--------P--TR--T------VF------------APPEK--------KGDD-LR-GL----------------VEVWLGRD
WP_022979165.1 QAVT-L-PA-RVYVQI---GSEE--R----------------RPLAQ--Q--ALAAL-------------Q-Q------AG-VL-------T--P-G--IE-RVPT-RS--------VPAR---HQLRYCPDKV----S--QD-------TLQQVQ-QAL---S-PLLNP-----------LD---------MT------------PLKPS-Q-C-G--NVRP----NH----------------LELWLAD-
WP_046612922.1 QLAA---GE-TVYFQF---AGF---T----------------RDAAV--A--ISADL-------------K-K------LG-WT-------I--P-G--EERRLRQ-AA--GQ-----------NEVRYAPGDE-------GA-R-A---KAELLA-ADI---R-ALDHT---------------Q------VI------------AVPNG--------LIKP----GT----------------LEIWISI-
RAI58264.1 EAAG-G-QP-RVVLHY-R-AGSGA-G----------------AETAN--A--LLGSL-------------R-E------GG-FD-------A----Q--EA-RAAP-AV---------PSQ---RVVRYFHAED-------AP-------TAARLA-------G-RLGRG-----------WA---------IQ------------DFRGY--------EPSP-PA-GT----------------LEVWVPDR
WP_051328863.1 PLPG---PT-RVFIHYSA-IGGQ--A----------------VDEAE--R--LARLL-------------R-Q------QG-FT-------V--A-D--VR-EVPF-AI--DE-----------PSVRYFFAGN-------QG-------EAQTLV--EL---S-SRALP-G---MS-G--LA-----RRG-AS------------DFTHF-E---P--RPQP----GT----------------LEIWLPAG
WP_128535435.1 ANLS---QT-TVYIQY---GK----N----------------KNGAE--K--LATLI-------------K-T------FG-CI-------V--P-A--ID-NKLL-YT--------KPN----AEIRYFTKAD-------KI-------NATELK-ARI---K-NANPG-Y------D--IP---------IV------------PFFGV---K----NAKP----YT----------------LELWLN--
WP_127898785.1 ------------MIHY---PERG--G----------------FERSQ--E--ISRLL-------------R-A------LG----------T--A-E--VE-TRPV-RY--AVDR---------QSIRYFQDAD-------RE-------VSGTIA-DLI---G-GGGRA--------T-------------VA------------DFTFF--------RPTP-RD-GT----------------IEIWLP--
WP_081925635.1 -----A-LT-SVFFQI---ADSG--Q----------------TSAAK--E--AQQRL-------------E-KVASTS-DG-LK-IKV---A--K-G--IE-QVKA-----------APSQ---GEVRYFNDAD-------SA-------TAASVA-SIV-S-A-QTKFS----------------------AR------------KVVLP-----G--RDLS----GL----------------LEVWFPKS
WP_114824792.1 ASAT-Q-RF-VLYTQI---YQDS--Q----------------PGQTR--A--VVAAA-------------R-A------VG-LI-------V--P-G--VE-NVVE-SA--KLQGESAPAAWS-RPALLYRPAG-------EA-------CARALK-SYL---P-TRVQG-M-Q----G--LQ---------VV------------PMPAS---L----GGPG----NI----------------LELWLPAP
WP_082011208.1 QGAE---RS-TLYIEI---YDES--S----------------REAAS--A--LRQAI-------------Q-Q----E-AD-VL-VQV---A--P----ID-NAAR-NA--ELRQQRRPVPWPVPTFVLHDPAG-------RE-------CALALS-RFV-G-E-PWVTP-Q------R--ID--G---VW-IR------------ERRRS---A----VPRP----GV----------------IELWLPPV
WP_019015974.1 EPTE-R-DL-RVFPHV---TARP--D----------------RVFVQ--E--RIDLL-------------A-Q----G-IG-WP-------V--A-G--VE-FVDI-RW--TR-----PD----GEVRYYFPDQ----C--RL---AVQ-LSERFE-RAL---R-TTGLR-E---PP-R--LS---------VR------------YIGIN---Y----RNLP-R--GR----------------IEVWLPPL
WP_092681312.1 -APS---PV-TIFVQY----DGV--P----------------RAMAE--R--LNRAL-------------S-A------EG-YA-------A--P-G--VE-RLDS-AA--GK-----------RELRFFYEDD-------RP-A-AEF-AARAAD-DAL---A-ALGFA-T------G--VE---------AR------------LLDHI-R-V----KPRP----GV----------------FELWVEPV
WP_099570521.1 NSNN-K-KN-KIYLHI---YNEN--Q----------------REEIK--K--IMNDL-------------N------L-LG-LN-------A--L-G--VE-LIKN-RE--VNNK---------NEIRYYFQED-------ID-------LVNLIK-SEI---E-RNSNK--------K--ID---------IK------------YIPSL---Q-S--KTSQ----GT----------------IELWFM--
WP_119407355.1 NLSN-Q----VVYIQY---DSTV--N----------------KAAAE--S--IRQCI-------------L-S------DG-YI-------A--E-G--ID-LLSY-KG--R------------NVVKYLVPEM-------KD-------NAEILV-SEL---S-QCSTE--------K--FV------AL-YA------------PQPNR---R----DKSS-Y--NP------RQ--------LEIWISST
WP_128199544.1 TASG---GA-RLYIQI---TDPS--Q----------------RAAAQ--K--LADAL-------------A-R-A--R-LG----GQPLI-V--P-G--IE-LVKV-AV--RQ-----------GALRCFDARE----C--KT-------DARELM-ALL-G-R-LVRAP--------Q--IQ---------LE------------DLSER---Y----AASK----SI--RQR--H--------FELWLPAG
OQW40341.1 PPFP-P-IP-RMWLQA---SRDN--Q----------------KGITS--L--IGQLV-------------S-D-KI-E-NI-WV-------A--D-A--VE-VVKN-SP--NL-----------TQIRYFYKED-------ES-------LAKMVA-EIV-A-S-KLGNL--------P------L------VV------------YMKGY---Q-D--DVEP----GL----------------LELWLGKL
WP_070960939.1 SPPP-R-AM-VLYTQV---VNEG--D----------------RSLAN--A--LNASL-------------E-D------SG-LS-FDSTA-F--P-G--QR-TTVR-VD--APGVEFQDIYLKNDSIRYYGADA-------SE-------IAQALA-ETL---R-SQSPE-C------N--PD---------VR------------DLSGA---Y----QSIS-S--DI----------------FELWLSEG
RKZ88070.1 LALK---KY-RISLHY---ARHE--D----------------EFFVY--Q--LATFL-------------E-E------TG-YT-------V--D-H--IG-KLGW-KI--YKQR---------WDIRYYYNRN----A--AE-D-----LKEYLM-EFM-L-T-VDGGD-E-I----N--IR---------VR------------DFSFM---L-K--GSRT-I--RK------GR--------IEVWILNP
WP_103086840.1 GVTS-S-NY-KVFIQF---AGLI--T----------------RESIQ--D--LNAAL-------------K-A------GG-WR-VQ----S--D-S--GE-RIRS-AA--GI-----------NEIRYKTGED-------KA-------AAEALA-KAI---S-ASRIA-S-V----P--LA---------VK------------QVSLV-D-T------------GT----------------LEVWISN-
WP_105947731.1 AEGF-Y-GL-TVYIQY-S-SDNPS-S----------------KDNAE--K--IRSFI-------------A-S-D--E-IG-AS-------A--P-G--KE-GVSN-----------VPKY---DQIRIYKDAQ-------KT-------LASRLA-KEL-N-D-KFSMN-----------FK---------II------------SLEMA---Y-P--NLPA----NR----------------LEIWLKDN
WP_072380426.1 -PVR-V-IP-QVYVQY----HSL--P----------------KAQVD--A--IRRSL-------------A-E------AG-FE-------T--P-A--AQ-LITG-FS--GL-----------SEVRYQRPED-------RE-------VAVMLQ-DKL-G-Q-LADIH-A---AG-A--IT---------CQ------------KIAPA--------TTAP-V--NF------------K---LEFWFDPP
RTZ97993.1 SAAS-P-AP-TVFLYY---TFSK--N----------------RSLTE--Q--LANYL-------------A-A------RG-VA-------V--G-G--VE-QAEY-TK---------------NEVRYFHTDD----L--RG---VKT-IYGYIS-AFL---N-NSHIS-V-A-GS-R--FT---------FK------------DLSKN---Y-P--HVPR----GQ----------------IEVWLRLT
RKZ42750.1 VIQG---KY-YLALYY---ARKA--D----------------KSLIN--Q--LASFL-------------K-D------LG-YT-------V--D-K--IN-RVKIPKN--YRSQ---------WDIRYFYDRK----A--AN-V-----LRTHFK-EFL-E-H-TDAWN-D-V----K--IK---------LK------------NFSFM---L-N--SKRK-I--RK------GR--------IEMWILNK
WP_093253998.1 -ADR---PA-RIWLHV---STPA--Q----------------WPEAA--G--LVPHV-------------G-D----S-LA-LA----------K-G--ER-ALAM-QS--IQRVDGGPAT---PEVRYFLAED-------RE-------TAEALA-ARL---A-PFLPG-----------VR---------AA------------DYSAD---F----AGVS-WI-DP------GH--------IEVWFSR-
WP_126651794.1 AEVS------TVYINY---SDKA--I----------------KDNP---E--LIKNLGSHISNEITIDHPK-D-N--K-KK-YK-FS----I--P-G--MQ-NIPS-FD-------------I-NQVRYFDKDD-------EK-------IAEGLA-VAL---K-EKGIV-----------LE---------PK------------YFNKN-D-F-K--NIVP-K--GQ----------------LEIWIDHT
PHQ70916.1 ASLA---RA-RVVIHH---PSSS--G----------------EEVSQ--A--VANRL-------------R-N------AG-AG-----E-V--E----IR-RVPF-GI--DQ-----------ESIRFFFGAD-------RG-------VSEDIG-TLI---A-PERSA--------E-------------VQ------------DFTHY--------SPAP-RR-GT----------------VEIWLR--
SNR69591.1 APLS---RA-RVVIHR---SRSS--D----------------PRASR--E--LARRL-------------R-E------AG-AG-----Q-V--E----IR-DVGF-RM--AR-----------PSIRYFHAGD-------RT-------VSDAVG-DLV---D-PGRRD--------N-------------VA------------DFTHF--------RPLP-RR-GT----------------IEVWLP--
WP_035644175.1 KVAG-N-SL-KVYIQY---TGVV--G----------------KDRTQ--F--LASQL-------------K-P----Y----YI-------V--P-P--LD-FVGS-KE--DE-----------NEIRYYATTN-------IE-------VANLLA-KRI-K-D-MTGLI-----------FT---------LK------------KINNT-T-I---------H--NT----------------IEVWYCST
WP_092161428.1 VAAD-Y----RVDFQF---AGY---V----------------RAQAQ--A--VSSAL-------------K-A------LG-WR-------I--D-G--EE-RTAN-AA--GI-----------NQIRYGDPKD-------AA-------SAELLA-ADA---R-RAGAS--------P-------------AL------------RVLRV-----A--EIKP----GR----------------LEVWISR-
WP_069789709.1 TVDI-S-EA-TVYIHY---QS----N----------------ESSAR--S--LQDYL---------F-----S------RG-VN-I-----A--D-D--ID-QING-IR-------------E-NDIRYSNSSA-LPLA--RA-------VKNEIE-SFY---R-SRGIN-K------N--LE---------MI------------DLSAR-G-F----QTPS----NQ----------------MEIWINE-
WP_108179172.1 ELGL---NR-TVFIQF---AGM---S----------------RVDAE--L--MRSRL-------------Q-T------LG-WY-------L--P-E--AE-RTSN-AA--GL-----------NEVRFAPADD----------Q-----AGRQLA-DDI---E-ALSPP-----------LR------RE-MA------------RRPTS--------RVNA----AR----------------PEIWISAP
WP_046244316.1 APFS-P-NA-RIYLLT---GNVK--K----------------VDSLA--A--LRVPL-------------E-K------AG-FP-I-----I----D--AR-YLTD-AG--------RPAA---AEIRYFFVAD-------RR-------QAEHLA-EFC-R-I-RLDQK--------D--LA---------AK------------LYRDT--------RVSP----GY----------------LEIWTGR-
WP_020180248.1 HNAG---PV-RVFIHV-R-SSDPA-A----------------RERAE--M--VAAEL-------------R-R------RG-VA-------V--A-Q--IR-GVPR-PV--RR-----------DLVRFFYDAD-------RE-------AVPGLQ-DAV---RLASPPN--------G--SA------LQ-SQ------------DFRGY-R-A----PPKP----GT----------------LELWLS--
WP_104068854.1 PALK---DL-RVLLNA---PQDV--S----------------GDRIA--E--VVTNL-------------A-Q------SG-FR-------P--P-D--PT-KVAF-AI--SR-----------SNVRYFHQGD-------AQ-------AARILA-------E-RIGAD----------------------LR------------DFTDF---T-P--SPPQ----GT----------------IEVWLAGR
WP_063198643.1 PYKG---DY-KVTIRF---AGDF--D----------------RASDIV-P--FAQKL-------------R-A------AG-WR-------V-------QD-SQPS-GG--NDRTSLAAGQ---REVRYAAAND-------QA-------FAELLA-ADV---Q-RSGIM--------T--GA---------VA------------STQGS--------DIAG----GN----------------LEVWISST
OJV54450.1 DDKN-G-KI-AAYVFV-Q-TTSA--L----------------KDNIA--A--IKRSL---------------E------SN-VS-K-----V----Y--KE-EIIN-QD--YN-----------NFVRYFNKED-------AA-------NAYRIC-AKL---N-DVKSV-----------IK----TRFI-VQ------------DLSSS---Y-A--NIPK----GQ----------------VEIWIGKE
WP_120636871.1 GAVG---PS-RIVVH----SVPA--G----------------RDTAQ--A--LLRSA-------------A-D------AN-------------D-E--VE-FRTL-RV--------TPDR---AVVRYFYRAD-------EA-------AAQELA-------K-RLGPA-----------WR---------VQ------------DLTRY---R-P--SPRP----TT----------------LEVWLPRS
WP_106750664.1 QAQW-E-DY-RVFPHY---LGT---D----------------LTKVD--A--LRRTL-------------V-G------RG-WS-------V--Q-R--PE-DMEG-KL---------RGSW--NEIRVNAEMD-------RA-------AAERLA-NDV-----STGLD-G-R----P--IR---------IR------------IHPRV--------RVDR----------------------PEIWISN-
WP_085943100.1 ----------------------------------------------------MREAL-------------N-A----Q-GQ-FK-------S--P-Q--IE-TVGE-SR--------SPAQ---LQVRYTYPAD-------ES-------AAQLVI-DAL-K-D-QPGCG-G-N----G--LE---------IK------------RVYMS-R-F-Q--GTTD-K--GV----------------IEVWWPRS
WP_124846733.1 PPNA-A-TR-RVYVQQ---DSSD--T----------------SGLGS--R--VVSAI-----NS------R-T------PE-LK-V-----V--Q-K--IE-KLPS-EK--------MPDL---AQVRFGNSAD-------SQ-------EANKVL-SVL---Q-TFYPR----------------------AR------------AVRLG---L----AAAN----GQ----------------IEVWLPRA
WP_121331018.1 KKVS---NP-IIYLQY---NSKV--L----------------EDSMN--L--FYQKL---------I---N-S-QF---KN-VE----------S-Q--LD-NKPA-DK---------------SEVRYFFDSH-------KN-------TADELA-KIA-S-S-FFGQQ----------------------IV------------SAKVD--------RNQK----NQ----------------IEVWIKKG
WP_113861108.1 LYYP---RV-KIYY-----EKAF--P----------------REIID--V--IGDTL-------------A-E-G--D-IA-YD-YYDQE-I--P-K-----GLTN------------------GDVRYFHADD-------QE-------LAYQVK-RDF-E-E-LACFS-G-Y----G--LR------VG-VI------------PLIRS-N-K----RAPK----GT----------------VEIWLPGK
WP_043829497.1 PAPL---GR-RIVVHY-P-PG----L----------------WDGVE--V--LVDQL-------------S-S------FG----------V--P----VE-RRVV-GA--------TPSR---RVIRYFNPVD-------QD-------DAEALA-------R-SLGRD-----------WM---------VQ------------DFTTF---T-P--RPRQ----GT----------------LEVWVPAG
WP_014786222.1 PTGA-A-KG-RIFVQQ---DQAD--A----------------AGAGA--V--IVEAL-------------R-R------GG-YD-P-----I--S-Q--VE-KVPS-RK--------MPSV---AQIRYFNDGP-------DE-A-----TARSLQ-RIL-----VATYP----------------------SA------------RIVRV-----G--VPSP-Q--GQ----------------FEVWLPRA
EDN68074.1 LELS---KY-TIALSY---ARKQ--D----------------KPFMT--Q--LANYL-------------R-E------KG-YK-------V--D-R--IG-RSYTQKV--YRSQ---------WDIRYYYDRK----S--AE-E-----LKENIT-AFL-Q-S-IEGIN-K-A----E--IR---------VR------------DFSYL---L-K--RQQK-I--KR------GR--------IEVWILNP
WP_115404498.1 KKSL---PT-IVNIQY---NDLT--Q----------------KTIAN--T--LQRNL-------------Q-K------SG-YK-------V-------EQ-NIQG-EF--DWG----------NEVRYYDDSK-------KD-------EAIALL-KIV---R-NSTLG--------T--MT---------TK------------KLQLS---L-P--EKDK----NI----------------IKIWLKNL
WP_108221000.1 DEPP---PQ-RVFIQF---ADM---T----------------RESVR--S--LAERI-------------A-A------LG-WT-------V--P-P--EE-RVAD-AS--GL-----------NEVRFNPDSA-------ED-A-A---AARLLA-ADL---A-AAGRP---------------G------VR------------AVPLS--------VIRP----QV----------------LEVWIGGP
WP_056528341.1 GPTA---PA-RVYIEV----KDV--D----------------PDHAA--A--IRASL-------------A-G------EG-FV-------V--P-R--VE-RVDP-CI--EV-----------PELRYYFRQD----A--EA-A-A---RASSIA-GAA-I-G-AAGLG-----PG-T--VT---------IK------------RLDPG-R-Y-K--SARP----GT----------------LELWLCGT
WP_002765274.1 RIIN-S-RF-RLFIHL---GQVN--S----------------RPVLE--RNLLIQKL-------------E-S------QG-FQ-------V--V-G--FD-NKSD-KY--G------------PGVDFFDEKD-------RK-------GAEKVV-EII---N-TLLPP-E------A--TK--L------IV------------RRQNV--------MQRE----GV----------------LGIWF---
WP_069907701.1 GDRP---RA-TVYFQF---AGM---T----------------RAEAE--A--VSGEL-------------T-A------LG-WT-------I--P-G--EE-RTER-AV--GV-----------NEVRFNPISA-------ED-S-A---AAEQLV-TDL---R-NAGRM----------------------VR------------LAPTR--------LIEP----GF----------------LEVWISK-
ALS91674.1 AEKI---PP-RFAIHI---SDES--Q----------------RPQAN--R--LAAVL-------------K-K------QG-YL-------V--P-S--IQ-NVGD-RG--VRS----------NQLRYFRESE-------PG-I-P---TPQEIV-AVL---N-KANVG--------E--WT---------VR------------RIPGF-G-P-R------------------------------------
WP_112578730.1 --RQ-F-CT-NVFIQY---IG----N----------------AGAIP--S--LKSQL-------------V-A------IG-VQ-------V--P-K--AE-TRNE-AK--GK-----------AEVRYYWQED-------AP-------ISRQVA-EAL---A-TFSPN-G-K-PL-Q--LT--P------LL------------DFPER---L----KPKP----TN----------------IEVWIELK
WP_028997455.1 PDCP-A-GR-RLYPQV---GSEA--D----------------LAVIE--R--VKPAL-------------R-E------AG-FN-------V--M-K--AE-VLPA-RK--------LPAD---TEVRYFRNAE-------GV-------GALAAA-AAL---R-RAGLP--------N--VP---------AR------------LVPGY--------EDSR----SI--RPC--H--------YELWLAVG
WP_015826408.1 KDFE---IT-EVYLHI---SDKS--Q----------------YADAQ--I--IANEL-------------K-S------AG-FK-------V--L-G--ID-VVDY-DP--AKA----------RSVRYYYDPQ-------AE-------QSAYLA-AFC---A-NAASQ-T-G-RA-G--WS--DAGNYR-VM------------SLAGR---Y----GKLP-L--HR----------------AEIWF---
WP_105012412.1 RKIR-E-QL-RVYIHI---QEEA--Q----------------EATAS--A--FKRSI-----D-------G-D----T-IG-TH-VVDV--V--S----IE-KLDR-GP--SS-----------TQLRFFNAQQ-------RT-------LVDSLL-AHT-S-R-LPAFS-S------R--ID---------VK------------NLSDE---Y----GRIT----DH----------------FELWIAPQ
WP_052388971.1 TAAP-G-QP-RVFIHL-R-AGSTA-A----------------ANAAA--E--LAPQL-------------R-E------AG-FD-------L----G--EA-RVVT-AT---------PSQ---RVVRYFHGED-------AP-------AAARLA-------G-RLGRG-----------WA---------IQ------------DFRNF--------EPAP-SL-GT----------------LEIWLPDR
PZQ12985.1 GETS---PV-RVFIHV-R-SADPI-A----------------RERAA--A--VAAEL-------------E-R------RG-VK-------V--A-Q--IR-GVRL-AV--RR-----------DTVRFFYDQD-------RA-------AVPALQ-DAV---R-SVSPD--------G--FV------PL-AK------------DLRSY-G-A----PPRR----GT----------------IEIWLS--
WP_128775858.1 QASG---PV-RVFIHV-R-SSDPA-A----------------RNRAR--A--VAAEL-------------R-R------RG-VS-------V--A-E--IR-GVRL-PV--RR-----------DSVRFFYDAD-------RS-------AVSELQ-RAV---R-DALSD--------G--AN------PV-AQ------------DYRSY-G-A----PPRP----GT----------------IELWLS--
WP_108853446.1 PTGQ---DA-IVFVHA-P-TSVA--E----------------AELVD-----VMAKL-------------V-G------GG-YT-LD-------P----AR-RVSF-SI--SK-----------SNVRFFHPGD-------AE-------LARALA-------D-RIGAS----------------------AR------------DFTSY--------EPAP-PT-GT----------------IEIWLSGS
WP_105515087.1 PPTA---DF-TLSVHA---PATL--S----------------DTDIE--E--VAVAL-------------S-E------VG-VE-TI----T--P-K-----PVDF-TI--SE-----------TNIRYFHPAD-------RA-------AAEDLA-GAL---G-----------------AR---------LR------------DFTGY---S-P--SPPD----GT----------------IELWLAGK
PHQ94310.1 TFSG---NY-SIHVRA---PSSL--P----------------EDQLN--A--FSSAL-------------R-D------TG-FD-VI----T--P-K-----RVNF-TV--SK-----------NHVRFFYADD-------AE-------AAGMLA-------A-AVGGA----------------------AR------------DFTDY--------RPSP-PA-GT----------------IEVWLAGK
WP_027573944.1 AARA---PA-RVSINF---AGDV--D----------------RKNVV--A--FANML-------------R-D------GG-FD-------V-------LE-KYPD-GQ--LGGNRTTGAINL-NVVRYGSADD-------EA-------DAQRLA-ALV---S-DRSPA-G-R----P--VR---------IE------------RVPTV--------QPRT----------------------LEVWVSN-
WP_083234080.1 KVAP---SS-RISMFY---VRQQ--D----------------RTFVK--N--IASYL-------------R-G------KV-YK-------V--D-A--VK-NVRI-KN--SSTER--------WDIRYYGERK-A--A--RQ-------LQQDIQ-HYM-----KDDYR--------K--IR---------LR------------NFSYL---R-A--KNPR-V--RK------DR--------IEVWIINP
WP_094585170.1 PSLA------VVTVHL---DNPS--I----------------AEQLK--P--ILVQL-------------S-A------KR-WY-I-----V--S-G--VR-FVEP-SS--SSCG---PY----NSVRFFHKAD-------ND-------LAEKLI-AQI---S-ALKTT-S-P----S--VR------AL-LAGTGNTKPGISPIDLSTW-R-Y-A--RSVP-Q--GT----------------VELWLASK
CRI57072.1 ESAS-P-GA-RLYIQI---GPFY--P----------------DFVVK--Q--LVSQM-------------A-T------LG-ST-TFPVI-V--A-G--VQ-LIPQ-----------PPPQ---SSLRCFQTED----C--KE---GLK-LVEKIN-SIV-L-A-------P------K--IT---------LI------------DLTDR---Y-G--LPNQ-I--RQ------GH--------YELWFSPE
WP_085748912.1 RASG---YT-TLYIQV---YDES--S----------------RVAAS--S--VARAL-------------R-R----A-SA-GS-MQI---A--P----IE-NVSR-TA--ELRQQRRPAPWAQATFVLHDPAS-------RA-------CAAAMA-AHV-R-A-PWVVG-S------D--PG--Q---VW-IR------------DLPATL--P----TRRA----GV----------------IELWLPPV
WP_002778907.1 NVLN-Y----VVYFQF---NNEK--Y----------------QDEIN--Q--FAQKL-IQIGWEV-PEN-E-D----N-KG-FG-LYK---L--T-G--YT-WKDD-KK---------PL----NTIRYYHVSD-------LR-------NAKRLE-KLA-E-E-HFKKD-----------FS---------LD------------NLSVS---H----PNEP-F--GQ----------------IEVLIHDN
WP_111428462.1 VPVG---ET-RVFLHV---PRGV--P----------------VAESD--A--IAATL-------------S-G------AG-FG-V-----Q--P-A--IR--MNL-NV--ST-----------SNVRYFHAAD-------LE-------NARALA-AAL-----GANLP--------E--VP--P------VR------------DFTYL---Q-T--PVRP----GT----------------LEVWLSGS
OTE97795.1 TKLS---DF-TFYIQY-K-IGDKP-A----------------ENTAD--E--IKSFL---------A---K-K------IG-AT-------A--Y-G--TE-AVAN-----------VPKT---DEIRMYKGTQ-------RP-------QADELK-SVL-K-K-ETGRE-----------FT---------IT------------NLQPS---Y-P--KLPA----NL----------------MEIWLKE-
WP_038658588.1 ERVT-F-PQ-RVFIQF---AGTY--T----------------RAQMT--A--LNASL-------------R-A------AG-WD-MQS---T--S-G---E-RTTK-AI--GV-----------NQVRYGDGGA----------A-----AADALV-KAL-A-A-STDTP----------------------IR------------GVEPK--------SMRF-V--GN------RN--------LEIWISN-
WP_052402111.1 APRG-P-PA-RVIVHF---LSAT--P----------------QERSE--R--LLAGL---------------T------AR----------Y--P-D--LQ-VRRG-GR--------GPSF---AVVRHFLPAD-------AG-------SAETVA-GLL---A-SSGVE-----------AR---------VQ------------DFSSY---R-P--RPRP----GT----------------IEVWLP--
WP_113569249.1 TSPS---DF-TVYIQF---AGFK--R----------------SAVVA-----AAKAL-------------A-D----E-HK-WT-------I--P-A--VE-QGGE-RT--GD----AAGK---NEIRISDQDY-------RD-------EAEILA-GDL---V-KTGLV--------D--QR--P------TI------------TLNGD---I----LPRT----------------------MEVWVGLK
WP_112618238.1 IQQS---PQ-TVYVQF---AGM---A----------------REDAQ--A--LSAKM-------------R-A------LG-WG-------IPNP-G--EE-RVAA-AA--GK-----------NEVRYNPYGD-------AD-R-A---AAELLA-ADL---T-IAAGR---------------L------VT------------ARAVP--------IIKA----NT----------------LEIWTSI-
WP_096786390.1 DVTQ---SQ-TAYLQF---AGM---T----------------RERAR--G--FAAAL-------------R-N------LG-WT-------V--P-E--EE-RVTA-AQ--SL-----------NEVRFNPGLE-------AD-A-A---AALLLA-ADL---E-AAGRS---------------G------IR------------ATPNG--------RIRP----GT----------------LEIWIGSA
WP_119781017.1 PVDP-A-SY-RVFVQF---AGLI--E----------------RENVK--A--MMKKW-------------A-D------AG-WG-VQGA--G--S-G--GE-RTAA-AA--GL-----------AEVRYGRATD-------AT-------AAAALA-RLV---E-AQKLS--------E--RP---------MT------------TVFTP---I-I--NPGV----------------------LEVWVSSK
SCY72122.1 DAPA---DM-RLVLHI---PERV--P----------------AEGRD--R--AMAQL-------------S-A------AG-WE----------P-R-----EIVT-PL--TIGE---------THVRYFHARD-------RA-------AAQELA-SLL---D-----------------VG---------LR------------DFVSF---T----PPPP-Q--GY----------------LELWLGGR
WP_086735448.1 AVPS---PL-RVYIQF---AGRL--T----------------REQIE--G--LNRSL-------------K-A------NG-WN-TQG------D-S--GE-RIAS-AY--GF-----------NEVRYGGNNA----------A-----AAAQLA-AAI---N-ASKLT--------S--RK---------LR------------TVRVQ---I-V--GDRN----------------------LEVWISK-
WP_084582116.1 RPVT------TVFIHY---ARG---S----------------VDQAR--A--VRVQL-------------A-Q------AG-FT-------M--P-D--VQ-ERPV-GQ--GQ-----------YEVRYATQKD-------QR-L-----AALVMQ-ALL-----KTAPP-G------D------G------AR------------PRCQA--------NPAG----GR--SSI-----------FEIWIDLS
WP_092028476.1 NDPK---RF-RLYLH----TAKQ--P----------------EDVVN--K--VKEAL---------I-----K------AG-YA-------V--Q-G--SE-PDAD-AE--GG-----------AGIDYFSEGD-------SI-------GAANVA-KIV-S-S-TFGGP--------E--QR--S------VV----------P-PRRQK--------VYNP-I--GV----------------LGIWLPEF
WP_050604682.1 SFID-L-DV-SLFV-----PGRV--S----------------EDVSN--R--VLELL---------T---R-S----Q-AN----------V--V-A--TA-RVGY-RV--RE-----------TQVRFYHPDD-------AE-------NASLAA-QAL---G--------------G-------------VA-----R------DFTAS-G-S----KTRP----GR----------------IEVYLAGS
WP_083852371.1 TEAS---PM-TLYVQV---HDEA--S----------------RAWIA--G--LLKGD-------------S-D-IAPA-LG-NT-VR----V--P-G--IE-NVVA-TA--QRHGRNPPAPWPRPTLLVHRRGN-EG-D--RE-------CARGIA-AAL---A-ARERG-L------E--VQ---------VR------------ELAAS---I----RSNR----RV----------------IELWLPPC
WP_109758321.1 SDGS-L----DVTILV---PQTT--D----------------AKIAQ--A--LSQDL-------------Q-E------RG-HS-------V--T-Q--VK-EVDL-SI--AS-----------RNLRYFHDTD-------RN-------SAARLA-EAY---D-----------------AE---------LK------------DFTWF---E-P--KPAS----GV----------------AEIWLSGD
WP_116569933.1 HVRQ---AI-TVYIQY---RG----R----------------PEQAA--A--LRRRL---------L-----A------LG-YD-------A--P-E--PE-NRSD-DR--------IPV----AQVRYFRDEE-------TP-------FATRLR-ADL-A-G-ALGGE--------G--AS---------AN-PSC--------RLLAD---L----QPDR-T--HV----------------LEVWVDFT
WP_096764866.1 QPAK-Y----EVYVQF---AGVL--A----------------RDSVR--A--MMRKL-------------G-E------QG-WN-------V--Q-G--AE-GGGQ-RT--SD----ATGT---SEVRYAAGDK----------A-----AAEALA-AAV---Q-ESHLS--------S--RA---------VN------------AIQNS--------SVEK----SK----------------LEVWISR-
WP_109811535.1 PTLA---RA-KIHVNV---PRFA--S----------------QNLVA--D--KIDAL-------------R-Q------AG-FS-----D-L--P----RA-DTPY-TI--RT-----------GQVRFYHAED-------AQ-------IAELVA-------R-QADVE----------------------LR------------DFTSY---A-P--KPRP----GT----------------VELWMAGR
WP_088916292.1 AVNS-A----RIVMHA---TEST--A----------------RLAGQ-----ISTLF-------------S-A------LG-AD-----Q-V--Q-Q-----RIVD-TV---------PEH---NQIRYYHPAD-------RE-------AGQVVG-DVM-----RLVFD--------D--IS---------IE------------DFEDY--------QPSP-SE-GL----------------IEIWLR--
WP_127999466.1 SGDL---AP-RIYLHV---SRDD--Q----------------REPAA--A--LRARI-----GA--L---R-L------DG-VA-LV----A--P-G--VQ-LVEY-QT--NT-----------GVLRCFAADE----C--RG-------EAQKLL-VML-N-G-LLQTP--------Q--LT---------LQ------------DLSRQ---Y----ADAK-V--RP------HH--------YEVWFGAS
WP_025225263.1 KAGA---VP-RVYIQA-F-RDDPD-A----------------VESAN--K--LMAKL-----NGG-----A-S----P-TG-IA-IL----A--P-G--VE-RVDR-LH--------TPKGI--SEIRYKPGDN----Q--QE-------VLDLLQ-AAL---Q-ELGYQ-----------SK---------AK------------KLSPA-D-A-R--RARP----DH----------------YEVWLGLQ
WP_072926630.1 NLQG---IK-ITGVHI---SSKS--Q----------------RNDAQ--A--YLDEI-------------R-K-Q--R-PD-YI----------P-D--SP-QLVS-KT--NNDDGTFPSKN--ISVRVFYRTD----------R-----CAADLV-TGL---S-PSSQA----------------------IV---------DP-HYDYE---N----KPKQ----GT----------------LEVWYPWI
ASM78805.1 TQVC-A-GV-VIHSQV---FNPL--Q----------------RERLR--T--YRDLW-------------K-Q------AG-AL-V-----P--P-P--VN-VLAE-SL--RSGQPRPEAPQA-VTLIYHDDTA-------KQ-------CAQAIQ-ASM-L-P-SAWTA--------S--AS---------VQ------------ALPSH---L----SAMP----RT----------------LEIRWPAT
PKL90763.1 SVQE---EF-VVRIFY---YQDE--F----------------EKISK--N--IQRLL-------------R-K----N-NV-YS-V-----I-------LQ-KNKQ-PY---------DKRWM-NTIRYFHEED-------AD-------FANDVY-KLI-G-D-SNIYK-K-T----N--FK------YS-LR-------VI---DLSKE---F-K--TPAK----GN--GDR--H----S---IEIWICDE
WP_092954855.1 PAPV-E-RPLRIVLHH-R-TASAQ-G----------------ASAAE--E--VAGRL-------------R-E------AG-LE-------V----Q--AT-RTAP-FV---------PST---PVVRYFHEED-------QA-------AAARIA-------G-RLGRG-----------WA---------IQ------------DFRAY--------QPQP-SP-QT----------------IEVWIPGG
PWT73143.1 KCKS-I-PS-GLFIQV---ANDK--D----------------QLKNG--R--VLQEL---------L---T-S----A-EG-IP-----P-V--Q-G--VQ-RVDA-----------VPQQ---TQLRYYFNDS----N--HS-------EALRII-HYL---E-ALRYK--------D--IQ---------TQ------------DLSGR-Y-L-NV-GCPP-P--TT----------------FELWIGSQ
WP_124384145.1 LSSC-L-GQ-SVVINF---YSED--D----------------RQEAM-----HVARL-------------A-S----S-AG-II-------V--T-D--VE-NVVA-SA--EARGSKSPYRWKRPAVVMHEPLS-------QS-E-----CAAALL-------T-ASGLA-N------G-------------VA-----R------PLPKN---F----TGTP----GK----------------MEVWLPAP
WP_074826508.1 APQQ-N-CT-RVFLQF---AGRG--TIGPPPDPAVAAADAAIAARAD--R--ISETL-------------R-N------QG-FA-------V--P-P--AE-YRPE-AI--GK-----------DELRYFHDAD-------AR-------LAEAVA-AAL-V-A-GNTMA--------S--PP---------VV-------V----PLTQL-----P--QLPA-T--GV----------------IELWLDLG
WP_026296827.1 KEFE---IR-ELYLHI---SDKS--Q----------------YRDAE--I--VAKQL-------------S-R------EG-FK-------V--L-G--ID-VVEY-DP--SKA----------RSVRYYYGPQ-------AG-------QSAKIA-EMC---A-EFAME-T-D-RD-S--WS--EVESYK-VM------------SLAGR---Y----GKLP-L--NR----------------AEIWF---
WP_085822443.1 TEAT-I-DV-SLFV-----PVQV--S----------------VETSE--K--AMQVL---------T---D-G----K-AN----------V--S-A--TA-RVGY-SV--RE-----------TQVRYYHPND-------AE-------MAISVA-GAL---G--------------G-------------IS-----R------DFTNA-G-R----KTRP----GR----------------IEVYLAGR
WP_002792128.1 ---------------------------------------------------------------------------------------------------MN-GIKE------------------NSIRYANSAD-------KP-------IAEKLR-VFL-W---KKNIK-----------IE--P-NPKT-FI------------DLSTK---Y----KVPP----GQ----------------LEIWLKD-
OYW10556.1 PPAA---AL-RIVIHH---RPAD-------------------EARAE--A--LRGAV---------M---R-Q----A-AG----------A--A----AQ-TVRV-RA--------TPRD---ALLRFFHAGD-------AD-------AAQRLA-----M---ALGPP-----------WR---------VQ------------DFTHY--------TPPP-ER-GL----------------LELWLPAG
KMO29831.1 AAQG-I----TVYLQF---AGM---T----------------REAAV--A--VGQGL-------------R-S------LG-WA-------V--P-G--EE-RTSA-AA--RR-----------NEIRYGDPAD-------AD-------AARLLA-ADL---R-AEGLA--------Q-------------VT------------AVKRH-----P--GIKT----HI----------------LEIWISQ-
WP_108141066.1 DAAA---KP-VTYVQF---AGNL--S----------------RELID--A--YRAAL-------------S-H------AG-FN-------P--P-R--AE-RINR-GQ-------------P-NEVRYFSGTP-QE----AA-R-AAA-VARATK-DFF---D-AKGCP---L-SP-P--IA------PR-FV------------QLPDA--------RQSP----------------------LEVWLIGS
WP_038282010.1 EARP---PL-HVIVHY-A-DGRT--G-------------A--RDRAE--S--VAAYL-------------R-A------RG-YD-------V--A-S--LR-PAGF-NI--GR-----------GSTRYFHSED-------AD-R-TEA-LNVQVT-RVL---T-SLGAD--------S--SQ---------VM------------DMTTA---T-S--APAE----GA----------------VEVWVPSV
WP_103121279.1 EAVG---SV-RVFIHV-R-ASDAR-A----------------IARAR--A--VAAEL-------------E-R------EG-VA-------V--A-G--IR-GVPF-PV--RQ-----------DAMRYFYDAD-------RG-------SLGALS-RAV---E---GAV--------G--VA------PR-AQ------------DFRRY-G-A----PPRR----GT----------------LELWLS--
OJW33941.1 QPIF-R-GE-RLFTQL---GSTA--Q----------------VDTGR--D--LVQAL-----------G-K-K------FG-------------P-D--MS-VYTV-EV--------RPQNLQNVEIRYYGRTT-DEDH--SD-H-DYK-AADELR-NEL-S-S-VFSPD--------T--IK---------VI------------NWHCC---V-A--KLPS-S--GL----------------LELWIPAH
WP_110989266.1 IVNT-Y-KI-AIYYNQ---EKSE--Q----------------KEEAF--E--IKKSL-------------E-Q------AG-VK-SSIQV-K--P-Q--KD-SASS------------------NQIRYFNDTE-------RE-------VAYALQ-NIL-G-E-SYTKE----------------------IF------------NLQTV---Y----TPSP----NF----------------ISIFLAS-
WP_015134428.1 IVSE-Y-KI-QIFYNE---GKPD--Q----------------KVEAE--D--IKLSL-------------E-E------AG-VE-TEIQV-L--P-Q--QD-KASS------------------DQIRYFAENE-------RD-------VAFALQ-SVL-R-K-SYSSR----------------------RF------------NLQTV---Y----TPSP----GS----------------VSIFLES-
WP_109757608.1 PVDS---DV-RVILHA---PRSV--P----------------GERVG--L--LSDAL-------------G-E------AG-VS-------A--E----VR-DVNM-TI--TR-----------DNVRFYHPQD-------RE-------AAALVA-QAM---D-------A------D-------------LR------------DFTDF---S-P--SPPE----GL----------------IEVWVAGE
WP_113788800.1 NTEV---AF-RIYA-----PTNV--P----------------QDVVD--S--VVTNL-------------T-S------TG-HE-------L--S-G--QA-RVGF-GI--TQ-----------SNVRFYHKQD-------EE-------RATALA-------R-DSGAL----------------------LR------------DFTGS-N-V----KTPS----GI----------------IELWLAGE
WP_118910482.1 ------------------------------------------------------------------M---K-N----K-AK----------I--P----HQ-----------------------AEVRYFRPHD-------RE-------SAEQAS-EIL-----KLESP-S-T----P--VR---------VV------------RVDSL---A-S--TVSR----NL----------------VEIWLPIG
WP_058283367.1 RTKE-T-EV-SLFV-----PAGV--S----------------KQTSI--T--VLEIL---------T---S-D----Q-TD----------V--V-A--TA-RVSY-SV--KA-----------TQVRYYHHKD-------SE-------VADLTA-KSL---G--------------G-------------IS-----R------DFTNA-G-S----KTRP----GH----------------IEVYLAGT
WP_008971182.1 AKLD---AG-HITIRV---GAGV--P----------------KTLAA--D--LAAKI-----------G-S-Q------GK-FT-VTM---E--G-G--RE-FVAS------------------SSLRYFYLED-------AA-L-AAE-IERVVA-DVL---K-QSGID-N-R----S--IP---------LV------------DLSGR-P-I----KPPQ----RT----------------VEMWLNVA
RUM55377.1 QSYS---RA-KVFY-----EDSF--P----------------NTIID--L--IGDTL-------------A-E-G--D-IA-YD-YRYQA-I--P-E-----HLTQ------------------SDVRFFHPED-------ED-------LALRVK-ADF-E-N-LACYN-G-Y----K--LT------LN-LT------------PLLDS-P-L----RAPA----NT----------------LEVWLSGK
WP_056099128.1 ACGA-Y-PV-VVYVQV---YDEA--T----------------RKRAA--A--LPWTQ-------------L-K------PA-AT-------M--P-G--IE-NVVR-SA--RARNADPPKSYLQPTLVVHRMDD-------QG-A-----CAAALK-DWL---T-PNIAA---W-------YA--GTTEIE-LL------------KLPGA---F----KPEE----RV----------------IELWLPNA
WP_028649687.1 DAPD---PS-TVTVDV-R-NNTG--T----------------TGLAG--Q--VQLQL-------------Q-A------EG-FQ-------V--P-S--TG-NPEL-RF---------PD----VTTVYYGPGD-------RA-------AAELLA-GGL---A-DAVTE--------E--VP--EG-----LP---------------------------------YT----------------LELVIGPD
WP_008603539.1 RVRP-A-SV-KIYYVD---GNDA--S----------------EDRAN--D--VARAL-------------R------L-NG-WD-------V--D-S--VD-DASF-PI--RT-----------PSTRFFNRAD-------KA-------AANELG-AWL-----QGAMP-G-E-LG-N--MT------PE-VV------------DMTAI---A----GTSP----GE----------------IEILVP--
WP_123910653.1 KKVS------TVYLNY---TKNV--D----------------EKFVN--D--ISNYI-RNKVSATVSEG-R-K----N-NT-YV-FT----V--P-G--YQ-KVSF-SG-------------E-NTIRYFNIGD-------KD-------LAESLQ-KEL---S-KKGVY-----------FG---------VK------------PAGSE-K-I-S--TVAP-K--GR----------------LDILINDL
WP_116132879.1 DANH-V----VVYAPA---SVPE-------------------QQRGE-----IVDAL-------------S-Q------AD-WH-VD----A--P-R--QT-RFTI-AD---------------TQVRFYHEED-------RE-------AAQALA-------E-AVGAE----------------------AR------------DFTQY--------TPSP-DV-GM----------------LELWVAGN
WP_107302624.1 CNFE---GT-TIYIYH---SAKQ-------------------RGLAA--S--IEDKL---------F-----N------CN-VD-------V--Q----VK-SSSY-PQ--EE-----------PNLRYYVESD-------KE-------KAIQLQ-RVI-N-A-AVSEH-A------E--LN---------VR-----F------ELNSR---V----DAMK-V--DR--ENR-----------FHVYF---
WP_069475369.1 EQIT-K-NF-DFVVDI-Y-YNEN--E----------------KEVNK-----FKQYL-------------Q-G------KN-YT-ISLNP-I--K----KE-DVQN-TY--SLKND-QPI----SRIKYFHAGD-------RE-------RAKNLG-ELT-Q-S-YVNNN-K------N--IN--L-PKDL-LE-----S------DLLEL---V-DW-NAPN----GR----------------IEIWVYFP
OGH69211.1 QNGT-L-LP-AVEIEI-Q-NGTW--R----------------AGLAS--R--LKKRL-------------E-E------KG-FS-------I--L-------AIGN-SL--KR-----PIS---TTTIYLINAD-SD----KK-------VAEALA-SEL---H--------------A---------------------------QISSA----------------------------------FPEWLKQS
WP_035797928.1 ----------------------------------------------------MRGTF-------------Q-Q------QD-WI-------A--P-P--AL-RVDG-NY-------------E-NNLKYFNESD-------QS-------IAQEIK-QKT---E-QFLAK-K------K--CN------KN-TI------------NLDKK---T-N--SNRE-E--GQ----------------IEIWIHSS
WP_074218789.1 PPVG---RA-LVFFE----QGVA-------------------DVRIR--A--VVASL-------------E-K------TG-LS-LK----T--P-E-----GVPF-RV--SE-----------DQVRVFWPED-------RD-------AALMLA-------D-RIGAR----------------------LR------------DFTEY---R-P--RPPS----GT----------------IEVWLSGA
RWP51089.1 TPRP---SD-LVALQF---GGAV--R----------------RGNAQ--A--IADRL-------------V-S------LG-WK-------V--P-G--VD-FQIG-AA--GH-----------NEIRYGSNPS----------N-----LGDAIL---L-E-T-DLALQ--------G--LS---------AS------------PVNNF---V-T--GANA----NQ----------------LNVYISTP
WP_112407205.1 GIRP---DN-LVTLQF---GGNF--P----------------RGNAQ--T--IMDRL-------------V-S------FG-WR-------I--Q-G--VE-RAQV-SS---------------NEVRHGVGND----------E-----NATKLT-KDV---A-LMGLT-I---PP-S--VT------PS-LT-GND--------QLDIY--------TMTP----------------------LPVWGETR
WP_119997694.1 PPAG------TVFVHA---PGSL--D----------------RATVE--E--EAKRI-A-----------S-A------TG-LA-VE----L--R-D-----PVGF-KI--SS-----------SNVRFFHEAD-------RE-------AAAGVA-GAL---S-----------------AR---------LR------------DFTSF---R-P--SPEP----GT----------------IEVWLAGA
ADB36651.1 GLSG---KL-RVSVEY---TNPN--A----PN----------YAKIR--A--YMNAL-------------E-A----D-TT-FE-FV----R--P----LK-PAIF-TG-------------R-SQVRYFRTAD-------KA-------AAETLA-VQA-G-K-ALGIP-----------IG---------IQ------------LIKDS--------RTFL----TH----------------LEVWINNG
WP_086053375.1 PSGV-S----RVALYY---REGL--D----------------PAVVE--A--GLGAL-------------A-A------EG-IE-PY----L-------VQ-AVPF-EI--SR-----------SNIRFYDAEA-------AS-------GAEAIS-GMI---P--------------D--AT---------LR------------DFTHY--------RPTP-PQ-GL----------------VEIWLQTP
WP_093973179.1 GLAD---AT-NVVLLV---PAFV--P-------------Q--TEAED--A--IATAA---------------A------LG----------I--P----VD-QTRR-AS--VSISQ--------TNIRYFHAED-------AE-------AATILA-SGL---G--------------G-------------IA-----R------DFTNF--------RPPP-NP-GV----------------IEIWIEGQ
WP_110814647.1 TAVP-R-LQ-GARLKL---AADL--P----------------GATLA--A--ARAIL-------------A-E------AG----------V--P----VQ-TEPP-QE--GAAAPFGPQR---SEVRYFHSGD-------AA-------RAEGLA-QAL---G--------------A-------------VA-----R------DFSSY--------RPAP-ER-GV----------------VEIWLAGS
WP_109810763.1 NPAA-A-VL-RVYRAG---SGDA--A----------------ADFAA-----QSAAL-------------R-A------AG-FA-------V--P-A--PR-AVPA-LA--GP-----------AEVRFFHTSD----------G-----DAARVA-GFL---A--------------G--LP---------VQ------------DFTSY---R-P--APPP----GT----------------LEIWTPPG
WP_122400308.1 PYRG---DY-TASLVF---AGDF--N-------------R--DRDIR--P--FAREV-------------G-A------LG-WK-WQEPT-A--G-G--GT-RNEA-AA--RT-----------CEVRYGSPSD-------RP-------FAELLA-KDI---T-GIAAP-A-G----A--TR---------VA-PG---------GVSVK---V-D--SSVA-A--SS----------------LQIWISSG
WP_012332460.1 AEAR-A-KY-QVYIQF---AG-F--P----------------RPAIA--A--LANAL-------------A-A------QG-WA-VQGA--G--A-G--GE-RVAA-AA--TL-----------AEVRYGDPAA-------KP-------AAEALA-AAL---N-QSGIV--------P--RT---------VR------------AVPLA---I-I--RPNV----------------------LEVWIGQ-
WP_127781949.1 ATPA---SS-QVGVQV-L-NNTT--T----------------RGLAD--R--AAQQL-------------R-G------AG-WD-------V--A-K--VG-NYPG-GI--------VP-----STVVYFRPGT----D--EQ-A-----AATRLA-GTL---G-ASAQP--------R--PS-----------------------GFATF--------GDG-----------------------LIVVLASD
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WP_113174911.1 DTVP------RVILRF---ARNR--D----SA----------RTRAA--T--LERSL-------------R-A------QG-LD-V-----V--K-S--GD-SLAS-SR-------------A-DKVMYFYKED-------RP-------SAERIA-AGL---A--------------E--AA--F------IQ-----R------PFADD-G---S--LPPP----GT----------------IEVAIGR-
WP_093360145.1 IVER---QI-RLFA-----PGGV--A----------------EATVG--A--LTAEL-------------N-A------VG-YE-------L--R-S--SA-RVGF-SI--SQ-----------SNVRYYHTQD-------AA-------LAAALA-------E-DTGAL----------------------LR------------DFTSK-G-A----SVPP----GT----------------VELWLAGE
KPG01442.1 SLAS---GR-TILVRF---AGLR-------------------RNDVK--A--TDDKL-------------K-M------LG-WD-------I--A-A--ED-RTAL-AG--GF-----------NEVRYPDNEE----D--RR-------AAEVLA-ADL---R-ALGRS--------S-------------VR------------ATKAS--------GPAK------------------S---LEVWLSI-
WP_017609767.1 GEAE---PG-DVSLQV-L-NNTG--R----------------NGLAT--E--VETLL-------------N-A------EG-FT-------V--T-G--TG-NPQE-RA---------PD----ATTVYHGPGQ-------EA-------EAELVA-SAL---T-TATTE--------E--VP--D------LE---------------------------------GG----------------LELVMGGA
WP_068112985.1 VPNA---TI-TLFA-----PGSV--S----------------DAAVG--S--LRADL-------------V-S------SG-YD-------L--S-S--PA-RVNF-SI--SK-----------SNVRYYHAED-------AA-------VAASLA-------A-DSGAL----------------------LR------------DFTGS-G-S----SAPP----GT----------------IELWLAGK
WP_015258528.1 ----------------------------------------------------------------------------------MN-----A-A--P------------RR---------------SELRCFRAEE----C--GN-------EGDQLL-AIT-N-E-ILAEP--------Q--LR---------LN------------DLSRR---Y-G--DSTA-I--RP------RH--------FEIWFAAG
WP_086785511.1 ALVD---PK-TVKIQV-L-NGAD--K----------------AGNAT--K--AVNGL-------------S-E------LG-FE-------V-------VK-KGTS-AT---------PSD---KTVIRFSDER-------RD-------AARTLA-AAI---P--------------G--AT---------LV----------------------P--DPSM-G--GA----------------VQLVLGPE

############################################################################################################
15. ivWA-helicalNterm alignment
############################################################################################################

RCK81655.1 -MALLSRP--EIAAWLNASLEASGFRQLEPLPLRI---WKEAVRAGKNAL-PPGFFGLLWERLTH------------------KTAGPHRERTG----LPA---------EDELLTRLTRLPGFEHLEGLFILRGARPSEDFIAGVLAQVID----RL---------PGFHHAVVQMASLDLEHVLDHPTA----PDPAFPATRHLQTIYQDALSRLAAAPLTLTPTDLFEIGHPHLFRSPADRTFYRRMMAAVNGLAHWATGVFTLKEESAT
PKL44254.1 -MRFLHPD--QIAHWYKRSLQKSGYKELFAFARDF---WKDLVRRGSYAI-PPGFVARLMERFLS------------------VPVGEKEPAQI---AFTS---------EDEYLDKIHAAEGADRLEGIFLLTGADRDTVIAQGIFQQIIE----RL---------PPFQHDDLVFSDSDLEKSFTLGHM----IPGGFDVETALEKIYARALDDFARTEFRFYADDVFEIGHPGLFKRPADRLFFRRMTRTMKGLNLWTRSVFTLKEESSW
PKL48728.1 -MRFLHPD--QIAYWYKKSLQKSGYKELYAFARDF---WKDLVRRGSYAI-PPGFVARLMERFLS------------------VPVGEREPARL---EFPS---------EDEYLEKIRSAEGADRLEGIFLLTGADRDPVVAQGIFQQIIE----RL---------PPFQHDELVFSDSDL----EKSFALVQAIPGGIDVDTALEKIYARAIDDFASTDFRFYADDIFEIGHPALFERPADRLFYRRMMRTMKGISLWTRSVFTLKEESSW
PCC71847.1 MARRLSRE--ELLPALKAWAYVSGYGGALSESLPPALGWLRALWEEGHDALPLDLVHDLGTLLVE---------------GRAFAFASSRDLAD----WPEEERAERLQYEDRVLGKWVLDPSVGDAHVAIAALSGELQPRALAHAIGLALGPASRRAELDAGN---PAVLRSSW-REALALCASWPARHGAWE-EPPVDANWRAWALAIRAAIVGGLGEGKLFSPEDLWELAHLADLPNESSRLALRELHAATAAIGGVSPSVAMAVRRKAQ
WP_096329845.1 MARRLSRE--ELLPALKAWAYVSGYGGALSESLPPALGWLRALWEEGHDALPLDLVHDLGTLLVE---------------GRAFAFASSRDLAD----WPEEERAERLQYEDRVLGKWVLDPSVGDAHVAIAALSGELQPRALAHAIGLALGPASRRAELDAGN---PAVLRSSW-REALALCASWPARHGAWE-EPPVDANWRAWALAIRAAIVGGLGEGKLFSPEDLWELAHLADLPNESSRLALRELHAATAAIGGVSPSVAMAVRRKAQ
WP_013563421.1 STGPLPPD--QARRVLVRGLAQQRIARPSPTSARHALSWALEMTASGESPPPINLVADLGHLILGTDEPEASSSSDRPPSHYAAGLTPASPSPSYTALVPFYDRLIR-RYDDLVIGKFLADPTFQRGAEAVRHYPEADRVKGVAYLIARIVE----RAGIQ-GPILSPAALRSLAGLPNEIVRDLLDTALEPSDDPNADAHEWAEEARQLDTLTHAIRDMGEVLAPEDLFELEERTALEQFGQRIALRQTVAMIQQFLNFLHTNPPRPSRSIR
PID39889.1 GAGSLGDEARDTERWLAVGFCLGRLTRPSAESVALASPWVRAALEEAPQLPPVGVIADVGQLLAG------------------AALDSSRALSS---GDPAVDRALA-RYDEHVLGRLAADPRLEAAADALARLPERQRPAAVALVVEHLLG----NLGFDGGAPVRPAIARRLLNRPPAEL---LDLGLSALRHQAGGAEGVAALVASYEELAQRARHLRMLLSDAIVFALENLEVLRSRAQRLAAGQMVEIAAAFDKAIPQRLRRIVRRRG
WP_071896881.1 TTEPLGPG--EAERWLCAGLCLARLGGTSPEAMAEAVPWLLATHAELPALPPLGVVVDLGRLALG------------------APLESSRPVPD---TVPSLRAAVR-AYEDHLLARLAAEPRLEAVVNALARMPVELRPRGVAFLVARVLT----RLGFTGGAAVNPGLARRVLEHPPAEL---LQTGHAALR-ERG--AEVERLVESYESLGGAARRARVLLGDAEVFTLENLERLQGRARRLALEQAVEAAEALAEALPKRMRPRKPASG
WP_002627970.1 TTEPRGPE--EAERWLCAGLCLARLEGTSPEAVAQAVPWLFATHAELPALPPLGVVVDLGRLALG------------------APLESSRPVPD---TEPSLRAAVR-AYEDHLLARLAAEPHLEAVVNALARMPAELRPRGVAFLVARVLT----RLGFTGGAAVNPGLARRVLEHPPAEL---LQTGHAALR-ERG--AEVERLAEAYEALGGAARRARALLGDAEVFTLENLERLQGRARRLALEQAVEAAEALAEALPTRARPRKPASG
WP_095985483.1 TTEPRGPE--EAERWLCAGLCLARLEGTSPEAVAQAVPWLLAAHAELPALPPLGVVVDLGRLALG------------------APLESSRPVPD---SVPSLRAAVR-AYEDQLLARLAAEPHLEAVVNALARMPAELRPRGVAFLVARVLT----RLGFTGGTAVNPGLARRVLEHPPAEL---LQTGHAALR-ERG--AEVERLAEAYEALGGAARRARALLGDAEVFTLENLERLQGRARRLALEQAVEAAEALAEALPRRMRPRKPASG
WP_046713155.1 VPEPRAPQ--DLERWLCAGLCLARQEGLDAEALATSIPGLRAMLEEAPTLPPPALISDLGRLVSG------------------QPPAPSLPIPD---TLPRLRDAVR-AYDDHVLARLAAEPSLEAVSAALARVPQALRPKGLAFLVGRVLT----RMGFTSGTPVSPALGRRILEKPPGEL---LQSGYSALR-EKD--AALESLAQGYEALATGARRASALFGDAEVFTLENLEHLKGKAQRLALEQAVEAAESLSRTLPPRLRARAVSHG
WP_015348938.1 ASARRGPH--DTERWLCAGLGLARQERLDAEVLSAGVPWLLATLAESPTLPPPALVLDLGRLVAG------------------HALASSLPVPH---TLPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPSALRPRGMAFLVARVLS----RTGFTTGLGMNPALARRVLEKTPGEL---LQSGYTALR-EGG--PFLEQLAQGYEALTSGARRAPALLGDAEVFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPARLRARSVSSG
WP_013939472.1 STELRSPQ--DAERWLCAGLCLIRHEHLAAGTLDSAVPWLLATLAESPALPPPALIADLGRLVAG------------------VPLAPSAPVPD---TLPRLRAAVR-AYDDHVLARLAAEPHLEAASAALARLPEALRPRGIAFLVARVLT----RMGFTAGTAVSPGLARRVLERPPAEL---LQGGYAALR-DTGASPALERLAEGYEALASAARRAQALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRSLPPKLRARPVATA
WP_095958501.1 STELRSPQ--DAERWLCAGLCLIRHEHLAAGTLDSAVPWLLATLAESPALPPPALIADLGRLVAG------------------VPLAPSAPVPD---TLPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPEALRPRGIAFLVSRVLM----RMGFTAGTAVSPGLARRVLERPPAEL---LQGGYAALR-DTGASPALERLAEGYEALASAARRARALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRSLPPKLRARPVATA
WP_002635061.1 NTELTSPQ--DTERWLCAGLCLPRQEHVTPEAVTAAVPWLLALLAESPALPPLAFVMDLGRLVAG------------------VPLAPSAPVPD---TLPRLRAAVR-AYDDHVLGRLAAESHLEAVSAALARLPAALRPRGIAFLVARVLT----RMGFTAGSPVSPALARRVLERPPAEL---LQAGYTALR-DSGASAALERLTEGYEALASAARRAQALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSLA
WP_011552954.1 SIEATSPQ--DTERWLCAGLCLIRHEDLTADALTSAVPWLLATLAESPALPPPAFIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSTALARLPETLRPRGVAFLVARVLS----RMGFTAGSPVSPALARRVLERPPTEL---LQAGYTALR-ESGTSAALDRLTEGYEALASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_141255300.1 STELRSPQ--DTERWLCAGLCLMRHEDLTADALTSAVPWLLATLAESPALPPPALIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARILT----RMGFTAGSPVSPALTRRVLERPPTEL---LQTGYTALR-ESGTSTALERLTEGYEALASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_140862178.1 STELRSPQ--DTERWLCAGLCLIRHEDLTADALTSAEPWLLATLAESPALPPPAFIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARVLT----RMGFTAGSPVSPALARRVLERPPTEL---LQAGYTALR-ESGTSTALDRLTEGYEALASAARRAHALLGDAESFTLENLEHLHGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_140790491.1 STELRSPH--DTERWLCAGLCLIRHEDLTADALTSAVPWLLATLAESPALPPPALIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARVLT----RMGFTAGSPVSPALARRVLERPPTEL---LQAGYTALR-ESGTSTALDRLTEGYEALASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_090492710.1 STELRSPQ--DTERWLCAGLCLIRHEDLTADALTSAVPWLLATLAESPALPPPAFIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARVLT----RMGFTAGSPVSPALARRVLERPPSEL---LQAGYTALR-ESGTSTALDRLTEGYEAMASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_141619817.1 STELRSPQ--DTERWLCAGLCLIRHEDLTADALPSAVPWLLATLAESPALPPPAFIADLGRLIAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARVLT----RMGFNAGSPVSPALARRVLERPPTEL---LQAGYTALR-ESGTSAALERLTEGYEALASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA
WP_141592589.1 SSELRSPQ--DTERWLCAGLCLIRHEDLTADALTSAVPWLLATLAESPALPPPAFIADLGRLVAG------------------VPLAPSAPVPD---TQPRLRAAVR-AYDDHVLARLAAEPHLEAVSAALARLPETLRPRGVAFLVARVLT----RMGFTAGSPVSPALARRVLERPPTEL---LQAGYTALR-ESGTSAALERLTEGYEALASAARRAHALLGDAESFTLENLEHLQGKAQRMALEQAVEAAEALSRTLPPKLRARPVSTA

############################################################################################################
16. ivWA alignment
############################################################################################################

Positions where the catalytic aspartate residue should be located are marked with '*'
* *

FINAL -----EEEE----EEEHHHHHHEEE--------------HHHHHHHHHHH-EEEEE----------EEEEEEEE-----------H-------HHHHHHHHHHHHHHHHH---EE--EEEEEE--------HHHHHHHHHHHHHHHH---EEEEEE-------HHHHHHHHHHHHHEEEEEE--------------------------------------------------HHHHHHH--------------HHHHHHHHHHHHH--
ALIGN ------E-E----HHHHHHHHHHHH------------------HHHHHHH-EEEEE---HHHHHH-EEEEEE------HHHHH----------HHHHHHHHHHHHHHHH---HHH--HEEEE--------HHHHHHHHHHHHHHHHHH----EEEH-------HHHHHHHHHH----EEEEE-------------EEEE------------------------------------------------------HHHHHHHHHHHH---
HMM ----EEEEEEEEEEEEE-E-EEEEEE--------------HHHHHHHHH---EEEEE---EEEEEEEEEEEEE----HHHHHHHHH-------HHHHHHHHHHHHHHHHH----E--EEEEE------H-HHHHHHHHHHHHHHHHH---EEEEEE-------------------EEEEEEE-----------EEEEEE-------------------------EEE----------HH--------------HHHHHHHHHHHHHH-
FREQ -----E--------HHHHHHHHHH---------------HHHHHHHHHHHHHHHH------------EEEEEE------------H-------HHHHHHHHHHHHHHHHHHHHHH--HHHHHHH---------HHHHHHHHHHHHHHH--HHHHHH-------HHHHHHHHHHHHHHHHEH---------------------------------------------------HHHHHHH--------------HHHHHHHHHHHHH--
PSSM ---------------------EEE-----------------HHHHHHHH---EEEE----------EEEEEEEE--------------------HHHHHHHHHHHHHHHH----E--EEEEEE---------HHHHHHHHHHHH------EEEEEE-----------HHHHHH----EEEEE-------------------------------------------------------HH--------------HHHHHHHHHHHH---
RCK81655.1 PLGGYDSLTTKGDISSLLSSELGFID---------EEMEVDLFDLKYCENQLLYFKREEGAVFRIRRDITVDLELTPFFEHERHLG-------LLFAWCFVLADRLMETFVKDAV--RLFFQFRGFMPS-AFREACAFFRFFLEEKGIFKRIFLSA-------HGDPPADFQSPRTQGWKLGGPPD----PRVKHIPFSFP-------------------QTDAFAAADPREQEQELGL--------------SIVQILKQMIGHADR--
PKL44254.1 PLGGYEELSNKGNLSSLVPSELAYID---------ESMAFDLFDYKFIENQLTYFKRDTGAVFRIRRDVLIKVSLTEFCEHERHLG-------MLFAYCFNFAEKLIETFVKDMV--QVVIALDGYKPS-SLHDACEFFGHFLHEKSLDTRIRLVTGLKNEDIARELRENSQN-----WVFAARNP----GFGIHVSVDFP-------------------QSDEFAAMNADEQERILGN--------------LINGAIERMVKNADSES
PKL48728.1 PLGGYDELSNKGTLSSLVPSELAYID---------ESMAFDLFDYKLIENQLTYFKRDSGAVFRIRRDVLIKINLSEFFEHERHLG-------MLFAWCFNFAEKLIETFVKDMV--QVIIAIDGYKPS-SLDDACGFFGHFLREKRLDTRIRLVTGLGDEQLGKEMRSNSQN-----WVFSRQKP----GYGVHVSVDFP-------------------QTDDFAALNQDEQEKILGS--------------LINSSIERMVKNADSQA
PCC71847.1 PAGGFDALSTRGRFENLVRSEVAYVDSGRE-----ELGMIDLFDVRFAQGELLYYTRDESPLFDQRRRVTVVIERPL-DQRHKHPELDAQTLVLVDATTLRLQADMMQVFGPSGAELHLRWRTGGKADAEAAEEEARLMAMTLADDLAHRRVTLAT-------MTDWQEAPPR---GLVVFAAHQEDPRAGARAWVRVGEP---------------RWVLDGESFAVGEPGGLRALL------------------------DALLLRLFA
WP_096329845.1 PAGGFDALSTRGRFENLVRSEVAYVDSGRE-----ELGMIDLFDVRFAQGELLYYTRDESPLFDQRRRVTVVIERPL-DQRHKHPELDAQTLVLVDATTLRLQADMMQVFGPSGAELHLRWRTGGKADAEAAEEEARLMAMTLADDLAHRRVTLAT-------MTDWQEAPPR---GLVVFAAHQEDPRAGARAWVRVGEP---------------RWVLDGESFAVGEPGGLRALL------------------------DALLLRLFA
WP_013563421.1 PVGGFASLSNRGSLESLLHSQLAFMEPPDS-----KTPRPDLFDIKFVRDELLYYARDENAFYRRHRATFVLLRTDLTRARIKDPGSPRQRIILLLAFLVATIRAALERLGEESLVFEVIPPLTEDGSD-PLDQERLLLARLLRDQIANRTVIFAAPRPIPALVAHIDEAARRSLVTVWTLGCSDPTPN-DPDAPIALGTPLGGSSSVTRDSVIRRRLIVSGPVPLRSQADGSLTTSESD----------DASVLEQWQHTLREWLNDWL
PID39889.1 PTGGFSAISNSGSLENLVSSELAYMDPAEEAGEGGEREANDLFDVRYAEGELLYYTRDESVFSRNRRLIVFSLAPDLVQARFKDAQLPAQRLVMALGLLLSAARRLSDWLRDEALELRVVLLDDERGVA-PLSEEREVATLLLGEWIDKGVACVKRAESLDALRTQLEGEAARAEVDLVSFASSGP--REGRVGWQKVLCN---------------HLDLSASAPVLTPASGQASPLRD-----------AADPWQAWVDAARQLLRQLL
WP_046713155.1 PQGGFASVSNVGSLENLVTSELVYME---------DEPTLDLFDVRYVEGELLYYTRDESLAVRRRRVLVFLLPVSLADARVKDSGVSWQRAVLALGLVLCLVRRLSVWLGDQDLRFQVVFPWEGQGPH-PLEAERGLCELLLREWRARGTVEILTPRDNEQVLEQVRVDAKRARVDVLWLDAVRQSPLDTRGLPSHVSVH---------------RVDLSGPSPRVRTSRPGVPAQGI--PEDGQEGRVPETPWEAWMGATLELARGLL
WP_015348938.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPTLDLFDVRYVEGELLYYTRDESLAVRRRRVITFVLPPSLAEARVKDSGVKWQRAVVALGLVLCLVRRLSLWLGDQDLRFQVAFPWDGTGPH-PLEAERGLSELLLREWRARGTVEILTPRDDAEVLARAEADSKRARVDVLRLDAVRQATLEAEGLPSRVGLH---------------LLDLSGPSPRLQVPRAGAVTRERGFQEENRAGLSMEAPWEAWTGATLELARGLL
WP_095985483.1 PQGGFSSVSNVGSLENLVTSELVYME---------DDAGLDLFDLRYVEGELLYYTRDESLVVRRRRRVTFALLPGLTEARVKDAGLRWQRGVLVLGLVLSLVRRLSVWLGDEELRFRVVVVGEG------LEAERGLCELLLREWLERGNAEVTAAERLESVLAQAGEDAKRARTDVLLLGGRE-----MPPAPSQVGLA---------------LLDVSQPVPRLSPASSPEPPGEE--------------PWATWRGVTLELARGLL
WP_071896881.1 PQGGFSSVSNVGSLENLVTSELVYME---------DDAGLDLFDLRYVEGELLYYTRDESLVVRRRRRVTFALLPGLTEARVKDAGLRWQRGVLVLGLVLSLVRRLSVWLGEEELRFRVVVVGEG------LEAERGLCELLLREWLARGNAEVTVADRVETVLAQAAEDAKRARADVLLLGGQE-----VPPAPSQVGLS---------------LLDVSQPVPRLLPSSSSEPPGEE--------------LWATWRGATLELARGLL
WP_002627970.1 PQGGFSSVSNVGSLENLVTSELVYME---------DDAGLDLFDMRYVEGELLYYTRDESLVVRRRRRVTFALLPGLTEARVKDAGLRWQRGVLVLGLVLSLVRRLSVWLGEEELRFRVVVVGEG------LEAERGLCELLLREWLARGHAEVTVADRMESVLTQAVVDAKRARTDVLLLGGRE-----VPPAPSQVGLS---------------LLDVSQPVPRLSPASSPEPPGEE--------------LWATWRGVTLELARGLL
WP_013939472.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPDLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVALGLLLCLVRRLSQWLGSEELHFRAVFLHAPGADAPPLDAERGLCELLLREWRARGTAEVLTAASLEEVLDTAAAATKRARVDVVLLDAGRHVVASLPPVDARVALH---------------LLDLGGPVPSLRGAHDRREVLDSR-------------PWDAWMGVTLELAQGLL
WP_095958501.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPDLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVALGLLLCLVRRLSQWLGSEELHFRAVFLHAPGADAPPLDAERGLCELLLREWRARGTAEVLTAASLEEVLDTAAATTKRARVDVVLLDAGRHVDASLPPVDARVALH---------------LLDLSGPVPSVRGLQGRREVLDSRKT-----------EWDAWMGVTLELAQGLL
WP_002635061.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESITVRRRRVITFVLPPGLVDARVKDAGVRWQRVVVALGLLLCLVRRLSLWLGSEELHFRAVFLHADDGTS-PLEAERGLCELLLREWRARGTAEVVTAATLEDVLADAEARTKRARVDVVLLDASRQVEKMFHSTGPRVGLH---------------VLDLGAPSPCVRALRDRREVLDSRKPEPSDGAPRAGEHWEAWMGVTLELAQGLL
WP_140862178.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSLGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGVV-PLEAERGLCELLLREWRARGTAEVLTAATLDDVLTDAEERAKRARVDLVLLDASSQVEKVFHPRASRVERH---------------VLDLSGPSPRVRTTRDKREDLDSRKSEAPMGAALNNDPWETWVGVTLELAQGLL
WP_011552954.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSMGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGAV-PLEAERGLCELLLREWRARGTAEVLTASTLDEVLTDAEARAKRARVDLVLLDASSQVERMSHPGASRVERH---------------VLDLSGPSPRVRTIRDKREDLDSRKSEAPMGAALNNDPWEAWVGVTLELAQGLL
WP_090492710.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSLGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGSA-PLEAERGLCELLLREWRARGTAEVVTAATLDDVLADAEARAKRARVDLVLLDASSRVEKMSHPGASRVERH---------------VLDLSGPSPRVRTIRDKREDLDSRKSEAPMGAALNNDPWEAWVGVTLELAQGLL
WP_140790491.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSMGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGSA-PLEAERGLCELLLREWRARGTAEVLTAATLDEVLTDAEERAKRARVDLVLLDTSSQVEKMFHPGASRVERH---------------VLDLSGPSPRVRTIRDKREDLDSRNPESPMSAALTSAHWEAWVGVTLELAQGLL
WP_141255300.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSMGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGAA-PLEAERGLCELLLREWRARGTAEVLTASTLDEVLTDAEERAKRARVDLVLLDASSQVEKLFHPGASRVERH---------------VLDLSGPSPRVRNIRDKREDLDSRKSEAPMGAALSSAHWEAWVGVTLELAQGLL
WP_141619817.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSMGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGSA-PLEAERGLCELLLREWRARGTAEVLTAATLDDVLTDSEARAKRARVDLVLLDASSQVEKVFHPGASRVERH---------------VLDLSGPSPRVRTIRDKREDLDSRKSEAPLGAALGSAHWEAWVGVTLELAQGLL
WP_141592589.1 PQGGFSSVSNVGSLENLVTSELVYME---------DEPNLDLFDVRYVEGELLYYTRDESISVRRRRVITFVLPPDLVDARVKDAGVRWQRVVVSMGLLLCLVRRLSLWLGSEELHFRAVFLHAHDGSA-PLEAERGLCELLLREWRARGTAEVLTAATLDEVLTDAEARAKRARVDLVLLDASSQVEKVSHPGASRIERH---------------VLDLSGPSPRVRTIRDKREDLDSRKSEAPLGAALGSAHWEAWLGVTLELAQGLL
consensus/100% P.GGa..los.GphpsLl.Sblsah-.........c....DLFDh+hhbsbL.Ya.R-ps...c.+R...h.l..s....+.+c.........h..u..h.....h...h..p.h..ph............hp....h....L.-......h.h...........p......p.....h.hs...............h...................................................................hp...
consensus/95% P.GGas.lSs.GphpsLl.SElsah-.........-....DLFDh+ahbsbL.YapRDpu..hcbRR.l.h.l..sb...+.+c.........h..u..h.h..ch...hs.p.h..ph.h..........hc....hh...L.-...p.ph.l.s.........p....s.p.....h.hss..............l.........................s..h....................................b.hp.b.
consensus/90% P.GGasulSs.GslpsLVpSELsYh-.........-p..hDLFDh+ahcsbLLYapRDEuh.hRbRR.l.h.l..sb.p.+.+c.........h.huhhhshhcch...hspp.l..phhh..........hc..p.hh.bhL.-bbhc.phpl.s.........ph...s.p.....h.hss.p.......s...pl......................p.ss..h...p.......................h.......hb.hp.bh
consensus/85% P.GGFsulSN.GsLEsLVsSELsYh-.........-p..hDLFDl+ahEsELLYYsRDEuh.hRbRR.lsh.l..sL.p.R.KcsG...Qp.ll.huhhlshhc+L...hspp.l.hphhh......s..sL-.Ep.lh.hhLcEbbhc.phpl.ss.....lhsph...sbR...slh.hsu.p.......s..spV.b.................h.lssss..h.s.ps.b....................h..h....hbhhp.hh
consensus/80% PbGGFsulSN.GoLENLVsSELsYh-.........-psslDLFDlRalEGELLYYTRDEShshRbRR.lshhL..sL.c.R.KcsGl.hQp.VlshuhhLsLhc+L..hhGp-.lchchlh......s..sL-.Ep.Lh.hhL+Ebbh+sphpl.ss.....lhsph..psbRsbssllhhsu.p.......s..spV.b.................hslssss..l.s.ps.c..b.p...............h.sh...slcLApshh
consensus/75% PbGGFuSlSN.GSLENLVoSELsYM-.........-csslDLFDlRYlEGELLYYTRDEShshRbRR.lThhL.ssLs-ARhKDsGlphQR.VlshuhlLsLhRRL.bhLGp-.Lch+hlh..s...ss.sL-sERuLhphLLREbbA+sphclhss.p.-plhsph..psbRucsslllLsupp.......ss.spV.b.................lsluussP.l.s.ps.c.sb.p...............h.sW..sslcLApuhL
consensus/70% PbGGFuSlSNsGSLENLVoSELsYME.........--sslDLFDlRYVEGELLYYTRDESlshRRRRslTFhL.ssLs-ARlKDuGlchQRhVlshGLlLsLlRRLSbWLGs-pLcF+hVhh.s..uss.sL-sERGLhcLLLREWbA+GshclhTu.p.-pllsphp.pu+RARsDlllLsupp.......sssspV.b.................LDluuPsP.lps.psbc.sLcp...............WpsW.ssslELApuLL

############################################################################################################
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OQY25584.1 --LPKLLQN-I------REQIAQGELQLALDQ--------LK---NY--------L----AA--SDGD----LYNEAILDMARYNRIQ---REERKGTL--TREEARVEQAKLEDNVLALI--KEIPKK--
WP_020535902.1 --LNGFKAT-V------ANFLAEDDTKAALEF--------MA---KA--------L----DN--ESSD----Q-NTIILLLSRLRRVG---RQENVGVI--SHKDAATERNRINAAISNVA--DDIEEEDL
TAK44969.1 -------AH-L------RNLIAENRLDEVFNE--------LL---LS--------T----QA--NPTW----R-SAYILNKNRWEELS---RQKIMGVL--SFDDENRRRNQIVAALLELI--DKIEKGE-
TNE62315.1 ---ESIKRT-V------QQLVAQNRTEEAIEF--------LA---KS--------H----FS--NLE-------REIILLNSKFNKVK---EELRLGVV--SREDANLEFAQINVAIIEIA--DKLDD---
WP_134271805.1 -MDKQLKRE-L------FDLIADDKLDEAIEK--------LQ---DT--------L----PM--DHPS----F-MQVIKLARRFRELE---RNTQDAII--ALDDASLAKNQISHSLIGIL--QGVEN---
WP_013762576.1 --LPQYLSK-I------RQLIADDELPAALRQ--------LH---SL--------L----EN--SRKL------DEVIQQSGRFTHIL---KQIRLGTV--HFEDATVTRNQISAALLELL--SEIEKEGI
WP_099154829.1 -IDQSLKEQ-I------LQLVAKNEIDQVFEL--------LA---KR--------Q----FS--TLD-------KELILLNSRYNKLK---EEMRMDVI--SKEEANREMNRITVALVDLS--SRIQQ---
KIF44349.1 -----TTTQ-I------REVIAKNRIDTALTA--------LK---EL--------V----PS--HLE-------GDLLQLESRYSQLE---RNSRMGIL--SNADQNLERNQITAAIIDLI--GEIDTE--
WP_081968892.1 --LRGLKKQ-L------KGFLAAGEFERVFDT--------LN---DL--------I----SD--DSYR----E-TDIIMQQARYNRTK---REQNQGTI--RSESAQLTFNQIQYAMIDLV--DSLEEEDL
WP_013768548.1 --LHPFLTQ-I------RQLIAEDELPAALQQ--------LH---AL--------L----EN--TPKL------DEVIQQSGRLADVR---KQMRLGMV--SFEQMTVTKNQIRMGLLELV--SEIEKE--
KGE86119.1 --LRGLKKQ-L------KGFLAAGEFERVFDT--------LN---DL--------I----SD--DSYR----E-TDIIMQQARYNRTK---REQNQGTI--RSESAQLTFNQIQYAMIDLV--DSLEEEDL
KIF17115.1 --LKGLKKQ-L------KGFLAAGEFERVFDT--------LN---EL--------I----SD--DSYR----E-TDIIMQQARYNRTK---REQNQGTI--RSESAQLTFNQIQYAMIDLV--DSLEEEDL
WP_013762706.1 --MSHTPQS-L------KQLLARGRTDLVLNG--------LL---EH--------T----ANLTDKVP----H-NTVIALSSRWKNNE---AENNAGII--GLEDYKLEKSRINKAVLALI--DEL-----
KIF23512.1 -----TTTQ-I------REVIAKNRIDTALTA--------LK---EL--------V----PS--HLE-------GDLLQLESRYSQLE---RNSRMGIL--SNADQNLERNQITAAIIDLI--GEIDTE--
TAE47678.1 ----DLAST-I------RNLIAQDKIKQAFDH--------LL---AP--------D----SGL-DADQ----R-NSIVLLSGRFKSVK---DRENMGIL--DFSQSRVERAQITAALLSIT--SSLTEA--
TAK44841.1 --LSDIKKE-L------KEVLQEG-IDISLTT--------LK---SL--------L----AN--STDK----Y-NDLVLLEGRYREVN---QQLLQGVI--TYENAQLEFNKIRKSLIDFI--ETLEENHL
PSR12822.1 --MSKLELNYV------RDFIIKGKIDDALQE--------LF---TI--------L----QS--SSTLHGRLR-DDVIMLRTQYNDLR---RKENLHLI--SAEEAHLENAKLQKAILDVI--NSMEE---
WP_099150191.1 -------NQ-I------RMLIAEDELEEALDR--------AR---EY--------F----EG--RDED-LM---METLGIISRFNRLK---KRMRQGVL--DERDADVQMAKVRQAILELT--NEM-----
PTM09090.1 -----TIEQ-I------RGLIGQAKLDKALDA--------AA---NH--------P----QV--KSDG-DL-G-MTLTLLQSRYTGNE---REKNLGIK--DDDDYAKERAKISYALINIL--SDLDEEE-
TNE52932.1 MDPQTLKDE-I------RKLIAANQIEEAIER--------LA---SA--------Q----FS--ALD-------KQLIVLNSQYNRVR---EEMRLNLI--SKDEGERRMNTITMALIDLS--EKIGEK--
TNE56561.1 --IEGIKKE-L------QAQLVED-IAAALKA--------FQ---EL--------L----SE--QSEK----H-TIVVSLLARLNSAN---KEKLLGTL--SNDELQLEYNKIRAAMLELI--EDLEEADL
WP_045874897.1 -MLEDFTR--I------RESIQENDLDFVIQK--------LK---EV--------T----EE--NSSR--F-R-NEVLLHSGSLKSLQ---GDVRRGII--NSDQGRIEEKKIRLALLELT--DSIEQE--
PSR11591.1 -MLLTLKRE-L------KELVGQDKPDEVFRR--------LL---EE--------V----LH--NQCE-VY---NHAILLQAQHNNIK---KEEHLGLI--DFQEKNLTFNTVSQALIWLI--GSLEISDL
OJJ19331.1 --TPEFIEK-T------QRQIAKGQLDAALKS--------LT---TF--------L----KD--KKTL----Y-NDAINQAGRYAELQ---NQLDAGTI--LPQEAEVQKSQIRTTVLNLL--DRLEQAE-
WP_099152330.1 -----MKEK-L------QNFIALGNTAEAIQQ--------LR---AL--------K----PA--LGES--L-Q-NEITLQSARFESYS---RDRRNGVL--SNEEENIQLARINDALLGII--QQLPAE--
RMG55214.1 -------NQ-I------RQLIAQNELREALQR--------LQ---GR--------A----HG--DQL-------SDVLQIQGRLSRLE---REERLGTI--AHDEAGRQHARITQAILDLI--ATWERD--
TAF64474.1 --DNPMTAK-I------KDLIKTGDLENALIE--------LE---DF--------L----DG--KSDD-LL---NIVIQKSGEYNRLQ---RQITKGTI--AQSDANLELNKLSDALISIA--DELKT---
WP_013767875.1 --MKINKST-I------QELIIEGKTEKAIEM--------LL---TL--------V----GK--YDME--I-H-NSSIMLASRYSSLK---KDKMRGVI--SDSEAKLNENRINFALTQML--TDVKTS--
WP_020568639.1 ---NPFREK-A------FERIEKGDVGTAIDL--------TV---EH--------I----KE--SDVG-DL---NEAILLQSRYQEHQ---KSIRMNII--SHEEAGIERNKITLALMELI--RR------
WP_013764692.1 --DPVFFAE-I------RKLIATDSLESVMAK--------LR---EA--------L----KD--SSYF------NEVLQQSGRFQHIR---REIRLGLT--SHSDATLTQNQIRFGLLDLL--SEIETQ--
WP_099007137.1 -MLAGLQRE-L------KELLAQGQLKEVMRQ--------LK---ED--------V----LD--PASH-LF---DKLVVIQGRLADMG---RDAALGLI--TTENKSVTFNGVNDAVIWLI--GQLTPSDL
WP_099154349.1 ---SSMIQD-L------RNQVGRGKIKQVLEK--------ML---EL--------S----QD--DQDQ----Q-NTVILLSQRWNSLK---REERMGVI--GRSDASVTNNRITMSILDLL--DELDS---
WP_099007653.1 ------KRQ-L------KEKVARGRVKEVLDE--------LL---AQ--------T----EG--MTIH------NDLLQLTSRFNRMA---HNRRNGTV--NPSTTDITENQITQALLGLI--DELEELNL
WP_099155392.1 -INPGELQM-V------RDMVAKNEMRRAMDT--------ML---SL--------T----KG--TNSE------NEIILLANRLNDLE---RQNRIGVL--TSDDYALSRNRISFALLSNI--SLLEESD-
TAK37700.1 --TPGKQSE-I------KGLIANNDIAEAIKM--------LR---ES--------L----GG------------NTAIALENQWTQLR---QDETRGIM--SYENTTLRRNQIIQALLQLA--EQV-----
WP_044226764.1 --LKGLKKQ-L------KGFLAAGEFERVFDT--------LN---DL--------I----SD--DSYR----G-TDIIMQQARYNRTK---REQNQGTI--RSESAQLTFNQIQYAMIDLV--DSLEEEDL
WP_044215740.1 -----TPKE-L------RKWLIEGELERVVDA--------LT---QI--------A----EA--SDDS-YF-Q-RDVIHQAGRYNGIK---KRYYSGTL--DVDSYQLQLNQIQQSLQSLI--EKIPKS--
WP_044228451.1 -------EQ-A------KERLINGKTREAIDM--------LR---EP--------L----EK--TPLY------DEWMMVRARYETLR---EREMKGLL--STAEAQLEHNRINDAVLRLL--DKAEQKE-
WP_002701646.1 -MNSAFISH-L------RQSVSQGQVDVTLEK--------LQ---NH--------L----PD--SYHL----Y-DEVILLSSRYHNIE---KQYRQNTL--DFAVLQRERNKVCEALLQII--GKIEHNN-
WP_116126075.1 -------QE-I------KTAIQNGHIDEAVSL--------LR---EV--------A----DR--QGDA-RL-Q-NEVSALSGRWERLK---RDNRSGVL--EGSEVTRQESQIVVVILAIV--DTIPT---
WP_099006446.1 ----ELKNR-L------RNLIGNNQIPEVFSS--------AKARAQQ--------L----EA--TDSQ-SY---VQIYQLENRFSELN---RRVRMGTI--SNSDENVERSRITAALLDLI--NIM-----
TAE61323.1 ---SELIVR-V------RRLLENNQTEAAINA--------LI---LY--------A----GE--ADTS-AR---TALTLLKSRFTRNEDLFHGPAGRRI--SRDDYEQELANITYSLTELF--DELPEE--
RMG88573.1 --TKEIQQE-L------IKLLPDSQ-EQVIRR--------LQ---KY--------F----PK--NSAP----Y-RGAVLQAGRLKELR---RKKIQGTI--TVEEQQIEENKIRAALLDIL--TALGEE--
TNE60591.1 ------LQT-I------EGLLEENEVEKALDA--------LL---DL--------D----KE--TQAG--I-R-QDIIMQSGNFKEAS---KMFQRGMI--SFEELSRITARTRYGLLELM--KEVPK---
RMG31952.1 -------NH-L------QQLIAQGRLEEALNE--------LV---KG--------V----PP-------HL-Q-TAALNLQGRLHDLT---MRQIGGVL--SNSEISRERNQISLAALELC--NKVD----
PTM11196.1 ----ELPVS-I------RQLLTSARTAEALKQ--------LT---SW--------T----EN--QHPT--W-Q-QGAQLLQAAWANNE---QQATRGLI--GYEEAERVRNRITAGTLGLL--AEIES---
PSR11538.1 ---------------------SQARLDLAIER--------IT---NF--------V----QD--KDRE--F-Q-NTLVLLQGRWQDNT---NQLQAGRI--AAADWDIVNNKVRYAITDLV--KQL-----
CAN96991.1 -MDNTFFDE-L------RDLVGDDELEKALAR--------LL---TF--------V----QR--SDRH-VY---NAALALKSSLRNLD---RQRLDPSF--SPQDRSKARRQLAADLLAVI--DE------
WP_080599090.1 -MDNTFFDE-L------RDLVGDDELEKALAR--------LL---TF--------V----QR--SDRH-VY---NAALALKSSLRNLD---RQRLDPSF--SPQDRSKARRQLAADLLAVI--DE------
WP_052324420.1 ----------MMTKLGAQHLIAKGKLPEAIEATLTLLNDYLS---KH--------A----DD--AFTL-DL-R-NALISNAGKLAELS---QNKIKGIV--HRDDESLIFSRVNAAVLDII--EQLPAS--
WP_020539094.1 --DNEDEEA-V------RHALLHGRVDLAIER--------IV---NF--------V----QD--KDTD--F-R-DTLLLLQFRWNDNS---NQLQNKLI--SAADWDRVNNQVRHAITQLL--TELKE---
WP_020539094.1 --------Q-I------RDLLEANKIEKAITA----LEH-YF---EL--------F----PN--KEER------QELKQIKTEYQKAE---KEFGSGIL--NQVQYQKRLNWSISQLLKMV--TRL-----
TNE57746.1 ---EAIIKQ-V------KNLIGQGDLEEALKL----LTT-FS-E-SN--------I----KG--GQAN-KV-M-NEIIHLKGQIADVK---HAQNRGLI--AFEEAERKQNRIRSSLLNLT--D-------
RMF22456.1 --MEEWKQT-L------KELL--DDLPAFFGE--------IH---RL--------L----SP--SSPR----F-NDFVHQSSRFQAVQ---MDLIRGTI--NRADADLTLNNIRFALLQLL--DMLESSDL
WP_099007090.1 --MDSINKT----HV--DNILLQGQTGEAIKM--------LL---AL--------Y----QA--NSPT-EY---DNIVLQSARWHGLQ---RDRQSGVI--SFDNAQMMTAQINSVLRHFA--SKIERD--
TNE56627.1 ----ELSEQ-V------RSLIGFAQTDEALAL--------LS---LH--------C----SG--LFPQ--F-K-DDVVLLEGRLSNAK---RYLRQGQL--SPEEFRRILNEINFSIVDLL--ED------
WP_044219394.1 --LAEWKRA-W------RHLLSES-LGRVFDA--------IE---ER--------L----PA--GSEK----A-DELLLLKAQLNEAN---RAKVMGVK--SSEDLQLDYNRIRLHLLEWI--DGLEITD-
WP_020571352.1 ----------M------QNLIGQDKAKQAINA--------LL---EI--------T----ES--LEDE-DL-R-DEVLLLSSKFKQYR---KKARKGTL--SIEDQSISIARIHDAALQII--GQLPDQTL
WP_099154622.1 ----------I-DQL--KSWVAENQFQEIFDQ---LIVQ-LS---EI--------G----PA--GEEW----K-NQVFQLEGRYNDLR---RNIRMGTI--DERDRMVETNRLRAVIMDLI--QDLQNQ--
WP_090164807.1 -MDKKLKRQ-L------YDLVADDQVDDAIEL--------LQ---DK--------L----SI--DHPS----Y-LRLIKLARRFRELD---DQSMDAII--AQEDAKLAKNQIADTLLHIV--QTMD----
WP_020568020.1 --MTKPEKR-V---L--LNLIAEDQLNETITQ--------LI---AA--------V----PE--QHPD----L-KRINQLAIRLREME---ERIDMGTL--SNEDIGRVRSRIAGGLKDVI--QELK----
PTM12273.1 ---------------------SQARLDLAIER--------IT---NF--------V----QD--KDRE--F-Q-NTLVLLQGRWQDNT---NQLQAGRI--AAADWDIVNNKVRYAITDLV--KQL-----
PTM12273.1 -MDALLKQK-L------LDYLEEDQLAPVFEI--------LR---TH--------L----PL--VKPD-RS---LRFTILEKHYQHYE---LDFKNGRI--SQTEYAQNRLKTIQELKELI--DDLPVDEL
AEE49159.1 -----------------QHLIAKGKLPEAIEATLTLLNDYLS---KH--------A----DD--AFTL-DL-R-NALISNAGKLAELS---QNKIKGIV--HRDDESLIFSRVNAAVLDII--EQLPAS--
WP_045112924.1 --MKEPLER-I------KRLVGQGRLDTAIGA--------LK---EL--------L----LA--HDML------NEAILQSGRLTLLQ---KQLREGTI--DWNDASITHVNIMEAILGLV--DIMEEEDL
WP_134271277.1 ---EEFKDE-L------RRLVAANRLEDASKK--------LL---NA--------T----AS--DDYG-EY-R-RLVLNHSGELTGYH---QQEVMGTA--DPAQLTRTRNAISLKLLTLI--DQLPD---
EAY31391.1 --MKEPLER-I------KRLVGQGRLDTAIGA--------LK---EL--------L----LA--HDML------NEAILQSGRLTLLQ---KQLREGTI--DWNDASITHVNIMEAILGLV--DIMEEEDL
TAK38280.1 --LQLFKTR-I------QELLSANEMEAALDF--------LT-S-EL--------V----GQ--SSHQ------NSVINLKARLANLR---QDIINGSE--SPDKIQETKNSIRTSILGIK--DLLTDKDL
RMF30706.1 -----LLQT-I------RQLIEENEIDAAFEH--------LG---KM--------L----DA--FGLD-SL-Q-NDLALVRGNFKAAE---KDFKIGIL--SVDYFNQARARARYALLELA--KDVPKK--
RRS33348.1 --MEDAHQQ-I------EKLIAADKVEAALSE--------FR---GA--------L----AG--SDAE--V-E-QELIQHQAALAKVT---KERRRGLI--DASREEQTRNRVRYALLDLL--GEW-----
KIF26603.1 ---QEGAEA-I------RQLIAKGKLKQAMEA--------LT---VF--------V----KD--KEDT-DA-T-DQVNLLKSQWAAYN---KENRMGLL--SSGESTLQRNKITHRMLELL--REFDE---
TAK34495.1 --LPLFKQS-L------KRTIA-GNLGQCIKQ--------LE---AS--------L----DP--GRDA----Y-NDCLSLLAAYNRVE---RDNLNNLL--SRDEYSRELSQLTNRVLLLI--DNLAEEDL
WP_099155361.1 --MSYSKDE-I------KDTVVKGKLRLAIDE-A------IK-Y-AK--------I----CQ--LQDV----H-RGLMVLKSKLSVQE---EKWNKGML--DYTTYSMSHARISDGILSWV--DRLPAQ--
RMF04305.1 ----------V------NQALQNNQIARAIER--------LA---NF--------V----QD--KDAD--L-H-IALLLQQARWNDNS---NKLNLGLI--ATADWDLVNNQVRYAITQVH--EQIKALD-
TNE58320.1 ------------------ELVATNQLPAAFDT--------LK-A-AF--------A----GK--KTAN----H-HATITLESQFRTLQ---TQRNMNTI--DRGEAQVLLNRITMGVLNLI--EEL-----
TAA74744.1 ---KSEIEH-I------QRLVAEDKLEKALAE--------FL---IF--------A----AS--ADAE--I-K-QEVIVHQAALAKAG---KERRKGLM--DTDKEEQMRNKVRYALLELL--NE------
WP_013762543.1 -----MKTE-I------KELVAEGKLDEALDR---LVAY-LE---GQ--------I----EQ--FSPL----Y-RAARVAQSEFNQSK---EKELQGIL--SEDQIRLSNNLAINRILEIL--EQLE----
RDH86825.1 --LEDAHQQ-I------EKLIAADKVEAALSE--------FR---DA--------L----AG--SDAE--V-E-QELIQHQAALAKVT---KERRRGLI--DVSREEQTRNRVRYALLDLL--GEW-----
WP_134270663.1 ----------L-ERM--RELLAEDRIQEVMDE--------LK---SF--------L----KG--FDLN--L-N-SQLVLIMQRFRAIK---NQYVGGII--QPERYSTARTYITHQLIGLI--DQISVKD-
PTM12098.1 --LPKIKQE-L------RDALPKKGVSFLIKS--------LR---EL--------L----PG--DAPK----L-DILVGIEADFKKLK---SDSFEGIL--SPDEESREGAKIRKRLLELL--QSLEAED-
WP_013767887.1 ---SPAARQ-V------IQLVQEGEPERALEV--------LK---GI--------P----GL--DSSI----A-NDIVMLSARYLNLK---QNQEKGLM--DSRDYWPEFNRIIDAILELS--QHLP----
WP_013767330.1 --TPQNKDA-L------LALISDGHLKEALGY--------LS---TL--------L----PA--RER-------NDLVLLQSRFNGLE---RNINSGIM--LQADAGVERARITAATLAMC--DRVED---
RMF29137.1 -----TQAS-L------KEAIASGQLELALEQ--------LG---KI--------L----EW--QNKD--L-Q-NQFFLLKAQWEDLG---KQKRLGLL--DSATAIQRNNQITFGLLELV--DQFTYSE-
TAK41250.1 ----------I------KTLIGDNEIAKAFGK--------LQ---AA--------L----PG----------N-RLLTLLQAQWNQLR---QDEIQGVL--SFENTTTRRNQIIGALLALT--DEVAE---
TAD97828.1 ------KRN-L------LMAVGKGQIGEAIEK--------LM---AY--------F----QQ--ISDN-EK-Y-TEAIFLSSRWTDLQ---NNIKNGTI--SEENRQLLKSQITQALLALI--NLL-----
WP_044219581.1 --MDHTKSS-I------RQLITQGKLEAANAA-A------LE-Y-AE--------Y----SG--LSDI----A-NALTVLGSRAQNHH---EKWNAGLI--SYEEYSRAHAQITHSLTDWV--SRLPDE--
WP_013763674.1 -------QH-I------KDLIAQARTEEALAQ--------LL---QA--------A----PN--QDLK------NVVLKLKNDYSKLK---REKMLGII--DGNEERTSNSKIVVTALGLC--DEI-----
WP_090164806.1 -MTKDEKSH-F------LSLIEADDYRAVIDE--------LT---AF--------L----PE--GHPD----R-KRIVQLGKRERELS---DRIEMGTL--SKEDIGRVQNRIKGGLRDSV--HEIE----
WP_020538739.1 MDPNATLAD-I------RQLISEAKNEAAAER----LLD-YL---NQ--------V----PE--PARS--W-R-DTVSNLLAQYKRIK---LQQQRNTI--SFDEARRAINQITDGLLASL--AGIEQ---
PIE86303.1 -MPVSRRAK-I------EQFIENDDLPNALAG--------LK---DY--------F----MD--TDDE------DMIMMQTSRYNRLK---RKLNKGVI--DANHVEVEINKIKDVLIQLA--KQLEDK--
WP_013762728.1 ------KEA-L------IALLAEDKIEALLDE--------LD---HL--------S----RK--NRAL----H-QDWTSLSGRYHQLR---SRELRGTA--QADDLEVERNQIREALYVLI--DRV-----
WP_013763235.1 -IIKEKGNN-I------RDMLVKGNLDEVFNE--------LE---ED--------A----NN--CESD-KY-L-NGFYSIRKRYTDLK---FQQLRGII--NHDNQTLEMNKITNDILNLI----------
WP_099155806.1 ----------I-SDF--KKLLAKGEIEEVITA--------LL---KD--------P----GN--LSKT--L-K-KKALVISTRYQQLQ---INIHKGII--SEEKAILESNRINDSLLHIL--TRLDN---
OQY03644.1 ------KEH-I------EQLIIEGKLEIAIKE--------LL---RR--------T----KE--NGQK-DL-Q-NGLILLSARNSSNE---NEKNMETI--SNGDYNREKAKITASLLYYL--EK------
WP_013766095.1 ----NLKQQ-V------ENKLAENNIDLALEL--------LQ---SQ--------P----NI--DVNY----H-NDLTILQQNYQEIL---HREQMSFL--TYEEAKREKNKLSLSILQLT--DRI-----
TAK40036.1 -------ES-L------KSLVADGQTGKALET--------LL---EY--------S----RA--KGLP-HL-G-QSVQLLQARHAKYQ---SNESLGLL--DYRDAQLTLNQINAAVLELL--GGDLEKDL
WP_020538828.1 ----NMKLE-I------LNLIRKGEIEKAINM--------MV---DY--------S----TT--ANFG-NI-T-YEIYLLQSRYSRNQ---IQHLKEII--NKEDYESSINRITIGLIEIV--DKM-----
TAF65144.1 ---QNQKNE-I------RKMIAKNDMEAVFSR--------LE---QL--------S----EE--YTKD--F-Q-NPILVRQAEYERLK---EDEVKGII--NREDAQRQRNQIITALLEMV--EQIFEE--
WP_013767047.1 ------KRE-I------RALIADGNLSEAAQA-A------LE-Y-AE--------A----SA--DAET----L-NGLVALQADLSQLK---EMWISGQM--VYEELARTQARITQGLLLRV--DELPDE--
WP_129538134.1 --IETLLNV-V------NQIVQEDKLVEALEL--------MD---EK--------F----SN--ISLD--V-K-NSIIMNKARLKRLE---NKIIAATI--SNENADVERASIASNLLRIN--NNVPSE--
WP_095381959.1 --IETLLNV-V------NQIVQEDKLVEALEL--------MD---EK--------F----SN--ISLD--V-K-NSIIMNKARLKRLE---NKIIAATI--SNENADVERASIASNLLRIN--NNVPSE--
WP_020571221.1 ---EKITDQ-L------REKVGRVEIAPCLDL---MQQT-IK-Q-AK--------A----AG--KDLM------LQIIQLRGRLRTLE---DKEIGGII--SQEDKTLENNQISHALLQLI--DRLEAE--
TAK34770.1 -------DT-L------RDLISENEFEKLFTV-L------LE-QLKV--------L----GA--AGMD--F-I-NMALNLEGQHNALK---QKKTLGLL--RDEEEEVQTNNLRSNMLEMI--SELEKA--
WP_013769095.1 --IPAFAAA-I------LQLIAKDDLKQAIHD--------LQ---LL--------L----QG--SPLL------DEAIGQSARLTDLM---QQIRRGTI--NVDDANVEKNKLRYALIDLV--REVEEQ--
WP_116128396.1 ----EIQNI-V------KEYIALERLDSAFLV--------IE---EN--------I----QN--QSDL----Y-DSFILAKSRISRHK---IKDRNGTL--DYEQIEIYNNAVRSDILKIV--NQIEDQDL
WP_013763729.1 --MPTVTAQ-T---L--RNYIANAQIEKAIDA--------MR---EI--------T----AS--TAAD--W-A-IPLDAQAHEFKQLS---RDKMLGLI--DFKEEGIRRAKVVNNLLNIV--GEMEKE--
WP_020568230.1 --------K-V------RQLLIAGDFEQAFTA--------LK---GV--------L----LS--KETT------TTLPLLQGQYRDYL---KTQQNGTA--SAEDLRLVLNRIRYALLSLV--TKIP----
WP_044103151.1 -------------------MIASGRSDEVINT--------LL---AY--------A----NN--TSDN-RL-Q-TQLVMLSGQWQNLH---LPSTTATQ--PQEYIDRQKARITQGLLAVL--DQLE----
WP_013768823.1 -----TKEE-I------KKFIAEDQTTEVLDQ----LLA-LV-N-AY--------LLVHPKD--QTAS-KI-Q-HVLLVNAGKFRGLN---QERVLGIL--KREDEQTTTAQVQAAMLYVI--EELPEK--
WP_013767455.1 --MNTTLES-I------KELISKGLTLEAIQA--------LR---------------IY-PN--ITSF----A-DNIILYSARLYDAD---EAKRKDII--STDKYLRLKNQINNHLLEII--NTLKKD--
PSR11600.1 -MDNNVEAR-V------KELVGNFKLEQALDV--------LI-A-EA--------Q----QQ--TQRK----Q-HTLLVLKGKLALLA---EQDMMGTV--DADDVAKEKAKIAHHILVIAGGSTLDEEE-
WP_134270844.1 -------DA-I------RNLIAENNIDGALEA--------LS---EH--------A----AS--SVSR------NDLVNLRRRWTEIL---RKEESNSE--HGHILAVEKSRLTGDLLSYV--DRLESA--
TNE61214.1 -----MKEQ-I------QQLIAEGRTEEALTM--------LA------------------QQ----------S-SDALLLQARYNAGK---KQYNMGLI--EFSEWQRTQAQINYAALELA--NSLKSE--
TNE56034.1 --MEQTILQ-I------QDLLTNNEVEPALHK--------LR---SI--------F-SL-AG--SDLV------NDAVLLSGQIKKLQ---SDVRKGIL--DYSQETLAHNRLLNATVSLL--DELRQA--
PSR08640.1 -------RQ-Q-C----LELLAEAQIPAALAL--------LH---EQ--------F----NS--KEPE----Y-NQVIVLQSQATLLR---RNQDLNLI--EPKEAQRQLNRLTMAVLNLA--EQL-----
KIF23163.1 --LAEWKRA-W------RHLLSES-LGRVFDA--------IE---ER--------L----PA--GSEK----A-DELLLLKARLNEAN---RDKVMGVK--SSEDLQLDYNRIRSHLLEWI--DGLESAD-
WP_002694830.1 -MKNIILDE-V------KGLIQNENIGDALQK--------LS---GF--------V----EE--QRQE----M-YNVLSIQQRYYNDY-L-NRIDDLSM--SEEIHSQIKTNLCHSLLKIV--NNIEEA--
WP_134271810.1 --------R-V------RETLARGELLPAIEG-A------LA---------------VG-ES--QERL-SL---NELAMLQNQAADLE---KRWRSGMI--AYQEKEIERNRAAMGLLELL--RQAE----
WP_134271810.1 -LEDGLKRS--------RKALVKGEPRAALEV--------IQ---PI--------L----TS--DFSA-YL---DECYFYRFRVSGIE---YDNRRGVL--SPEESSIATNRVTLAILEWL--SLIEKE--
WP_020569991.1 -----MPNN-L------ITLVSEARLDEALEV--------LK---QH--------P--K-FG--TDRR--F-Q-NSVIMISAQLNSSM---DQQNKMLI--SMDTAMRQKAQISQSILEIA--RMHDIED-
PSR11297.1 -------QR-I------RTLIAEGNLPEALEA--------LT---QE--------V--E-RS--KIAE----K-SEVILQSARLNSIL---KEKRIGVV--TSKESDLVINQVTNGILILI--DKLEKKH-
TAE59343.1 ----------V------RDLLSKDKIREALEE--------IR---QI--------P--------DSDG----E-NQVTQLLARLTQLE---KSQMAGNL--DHQSLITERNAIRDSILSFL--ETLK----
WP_013767289.1 -------DK-I------KELIIETRLKKALET--------LA------------------DA--APPS--L-K-NDCIALLSRLNTLE---HKEINNTI--STADAGLERAQIIDAALKCC--DLL-----
WP_013768890.1 --------K-I------GRLVSEDQADEALQI--------LC---DY--------L----EP--QNHQ-LL---EQLWLLKHRQTVLD---KDFIGGIM--SREEARIESSRICSGILKLV--KMVSEEE-
RMF01968.1 --TSDHRTH-L------NTLLAQGELGQAIQE--------LY---EA--------T----QA--NGQD-DL-H-SEIILYSARYNSNE---RGFQQGVT--SEAHYKMEQARLNAALQDAL--SRYEPD--
RMG22577.1 ----SLPEQ-I------VELLKQDELQQVLEL---MDTY-LS---QMRKQTEDEDL----QE--QADG-LL---NEVILQTGKYNRLR---KEIDKGTL--AKDESEVQMNKIRAALVNLA--NEIKE---
PSR14539.1 -------------------MIAKDQMPKAIAA--------LR---QL-------------TA--QTPL----L-NEAILQSSRYHDIE---RRARKGLL--TSKEAAVASNQVRWGILELL--KEI-----
WP_020539533.1 ------------------QLIISGKTDEVIKQ--------LR---QQ--------L----PE--------F-A-PNLEALQAHYDEIK---RQATRATI--TQENSRVETNRINMALIAFL--DDLSKGD-
WP_013766713.1 --------------L--EELIAKADTESAFMH--------LK---VF--------L-DR-RK--PRSY-AL-A-NDLVVLHNQYNLLR---QRELRGTI--YPQDVPVENAQIVERLLGLI--EKAE----
TAE53827.1 ------RTQ-I------IELVKLNRLNEAIGL--------LE---KA-------------TQ--ATPM----Y-NQVILLSATYSEYI---QSSRNATQ--DFQTLEVLRARIVNNILWYL--DELSPEML
WP_099153278.1 --LAPKFAR-I------KELVSHARTERAINE--------LE---NI--------I--K-TD--AALE-LF-Q-NPIFMLKNQHSKLK---QDEMIGII--AFNDASVQRNRIVFNLLNLL--NEI-----
WP_099148058.1 -MTDQAYGK-I------AQTISDGQLAEAIDQ--------IG---AL---A----L--------EQEQ----Q-KLLIALTAQYRKLQ---NRISRGTL--SAEQIQLQENQLTERLIDLI--DYIRD---
WP_013764680.1 ---NEIIYK-L------RILIAENRIEDALSQ--------IH---EY-TQNNK--M----TP--KATN------DELIVIKREYYDLK---SELVKNIL--SSQEYALRMNRLASNLLGVV--NSLE----
WP_134271812.1 --MSSAFKE-I------RDLVALPDIDAALVQ--------LR---SV--------V----QQ--VAPE--R-E-DAVVQLTSRHNDQE---RRITNGEI--LEFHVSTYRAQVAGDLLRLV--SSIEN---
TNE57408.1 ----------L-QAI--RTLLRQGDTGKALEA--------LI---DL--------I-KQ-DE--RYRA-GL-L-RTLLVLEGEYNAVR---QKELKGIL--PFAEAQRKYNATNDSILAIL--DDFEN---
TAK43019.1 ------------AEL--KNLAGEAETGRAMLH--------LK---VM--------L-DR-RK--PRSH-RL-A-NDLVVLRNQFNLLR---QRELRGTI--DSRDLAVENNQITERLLELI--TQTET---
WP_136967835.1 -----------------RDLIEENELEQAIEL--------LR-S-QA--LS----L-HA-DG--LLRA-DQ-L-DRVRNFSAQVKDLR---REYTDGEI--TRDQWKADRSGLRKRLLALV--DDIERA--
WP_099155988.1 ---AQLREN-I------RSALILGQAGQAIQL--------IL---DN-------------TN--GQHE------TTAVLLKNRETELN---KQITEGTI--SSEDAMLERNKINRGILDLA--QIID----
OJU26357.1 --MGNTVDD-A------RTMIGAGNSNAAITI--------LL---KA--------V----DS--ASDF----C-SQITMQAGKLKEIT---KKETLGII--SFDDAMMARNQINYALLEII--KELE----
WP_099154326.1 --------D-I------QKALIEDELAIAIKG-M------MA-Y-DH-------------KN--GNSK--Y-S-NQLIHQSSRFNGNE---KSNRNHTI--SSEFYSRTRNQIRQALQQLL--SSFP----
RYE29507.1 ---QQLVTA-V------EALIIEDRFEEALKL--------LK---DK--------F----SK--LSSK--V-E-TTIIQNLAQCNSLR---EKIANGEI--SQTDANVRTAQISNNILYLV--QK------
WP_087592242.1 --MKPQLTN-I------QNIIQQGDLETAIIQ--------LI---QI-------------TE--NTRY----H-NEIILHAASLKQLQ---KSDRLNIL--SSEDIRRERNRLTYALLEII--QEI-----
WP_044223552.1 ---QDLPEE-L------KNMLLNDELKEVIDR--------LR-A-HL-----PE-L----RG--QVTE------EELLQYAARLNAVE---REWKLGII--TAERYGIEKNQLRQILIQTI--TQLRKA--
RMF29138.1 --MKAYVKK-I------ERLVSLNRLESAIDN---LLST-IG---DY--EPIDD-L----AR--SASR-DL-R-NYVISLSQRLHEAE---DNRKKGVT--TEADLSRERRTISNLLLDLV--ADLSK---
WP_114940965.1 --------R-I------EQLIKEGKIAEALEE--------LN---DF--------V-DN-NN--SIPD-DL-S-KASIAIYARYNRFE---IRRTSGVL--TSAEAEVEMAIITENTLALT--SLMKK---
RME01319.1 ---QELLHT-V------RDLISEAQTGEALDL--------LE-R-EW--------S----GK--PELK-VL-L-REVLAIGALYNKTK---NDETRGII--SFDNAQLSYNRVHDRLLTVL--EHFENDRL
WP_099005462.1 ---KEILEE-F------DELMSRGKTEKAIVL--------LQ---KS--------L-RN-RK--NLPP-KL-V-RQITLLSGQYHNWE---DEKMSGI-----KQDSAEFNRINRELLILA--DNLRN---
TAK30389.1 ----------------------------------------------------------------SDLH------NQVLALSARYQKYL---RDKHGGTS--TNIDLDLELNRINTAALDMI--EQLPED--
TNE67882.1 ---QQALHA-V------KQLISQGELEAAYEQ--------LV---QV--------L--D-SS--ADYA-GL-A-DIARINQADLYQLK---AQTLKGTI--SAEDARLTTNQLADKALQLV--RQLET---
WP_020569053.1 -MLENLKNE-L------RDLVAENRQGDLLRR--------LI-D-DL------L-L----EG--TRLH------DLCITTSARVRNWE---MATAANTQ--SKEELGIEQANINGSLLYVL--GEISSADL
WP_013764895.1 -MTQAQQDK-I------RKLLATGELEGALVE-W------VQ---GV-------------NA--ANDA-EL-I-KTSTTLQSRYSRLE---TNKAKGII--SAEAYNLEYNQILND---------------
WP_044226834.1 ----------L-AEI--RQLAKSGDLTAAFKM--------LS---QA------E-V----PE-------RL-E-AHRDTIVHNFFANE---QSWKTGTV--SVEDYNVQQARSARALFDLI--DQIGE---
WP_020539255.1 ---NQIIDE-V------KAQISQDDINSAIQG----VKF-LI-E-EY-------------SP--DDDL----F-NSATVIENENSRLQ---SNQIKGIL--TFEQYSVSYNNVVNSILNLV--GETKES--
WP_020569759.1 ---EDFKNE-L------RRLVAANRLEASSKK--------LR---SA--------T----AS--DAYG-DY-R-TLVLNHSGQLTSYQ---EQQIAGAT--DPAALARKRNELSLNLLTLI--DQLPD---
WP_134271887.1 -LDPEVVRT-I-H----EELLPQDLTEEALKL--------LA-A-ED------G-L--F-----PDER------KTLKLIQARNSALQ---QKIIKNLI--EPSEAGRERAKINDALLTLI--EHM-----
WP_099767642.1 ---QKLTEI-V------EQLIIEGNTEKALSV--------LR-N-QY-------------ST--LSSS--I-N-STIVLNLAKYNTVR---LEILNDTI--SANNAQVEVAKINRNILSLI--RDLIPKEI
WP_099767639.1 --MDELTQN-I------QEFIIQSKLKEAFNV--------LK-G-RF-HDY----L--------SILQ----K-RTLKLIEANFNEIL---NREIDGTI--STEEASIAKTNINKRILELL--D-------
RME93942.1 ----QKLDQ-I------AQLLIENKSQQALEA--------LR---QW------A-L----SH--QPER----V-MAIELQLSRFNLNA---QNFTQGLK--TMAEYQTELLQINNAILFLI--NE------
OJJ19951.1 --MNQLNNK-I------KGLISKNQLEKAFGL--------LE---QH-------------TS--QDLN------KAVFIQKSLYLDIK---AQWQKNDI--SLEQYAEGKNKVVLTLLELA--DQVTEPE-
WP_099150822.1 ----------I------REAIKNGDIAEAQQK--------ID---EF-FQF----I--------DDAR------NELYIQTGRTNRLT---SQDLMGTI--SPEEKDRAMNKITIATLYCC--HAIEKK--
WP_134271236.1 ---SELYEK-V------SELIAENKINSAIEL--------LQ-E-EL-----PR-L----KD--SGAD-HY---HAALLLMQDFNDIQ---QRKINGLL--VAEA---EDRAFSLRLLEFA--RGLK----
WP_044230344.1 ---SKFVNN-L------KDLISKGKIKMAIEN--------LL---VY--------F--K-EE--QNKE-GL---NATIMHSSSLTQLD---MQENLGVI--THEQGKIDRAKVTNAILQLI--DN------
WP_020536667.1 ----DFAND-V------RQLVAKNKLTEAIEL--------LD-R-QY-------------PS------------NATAALAREYAQLE---SDRIMGIL--SGDEERRVSNQITARLLKLA--NMM-----
WP_094892689.1 --TDALFDT-L------RDYVANGEVGQALEE---FRNV-LS-A-QY------R-H-DG-AA--TKFR-SF-D-KEAILQLGRLKLAG---RNRRRGTT--DDQYHDRAMAQISSAVLDLL--EDAE----
WP_020537049.1 --IATIKKE-L------KGRVAKG-LNFGVEA--------VD---EV--------L----QA--DSDL----Y-NQFILLKSKYNDLM---YLSTINTL--PYEQIELGLNRLRNHLLSII--DQLEENHL
WP_020571299.1 ----HTPKN-V------VDLIALNNMFEACQL--------IT-R-GQ--------V----AV--SARV----Q-KKLLLLVSRYHDVH---DRSIEGTI--AHEPYQVEVSQIKKGLLHLL----------
WP_013766804.1 ---EEFVSE-L------EKLLADGQTAEVVAK--------LR---QM------N-L--------ADDL----A-QIVTLNAGRLAELD---GKNHTGQL--SFAEANIERNKINAALLAVL--GKLSSE--
WP_013764631.1 ----------L-SNI--QHLISIGKTDEVLSI--------LE---KY--------S----HQ--KKDQ-DL-N-NRLIVIESNFRQIQ---RDYATGIM--SLDEYYTREAKIKWGILTLL--NQ------
WP_099156000.1 -----ITET-I------ISLITRGAVSKAIDA--------LL---DY-FEE----Y----RS--TKSA----K-EEVIILKSRLNQID---RNERLGVV--GQKEILIERNRITNTLLVLL--DEI-----
WP_099155423.1 ----------I-QRI--RQELAEGNIEAALQL--------LI---DN--------L-QP-ER--KSLR-DL-N-NRALQAKAQLEKTQ---KDELQGVI--SFENSKLSYNQITQQTINLV--DEWED---
RMG67499.1 --------N-L------RTLVSENQLPQALQQ--------LQ---EA--------L----QG--HEAQ------NVSLLQAARYAMLR---KELQMGTI--DREYAGRELNQIRHALLDLA--WELERQ--
WP_020567323.1 ----NLRTH-V------REAIIQANQDHALEL--------LS---EA--------L----PV--GRAK----H-NQVVILKSRQSDIV---LHTVNNTL--SEERLDILRNNLNADILLFI--DNLTTAD-
RMG29927.1 -------TH-L------RRLVEQGKIREAMGM--------LK---DM-------------SR--GSGV----Y-EEVLRHYARNTELE---DQLRHALI--SLEEASKSRERIRAALFALI--HQLEQNE-
PIE85916.1 --MEKLGKE-T---L--KEFIADNRLTDAIEN---LRFQ-LA---EY-LQNNKG-H-RD-YD--LMRR-RL---NDLIMQSGNLKSLH---NERLAGIV--DRKTEKQTTAEVRFALLELI--DELPEQ--
WP_090167821.1 --LSELQDQ-I------RLAVADADLETAFHL--------LE---GA--------L----PA--GRPK----A-NQVTLLNGRANDII---DFDINNTL--STDQLAILRNELRLDLLTFV--DHLTLHD-
WP_013767447.1 --LEGFKNQ-L------KKMVALGDIDQALEL--------AE-Q-KF------G-L----------------I-DILVAIMGRWSRHK---KDIQKGNIMAGSDSAKLEENRIGNNLTAWV--ENLDEDD-
WP_111707720.1 ----------I-NNV--KILLSNDKIEESIVI--------LK-K-EF-------------AP--ISKD--L-S-TPIILNSGSFKTLK---ANHNSELI--SESDYKVNRAKLKRNLLGIM--DMVDTE--
RMG18085.1 --TREFADL-V------QKQVEEGKIEHAISL--------LL---SF--------F----EN--QSSI--L-Y-QDILLLDEQYQDYQ---RKKQLGLP-----TTGQEVSHINFCLVEIA--KELP----
WP_097658697.1 ----------L-NRA--RMLVAEGELQLALED--------LR---SL-LSG----I--D-RK--QYRS-SW-R-NLVLNLMSRRARAD---RDRRSGTS--DDRAYDRSQNEIAIGILELI--DELEQSD-
RYE52862.1 --MIATITQ-V------RTFIAQNDVENAFKF--------IK-K-EL--------L-KY-LS--MQQG------NTVDLNESNYNDTT---QQRIDGII--TTAEEAALKGRVKNNILTLM--GQLENE--
RMG21385.1 -----IRKN-V------MRHIMEGRLEMALKQ--------TY---HF--------L--E-KQ--KELE-AF-Q-YELIHLLSEFNHYE---EKERKGML--KHEQLSLARNRIRNALLHII--KEIGKEE-
WP_134272077.1 --LDELKDR-L------QSLVVSD-LPATFLV--------LK---EK--------I----PQ--YSPV----F-ERVLNLEGQYNELE---KKRIEKTI--TQESEEVSTNRIRSSVIELV--AGLEVAD-
WP_044234145.1 ----------L------KSFVAEADIDQALEL--------AE-Q-KF------G-L----------------I-DILVAIMGRWSRHK---KDIQKGNIMAGSDSAKLEENRIGNNLTAWV--ENLDEDD-
RMG25360.1 --LQQIREY-L------IAYLLED-LRECLRA--------FK---EC------V-L----PE--SEVY------AELILLEAQLNQAN---KQALLGIA--RDEELQLTYNRLRAALMQLI--QQLEAE--
PDT91401.1 ----------L-NRA--RMLVAEGELQLALED--------LR---SL-LSG----I--D-RK--QYRS-SW-R-NLVLNLMSRRARAD---RDRRSGTS--DDRAYDRSQNEIAIGILELI--DELEQSD-
RMG20317.1 ---ASIFQA-I------RRLIAQDELEVAIRR--------LL---AL--------F----EG--SRGL------DEIIIQSARYNELK---RQMQQMQL--GRREAWVEKNKI------------------
WP_051891132.1 ---QRLTQI-I------GDLVIEGNLEEALLL--------LK-D-KY--SH----L--------SDSI----D-TIIILNLANYNSLQ---SRIAMGMI--SPDNARVETSIISNNTLNLA--RR------
PHN05495.1 ----DKIRK-V------RSLIAENKILPAIVS--------LK---EI--------L-ES-HG--PKCN-HL-R-DELILQERNFRHLN----QKIIGRM--ASEQDRIELNQVLFALISLI--SQTEN---
AEE48648.1 --IAALRQE-L------NKLLADDDLPAGLKL--------CK---GL--------L----PE--NGEK----F-KLILAMQAQLQLLN---KENIKGKI--TQEEYARRLAIIVDAFITFV--AELETLD-
WP_083822760.1 --IAALRQE-L------NKLLADDDLPAGLKL--------CK---GL--------L----PE--NGEK----F-KLILAMQAQLQLLN---KENIKGKI--TQEEYARRLAIIVDAFITFV--AELETLD-
WP_099151071.1 ----DKIRK-V------RSLIAENKILPAIVS--------LK---EI--------L-ES-HG--PKCN-HL-R-DELILQERNFRHLN----QKIIGRM--ASEQDRIELNQVLFALISLI--SQTEN---
TNE65974.1 -----MKGQ-I------IEQIAQGNTEEAIET--------VE---GV--------L----ET--LKDE----Y-YKWVALKSRFGKLK---SDSIKGTV--AQEDMTLETNKIQALVMEYY--KDLDN---
WP_134270843.1 -----MYED-I------RQLIVENSIPEALEA--------TD---NL------G------PT--GEFR------TSLLLLQRRWRVLE---TQALNQSQ--HEHIMRVEENQVIEDLIALL--DRME----
WP_020536784.1 ----QALQQ-V------GQLLVESKPLPALEQ--------LL---AW--------A----RE--QLPE--M-V-NDIELQMSRVNLVV---QNFQQGLM--TMSDYQTNLLQINSGILYLL--EECKKS--
RMF02797.1 -----TIEQ-I------TSLITKARYKQALKA--------IR---EL------E-I----VQ--QNDD--L-R-LQADLLQTRYSKNE---RDNLMGIA----ENYGTESRRITAAMLMLL--QDIKE---
TAD98592.1 --MKEELDQ-I------KKLIIQTDKNKVLDA--------LS---NF--------I----KK--YKLT-QG-E-SELLNLQSDYQIFQ---RDQIRGVL--SAQEASQKNSQLSMRVLNLI--ELLGNS--
WP_099153626.1 -MYLITKQE-L------HQLIAENKTLAAIEF--------LR---SA--SF----I----QR--NFEL----S-RELTVHLASFQSYS---EDKRKETS--TSEELRVRKNNLHHSLLKIV--DLLPNEN-
TNE62702.1 --LSELQAK-L------KERVAKG-LNFGMEA--------VE---EV--------V----DP--NSAV----Y-NEYILLKSKYNDLM---YVSSLNTL--PYEQIEIGLNRLRSSLIGII--DKLEVAGL
TNE58473.1 ----------I------KQLIGNNRLDAAFEA--------ME---PW--------L----QA--TGDT-RL-E-NDFYQLKSQFQEIG---SLKVQTTQ--AASGVRTQQAQLVRNMLELV--DALKQA--
WP_099151725.1 -----LAKQ-L------KELITEDDIRGVIEA--------LQ---AN--------L----DD--LQGQ-IL-E-ADLMQYAARLSNME---REKDLGII--MQERYNIERNQLRQILIEKI--VQLQKEE-
WP_134271797.1 -----IIQS-I------REYVAEDNIDEAFSA-I------FS-G-GD--------L----PA-------DM-Q-DDFLLLSNQYRAEE---KQFIRGMR-----RDNVERNRILYGFLTLL--SQWEE---
WP_099008727.1 -----MYQE-I------KEHILEGKLPLAFEE--------IA---AL------D-L--------SRDQ----R-DELLKVEARYNRLQ-----RESGQM--TAEMRGIESERLNDRVLKLI--NRV-----
TNE69566.1 ------KEK-A------LRLLAENALEQLFIL--------LR-Q-NF-------------PD-------KL---GEVAIMEGNWSALQ---QQIRTGVL--TQEQIAVAEARIRRDLRDFI--EQ------
WP_020529124.1 ----KISAK-I------QKLLAIDYIEPAIDE--------LE---IY--------L----KD--NDIS-HY---NQVLKVSGEYYHLE---GENRSGEI--SKHDYRKLVKKVRNKILKIA--NELD----
TAK37698.1 --TPGKQSE-I------RDLIANNDIAEAIKM--------LR---ES--------L----GD------------NTAIALENQWTQLR---QDETTGIL--SY----------------------------
WP_116128325.1 -------TE-L------RSLLVNNNLIKFFDR--------VM------------------EN--NNAS-GF-R-NEITSLQQQYNRVE---RENLNGLL--STEQYGLSINRINYKCLKIV--ELLSEE--
WP_081203658.1 ----SIKKL-I------YHYIEEDNIDRPLDI--------LT---LY------T-I----KN--ETEI----N-DQLILIKSNYSRYN---YLSNKRLE--RFDVLEIERTKIKARILELL--NNLPD---
TAA74745.1 --IKERHSE-V------QMLFAEDNINEAVKR--------LM---DF-VRD----F----SQ--DNSD-NL---NEVIVISSSFSRLE---KAERRGTL--SYDEVDQKRNKLLYQALDLM--ETV-----
WP_020568004.1 --LSLTVNE-L------LELISSGQVEKAIAK--------LN---EN--------L----KE--IGED-EL-W-RSIVHLSSRYKRVS---KLNSDGLI--DLNSYSIEVNQITSSLIGYI--SN------
REJ59941.1 --MSITLNN-I------KDIIEQGDFRNASQQ--------LL---EF--------V----TQ--YSPR--F-K-NEVIGYKARLQQAF---FNENRGII--SHEEIQRQKNSIMYAM--------------
PHI21806.1 ---KKTKDK-A------LRAIQSGDTTEAIQL--------LK-A-GE--------I--------NDDQ----R-RNLTLIEAEYNELQ---SAILKGIV--SEDNRRSRRNQINDHLLTLL--QN------
WP_099148809.1 --MNSYLKS-I------RNHINQDQLAIALQK--------LG---DL--------L----EN--SPLL------NEAILQTARFNDLR---REIRLGTI--TKAEEKASKEKIQAGVLDLL--CEIDELE-
WP_099008364.1 ---DNFVGQ-M------LEKAARNEIESVITD-L------LD---RL--RG----V----GQ--AGMP-MM---RACVGLKGRLRDLE---EQKMLRII--SHENATLDMNKIRDDLLQLI--DSYRE---
WP_013769005.1 --------E-I------RQQVAMGEIDNALDL--------LR---QA--------A----KG--LDWE------NEVIQTQGRYSKLE---EDKDSS----DSRDYRTGLAQILDTILELS--KKV-----
WP_099150592.1 -MDQEKYSA-I------EQALQEGSLSEALSL--------LV---KA-------------TR--DEEK-SI-R-EDAALLQSKFEYNR-N-QYEIKGVL--TDQEFNIHYSKTTLAIQDIL--DRV-----
WP_020569748.1 --MNHTKAD-I------RKNLQEGRMRTALNQ-A------LA-Y-AE-YCN----L--------SDVV------NGLTTQAAKLALHE---DNAISGLL--DYTTVSHSQAQLTHNLLAWT--DRLPD---
WP_134270118.1 ------RED-I------LKLHRDGHMHGVMEA--------LE-E-RL------A-V----ED--APKQ------HELITLLSQYNSLE---RNHHLGAV--EENDYKTEINRLRLSSYDAI--RDLKNVD-
TAK46005.1 ----------------------NAETAQALDS--------VE---AF--------L--K-AD--PRYK-TL-Y-REAVEISAIFQKTQ---RDEQKGVL--SFENAGLRYSQINDRLLNLL--DYIETDNL
WP_044086704.1 --------Q-I------KDLLRNAKLGRAINA----AAE-LP---AV--------V----ND--TDNS------TTVTIFQSRYNTNK---KNKMIGII--DDDDFRKEEAQLTH----------------
WP_020568154.1 -----TPKE-I------RKAIELDRMDEAIEG--------LR-------------I-WG-DN--SGDR-LL-Q-SQTIQLAGRWNSLK---GQEISGIL--SNAEAGIARARIRAAILSLT--KD------
RDH86826.1 --LSQRHQQ-I------QLLFADDNISEAIKR--------LM---DF-VRD----F----SR--DNAD-DL---NEVIVISASYNRLN---KAERRGTT--GFDEIELRRNKLLYQALALM--D-------
WP_099154127.1 ---------------------------------------------HY-------------ES-------SF-Y-DDLIMFYSQVSRLD---RDNHIQVI--SYEEYNLGINKIQKGVLAII--NDLEVEDL
WP_134272607.1 -----TFDQ-I------KELIISGRLENAIID--------LK---KL--SI----I----KG--NTQI----E-KMLTIMQREERELT---KNILRGVI--SFDESNLRKNRMTEKILEIV--EEI-----
OQY25585.1 -LDTKTVDE-I------EEFIIGNDLRAALEM--------LH---GI-----------------NGYQ------FYAVPLLRQLTDLE---ERKRRGII--TLDVYNAGLGQISTNILELI--HHL-----
WP_099009377.1 --DSNLLLK-I------KNLIKDSETLKAIEE--------IY-------------L-LA-EK--NEIK-NV-S-SQALHLMSRYNQLN---KLYLKGIV--KLEEYLMNMAKINDSLLHIS--NDYEKN--
RLC74652.1 -LDTKTVDE-I------EEFIIGNDLRAALEM--------LH---GI-----------------NGYQ------FYAVPLLRQLTDLE---ERKRRGII--TLDVYNAGLGQISTNILELI--HHL-----
RMG71380.1 -------------------------IRPGLDF--------IV---PY--------L----KP--ERDA----F-DELIQVEGRYNHLE---KSFSRGVL--SSDERDRSLNQIRASLLAIF--NSLVAEDL
RLI51627.1 -LDTKTVDE-I------EEFIIGNDLRAALEM--------LH---GI-----------------NGYQ------FYAVPLLRQLTDLE---ERKRRGII--TLDVYNAGLGQISTNILELI--HHL-----
RRS33347.1 --LSQRHQQ-I------QLLFADDNISEAIKR--------LM---DF-VRD----F----SR--DNAD-DL---NEVIVISASYNRLN---KAERRGTT--AFDEIEQRRNKLLYQALALM--D-------
WP_020569838.1 --MNSCLQE-L------LQLIAAGQAEDATSK---LIIW-LA---DC-RKR----H-PE-GI--HEVE-NL-Q-GQVVVLSGNLATAQ---RDFLANLI--TRDNHNLAVARVSQGLLRVI--NNLDD---
WP_013764207.1 --LSPTAAT-I------DQLVAKSEYDSAFSM--------LK---IF-EAH----L--------DPDD----Q-QLLTVTESDYNQYL---KEKKEGTV--YVQDLDVKLAKVRRNVLVLA--EKVK----
WP_087592244.1 -------EE-I------EELITNNNLDAATTQ--------LM---DF-QRE----F----SI--DRAK----R-REVIVINNQYKLLN---DQNRLGVI--AYDKYNLEVRRLIVQILEFK--DSIIDE--
WP_002699997.1 --------K-L------KKLIAQGQLQVVINE--------LT---DA--------L----GT--PQTK-DL-F-NRVVVISANLNSLN-------SLTM--THDEISRKQSQLTMEVLNII--NEIE----
WP_099152287.1 ----SIQAD-L------KGRIAKG-LNFGIEA--------VE---EV--------L----SS--DSPI----Y-NDFVLLKSKYNDLM---YLSSLNTL--PYEQIEIGMDRLRNTLLAII--DRMDESSI
RMG75719.1 ------------------ELIINGEVDRAFNI--------LH---QE--------L--------DDSE----K-DDLILLQARWNK-----NEREKDLL--DKRDYDPEYRRILTQLIAWA--RQTD----
WP_106792314.1 --------------I--RELIIDNKIEEAIKI--------LL---DE-------------GN--SEIK------NKITLLGSQYNAWK------SKDVM--DIGAPIEERNRIIYEILTLV--TETEKA--
WP_013768544.1 ---KQLTEK-I------KQLVAYDQLDEALIL--------LM---EH--------F----KN--DAEI------DAIIMQNARYSRLK---KETSYGTA--KPEHINQELNLLNQSIIAFV--NN------
WP_002695108.1 -------KN-L------KQRVSSNDLDIACRI--------LD-D-AF--------F--------DTVE-EL-R-NEYLNLRARIKENK---SNELGRVA--TSENIELEKNLLRRTTLKLC--DDIED---
PSR14609.1 ------------------------------------------------------------------------M-DEILHQSGRFAAIR---KQIRHGTV--SHAEANLTRNQISYALLELL--REIETQE-
RMG72777.1 ------------------EKMAKDEIETVIEE-M------II-------------L----RK--HRHE-NL---EDLLNLASRNTRNN---THYLKDLI--KYEDYQLNRNKIAHALTQMV--KE------
WP_020567320.1 -----MFSK-I------KEAISNGDLVIAIAD--------LR-A-SI-GRI-DG-L----RE--EKRR-EF-S-DQLVLISSQLAQIE---NEIIAGTA--NLREVGPDYTRIAGSVLRII--NKAENS--
WP_116124343.1 --LQDFIIQ--------AKDLLRTDMNRCLKF--------LV-P-RI--------T----PD--CGVF------DVLIQIEGRFNYVE---NEFNKGII--DSEDKNLRLNTIRQGLLNTI--NSLTEADV
WP_013768699.1 ---APLKQT-L------RDWLRQGLLTRILER--------MD----------------------QTPV----Q-ADATFQLSRLSTLR---KSIRDSVL--SSESALLEMNKIRKAVQELI--EILP----
WP_081203660.1 --MGTRLSS-V------RNDLAGNKHDKVFST--------LL---EI-------------TR--HDTE--L-Q-NQLLVLMARYKEIK---KLELIGAI--SSGDSFMHRANLNMSVLTLI--SLIEEQ--
WP_020570390.1 --------K-I------QNLIIEGKTEEALDL--------LD---AY------V-L----EQ--SPNY----C-EEVVLLKSQMGYFV---RDQLRGLK-----VEPTELNRINAAILEIS--GRIDT---
WP_108807795.1 ---SKTLKE-I------ESLITQGETEKAISQ--------FV---DI-------------TK--TQLV-DY-K-NQSHLLAYKYNVLL---NDKMMDGI--DDQTYRKELTKIAQALHFFI--EKAEKD--
WP_074408801.1 ---SKTLKE-I------ESLITQGETEKAISQ--------FV---DI-------------TK--TQLV-DY-K-NQSHLLAYKYNVLL---NDKMMDGI--DDQTYRKELTKIAQALHFFI--EKAEKD--
WP_099151645.1 ---PDDKEK-I------KELVENGNIDKALEL--------LR----------------------KTHP------KEASLLKSTYSKNE---QLYLLGVI--GRKEWNLVRQQVALAILELC--K-------
WP_002693833.1 ----------L-QLI--RDFIAKDFVHEALDV--------ME---QY-AQQ----L----ND--RQMQ------DEVIGWKAALQQ-----NERSRLLV--DTDQYHRQKNRIIDVILNAL--KHFDE---
OJJ19950.1 -------------------FLVKNNLEKTLEL--------LS---TR--------V-QK-NA--SDPK-LL---NWVILQQSIYQDLE---HQRLMGII--NAVRYQEQINELKTSILAMI--HQL-----
WP_094892691.1 ---DHFPSA-I------EGCVAEAEYTDALNH--------LQ---DY-ADS----F--W-----PPAK------RDILLLRGRFNRWR---SAQRQGVT--NTENI----NDIGSAILDAA--EDI-----
TAF33037.1 ---KTFVVD-V------EECIATNRLVEAVSM--------LV---SF--------L----RN--RDVS--L-Y-QVALTQQTRLNELI---EARTMQTI--TPEESENERARIRGVLTYVV--EKVAE---
WP_090169967.1 -----MYEQ-I------REHIRENEIPEALNA--------MD---KL------P-L--------SAEL----K-GKLLTLHRRWRIYE---NRAMSNLE--EERLLRIEENQIVDDMITLL--NRAEDS--
WP_074408803.1 ------------DTA--RKLIINNKIEEALQV--------LL---DK-------------GN--PEIK------NKITLLGSQYKAWE------SKDVM--DIGAPIEERNRIVYEILTLT--TEAEK---
WP_099154602.1 ----NIKSK--------LKLLIAYHVGEVLDL-L------LA---SY-------------SG--TPDF----T-NELILLIARYNDLQ---RDAQQKRI--DRQNVLVEMNHLRLSIMEFI--DQAGPQEL
WP_013765548.1 --------E-V------KAALAKAELPEALHL--------LS---TL-------------PS--AAIE------PHVIALSARYHRLE---EEQLRGIL--NYQDYQIGLNRLSF----------------
TAE49114.1 -MALTFTDH-L------NRLLANNRPDQALEA-I------FQ---AI-SLFKKK-Y-PE-KA--AEVD-EL-E-TQLIMISARMKDLQ---NKEQTIQL--SANEVEVARAKLFSSLIGTI--KGITD---
PSR14365.1 ---------------------------EALTL--------LL---QW--------A----KK--NLPE--M-A-GNVELQQSRVNLTI---DTFSKGLM--STPDYQTELLKINNGILYLL--EECKKS--
WP_134271593.1 --LQRLKED-A------QDALVHNDFGKAFEL--------LA-K----------------TG------------EDLSGWRGRWNALV---RDSADGVI--SDADFRKEENLLRRALLEIV--RNL-----
RYE53854.1 ----------V------RKLIIENKIHEAFNC--------LE---PL--------V----SG-------DL-K-NDLHLLWTQYSFWE---QQQSSGQA-----PTLVERNRILYAVLQTV--SELE----

############################################################################################################
18. bpX0,1,2,3,4,5,6 alignments
############################################################################################################

bpX0

BAV07989.1 GNTIVFQEELCNILEDMQVQ--GWPPLGALLLILMACGN-----------NTSASLHQLHDHL--------LLDFLKNEPKGDAEGADVNGLFVKGW--ALIRNIAEI------------PKEYTQGPNKRLLVLHLLRK----------NRHPVAMPRTA-----------QWLQLFRSDYKDSREREGLV--------RVLTFGQGEA------IRKFLGDF-AFLAKLAAQYPT------VDSILEGLVPG
KIC92612.1 GRTIGYSRHLIETLEPLSAQ--GLPPFGAFLLVMVATNE-----------DSANKLGRIKTIL----------QLAGITTLTN-----AQEQIKATI--EFLEMISTV------------FKSVLKGKQ-RVQLLQVLFA----------ESHGNCSLKDS-----------KRILEEAKSIY-NSNREAFF--------FLTDQSVTIT------SKIIQRDI-KCIDLLRRKFSD------TEKLIKAIAAL
EDP94883.1 GMTIAYKEQIEEVLQSIAPV--GFPPFGAIILTFLATNTG----------EVRVAIDEIFSEI---------LTQHTNFPNVD------HIDFAAAQ--AFLQNLITL------------PAQYKKGNN-RVDLFVFLFQ----------TANHSLSSKYT-----------DEIL---TTIK-NKNFELNA--------CSEKM--DIT------VSALSKDI-NALALLHKRYPT------VNALLKAWLKI
BAV07990.1 GSFVATNEYVCEVLGLLSTQ--GWPPFGALLIALAATGE-----------GARALLLKMEEWR-------------LNTQLEYATEVLDQVDWVSVK--TVYMALMDL------------PPAYKKGAK-RLMVMQAIFT----------YCHNMLSAQKA-----------KSIN---SRIR-LLLIHDVT--------EIEKIPFRAA------LRHCEHDF-RCIALMARKFAN------ASAIMQKADQM
KYP15344.1 GDTICYTEALTTTIQALSVQ--GLPPFSTLLLAISAAGK-----------NGSEKLKKINAFT----------NTSTRYPKTI--------ITAEAI--EFLELISKL------------PERYKSSKG-VIQLVQFLFY----------NCHRIQGLKYS-----------KQIA---ASIS-IGLVQFLR-----ESMLQEREKNKDP------DAIYEYDF-RIFSILHQKYNS------LDALLAALKDL
RQO30278.1 VSVIAYRDYALELLQQIAID--GIPLFGAYVLVLYASSK-----------NASSGFDGVSYYL---------------RNNNQ-----YAYNVAEAV--DFLEKVDRI------------DDKYKKGKN-KGLLLQTIFK----------DCHHKIPQKEA-----------KDIL---DEVT-SAVHLLQD--------CAVKA--PFN------NAIFQKEV-RVLELLNKRFPT------AQAIEKAMAGL
PVY14782.1 GETIAYTKYVVQVLEHLHIQ--GWPPFGTLLLALSATNGNA---------SVTGLLQQLVVQV--------------KACQAYLQLTQQVTLLEEAA--PLLDILESL------------PVAYRTGAG-RLRLFQALFH----------DCHNRVAAART-----------QKWLPGIQQYKKQAAVLQQA--------PAAGQRAALL------LRNYERDF-KVLSLLARRYPD------AASVLTAVTGL
WP_128150033.1 VGTISYFPYIIEVLKALQPQ--GLPPFGSLLLVIYATQEGP------------LNLDGIFYYL------------NRLKSRKE-----ISELIEPAL--CFLEMLSTL------------NNNLKKKQN-KVILLQTVFK----------NCHNAISAKKA-----------EILI---EQYN-QNPKVTLE--------CSKKI--ILT------DSVLNKDI-GTLSLLHKKYPN------ATTLINDIKGW
SDQ16602.1 VGAITYRPYLIGVLKELQPQ--GLPPLGSLLLVLYATQ------------NNYVNLDGVFYHL-------------KRQTEKPFGRDIKNNDIELAI--KFLENLCHL------------GTSYKKGQN-KINLLQTIFK----------NSHNLVSGNNA-----------ELIL---KVLE-KRPYKIEE--------SAIKE--ELT------DSVVSRDI-RNLSLLHEKFPT------TESLINAMRGI
PWK28201.1 GNTIVYKDMVIDIMDKLSHQ--GTPPFGVLLLLLIATNP-----------NGEEDIKRIDRKL----------TDYLIYSQNTKNTNIVSTVLSMAT--QFLYLITQL------------PKEYKIGAN-RILLFQTLLQ----------KSHNKLGYQKI-----------RPIV---KAMQ-SKSYSEVE--------LLKVI--EFN------ESIFLKDF-RIVSLLKKHFDN------VDDIMSKMGDL
WP_108823377.1 GNTIAYCESVAEVIEELSVQ--GLPAFGSLLLAIIATSQ-----------HADGSLKMIRKII------------ESIPEENRRQALLSSEMIEHAF--HFLRKLSEL------------PAEYKERKK-LILLFQTIFQ----------NYHNKKSIKDS------------------GVFVGEIKMQRIH--------PQSYIKVPFD------PAVLNIDF-RPLALLNGRFES------TEALIEKIVAI
ANE49440.1 SSTIAYKAFVLEALELMSPQ--GLPPFGSLLLTIIATNP-----------QGESALNDVYALL--DKKLDRMVNQQFGDSNQE------KAILVDAF--AFLKLLVHL------------PAKYKEGRN-RLLLLQSLFA----------GCHNQLAASKA-----------KHIL---EYYK-SGKTNIVN--------TPSKA---LH------SGAFTHDF-RVVSLLHKRFPD------NKIIIERLAAL
AFM05601.1 GQTIAYREYLIEILEALAPQ--GLPSFGGILLALIATNPSF---------SENDIFLIANSLQ----------KNSTKNQIEN-----WGKELDRVF--DFMKLLSSF------------PNHYKTGTK-RILVLQAIFE----------NPHNAISAKKS-----------KQLV---NFLK-NKKVNISK--------------DAFS------LRSFELDF-KVVVLIAEKFPT------KESILEKIASL
WP_124744879.1 GSTIAYKAFLKDVIPLISVQ--GLPPFGALLLAIIATNP-----------NGKQVLNELDSRI--------------TDEDGS-----MEIARGQAQ--TFLHLLASV------------PEEFKKGSK-KVQLFQAIFE----------KCHAVCSQRTS-----------QEAI---SMLSGIGEWDNCL------------IPEPFN------KHILKKDL-RVFSVLSSKLTT------VQQILDKVAAL
OFY83689.1 ENTIAYRELVIDVFEKIAPQ--GVPPFGSLLLAIIATNP-----------KGTNSLDVVNIIL-------------SKVINQE-----NKSTLNDAI--AFLKLLAEV------------PQQYKEGKK-RILLFQTIFE----------RCHNIVSARNS-----------KQIR---DTYH-TNKHGEGK--------ISNKK--EFS------LQVFNKDF-RTIGLLKNKFQD------VNDIINKIASL
ABG58961.1 HSTIAYRAFIKEVLAILSDQ--GLPPFGALLAAILATNA-----------QGNVALDVLQQKF-------------ADEINKE-----GNAYLVEAF--VFLKLLSEM------------PEEYKKGNK-RVLLLQVIFE----------NCHNIFSVKNS-----------REII---RWYD-VNKENTAL--------FAEKK--ELN------HTIYSRDF-RTISLLGSRFKS------VDAIIDKIASI
AWH86615.1 GSTIAYERFVMETLELLSPD--GLPPFGSFLLALIATNH-----------NGKDSLAKVFEIV--------------NNSKSVTRETVYPRGFSYAR--NFLTTLSEL------------PSEFREGDK-RKELLQAIFK----------DCHNRVSERNA-----------KTIM---QHYR-EHKHLLVE--------CAKKL--PLS------EATLKKDI-NVFAHLNVKYPT------HQALLAAISGV
POR24865.1 QVTIAYHNYIKEVIEFIADS--GCPSLGALLLVIIATNPDC---------EDDIEFVKNNFQE-----------NKQRFVLKE-----DFFRYQSAI--DFLYLLKSL------------PEEYKQGEN-RKLLIRRLFQ----------NGHNTIGGKKA-----------KKVL---QDF--EISLDKLT--------STEKE--RFN------KAVFINDF-RTIALLKKAFPL------KESIINAFHNV
WP_052705351.1 GTSIAYKEYVTEVLELLSDD--CIPPFGSLLLAIVATNS-----------NSEALLVTLHHYA-------KSKERASSFPNAN------LYRVGAAF--DFLKILASL------------PEEYKTGDN-RILLFKTIFE----------KCHNRVGSETA-----------KKLI---SDFK-DIKSDYLE--------IIGSI--PFN------DANFIKDF-RTIALLKQKFPT------KESLLKALTAL
OXA84853.1 GQTIGYEKFVFEILEYLSDD--SIPPFGTLLLAIVATNP-----------ENEQAIEMIHDLV-------RSKNIVTAFPQSQ------SFRVGASI--DFLKLLSSL------------PNEYKVGEK-RMKLFQTIFH----------ECHNRVSSEKA-----------KNLL---DEYK-DYREHLLK--------TAEKI--PFN------EANFRKDF-RTLALLKTKFPT------LQSILDAMENI
SEN93879.1 GQTIGYEKFVFEILEFLSEN--NFPPFGTLLLAITATNH-----------DSQEAIDRIHNWA-------KSREITKSFPVEH------SFRLGASI--GFLRQLSAL------------PLEYKSGEN-RLKMFQTIFD----------GCHNRISAEKA-----------KKIL---DEYK-EHRHHLVR--------ASVKD--PFN------EANFIKDF-RTLALLKTRFPT------VQSILYAMENL
WP_052599568.1 GSTIAYKAFVLEVLEYISPT--GTPPFGALLFMLIATNP-----------TAKNDLEHIKGLL-----------KKVTPQKEN-----NNSIEQQAF--DFFIKVEAI------------HPTYKTGNK-RIQLLQTIFK----------NSHNHLSLKKA-----------TQIL--REHWQHKEKFPHLI--------QSQEK--PFN------SDALYKDF-RVFRQLNAQFPT------SQSILDAIADL
KOY86779.1 GETIAYKAYILEILEYLAPQ--GIPRFGALLLALIAT-------------NNNAHLESITQNL---------------SKNGA-----HMKIVEQAL--EFLKILSSL------------PPEYYKGQK-KLILLQTIFK----------DAHNNLSQKQA-----------EKIL---RIYK---ALDRPI--------TPDEQKKISPS-----IDIIYHDF-RVIAILSSKFKT------VQDILDAVDAI
WP_020472485.1 GQTFIFTKQLADFIEGFASV-APVLHFGHMIECWHMLGLNP---------PTHIPERERFRQL-------------AIAFRQQNSPARNAGVFFGKHCGYKIRQAINL------------PPGRGQG------LAHFLLH------------SNDVGLLHP---------------------KGPGNPETPA-------------------------QPASGVW-HRMALVFNSLTD-------DEIRHAFRHG
WP_009959261.1 DTTVVMAEELALICERYHHE--PPPPLSAIVSALAMLKGC----------RGPSIPPGPEKAP------------------------------------------PHW------------PADLLKTPAAKHALLDLMFH----------QLEDPLPASGD-----------TIAQLIRINWR-PGVEDRLQ------------------------RQNTRYTSRERIRVAISRVS-------PEQLRLRLETG
WP_010582785.1 ----MHRAEVTCADEKSSLQVRDDPICTPCFRCVWSLNKRG---------SQPAKATEPGEDR-------------------------GPELWSELF--AKLDTVHQL------------PDDQTRSPKAKADLAMVVFE----------SAPRVANPEVA-----------RMVC---AILAEQLVGNAPK--------LSLPYNHNRNP-----LADLQHNL-RPLLNGLKEIT-------ARALKLRKETG
OWK46343.1 GMTLAVAEEIVLILNGVFSR-PPVPPFAFVMMLFDIMKSDPS--------ELPATLEGLVRLS------------------------------------RAYTTAAK-------------ERAVSLSRN-TGLLIAELCG----------TLPGVPACPAI-----------DEVTLALARRRRTGRAEIHD--------PELMP-----------PIAWADYL-SVVALRLRKF-D------ATTLVHWFKFG
AMV26576.1 GNTLAVADEVRTVLDGALTP-VTVPAFAFVLNVLLLMKS-----------NGGTRFESLHQAY------------------------------------AATRGVATR------------------GRN-VGLLIARLCR----------ALPPVPGRITT-----------EDITVALRSLRLYGPHARAE--------SAEE------------PPLTRAEFEQHLADQLARFD-------RAALIHWLSHG
RIK61979.1 GSTLALAAEIALFLEGFSGQ-SELPHFAHMLHVLRLLR------------WGPVGGH------------------------------------------DELRLAAAA------------FKEARGQARNAGVLFAHLTA----------GLPRVPGGVDA-----------VDVC---RRLR--GIHARPQ--------APAMRGVQLL------PQVEAAEFERSLAQSLRAYS-------FADLKHWFRHG
SIO62481.1 GMTFAMGAEISLFLEGFHSG-SPPIAFSLILHLLRLLGLGP-----------------------------------------------RSPRSKSVS--TLEKAFREW------------GLPLRNAGA----LCARLCR----------NVPPALDPPDL-----------AELY---LTL--TRPSADPL--------GEPRTGVAVLP-----PLDPLHFE-RLIDEGVSQL-T------PEELRHWLRYG
RUL85748.1 GETFAFSRELSLFLEGFAAG-RDPIHFAHILHLMHLLLRGPLNREPAMPMDLVGGFAVLGRPH----------------------------RNAGAFCSRLCAEVPGL------------PDPPDVEAVLRLLVAGAAVG-----------DYRELDEDAG-----------LVLW---GDYG-GGARGGWP--------GGDRS--APPPIDEPPLPPAHFER-LVLERLARQ--T------PEQVRHWFRHG
OYP36357.1 EQTAAMVGQLHLLLGKMADSMGRLPSLTAVLFVLDACRDQW-------------DVELCTRRL--VEIEVRSNLAVPFTLDTE-----SESPLDVAA--QWFADLHSL------------PADLRHGIDAQAVLLEFVLH-------QANQRAFEIFGDTV-----------GETL---AELS-LSGEDREA------NWGKSFQ--PYQP-----QRRVKQFW-SAIVAMSSIKID------EVRLRAFHRTA
SFO49267.1 GHTICFKEELIGHLSQEYIT---TPPLSVLLVILMIGKM-----------EQQSKEGITPEMLKQELWRAMINPESWVYRSSP-----DDLPRDTSTLHSFVDLLYPL------------SRQYWQQDK-RTLFLNCLFG----------EIPLARAIGGG-----------KEML---AIFR-ELPPEDYS--------APRIDDNNWS------NKQADADL-NVMSRILQKYPY------TDVLEKELERL
PWV51444.1 GGTICYKEELLIDLFRIKNH---LPPLGPFLLVIASGKASP---------GSDMIEASLHRYV----------ESLYSDLLGGKGPFEYRVEKYKMVITNFLDLLRPL------------PREYWKGTR-RELLLNTLFE----------SIETFFQGDTA-----------KEML---NILD-RGAYDYVI--------AHDNY--KDT------TAQLETDT-RILTQILHQYPD------AETLQNKLNTI
PQO39541.1 GATVVFREELAQILQRLGSQ--GLPPLASVLLVLASTRDRC-----------YISVGDVLATI--------GWPRPTEKMNRL-----VESLFVDP---DGIGKLRKL------------SPDLKNSIEAKVNLCQIIFE----------NTTSVVDGEQI-----------KCIV---QYLR-DGLHEVLA--------DSRTS--NSPM-----NRIVLDDL-RQLRSSMDAV-D------PQTLALRQETS
WP_044252884.1 SSTIALAAELAAILGPLRISLGALPSFTAVLFVIAAVRRQE---------LARDVWKRRLSIL------------------------SGSTRVDAIA--EWLHSLGEL------------PLDVRPQTEGPMVILGCGLE----------NCRAYLYEADM-----------PQSDLVMETLS-LSRVDRAPEESANEIGREGSQPDRSQSRRYGDASRSKRAW-ETLVHLSRSGLT------ANSLRTWRETG
WP_068134229.1 GRTAAFASQLALILQRLALSLGGLPPLTSLLLVLDAASQRE---------NAASQTNSIFKLK-------------LIAEIAE------QHSLGGIG--DMLQAVRSL------------PEELRGGVDAQVALLEYLLG----------ECPKDLYEASETG---------GDTA---QQWLQMPPEDRPF--------QDDVTLVDESTYL---KARNRRVI-AVLFFMANRSID------AQAIELLRRTR
EDY17134.1 GTTIAFRQEIIQILEWLIPH--EWPPFDALVLLLAAFRGKV-------RLPDSGSFARSWAPTRKEGELDDGKQLTFQTAHEQ-----FRQMQASVE--NDLSAVSQL------------PADLRASWKAKATVAEMLFG----------QKTAGRGKYPP-AGSGKSPECYHSLL---EIVR-SGVLTDTM----------LNN--AIAP-----THYIDWSW-QIMHEGFGRM-D------LETLELRLRTG
EEF58752.1 GTTIAFREELEEILGLMAVK--GLPPFHAIVLLLAACRGKL---------PAASIFSHPIAETVPVISDSGKPPISPATGNQLLLRAWNDPANQEFS--EFIARLKSL---------QQLPVELRNSPRAKAVLLEMILE-----------QVRFERVQPA-----------REIV---QVLA-DGSLTDDL--------LNNKK---PS------ASNTVSLY-RQIHQSLKHF-S------PEALAARIQTG
RLS72559.1 ETTIAFREEVEGIVGELAPE--DPPVAGSIVLLLAACRDDW---------HDPTARAVLHELV-----------RRCGGGVVE------HGEVADVV--GLLGKVRAL------------PEDLRGSYAARKVLAAMALE----------TPAGRAPAVGP-----------AARA------SGVGTPRHAT------------------------LAELRREW-QPLRTGLVGL-D------EGTLRTRVATG
PTY04067.1 GATIAFELEISVLLSEMAAR-GRAPRFGALVLLLAATRGKV---------PHAGSLDVIIGWR--KGSPAPDAPPHAVKSHQQ-----KEMLRERLQ--AVLDNLARLAPAGPGRPVGGIPRELLADRRGRSVLCEAVFELTPDALLEGGGSPASSSAASA-S---------APDP---DITA-AGQLLQRL-------GPGGAG--GEAS-----AASYLKDL-QALEPGLAAL-D------PSSLPLRLKTG
RBP36328.1 GNFLGSRDTMVDLLEALAPE--GLPPLGAVVLVNAAAQTVW---------DGVVIHTELQHAC-------DVWKSGEPLPATL------ASLWMHAA--RGLDAISKL------------PNDLKNGAA-KRLLVRTIFE----------GAFNRLPADLS-----------RDIL---DEFK-STPSLEPF--------MQRAP--DING-----QARLLRDL-SALAKAFDRLP-------PGQLENRLRTG
AEE53802.1 GQTICYAQDLMDILKSLQPQ--GLPPLETVILLIAACRQEWHT-------IDFPNLDALAAKGAVENEETELVLAGALDSHRLTKQADFDINLLPCL--NLLKRIHAL------------PEELRTGSM-RVHLIKRIFS----------HYTPFITPVVA-----------SIYI---KEFE-SGALRKVV--------LNI-------------KRSNKSQF-QDIHAVFSPLFG------IEDLETYVRVG
AEW02126.1 GDTICYRDELMPILKHLSKD--GLPAFGAILLVISACKERA---------DTPAAKGGIPMSM---------LRLLDYQQKNSEKLGGMKDQMLKAI--RFLQYVAAL------------PLELRTGNN-RTWLLHLVFG----------KVAELISIEAA-----------SQLV---DVFN-SGQYDYEIFREPPYDYDEMGDEVSGNHGGSHVKRTFSQDI-EALHQALMAFPT------AQELEVAVRSG
RFM30704.1 GQTLCYRPSLTETLAELKDH---FPPLGALLLLMNAGKNNGA--------RVKYMLNTVFQKV--------------HPDIED-----KQIWVRDAL--SLMELLGSL------------PDRNWIGNK-KTHLLQTLCA----------SVAPSVSSEVA-----------GNII---DNFK-SGRLDHTI--------LQPVP---LS------KFIVEVDL-QYLAAVYKAIGS------REELLLQLQTG
PSL46654.1 DFTICYTDELINILGEMALQ--GWPPLGSILLVLCACK------------DARKYVERVIEVM----------NLYSTAIKSDARSKEITLQIHKTH--RLLEIITQL------------PKKYRSANN-RALLLKTIFE----------PITPYIESGQA-----------SQTL---HFFY-KSVFTRAH--------SP--------------VEQLSAEL-TYLANAATHVKD------SASLELKLRTS
RBL92136.1 GFTICYTDALLKILQELSFQ--GWPPLGSVLLILCACKEDPF--------NFELTIKQLREQT---------QAFYANEPSEE-----TNDMLLAAI--RLLELIHTL------------PQKLRAEDK-RGLLLKTLFA----------GISPQVNSADAI----------RELQ---LFYKHPHQSNNTI------------------------AYTLKKDL-SWLYRASKRVTD------MPALRMLLETS
KRT17467.1 QKTICYREDLSNILKDLPKT--TSLSLGTILLILCACKDDW---------ETLYNVKQTLLDI-----------RYSSMDASSTIDDPDHGLKRQAY--QFLCIVNQL------------PHQYRSEMN-RVLLLQSIFD----------ALSVKGYHMGL-----------LPIL---KEFN-SGEMDEDI--------FGEQA--VLK------HINVIQDL-APLAAALALFED------VESLVLKQRTG
RVU02898.1 GRTICYREDLTFILGSLTIP--ANVQLGTIILVLCACKDNP---------IALFDLESVLRSL------------AYRSSLLPDEHEAAKPLISEVL--RFLGTINEL------------PADLRSGLK-RVALLQAVLE-----------TESGLDGQQL-----------RRTV---NEFK-SGALDEVI--------FAEQP-HPWA------YGILKADL-VHLAAALRRFPD------AAVLELKLRTG
EHQ24573.1 GSTIAYREDFVFILKALSLP--ADIHAGTILLLLCACKEDF---------DNLFQLQGTLHQL-------SLNTGFEAPEYKL-----AAGLTHKAF--AFLKLVNNL------------PMVYRSGTK-RIALCQAVLE-----------HGSQTDWNHT-----------HAML---QLFN-SGELDHLI--------FNEYR--KFD------FADLWSDL-NPLVMALEQFPD------VEALELKLRTG
RKR84050.1 GRTICYQEDLNFILEALELS--RDIHLGTVLLVLCACKDNY---------ETLFEPEVHLRPL-------GYRPGYLEAEHLL-----AKQLVQQAL--DLMKLVNAL------------PFSYRSGIS-RVALCQAVLA-----------GKENSDVRPL-----------KSLL---QTFR-SGALDDAI--------FNKNF--DFG------FTVLQSDL-MPLASALDELKN------TAALEMKLRTG
SNR82429.1 GATICYRQELAQLLTELAPS--GLPTLSTLLLLLAACQGSWAEA------NGQQILEEIAYRL----------CTAGKGQEEE-----VAYLLEQAA--TFLDSVAAL------------PRELRQGTA-KLHLLHTIFS----------SEYRPVSADWA-----------RDTV---EEWT-SGRLDAVL--------ATAGP--AAT------LQRLEVDI-ALLIRASKRFPA------AASLELHIRTG
RTQ48805.1 GDTICYREELQVVLENLAPA--GLPQLGAVLLLLAACSGAW---------ARSGGAAALDELR-----------------RDARAWPDDGWNLRRAT--ALLEAVAAL------------PAELRTGPA-KLHLLRTLLA-DPAHTAFETRHPLIATPERA-----------RLVL---HEWI-SGRLSGPL--------IVSVTPQPEL------LQQVRADL-PALVAAWQRIADGSADESVQKLTHLLRTG
RSK36273.1 GTTISYRSELAEVLEELAGG--HLPALGSVLLVLAACNPGW---------EVSGGAGILSGLI----------QSLTTSPENQGQAAEMQHHLRHVL--QLLTMVSQL------------PVELRTGPR-KYHLLRELFR----------TETPGFWPDTM-----------PAAV---REWA-SGRLDAAV--------AARQV--PLS------LGRCKADL-LYLAQAARRFPE------PTQLELRLRTG
PJJ59945.1 GVTISYRDELQVVVAALAAR--GVPPLGAVLLLLAACSEGW---------PTSGGQGVLAGLA---------SVFKGRKGTAE-----LQFYLNQAC--RFMDLVHAL------------PPELRTGPK-KLHLFQEVFPPATTHRGGAKGQKPTVGRTLSFEES-------QGAL---AQWA-SGRLDEAL--------RQNGP--VVG------AEYLLADL-QCLDQAFQRFPS------TELLALRLRTG
WP_022821708.1 GNTICYREELARVLRGLLTQ--GLPPITPVLLLLAACADTW---------PAASGGVELVRRL-----AYRTPQAANDPPAGQ-----LETRIDRAL--AFLAVVRAL------------PATLRTEQP-KVHLFREVFS----------AQAPQVTPDLS-----------RAVL---DDWN-SGLLDQRL--------SFSGE--MVS------RRAVFHEL-ACLAQALERFPT------TESLALQLRTG
SFH92940.1 GPTIAIREEVVALLEQLASK--GLPSLDSLLLLLAVCRESWS--------TDPSRLEVLKDVL-------------TRNPRRK-------SLTAPLE--TMLNAIPVM------------PPVVQKSVAVKAELAGIVLD----------EPSLRTSPQIA-----------RDIL---DELK-SGCLQETI--------GGSTDIIKP-------AGQWAAEL-RALCQGLNRLR-------TSSLMLRLATG
AMV18939.1 GGTIAFRQEIQAVLRPFESR--GFPPLDMVVLALAACRETW---------PSDSGQLVELERA-----------LS-LRLRTI-----AGKWHDDAV--RQLGKVYQL------------PAALRTSLAGKVSLIETVLE----------RHPVRTTSEQA-----------REIL---ALLD-SAGWMRAH--------ESPSP--LLKS-----IGQWSIEL-RGLCDGLRRV-D------EETIRQRLRTG
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WP_108823377.1 TWNK-EFK-----FKNGVTVFQSF-YGLI---SIVLKDGE--KIEIPLAVD-----------SSLAMSVGN-EASGNPY---FTDSPS------------PDMGDLIDREMLDLL-TNDN
RBP36328.1 FTLA-QAE-----FEDGRRIVYDP-RGFL---HVVDGKSGV-ELSVMVLKG-----------TTTAWSSGTLERFGDG----ASGSLAAL----------TSLSRLLLRALPARL-HSQS
OWK46343.1 YDQS-RFPPGKGASAGRWTACVDR-LGQV---LLFGSAGALKATFIVRRDK------------TAAWLPGG-TFWGDPA---LIGG--------------PPTPDAAQTFARALT-DAGE
AMV26576.1 YDPV-RFPIRESVFIGGWIAVVDR-LGQV---LLFRREGALVAAFVVRRER------------VAVWVPGG-VFWGDAR---LIGG--------------PTTPDAAEKIGRAIS-EAGG
RIK61979.1 LDPA-RFAKFASAPC-GLSFVSDI-YGQL---FVLTPEDACVAAFFVYRAT------------VAAWLPDG-TRYGPAS---LTGG--------------PTSPDALGRIGRALQ-AAVR
SIO62481.1 TDSK-RFLGSCL-FSD-LSVLVDF-IGQV---SVLGKSGELVCMFYIFRTH------------LAGWMPDG-TRIGPPH---LTGG--------------PATEDGATRFGTALR-KASG
WP_020472485.1 HDSSGRFRVTSK-AGD-LEARLDV-FGQV---SLTRKS----LLAIILIYQ----------GHLCFWMPDG-TRHGPAH---LTGG--------------PESPDAKERLWKALR-SSET
RUL85748.1 YDRR-RFKATCR-GV-GLVAVIDA-FGHV---ALADPSGTLVCILLASRGR------------LAAWLPDG-TRLGPAE---LTGA--------------PPSPGASARIAEALR-EASR
POR24865.1 FKIS-SLY-----TADGRRITID--NGTL---KLEDSSTNL-CIYIPFLLK-----------SHTVAATHE-YYAGNDF---YIPENSNLKK--------ITEEEFKTRFLNLFI-HKSI
BAV07989.1 ASSH-CFE-----FADGSQVSVDK-EGMI---KIKRALTTEPIVYFSPELE-----------TSLMLATPY-CYTGSKRYKPFEGPGSWLEK--------MNGKEFYDTFIQPLI-TQIQ
EDP94883.1 VNKR-KMLGE---FSNGSKITIDK-NGII---KFESANDEIPTFYLASYIG-----------IKIALATED-EFAGNNY---FYAGEFHQER--------IRVASFRLKYLNPFL-QNIL
PVY14782.1 STQD-CFV-----FADGSKVRMDE-GGMI---ILEARNRNSAVVFLPAVLD-----------TPLAIGTPY-YFGGDKAY--YPYFKESLAV--------RQAPELYKRSITYFI-RNIK
BAV07990.1 NRGS-CFV-----FPDGSSIAMDD-NGML---VLKSKEKPEYFLFIPAVVN-----------TSLGVSTTH-YFTGNVY---YKPSHVSLTR--------WDPRPFYIRYIDVFI-GNIR
PWK28201.1 SSKD-YFV-----FPNGYSVTVNR-LGILILSYFDSTNNRDEKIFLPTVMD-----------NQLGVASYI-HFSGNTF---YRTDFEGRQT--------MKEQDFWDKYITPFI-KDII
KYP15344.1 KDEN-RHE-----FRDGSSITLHR-SGML---LLTSSNKTLPTIFLPTVLG-----------VPIAAVANN-DFTGTSY---FIDPSLQQNK--------IGAEEFNSSYLNPFI-QTIL
SDQ16602.1 QNKN-KVT-----FSDGSEIITDS-RGML---TFNSSSNSIPTFYMPSTDY-----------GYLSLATNT-EFGGSEY---YLPENSLLKV--------KKMEDMYSEYLKAFI-DQIL
WP_128150033.1 QFHN-TYT-----FADGSSIVHDK-YGIL---IFKSMDINIPQFYIPCVLF-----------KDLAIATDL-TFSGNKY---YLPEIHQLEV--------INIKKMYSEYIQTFI-KHII
WP_052705351.1 IETT-HFM-----SKDGSIIKSN--NGIL---ELESSNTSIPKMYIPFVLD-----------FKTAMSTDE-IFVGNPY---FLPEKNDLKI--------IEVQEFHDKYYKPFI-QYII
OXA84853.1 IETV-LFE-----SEDGS-IIRNK-DGIL---IFESSDTKLDKFYIPFIIN-----------MRTIMATEN-EYAGNDY---FIPGHTKES---------IADEVFMEKYFKPFI-MNIV
SEN93879.1 MQTL-SFE-----SKDGSKVT-NK-DGIL---IFESSKEAIPTFYIPFIIN-----------GRTIMATES-EYSGNDY---FISDSVLES---------IKEKEFLEKYLEPFI-QNVK
RQO30278.1 RHKD-IFT-----FPDGSELLVDT-RGML---TLTSSNTSIPKIYIPAAQH-----------MALGLVTSDGVFSGNDY---FLREGQMNEP--------VNMAGFYTQYIQAFI-NTIV
KIC92612.1 RTSA-FFV-----FNDGSSVTIYE-TGVI---TLVSSHEGLPAIHLPAVLD-----------TSGAMATAT-EFSGNEY---YLAPENGQKK--------ISVPDFYNRHIVAFI-HHIF
KOY86779.1 YGTN-FFR-----FGDGSKITINT-GGML---TFESSNPNIPVFHCPSVLE-----------QPLAFASET-FFIGNPY---YQQK--------------LITQQELASYLIGFI-ENIK
AWH86615.1 WKSK-RFV-----FPDGSAVYSDG-FGIL---TLKSSNPDIPAIYMPTTLH-----------VPLAMATDT-CFVGSDYD--YNDTKGTEY---------IAIDDFDAKYFQPFI-NTIL
WP_052599568.1 SHVH-IFA-----FKDGSEVHITS-LGVI---TLNSSDRSLPTIYVPMTID-----------AALGIGTKD-CFAGNDY---YSSNSGSSNI--------MNTQKFWETFIQPFI-ETIQ
ANE49440.1 KTND-TFA-----FPDGSTVIINR-GGML---VLKSSDPSIPKIYVPSVLD-----------TALGVSTTS-DFAGNPY---YDRSRRS-----------ISNPQFFQQYLEPYI-KTIT
WP_124744879.1 GNAN-EFT-----FADGSTVEVNQ-SGML---ILKSSNSSIPVIFIPSVLE-----------TKLGVATSN-AFSGDDF---FKKTEEKS----------ISTKEFFDKFMNPFL-KNIL
ABG58961.1 TKNN-EFV-----FDDGSCIEVNR-SGVL---ILKSSDENIPLIYIPSIIE-----------SALGLAAGN-DFSGYEY---YPAKEQKLTI--------IPPSLFYDKYIQAFV-KNIQ
AFM05601.1 EKSN-EFI-----FEDGSSIFIDR-DGMI---ILKSSNTEIPTIYVPACLD-----------CVLGVGTDE-YFAGVDY---FDTNLEK-----------IENQLFYVKFIQKFI-QTII
OFY83689.1 VKNN-KFV-----FDDGSSIEINR-CGLL---ILKSSNSEIPIIYIPSVLD-----------ASLGVATEH-EFAGNEY---YDEQQEEIEK--------ITTTAFFEKHILSFI-NNIQ
AEE53802.1 FYTR-SVT-----WQNGSKITLDS-RGFL---QLFRPASPTAEFTITLIIGQ----------PLAAFSRSG-AYTGNPY---FYDVSPDKI---------TSPSHFYKTIIVEFI-KKLD
WP_009959261.1 CTVR-IAE-----WPGGSRAFLDD-RGIL---HLQASNPALAEVSIGLPANM----------MLPAWSSDG-LLVGPAA---TMDCGRPV----------TGHAQAIERHIRRFVTETLT
EDY17134.1 YSLK-MAR-----WQDGRRAWIDS-CGLL---HLRCANPKLPELTLCLGNE-----------RLAAWTGTD-LAWGDRF---FIGDNFD-----------APAEEIWA-ILKAFA-APAP
PTY04067.1 YTLS-VAT-----WEDGSKAWLDS-RGLI---HLQPARTDLVEITVVLAER------------PGAWTSDG-HLCGPVF---FTGAKLGAP---------APAAPVWAA-IQAFS-HELR
OYP36357.1 WRLR-TAD-----FGP-NRILFDS-RGML---HLIKSSDQ-SEMTLVLNEE-----------CVSGWTSWG-EVFGEQY---FTGLDTCP----------PSDRVFY--WLNELT-RQCQ
WP_044252884.1 WSLR-SAK-----ISGGT-VWLDS-RGLV---HFQRDDDH-RELTLVLVDS-----------HCAGWFSDA-GFFGPPF---FSNTEDNVIVD-------IPVPDSVLDWLESWA-HQQ-
WP_068134229.1 PRLR-RAD-----LPGGT-VWLDS-RGLL---HMRSYRDD-SELTLVLHDD-----------LLAGWSSRW-GSFGSPF---FIGEDSG-----------KPVPPQVIEWLRDFN-QDCL
PQO39541.1 CKLS-QAE-----WTDGSKAFLDQ-RGML---HLKPADPSVPEVTIVLKDG-----------ALAGWLSDG-RLWGDSY---FTGTSVEA----------TVEQEAFDVAVLGFI-RGII
SFO49267.1 QPLL-RYH-----WPDGSEVWFDAVRHML---YLRSSSKSIPEIALPVMVNM----------GITCWASNG-DVCGHAY---LRPEDATA----------VDTMTFYQKYFRPFI-YTIQ
PWV51444.1 KNIS-RYC-----WPDGSEVWFDQYRHML---HLRSSNKLLAEVTIVLVIGQ----------PTGCWASDG-AICGSPY---FRASEDKV----------VDVLTFHEKYIKPFI-DIIQ
RFM30704.1 IRIT-RYV-----LNNYVEAWMDS-RGLL---HLRSQDPNVREITLVVIQNK----------PTACWAADG-ACCGFQY---FIGEKNARL---------LPAHTFYESYIQPYI-DHLK
RBL92136.1 ILLT-RFK-----WADGSEIIGDP-RGFI---YLHSSDKSIPDIAIVTVLNR---------RPTAAWADDG-VFSGNPY---FQLEPNTDI---------LPMQDFYSKYILRFI-AQLR
SEW36401.1 YKLL-KFT-----WENGCEAFLDS-RGLL---HLRAPN--LPEVTIVLILNR----------SIACCASDG-ATCGTEY---FTGKSPEKK---------MPVQEFYEKYIQSFI-EALK
RSK36273.1 VTLR-RFR-----WPDGSEALADS-RGLL---HLRGVAPNAPELTLVLALGK----------PLAAWATDG-SVSGAPY---FSNLTGTEPYANPDAPHWLPMEVFYQQYLYPFI-QQIS
PSL46654.1 IKLS-RFT-----WADGSEAIADP-RGFL---HLRSSDKTLPEITITMVLGI----------TLAAWSSAG-TYCGNSY---FTEDGLALG---------LRAKEFYANYIQRFI-AGLK
SNR82429.1 VVFR-RLT-----WADGSVAVIDP-RGLL---HLRSSDANLPELTVVLVIGK----------PTAAWASNG-VVAGSTY---FTGSGHQPS---------IPAVEFYDIYLQRFI-DRLA
KRT17467.1 IRFT-KFT-----WKDGSTATMDS-RGIL---HLKSSILHIPEICIIMIVGQ----------PTACWSTDG-QISGSTY---FTGITRAGK---------LKPSVFYKKYIQAFI-DGLK
PJJ59945.1 VRLQ-RFR-----WPGGSEAVVDS-RGLL---HLRSADASVPEITLTLVLGQ----------PLAFWAADG-TVCGPTY---FTGVAREQS---------LSAPEFYEQYLRRFI-SSLI
WP_022821708.1 VTLR-RFT-----WSDGSTAVVDS-RGLL---HLRSADITLPEITLTLIIGQ----------PLAAWTADG-SVCGSSY---FTGTNLTHR---------LWVPDFYQRFLLRFI-AHLG
RTQ48805.1 LHLR-PHT-----WPDGSQAFVDT-RGLL---HLRSADPALPDVPLVLIIDR----------PTAAWAADG-TVCGPDY---FTGPDPALR---------LPAPQFYEQYIQPFI-RQLQ
AEW02126.1 LKFS-RFI-----WPEGSEVVADS-RGLL---HLKSADSSIGEITIVMIVGK----------PTACWSSDG-NVCGSPY---FTGKAGTEG---------AAVTAFYENYIQRFI-DRIK
EHQ24573.1 LKFT-KFT-----WPNGSQMVLDS-RGLL---HLKSADSSLTELSLLLVLDK----------PTACWAADG-TVCGSPY---FLGPGATTV---------LPPGQFYQQYIQPFI-DALK
RKR84050.1 LKFT-KFS-----WADGSEAVLDS-RGLL---HLKSADANIAECSVILVVDQ----------PTACWSADG-KITGSPY---FTGNRQAGV---------MLAGDFYRDYIDSFI-KRLK
RVU02898.1 LKFI-KFI-----WADGSEAVLDS-RGLL---HLKSADTQVPECTIILVLEK----------TAACWSADG-KLTGNPY---FIGASQAAV---------MLAADFYDRYIAPFI-QRLR
RLS72559.1 HGLR-SVR-----FADGTTVWHDL-RGLF---HFRSSVRTLPEVSLVMVPDHDFGKDLDKGASVAGWLSDG-RVFGNRY---FHDREA------------TDDVVVWTEVLRPLL-AAIR
WP_010582785.1 HRLQGEAK-----WDDGSRAWLDA-RGIL---HLQSSDRSIPEVSLVLSPP-----------HVAVWTSDR-RANGTRY---FLDAENS-----------ITAEEIVTNIFEPFV-AQLT
AMV18939.1 FTLS-EAR-----WPDGSTATLDS-RGLL---HCRSSDAGIPEFTLVLSES-----------RVSGWCADG-RRWGDEY---FLGPNVQT----------VTDHDILQSLLRPFL-RSLT
SFH92940.1 YRLH-AIH-----WKDGSQAVLDS-RGML---HLKSSDAAIPEFTLVLHED-----------CVAGWSALG-QVWGERY---FHLDEKER----------TAPKVIWQDLIEPFV-RRLR
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KYP15343.1 TGVIKIPLHYQEYLNSIRD-EEDL----LISQDHQ-YCWVKGLN-VAALK-----------SPKIQRIPFLSF----------FELK---NDLLYQLNALLPDQELP--------------QGLKWQPINEKFPIQIPAFNHNYFGLA--ERINIQLVKAEEEREPVAIITSYAVLKSYIETAPAIRLKGLKWISMDV---LQEKYVMIIGTPILPIPG-------NTFCL-HNSFYIPSGYIPALPILDYTIQEML-----------------------NFEEGDRLIWLDQKQVI-----RLNEKNFRPLSISSFRLTR-
KIC92613.1 GFLIELAADHRSYVFPVRH-WDNL----LLGEKDD-RCYISGLT-ADQVN-----------SVEIRSIPFTRI----------FEVR---DGWLCNPGGLVPQSKYP--------------DITSWNRLHEVLRVEKPSMNHNYFGMG--AKLKYQLVPSAEEQEAVASLVHLDKLQHYIHTAPAVRLRHLQWLILKM----TETFALVVGTPLLPLPG-------KAFWL-YKNMLLPTGFKPAYPALTDWLVETL-----------------------EITDEEILLWPDTDSLL-----RLEKENFRQLSISSYRQTIS
POR24866.1 NWLIEIENNYIDSIYNLRG-WEEI----TIAFASE-SVFLKGFT-FDQIN-----------SPQIAKNPFVVI----------WEIK---DGFLFKKNALLPQKKWV--------------DIFQWQPIQTGLSITLPKLNFNFFGIQ--DKIIPNLVPSKEVREPLVLKVPIQLLEDYITKASLVRLQRLSWVIIEK-------EAFIFGEPLLPIQG-------QTYWI-THNFVIPTGYELPHNFIVKPLQQKI-----------------------NPAQDNFYVLDQGSSFI-----KIEKGNLRPLSISSFRLTVQ
EDP94884.1 EYWLRLPSKYKEKLAQIRV-WKSL----RMATDMD-DIWVRGIA-PHQLH-----------SPEIRSIPFKKI----------YFQR---DNALFLLGGNLPEERLK--------------TSMLWSPIDKALPVETPEYNFNYFGVH--EKIQFNIIPSTVERTPKAQLVTLETLDMVIPKMPAIRLQHIQWTIINK-------KALLFGAPLLSIPG-------KTYWQ-VQNFLLPTGYDLEYPELSSYFNNII-----------------------NQNTNDYIIVNPDSTYF-----RLSQENIKKLTISGYRLSR-
RQO30277.1 AYYAQIPVAHKEGLGSIRH-WQQL----RVAQEGD-LLWIKGFT-KEQIQ-----------SKEFKWIPFLQA----------YECR---ANLLFRIGHLVPERRLP--------------ASLLWNPVERLLNVTFNNWNHNYFGIG--EQVPVSIIPSEKETDAFALLCNTVVAAPYIFESLKVRLDRIQWLMLEE-------RALFLGTPVLSIPG-------DTFWK-QGRHLIPTGYDFVYGILQEIIAKKI-----------------------DAPGENWILWHTDSTYT-----LIPQSSVKPLSISSFRLSTI
WP_124744878.1 NYFLLLEEDHQLFLGGIRH-WNNL----KVGFNEK-GIWIKDFD-YAQIQ-----------STEVKTIPYKKV----------FYEK---NGRLFPLNSLLPEGIVP---------------ALIWTPIDRAIPVTLPSLNHNYFGVN--ETLTIRLVAAESEKESVAMIVDLDVLGDYLEHVSEVRLKNLFWCILDD------YTACILGTPLLSIQG-------EVFWQ-SDIFLIPSGFDLELHVLKEELKHLL-----------------------EVGVSDRIMWLKSGNYL-----KLAHTDLQPLSRASFRMNIK
WP_128150030.1 NYFAIIPSCYQSYLGSIRN-WSNI----EIAWDEQ-VVWLKNFT-MGQMI-----------SSEFKILPQLVL----------YRYD---DGWLFKNNDLVPSMKLK---------------KLLWTPINIAIKLTLPLSNSNYFGIQ--EKVTASLKSSTEEHIATAIYVKLYDIETNIVKTSSFKLKTLRWILIDN-------MALIIGLPLLSLPG-------QTFWE-NDGHLIPCGYDFEFRNYSKLFQKKY-----------------------NPLLNHLILWNEEGAYV-----MLSKNDFTELSASSLRLTLQ
SDQ16622.1 EFWAELPRMDEDFLGAIRD-WKNV----QISLDGE-VIWLKNFT-EEQAV-----------SAEIQQLPNFLL----------YELR---DGLLFRKGALVPSKKMR--------------TALLWSPIDKALKLTFPPSNQNFFGID--EKVEIKLKPSEDEQPATALLSSFSEIKAQIIELPKFKLEQIDWIVIND-------KALFLGTPLLSFPG-------KTYWT-KNGHLLPTGFDFEFKNVSILLQKKY-----------------------NEELDKWLIWNEDGSYT-----SIDKNDLRKLSVSSFRLTEK
WP_108823378.1 VYYAAIDVIYKNKLGSLRL-WTNL----KLAYDGE-TIWLKDLT-EEQTS-----------EHKLRSIPSCSI----------YVEK---NNKLYPKDSLLPCGNIP---------------SLLWTPIFRAVPVTLPRYNDNFMGLE-EDSINIRLVPSSNMQDVFAMITDVTELGKYIETAPASRLRELRWTILSD------RNVFIAGTPLLPIKG-------NVFWR-YKQLLLPAGFDFNYSILSDCINKLY------------------------TSTDLYICWLNQDDYI-----KIDVTQLEYLSIASFRKTYN
WP_052599569.1 NY-LRIPKNQIEFLANIRH-WDNL----KLGYEAD-FVWIKELT-IEQVN-----------SVAIKSIPFHVA----------YYEQ---EQQLSLMGSLLPHCSIP---------------QILWTPIQRALPIQLPTLNHNYFGTS--EKISIQIVPSNKEQEGFALLSHIEDLGRFIKTSSAIRLKPLKWCIIED-------KALLFGIPFLPIQG-------AVYWK-SGQFLIPAGYDFNYPTLAQNIQHNI-----------------------VPNSDDWIVWSTDSNYY-----CIESSFIQTLSLSSYRKTIS
BAV07991.1 TWLLHLALPHRHYLGRIRH-WDNL----SIAEEGE-HCWVKDFT-PQQLD-----------STAVKSIPFITI----------YYCK---QQQLFPAGKLVPVQSMP--------------AGLHWQPIAKGLGVTLPGFNHNYFGIQ--QSIPVTLVPSQLERQAYAMLVKLEVLQAYIETAPAVRLQPLQWIILDN------HTACVIGVPLLPVQG-------EVLWK-DERFLLPVGYDFEWRILSEVISSNM------------------------KDHYNWVLWQKEGSWL-----PIAPQQLQPLTISSFRLSMQ
PVY14783.1 SYVLEIAQQHQHYLAGLRH-HTQL----SIARQDG-WCWIKGLT-PEQMV-----------AAEVISIPFIRR----------YYLQ---GQHLFFMGGLVPEKLLP--------------QGLQFLPLTQGLPVSLPAFNHNYFGIH--QQVPVALAAADKEQPACGMLVPLHKLQQYINTAAAIRLQSLQWLVLDG------VTALVLGTPVLPVAE------AQILWK-NACFLLPAGYDFEYPALSVVLQQQM------------------------QQGGELILWMANGTWL-----PLSAQHFKTLSISSFRLTMQ
ANE49439.1 SYYLSLAGEHAAYLGTIRH-WENL----KIAYEGN-VVWVKDLS-PVQVD-----------SLEVKSIPFKEL----------YYAQ---DGKLFLKGSLLPSRNLP---------------SLLWTPIGRGLAVTLPAYNHNYFGLT--GNVNIRLAPSEKETESLVLRVNINVLQNYIVTAPAIRLEGLQWTVLGA------TEALLLGAPLLPLQG-------QAFWR-SGDFLLPAGFDLELYAVSDDLSQLL-----------------------NPEGDSWILWQEDGRYS-----KLDKQAFTPLSISSFRLTME
AWH86616.1 DHLLEIPAAHKELLGQIRH-WDNL----KAAFDER-SLWVKDIT-PEQAE-----------SAIIKGLPYSRV----------YYAK---DGLLFLKGSLLPVRKMP--------------HNLLWSPLTYALPVKLPLFNHNYFGIS--QKIGIRIVPSQKEQPVYAVLAERTAAGDYINTAPKVRLAGLQWVGVND-------EVLIAGTPLLPVAG-------ASYWM-YNDFLLPAGFDFELPLLAKKLMQQI-----------------------DPGNSMMILWHKDNSYI-----PIEKEAFMPLSISSFRLTYT
WP_045971403.1 MYYVELHKSHLEYLAPIRH-WDNL----KLAFEGE-RAFIKDFT-PLQIN-----------DVVLLQIPHIIV----------YELK---EQLLFRKDKLVPTKKLP--------------SALLWMPILNALPIDLPKYNMNYFGIH--DKIDIKIVKSEAEQKPYGVITKLENVKGYIETLPQVRLQNLKWIIIED-------SILFLGTPLLPIKG-------QTYWL-KDNCLFPTGYALEFDVLFPIIKKQL-----------------------NPNNDSMLLFQNNNSYL-----SIPLSDCKSLSLSSFRLTVN
OXA84852.1 MYFLEIKKEHKDFLGLIRH-WDNL----KVSFETD-TIWIKDFS-LEQIA-----------EAEIQQIPYKTI----------YELK---DNLLFEKGKLLPSKKLP--------------SGLLWTPILRALPVSLPKFNHNFFGVD--QKLKIVLKPSEDIKEAIALLVDYEELKLYIESAPKYRLEPLQWVIIDK-------RALIIGNPLLPIKG-------STYWI-DNNFLIPTGYNFEWFALVKILQEKL-----------------------NPSEENIILWNTDNSYS-----IISKTQIKQLSISSFRLTFS
SEN93851.1 MYFLEINKEHKDFLGAVRH-WENL----KIAFETN-TIWIKDFS-AEQIN-----------SAEILQIPYIKI----------YELK---KNLLFEKRKQLPSKKLP--------------SGLLWTPILRALPVSQPKFNHNFFGIS--DTFQITLKRSEEVKEAYALLVDYEELKSYIEFAPKFRLEPLRWIVIDN-------KALIIGTPLLPLKG-------NTFWF-KEGFLMPSGYDFEWHVLTKTLQEKL-----------------------NPFQENLILWNKDNSYS-----IIPKNNIKELSISSFRLTFS
AFM05600.1 NFYLKLHISQKENLAAIRH-WQNL----KMAIDDN-FVWIKDLT-DEQIN-----------SKQIKIITQKTV----------YYEK---EGKLYLQNSLLPERNIP---------------SLLWTEIKRALQIELPKVIENNFDIQSVNVIKPKIIASENEKETIAMLISIEELGNYIKTAPAVRLQNLKWIILENQFDSKQNKAFIIGKPLLPILSKSSEKSVKTFWQ-TENLFIPTGFDFEFPSLTNSISEKLKNTMYNSWYEDMIIRTEENEGFDKTENRFYSIWNEESEFF-----LILKSDFMPLSRSSFRMSFM
PWK28202.1 NYFLAIDEKHLDFLGKIRH-WANL----KMAMEDN-FCWVKDFT-YEQIN-----------ALDVKTIPYKTI----------YYSQ---ENKLFKQDSLLPERTIP---------------MLLWTPIERALSIELPSYNFNYFGVS--NQVSIKLVQSEQEKPVLGMLVERKTLKEYIQNAPAIRLQKLKWTILDE------SAVFIIGEPNLPIQG-------EGFWK-NGDFFLPIGYDFELPILTNVLSLLI-----------------------DPNHRNHIVYGLDNQYF-----LMGKHDFQPLSISSFRLSFY
KOY86778.1 IYYVAIAKEEKDSLAILRI-WDNL----KIAFDDE-FVWITGFT-EEQIH-----------SIEIKSLPYKSI----------YYSV---EGNLFLKDSLLPNRRIP---------------SLLWTPIQRALPIQLPSFNHNFFGIH--EKISIHIIPSDEEKTAFAILCSLAILGNYVEKAPKIRLENLLWTIVNS------SKALIVDLPLLPLNG-------NVYWK-YQNMLIPVGYSFEFPEIALVWEKTI-----------------------NPDEKYWILWNIDDSYS-----LILKKDFEPLSISSFRKTIQ
OFY83688.1 SYYLVLDEVLKSNLGSIRS-WNNL----KIAFDEK-QIWVKDLD-YVQIN-----------SLEIKSIPYKTI----------FYAK---QGKLFLLNSLLPNRNIP---------------SLLWTAIDRALPIKLPSFNHNYFGIQ--EKISISIIPSEMENEAVAMATTVDSLKQFIETAPAIRLQKLNWVLLNN------DRVFLFGKPLLPING-------DVYWK-RGDSILPTGFDFDLSLLSDTLNNIL-----------------------NPENLFLVVWNIDSTYS-----LIAKDELQQLSLSSFRKTMN
ABG58962.1 SYFLLLDEVHKADLGTIRI-WNNL----KVAFDEK-KIWIKDFT-PEQIH-----------SVEVKSIPYKTI----------YYSK---ETKLYLQNSLLPDRNIP--------------LSLLWTPIDRALPVILPAFNHNYFGIH--DKISIELIVSEKEEEACAMITTLETLKHYIETAPAIRLQSIQWTILNK------KNVLLVGKPLLPVTG-------NTYWQ-QQEMLLPVGFDFELPVLANKIRHKI-----------------------NPENQVVVLWNSNNTYQ-----LIDRQAFKPLSLGSFRATVN
WP_009959262.1 SWVARLAVPLAATLDPLRL-LPGL----EGRLTGA-WIWVKGDP-LTESQ-----------QALYAAVPWHNR----------FTTA--PEGWLFESAQALPWGRMP---------------EGPWRPLAELLVPLAPP--SSFPGEL-RNRALLEIRRSDLATPAALLMLPATDWYEYAHTAPALRLERLRFVLNED-----QGQVLVCGEPLPPLPG-------RRYYF-HGPAAIPCGHAPVPALQPSTLASWL-----------------------RLAEGETALFDEDGTYA-----RISEDLWRPASRSTVRANCA
SFH92904.1 PWACRLPVSAASSVGGLRGRFVGI----RAGEEDT-SLWLHGEE-LSVDL-----------HQALRALPDAEL----------FSVL--PDRQLLRLGQLVPQGRVP---------------ALHWQPLQEYIRPTLPS--PGLAGRL-NERIVLSLVRSSCEAEPNLLLLPFSEFALWCETAPEFRLKPLRFAVRDD------GLTIVQGHPLPPLPG--------TRWVAEQGVAVAAGLRWEPSVKAELLVDMW-----------------------ELEPGDVCLWFEEGSVE-----CIPGEQFVACQRSAIRATRD
WP_009096864.1 DWYVRLDSLSEPAMNAVASQLVAMNASTRVATIGS-AVWVRTTDSSSRSNRGSNVESNGDLLSVLRRLPGVI-----------FHVH--EKGGLVRLGDNVPSVAAH----------ESAEPPPQWLPIEQVCEVVVPVPQIARRDPN-ATRQPVQLIRGGVAMPCDAMLTQLAQLHEWIEWAPKARIDRLRWTCRGD-------ECLMMGDPLPPIEG-------RYFVC-RDRVIVPAGMTWTPAVPNDVLLTTF-----------------------GVPQSEWLLWETEDRWS-----LVPDDTITVMSRGGVRSAFA
OYP36358.1 YLYLRLENADATSRLVTLL-GQGC----EAAEIEGEIRWLRTAIASLSNPADS--------QTDLRKIPGTL-----------FVGG--ADGLLKKWGDGVASVRIP--------------DGLHWDLVDRLMRFEVPVASIAGSGRF-VEPTELKLVRCDRERSCQAMIVEKSDLLRWVTNASELRLKRLRWCVNQT------GQALVIGEPLPAING-------RWLYQ-DGNVLIQAGFRFEPNLGGTDVLALF-------------------------KRDGWLICQQDQPWA-----LIDDDQLAAISRGSVRAWAH
WP_068134227.1 RYVRLWQPLDASLVGELL--VAGA----ELAQHEQ-VVWLRLPA-SQSGS-----------QELLRKLPGGHYLDVQAEATDEAASG--ARTLLRRPGQQVPTASLP--------------GDLSWQLIDQCFDFALPAPGIGAQAAL-QERPPLRLERGGNQRTAAAMIVSLSELAAWVDTAAAVRMQPLLWLRRAD-------QALVFGTPLPPLDG-------VLFAA-CEQVLLPVGFRWQPDLPASSVFRAF----------CHYHCNGTAANVDQQSDAAWLIWESNRRWR-----LVDDDDWVSLTRASVRAAQE
RIK61978.1 ASFAEIPAKALALLAPLRN-QPGI----EVSLDES-IARVRW---QRGQS-----------AVVQRLLAAPGAR---------LFEQ--VDGQWRLVGQALPAFDLD--------------TGGSFMPLARALTPGRLDLQPDPPPG--RPPLTLTLSRSDRVRETTAAIYDLAALATWAEMAGTDELHSCLAARLGQ-------RVLLLGTCLPWFEG-------CSRWW-GERVLCPLGFELTPALPQAVLCEAL-----------------------GLRDGEFALAGENG-VE-----VLPSGALARLSRASLRLAVK
RUL85747.1 ARLARLPCSGLPALAALRA-RPDI----RVGVAGE-TAWISWDPADSARD-----------EVVEALLPVPGAV---------FFRQGEEDGRWYRIGSRLPDLDARFPVNLDDDGEFPLRAEAGAAPALPLHRVLVPGPIRWEPPSGAWEPVRLRLERDDRPRPASALLATAGALLPWAESAPTARLGALRAARSGD-------RVLVFGRRLPPIPG------AGRLW--GHRVLIPLGMRAEPALPEPRLAEAL-----------------------GLADDQLALIGPDARIE-----RLPSRVLVPLSRQAARRMAG
SIO62478.1 ICCASLPRAQLGVLADLRR-EAAI----RVLVRGD-RAWVRW---PAGHE-----------GVMRRLFPVSTVA---------LFAK--QDGLWYQLGRHLPTFGIP------------REFDADSVPLATALVPAPIDVTMPRPGAP--RPAQVGLVRDEEVRPASALRCRLNALSVWAETVPSSQFKPLRAAIAGD-------LVMLLGSPLPAIAG------GTRYW--GTRLLIPLGYRVDPGLSENALRRAL-----------------------SLGSAELLVLTPDG-YE-----VIPPHVFNPLSLAGIRLAER
OWK46344.1 ----------------------------------------MW---PAGRA-----------DVVRCLLPAPSVE---------FFTQ--RGGQWYRFGNRLPTSAGP--------------PAEEGVPVANLVHLERIV--PVIPAAQSTPPVLLRIVRGGGPKQATALACRIMDLMRWVDTATTAELTAVQGTRSGS-------RAVLLGSRLPSINH------AIRYW--GTEIYSPVGFRPDPDLPSNLLRDAI-----------------------GTSSDELVFLDEEG-VE-----VIPRAAFAPLSRAGVRLASR
AMV26575.1 VSAARLPQEHLAALAAVRH-FTDV----RVLLADG-VAWVRW---PAGRS-----------EVVRCLLPVPGVV---------FYSQ--HAGAWVRFGHLVPTDDAP--------------PAAEGKSIAEVLMPARFEPIPPNAPLP--APVILTVIRGGNPQSATALICTIAELAEWTDTATTAELARVRGARTGD-------RVALIGEQLPTIPR------AKRFW--GRDVFVPVGFRPEPNLPTPALLAAT-----------------------GTTPKEFLFLDETG-AD-----VIPRGAFEPLTRAGIRLGVS
RBP36329.1 ILVAMLSANDAAWLGRWRT-LPGF----EVCEAEG-YLWVRG-----GAH-----------HGNWKLVPALER----------FTAD--TNGRLTREGERVPVRRMP---------------EAHWLALSDFLKVRPPA--SALPAQS-VAPLPWALVPSREFREPALLTLSFPRFRDWVLSAPAVRLKSLQFAKSDD------GRACVRGAVLPSLPG--------VLWYIENGVAMPAGWELPRGITPALVAVSL-----------------------KLSSTALALVYEDASVE-----VLTDEAFVEASRSALRYSTQ
AMV18940.1 TWALRIDRAALPALGGCRL-VPGV----EVAEVEG-VLWLCGVD-LPDAD-----------RLKFLALPNAVR----------FDIG--PDGALRPEGNLLSAGTLP---------------AAKWIALRDAVPVELPV--SAFSGTR-LRPATLRCERSDVETTPNAALFSWADWSRYAVGAPRVRLERWRFARDGG------DRVFVCGTPLPPLPS-------APYVE-QDGIALPAGWRLIPRLPSAAVARLL-----------------------DLAPRDVALFAPDGAWE-----RLRGEDFAAASRAAIRLSGD
EEF58751.1 SWAACIPFSEAAELAVIRL-FPGI----ECAKVAG-TLWLRGNN-GSEEL-----------EQALRGISDLER----------FELL--ESGWLKSAESRIPERILP---------------RVEWQPLKGAMLPGLPT--AALPGET-RQKLPLTLVRTHTEATPGAILADFDAWYEFAIQAPEIRLKGLRFAVNEE------RRVSVIGHPVPPIKG-------LQLVD-YSGILIPCGFTWFPAVEAMVLSELF-----------------------NRGAEDFVIFFEDHTHQ-----IIKPEQLLTASRSAVRETYS
RLS72558.1 TWAIELDAADAPACGPLRD-EPGI----EACVVAG-RLWLRGEI-IDEAL-----------AGRLRKLPARGR----------YRAG--TDGALVAEGARVPLGRLP---------------GGTWLALRSWLPVEPPPVRSCGGAAG-IDRVGLTLARSGAPREANLLEVPFGVWRAHAEVAPVIRLARWSFAVGDG------GATLVRGAPLPAIPG-------RRLVE-EEGVAVSAGLTWFPAVSPAVIRALV-----------------------GAVGDALVVLSAAPDSKALRGTIVAGDSFVRAGRSAVRLTAQ
PQO39542.1 TWVWRLSRSNSARLALVRH-LPGL----EVCESDD-AVWLRANE-PSDAF-----------RITLAAVPATQS----------IVQS---DGQLIEVGKNVPRGHLP---------------DSNWTSLKEWIDVVPPT--AGFSGQA-PEPITLQMKRGEREEQATLLLTTFHVWESYAKSAPQVRLDRLTFAVHDD------QHAVIRGTPLPPIKG-------QLFVL-RNQIAVEAGWTWEPEVSPEVLSAVL-----------------------QLRQPELSLLASDGTWS-----HLCEDDFVRATRAAVHATAA
EDY17135.1 NWVACIDAAGAEGLAALRL-LPGL----EVAPLAD-TVWLRGPS-WNDPL-----------ALALQKISGLHR----------FAVQ--ADGQLIAEGHRVPKGRLT---------------ATQWRPLREWLPVTLPQ--ALGATQP-DEPAPLRLMRSAIELPANALLTNIASWLAWAEEVSAVRLRPLRFAAARD------GRVWIEGTPSPAIAG-------QRFHL-QEGVAVPCGFACEPALEPRVLRRWL-----------------------ALGMGDTAFAHADGSWE-----ILREEQFVPALRSAVRWTAE
KRT17466.1 MRALVLELKYQDQIGNIRA-VEGW----SACRQDE-LIWLKGPL-DNKHN-----------QVLIDSLPILAS----------YKLD--GQNRLFPDGKLTPVALLE---------------VMEWKTLTEFMPLEMPV--SAIPAQQ-APLMPVNLLRSQNPYPAYALQTNFMAWKKYVDGAPQIRLQKLKFVVSTA------QEVLIIGDPLPPIPG-------KTFWL-NGNLLVPAGYNFDPPFLGNLLNQKL-----------------------KPIIPSYILFNESGRQN-----TIAIDLFKPADRAVVRQVSF
RFM30705.1 ESVITLLPADIKVLALLRT-RVDI----VAARHQD-LIWVKGIA-----------------DNAFRQLPALNT----------WKPD--GANRLFAPGALTPALTLP---------------ELAWQPLTEFIPVSLPA--SGLPAFA-TARHAVKLAPCPGTEESFAILTEMRTLEAYIAAAPQVRLRHLRFAASAS------ARVLVAGVPLPPIPG-------TSYTL-KDRILMPAGYDFDPPVIRSLLTEKL-----------------------EAARTHFLLFHVNGAYE-----MIPDTSFVHVTRSAVRLTAE
RBL92135.1 ETVLQLAATQYMALGQVRC-LPGL----TAATNAH-YIWVRGIP-VSDKP-----------HPLIQQLPTLCT----------WHLD--DHNRLFKKGSLTPTDTLN--------------TSLSWKPLPQLLEIELPT--SLLPQPV-LQQYPVRLVPSATTSEATALLTSLDTWRSYAETAPLSRLQRLTFAANAQ------GRVLICGTPLPAIPG-------QAFVQ-TQQLLLPAGFDFDPPGIKTLIAQQL-----------------------DPQQEHQLLFDTTGNWE-----RIPQHAFVQATRRGIRATQS
PSL46653.1 EIVMQLPADKYATLGAVRC-LPGL----LAAVDDD-VLWLRGIP-FTGKP-----------DPEIRRLPATHT----------FLLD--ETNLLFPTDSLTPVATLK---------------SLHWKSLPELLQIVLPV--SAMPAEI-TAKYQVQLAPAEKQQTTHALLTTLTAWCNYAETAPLIRLQPLTFAASDK------NEVLIMGQPLPPIPG-------KEYVL-QHKLLLPAGYEFNPAGIAFLVAAKL-----------------------NPQQEDYLIFDATGTWE-----CIPATAFVKAGRSAIRLTKR
AEW02127.1 ELIMVLSQTDKAALGSVRC-LPGL----QAAEREG-FIWVRGIA-VNKEI-----------DLRIRQLPSLHT----------YTLD--ADDYLFPPHGLTPVGKLQ---------------PMTWAPLSTYITVTLPV--SALPGKI-SQQAPVRLVPSQQSQQGNSLLTDLHTWKAYGETAPLVRLQQTRFAVSEE------NKVLIIGEPLPALPG-------REYIL-LDTLLIPCGFEFDPAVISNLISSQF-----------------------NPDNDSFLLFDTDGTWQ-----EIPKDAFVQTTRSAIRLTKG
SEW36409.1 EIVIVLSSAHAAALGSVRT-FPGL----LAARSGE-EIWVRGI--PTGKP-----------DKKISVLPARYT----------YFMD--EQERIYAPGALTPSDTLP---------------ALEWVPLLSFIKVTLPV--SALPGIL-EEPLQIKLARNVIIQESDALLTPLETWETYVSTAPLVRLQHLYFAVSEN------SEALIIGTPNIPLPG-------KTYIL-RNNILLPAGYDFDPPAITSLVAKAL-----------------------NPVNDGILLFHENGQWE-----KIKFDCFVPATRSAVRLTNS
PWV51445.1 EMIIVLSMADILALGSIRT-WPGL----RVAIAGD-DIWVRGI--PPDTT-----------QVQLRNLPAKRT----------FLAD--MQERLFLPGKHTPHDTLK---------------KMSWEAIVTFIKVELPV--SAMPATP-DSKYAVKLSPVAHTAEPFAILTTLQHLKTYADTAPLIRLQRLSFAVCET------GEVLVIGTPLPPVPG-------SVFTL-QDHILLPAGYDFDPPAIAQFISSVT-----------------------KTESDTLLLFHTDGQWE-----KIPGTCFVRASRSAIRLTNT
SFO49252.1 EMIIVLPLAQLETLGSIRT-WPDL----LVALSGE-EIWVRGI--PVEST-----------DIRLRKLPVLHT----------YLAD--FDGRLFLPGKQTPHDTLK---------------RMTWEALTSFLTVELPV--SALPGKN-RRTFTIKLAPAPQTTEPAAIITDLAYWKAYADNAPLIRLQELSFAVCAS------EEVLIIGAPMPSLPG-------KAFVL-RNNLLLPAGYDFDPLAAGAFIAEQF-----------------------AADKGAMILFHPDGQWE-----RIPMNCFVQATRSAIRLTNV
AEE53803.1 NWVFIFKKSDLSALGSVRC-WPNM----QAAETET-EIWLRCPV-LHSDL-----------DEALRRLPAMYT----------YREN--KDGLLFPVEGLSPIASLP---------------TLEWINMREFIPVELPT--AALPGQM-DQTYTLKLVPSSTYHPGAALRTNLSDWQQYAETAPAIRLDQLRFALAAN------GEVLVMGQPLPSVPG-------EEYWL-REQLLLPSGYDLELPITATLMAMRE-----------------------NVAGAKFL-FEKNGDWQ-----KIEHNNFVPATRLGIRLSKA
SNR82410.1 ERILVLPTTAPVALAAVRS-LPGL----RVAMQAG-HVWLRGVPAPPVPL-----------ATAIRALAVAAS----------YELD--TEGNLFPAGGLTPTGRLP---------------ELAWQPIREFVPLELPT--AALPAQH-PPHYQVQLVPTGQFEPGAAVLTTLAAWKAYAEGAPQVRLEQLRFAVSAR------QQVLVLGTPLPTVPG-------QELWV-RHDILLPAGLDFASPLLAELVAAKL-----------------------NPAREALVLFDAAGTWQ-----RVPWSSLQPATRSAIRLTQV
RSK36272.1 ELILVLPAARHAALATVRD-QPGL----HCALAPDGRLWLRGLP-PEPPL-----------P--VQQLPAEAR----------YHLD--AAGRLFPVGRATPTGQLP--------------AGLAWQPVRTFAPLGLPV--AALPSLV-PAPAPAALVPLPEARPGAAILTTLAALQQYAETAPAIRLERLRFAVAGP------RRVLVLGTPLPPVPG-------LELWQ-HGQLLLPAGLGFESELVAALVVQQL-----------------------SPGTD-FVLFGPDGGWE-----RVAETNLVPATRSAVRLTVA
RTQ48804.1 TERVLVLAADLNALAEVRP-LPGL----RAAAAPDGRLWLRGLP-AAGEL-----------PLALRRLPAAAA----------YVLD--ATGRLFPPGRLTPVGQLP---------------ALSWQPLPALLPVELPT--AALPAQG-APTYPVRLLPSARAEPGAALLTTLPAWLRYAEAAPEIRLRALRFAAAAD------GRVLVQGEPLPALPG-------QEHWQPAPQLLLPAGFAFESPLLAQLLPRQL-----------------------HPAGDALLLFAADGSWE-----PIPLVHLQPATRSAVRLTAR
WP_022821707.1 ELIFVLASQDRESLGNVRT-LPDV----RVAEVSG-QLWLRGVP-ATGEL-----------PQEIRSLPAKEV----------YSLD--AQDRLFPRGQRTPTGRLP---------------VLAWQPIHLFVPLELPT--AALPAQG-VASYRVRLVGSSVAAPGAALRTSLSQWQAYAETAPESRLRGLRFAVSAE------QGVVLLGAPLPPIQG-------QEYWQ-EQGVLLPAGFAFEAPLLVPLVAQQL-----------------------NPASDALLVFAADGSWE-----CIPLAQVVPATRSAVRLTAQ
PJJ59944.1 ERVIVLASADRPVLGHVRT-VPGL----RAAEAAG-QLWLRGLP-ATGEL-----------PVAVRALPAVAT----------YAAD--AQERLFPAGHRTPTGRLP---------------ALVWQPIAEFVPLELPT--AAVPART-VPSYRVRLLPSGRAQAGAALLTTLPQWLAYVETAPEIRLRGLRFAVSSD------AEVLVLGTPLPPVAG-------QEYWL-QHGLLLPAGFDLEAPLLAPLLARKL-----------------------DPAADGVVLFRADGRWE-----QILATDVVPVTRGAVRLTAE
RKR84051.1 EKIVVLEDKYADTLGNLRG-ITGL----KAAAEGD-LIWLRGID-AVNTD-----------K-RVLSLPVLNT----------YLLD--TNGLLFPSGGQTPVAKLP---------------VLDWQVLKTFLPVQLPV--SALPGKV-FLHVDVRLARSERTREAFALLTDLSTWKAYAETAPETRLRALRFAVSAQ------AEVLVLGKPLPQLPG-------RTFWA-DDRLLIPTGYDLDPPVLATMLKADL-----------------------FQAEDNLALFTPDNTWQ-----AIPLSAFQAARRSAVRLTQL
RVU02899.1 EQMLLIEEKYRPALVTVRH-IAGL----KAATSADGLIWLRGSF-SSGKD-----------GLLIRALPVTQN----------YWVD--ADGRLFPEGKPTPVAVLP---------------TLDWQPLKTFLPVTLPT--AALPGGL-TETIRIEMAPSGLVREAFALITELSHWKTYAETAPQTRLAPLRFAASDS------GKVLIIGQPLPPLPG-------QHLWE-QQNNLLPLGLDFDPPVLAELLTQQT-----------------------EAAAPSYRLFNRDGRWE-----QVNFSDFRPARRSAVRLTVN
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POR24864.1 QLKLEL---SSQSNY-------PIQGLLVRGE---TVSQWL------------------------VAFDQLGIQEQN-------LRFYAI------PSREANVLYGCLVIGNIT-----EKMKDNLGVHQ----------LLQGIENT-------LFIPEFTTVSPTMSQTDFSTVFE---EG-IFLMHPEVGFYQLE--APIDWSVLLDFS---------FTEKEVTVVTPLKQVYIPSMIRSIFVEKK----EEDIEKKML-EM----IQGDGATAE
KYP15345.1 VLSIQP---FHKEREH------PLSGFLIEGP---SPVQWL------------------------ILLQSAGFNLET-------TKVYPV------PGTTANSSWGCFVLPEK------PVIPEFLCT------------PCQFAHSK-------IHLPFHATIYPTLTNKELSTIFS---SN-AYLFHPRSGLIELE--SPINWKEEIDLP----------ELLQITFTIPAKTIFKPGKLKSILIEES---NEAHILQQLE-NS-----FPNYESLE
KIC92611.1 KLAIAP---VQNNSW-------PVKAFLVEAA---SPSTWL------------------------RDIFQAGIQLKE-------TVVYPL------PGKTANSVWGCLVVMNE------GNLPNTRHP------------LFQLAGDV-------LFIPACTALRPILISTDYQQLFR---GA-RHLMHPELGLIELP--APIIWEEIVGLP----------AVEQVESVVPAETVFIPGDIKIFIVEER---SPDDLIEQMN-KE------LFPAPLT
EDP94882.1 KLGLVH---TDVNPH-------PRCGIFIKHA---SPKAWL------------------------AEITRMQLKLSD-------CIIYPC------PGLDANSISGILIIFKS------THKNLDIANNA----------CVQKANTG-------FYIPDNTRLNMALTDEEFAKMFQ---GK-PHFFHHELGLIELK--EQLRWETILQAP----------EAHFPTIETPAKGVNIPSKVTAFSVEIE--EKEEEKALENP-FG---DEPVDPKDVP
WP_108823376.1 ELKLYP---TQRNSF-------PLQAIHIKGL---SVSHWL------------------------HEIQCMQLDLNK-------VSVYPL------PGMQLNSISGCLVILHK------SVLELDIRNNI----------WCQKIGKH-------LYIPQYTGIEPQIFTEEADELFA---RH-PHFMHPELGLIELE--EEVKWEESIFIG----------KEQSIEQIKPKAAPFIPERITHFRISVVQEDSIEHILEDLE-KK------ADVDKLK
PWK28200.1 KLTIEP---YHQNNY-------PLGGILIQGN---QPHKWL------------------------SEIQAMGLLLEN-------IIAYPI------PATTPNSVWGCFLMVNL------EKYKVDIRLNT----------FVQVINQV-------LYLPEKTTLYPSLSKHDIDKLFL---DK-PAILHPAFGLVELS--EPINWFELVISP----------TQKATHCRRPADAVFIPKRISSFQIMPT---SVEETLQQLE-EK----IFPQQKNFE
WP_052599565.1 NLQIKQ---SKYNTY-------PIQGILIKGP---SPTYWI------------------------QEIERMGFLLSN-------IVVYPI------PNTIPNSIWGCLLVSSK------DLSKIEAGANQ----------YCQCIHQR-------LFIPEKTSLFPSLTAKELDALLL---SK-PYVMHPDFGMVELF--DPINWTTFIELP----------KARTPKIKRPASSIVIPQDIKTFQVYAL---SPEDLLQQLE-SL----NFSEGKPLD
ANE49441.1 ELQVRP---IDHSPF-------PIGGILIQGS---SVKHWI------------------------MELQAMGLSLSV-------IKVYPI------PSTKANTIWGCLVEGAI------EKRKLEIGRNR----------YCQIAGHL-------LYIPERCSLFPKLSAGELEKLLN---GR-KHIMHPEFGLVELQ--ESINWIDVLQLP----------DERPFTIRKPINSLFIPRQIRTFQVKPQ---SPEAALEALE-AQ----HFPKPETFQ
WP_124744880.1 ELSLKS---SQYNRF-------PLNGILVKGA---SVKKWL------------------------LELQRMELNLNR-------VSVYPL------PGTTANSVWGCLIVPQS------VISHLNLEQNE----------ICQQVSPT-------FFIANKSELFPVMTATELEKLFA---QS-VWLMHPEIGLVELK--ETLDASKLITLP----------QSASLRVIRPESAPFIPKEIKSFQIAPV---DVEKALERLE-EQ----FFPKREKME
ABG58960.1 ELRINP---HHKNSF-------PIGGILIKDA---SVRQWM------------------------KEMQRMNLISEN-------CQIFPI------PGTTANSVWGCLIIYAG------KIDNYLLGKNE----------LCQQVSSN-------FFIPEKTILYPAVTEKEMESALG---SA-MHIIHPDFGMTALT--DALDLDQYIELP----------ASGLAAVTVPEQGAFIPSSIHAFQIKSL---SPEEVLKNLE-EN----IFPKKEKIK
OFY83690.1 ELKIKP---HHKNNF-------PLGGILIKNA---SVVFWI------------------------KEIQFLKLNLKE-------IQIYPI------PDTIANTIWGCLIVNQK------KINTHSIGKNE----------LCQMVSPN-------LFIPEKSILHPIITIAEIEKLFP---ST-KHVIHPEFGLVELT--EELNFEKLIQKP----------ILKSYYITKPHESVFIPKKIKSFQVMPL---SSEEILKNLE-EN----VFPKKEKMK
PVY14781.1 QLAVQP---NKGNIY-------PLAGLVIKGN---DVRLWL------------------------QQLHLSGISLAL-------TQVYAI------PGSKVNTIWGCLAVLP-------QGHSVDAGKNR----------YCQLVYNQ-------LFIPEQALLFPALLQHELVKLLG---SN-LHFLHPETGLVTLE--QPVNWQQLLVLP----------EKAASAITLPSQGVYLPTAVKSLQIQAD---APEDTLRQLE-QE----SFPAQQSLE
BAV07988.1 QLVVKP---AITNQY-------PLKALFIRGG---DVKLWL------------------------REIQAMGLSLLE-------VDVYAL------PGTSANTVWGCLLVPLK------GLAAVETGIHV----------RSQLVGEC-------LFIPAYSTIYPVVTPTEVNVLLK---MQ-LHCWHPEIGITELE--QPVQFSQLLAMP----------QLSQQQIVQPAKGVHLPALIQSYQVKEV---AAEEVLQKME-EQ----LFPESKSLE
RQO30279.1 EFRIRP---VARNTF-------PPGAILIRNS---SPAVWL------------------------EEAQQLFLDLSR-------VKAYAV------PGAQANVLYGCIFICEQ------DGLPANMRSNQ----------SLQMVEGR-------LFIPEHSHYYPEIHTTEWHKFFP---ES-FYLLHPETGLVKLD--EPVNWMALLDIR----------PEKKKRLKIAAESVPIPEQIRSFSVSLD-----DEALRKEL-LA----PKTEQELLD
AWH86614.1 ELKIRP---YHKNSY-------SRSAVLIKGA---DAGVWL------------------------KEIYRMGLEPEN-------ISMYAL------PGSAANELFGCLVVPRG------GTKVNDIGKHN----------FMQCVNNV-------LFIPENTIISPGLSSAEWNSEFT---AA-AYVIHQETGLIELT--EEIDWDALIAMP----------ELKEAEITVPSKGVYIPRFIRSLSIEAD-----EAKLAEVI-EG--QVEKPDSGKLP
WP_128150035.1 MLQVKP---FWKNLY-------PKTGILIINS---SPYAWL------------------------KEIEMMEIDLEK-------TLVYAI------PSDKANVLYGCFLILK-------DYIPREAGKNL----------YYQCINNK-------LFIPEYSIINPQICDEDQIVLT----SD-FYIMSPEFGLVELR--EIIDWTTIIQAE---------NINQNIKILKPESGIRAPSKINEYILEID-----ENKFLEEL-TE----PKTEKEWIK
SDQ16582.1 QLRIKP---FPKNNF-------PKKGLLIKGS---SPLTWL------------------------HEMEILGIDLSL-------VKSFAI------PSNQPNVLYGCFLIFG-------NSAPNEIGKNS----------YFQCVDDK-------LFIPENTVFYPKVNSEDWQSID----SE-CLIMHPEFGLVKLS--EQIDWISLLQDP----------EKSNLSIKKPLNGVKIPQKIESYTVEID-----NEKILEAL-QK----PQTEEEWMK
WP_045971401.1 KLTLQP---YKRNKY-------PIAGIVIKGN---TPLVWL------------------------QNLQELGIAIAS-------YACYPI------PSSVANELYGCLVVLPVN-----IIEKEHAHL------------QVQLYEEK-------VFIPEYAIIAPFLSKEEGNKILG---EH-YHFLHPELGLIELE--EAIDWVTILNPF----------RKINVRLKTPHSGIFIPKQLRSVHVEYD-----EATILEAL-EN----PLTEEEQLE
SEN93911.1 ELKLRI---NSKNTF-------PKGGIFIKSA---LPKVWL------------------------QEIQNIGLALHS-------VKAFPV------PGVNANELFGCLLVLDQR-----STKIYTVGKNN----------FCQLIENK-------LFIPENTIVTPQLTKEEWHNLFL---EN-YHFMHPEIGLVELK--EEVSWINLLEAP----------ALRNIDIIEPSKTIHIPQFISSMRYEAD-----TEKILEAI-EN-PFSEEDAIKELP
RLS72560.1 SLQPAP---HGIPAR-------PTTAWLFPSA---DTLAVV------------------------AELTRQRIDVAE-------ARVVPL------P--------IGLFVMPAETA---PLGPAAGAI------------PFGQLAGN-------VLAPVDALPNAAIAADEWEESFP---PETTFVWHPTAGLFGITAGNALRLADLIRPP----------VIDDGRWDRAVPGIAFNGRIVALVPEHP--PTDAEIWGDAA-AE-IGVGPPSLSSLP
RBP36327.1 PLRMIP---ATAPRV-------PRAG-FLPGS---DIAAWL------------------------EEMARHA----G-------MKFFIV------PGSSEDLEPGGLLLMPATV----SSAPAQFGPRVQ---------PAAVEHGC-------VAVPLPMQLDPQLAPEEARRLLQ---YD-YYFFHPSIGLIAFEESDAIQPEVLVVPP----------LPRSTSWMHAVHGRTPLPELLHITLALS--EDVSGLFGEAS-ED---IGSSDPKDLQ
EDY17133.1 VLHLRR---CDCAQR-------ETAAWFLSGG---KPADWL------------------------AELSRWRIPLEG-------MRCYIV------PREAGDYQPSGLLVVPPK-----SAAQPKDVRAM----------ALGTIAEK-------LFLPVEAELFPPVAATEIATLCR---AA-VTLFHPAIGVVEFDPAEACGVWQLLASA----------EVASSDWNAARAGAELNSHIAAVVRHTL--PQIEDIFGDAQ-KE---IGSDPIKNLP
EEF58754.1 TLKLRH---VAEPVR-------PATAWFLPGS---DAGSWL------------------------QEICRWEIPQQG-------MRLFVL------ASSAADRSPAGVLVVPVQ-----GAVPRSKPRGL----------AFGVMAGK-------LFLPVDGELWPPVEANELKLL-----HE-VQMFHPALGLSGFAGKDALKVSDLFRQP----------PSRVESWNLAHAGLPLNQHLRSVQLAAF--ITLEDLFGSAG-DE---IASEPPTDLP
AEE53801.1 KLTLHI---QPTPQG-------PARAAFLAGG---DPMVWL------------------------STIQSWNVDPQE-------LEVYAV------PRSIRELHVTGLLLVHIK-----GNFPAQVELRE----------AYQCVGSS-------LLIPQYASMSPQVGPEEWKNLLV---YD-WHFYHPGIGMVGFQRSDRVQLHDLLHYP----------TATEQDWSLAQSGSTPLPLLRQISVQPS---TMQEMFANVE-S----VGDKSLKDLL
WP_009959260.1 TLHLEP---ARHPAGA------PPTAWCLPGA---EAEHWI------------------------DEITRWQLKDES------ALRLYVL------PASIRSREPAGLFIIPAA-----GDAPQVRPSAL----------GFTRIGRS-------LFVPVDALLLPAVTPAEADAVNP---YSGALVLHPGLGAVGFDAGEEFALGDLLIRP----------PERIEEWTAPLPGIAPLPRLQSVLVKAP---SLDSLFGEDS-RD---IGSDPAPEFQ
KRT17468.1 KLQLRY---QAKSTH-------AIWGAYLPG----SPADWF------------------------AEMANWSVDFLS-------IKAYLV------PESVAQNNCIGLFVVFG------AAIPKSDQIRY----------PYTQVTEG-------FFIPVNAKLFPELPNSELSAAKL---WD-VQFFHPNIGLVGFEQQDSYQLADLIETP----------ETVAKPWLHNLPLAPVLPQLCSVMIEPL---QTTDAIDDLK-AL---INTQPLSDIP
RBL92137.1 TLGLQY---TSVPA--------IAEAAFIYGD---TAGIWL------------------------QEIDRWQMPMEI-------LTALPV------PQPHSAEI-AGLLVLFNH-----AVPPFPERLQH----------PYQLLGHK-------LFIPANASLTPVMEAAELQQLLI---WD-WQVFHPSIGFIGYDKEQLLPLTSLLTFP----------APSTNSWEQARIGAFTAPPLQKIMVSDT---TPEIIFGEAP-QQ---VGNTPLSDIF
PSL46655.1 TLGLQF---NQHTHH-------VAAGAFIHGN---TVESWL------------------------HEINSWEMDMNR-------LSAICI------PENSSSNMPAGLFVLFNN-----ITHPDISRLIRH---------PYRLLGGK-------LFIPFNAALTPVISDTELPQLLI---WD-WQIFHPSLGFIGFEKKDVLSLSALLLYT----------PPRNTDWEYARIGITPTAKLKYIGIEKQ----EEETFAAVE-KS---IGNKKLEELI
RFM30703.1 ILQLTY---DPSVCH-------PVLGAYIRGN---TPAEWF------------------------AEIQRWNVPPGS-------LTCMLL------PESKSSMAPTGMMVVFHP-----KHIPPAATIAH----------PYTIIGKK-------LLIPVHAKLLPALSSSEMADLLV---WE-WQVMHPHAGFFGFTAADLVSLSDLLEVP----------DAIEHSWDMAHPGMPAMAPLRMINVRRK--EDEAPVIDILK-SG---VESKPLHEIP
SEW36392.1 VLQLTY---DPQSCQ-------DIAGTFIRGN---SPAQWF------------------------REIDNWNIPLNE-------LTCLII------PANTGSITPAGLFVVFND-----K-VPDASVLSH----------PYAAIGNK-------LFIPVHASLHPVLSDDELNDLLI---WE-WQVFHPGIGFVGFNKEDQQEPVNLLSFA----------EQRNTSWEHAHPGLPAMAKLHEISVDNP---EENKLLDQLQ-ES---IDIQPLSEIP
PWV51443.1 ELQLSY---DPQIRH-------RTNAAFLRGN---SPEQWF------------------------REMSDWQISLKG-------LTCFLL------PEHKSSITPGGLLVIFHD-----Q-LPANGKINH----------PYTAINGN-------LYIPVNATLTSELSVAEMKELLI---WD-LQVFHPAIGFVGFNEDDKLQLSRFLSAG----------QAIKKNWDHAHPGMPPLALLQSISVDMP---PGTDLAGLLN-NG---ETIRPLSELP
SFO49282.1 VLQLQY---DAQTLH-------NTGAAFLRGN---TPEEWF------------------------REMNEWEIPLKG-------LSGFLL------PEHKNTEEAGGLLVIFN------NQLPSPEKIRH----------PYTVINGN-------FFIPVNAQITPAISPGEMKDLLI---WH-RQILHPAIGFVGFETRDEIRLSVLVSTD----------KQLTRSWNHAHPGMPPTARLTNIGITQV--DTTASISDLLG-SG---EAPKPLYELP
RVU02897.1 ELQLKY---KESQGA-------PAMGAFIPGS---SPRDWL------------------------TEIGSWKVPLAT-------LRCFVM------PASLADNRTSGLFVVFAA-----KILPDPSKLRH----------PYRLTADR-------LFLPVQASLYPPIDTSELKALLL---WD-LQVFHPVIGLVGFEAKDELQWAQLIQLR----------QAETTDWSLAHPGIPLPPPLQMIGLETE--EAPAEVMEELK-AV---INPRPLSEIP
EHQ24574.1 QLQLKY---TENTNQ-------PVTGAFVPGH---TPQEWF------------------------TQMNVWQTDLQS-------LQCFIM------PQSIGVNAAAGLFVRFAA-----GQVPPAQLIQH----------PYTQINPK-------LFIPVRASLHPVVSAAELKALLL---WD-VQVFHPAIGLVGFERTDELDLASLIQLP----------AARPANWGLAHPGLPAAPPLRSISLEAD---DSDDILDALKDED---VGSKPLTDIP
AEW02125.1 QLTLKY---NEHATQ-------ALSAAFIRGN---DPGVWL------------------------QEINAWQVPLDK-------LVCFVV------AENNNPVNAAGLFVIFGR-----EKMPALLQVMH----------PYTVLGGK-------LYLPVNAELSPAISESELQSLLI---WD-YQVFHPTIGFIGFERSDRINLADLLEYT----------EPRNVYWGYAQAGLQPWIPLNQIGVQRL---TAEEVFESFK-EH---IGNKPLTDIP
PJJ59946.1 QLTLRY---HEAAQR-------PGCAAFLRGA---EPAAWL------------------------REIGRWGLEASQ-------LQCYLV------PESIRSGQVGGLFVVAN------GPLPADVLE------------PYGVVAGR-------LYVPVQAGLWPATTPEELGRLLL---WP-RQLLHPGLGLVGFEKTDELDLSTLLRTG----------PPRATDWGLARPGLPPKPRLQRVEVLRP---SAEEVVQAIR-ED---VGSEPLAQLL
SNR82445.1 QLTLHY---QATASH-------APCAAFLRGT---APAEWL------------------------REISRWNVPLAE-------LVCFLV------PESIRSVKAAGLFVALRNST---STALAAADLLE----------PYGVVAGR-------LYVPVQAALWPETTPAELAQLLL---WE-RQLFHPTIGVVGFEATDELHLADLLDCG----------TSLDADWTWAHPGLPARPPLQQLQVQQP---TATEVVGSFR-ED---VGTEPLTSLP
PQO39540.1 TLRLKY---APHEPR-------PTTSWFVNSP---FPKHWL------------------------KTAIDGFVGADGDRTHELKIRILPV------PRSLNDRSPIGALVVAGSEAKVTLQRPSSNCL------------PYGSLTDR-------VFLPVDSRLEPEVTPSELEELLS---RELTYLWHPRVGLVAYERGDILSLVDLLCSP----------PKNLARYEQAHPGILLPNRLTSIGPAEF--PSTETILESGR-DD-IGTQGSNLSALP
WP_010582784.1 TVQLVE---NHFTER-------AINAWFVPGP---DPHVWL------------------------AELSRWNIPLES-------LRFRAI------PRSLDDTTAIGVLVTVDTGSPASHQAPLSDWLSRSQKKAI----PYTQRARG-------VFVPVDAAFDPVMADDDLLALLGG--PEGDFTWHPQAGLVRHEPADQLGIVDLLVAP----------SERTAAWDEAVPGVAFPHRVITIEADEV--ASADEILNEGA-SD-IGTRTSQFDQLP
AMV18938.1 QLHIVL---ADRVQR-------AAAAVLLPGD---DAGVWL------------------------DRLDRAGVPLDA-------VEFLLL------PVSRADRQVRAALAVLPEG----TSFPDGLPGPR-----------YGRAADH-------VWVPVESRIEPPVADGEWAGLLPE--QAAALVWHPALGLTRIEREERLRARDLVRAP----------QPREADWSRAVPALPVQARLHSIEIAVP--PTLDDILGKNG-GD-IGQNGNDLEKLP
SFH92970.1 PLQLNY---STQRQH-------EAAGVFLPGS---SPEQWL------------------------RQLVQFDAGSAE-------ITFVIV------PVSSSDLHPRGILVRLPA-----EAILPEECRGQ----------EYGVLGNR-------LFVPVASQVLPQTSAHEVAALLGP--DYAVAVWHPQSGLIGYEASEILSMRDLLRLP----------PQRSADWTHAQPGTAFNRRLISIAAPWP--DSPEKMLENAA-DG-IGSHSKNLSDLK
OYP36356.1 RIDLVR--LPETQSRL------SVGDVNASQGFVLRTDHMV------------------------QSLTWLQDRFPK-------TRCVYL------PTSRQDIRPAGLVVFLDEAVRKEQLPVGLIPLRR----------LSGVDSPR-------VWMPVDARLSARLPDVIQEDLYPK--HFDDLVWLPDLGIVGFGSEDVVKHTDWIAAP---------ASTSLLSWSSPPATDTLPTRLIELSSASF---DQPNSFEVSMQEQFGSEEQPWWEAVE
WP_009096860.1 KLTIRPRLCFDDSERE------SITNAGFSGA---SLGCWLPS---------------------GDVDTQIDFMIRCRGDQDESIAFYRLPSAAHDGTEKRANEQGLLALPLGDSEI--PSVPATVRVHDVLAQRPSTSNTRSFATSQ-------CWIASQSRLEPACPPQWLAEALPSEDHA-VCAWLPRIGLFVLEPSDRVTLDQCVCPPSPPVTFDKQSDDRCAEWTAPPTPPALPHRLAGLRLLEP--LTAEDVLGPSGLGGAGADIGRDAEGLG
WP_068134233.1 TLRLTH---RPHPQSE------PASGFVILGD---TPRQWLSILFHERTADAIADAAPSCLQKSVQSREQNGQTYER-------WRFFVL------PQSASDNRPLGLVCLPDGSASGSQPPPGTAPLGTIPLGTI----PLACYGGRNAKASSSLWVPTDSRWCPELPESHVARLLP---EGLVCLWMASTGLIGFETHDRLRLDELVSVSPPEFP----PDDAEHAWQPPPQPVALPPQLTGLSLAEP--PSLDSLFGDAG-QS----IGNHSDQVQ
SIO62485.1 PLQLKR---RAWNE--------PAVALLFVGS---DTTELF------------------------RLCER--------------LELDPT------GRLHR--VEGGFLIKLASPAS--QSFPGSVRL--------------RRMAAD-------LYVPVDADLVPALLDDEAAGLV----QGRALVFPPWGGVLSFDPRRPLDLGEFLSVD----------ASPGLNWQPFPERIILAERLEEILLELP--HESTDAWLESSDPG-IGSEAPRPDDAG
OWK46342.1 TYRLTR---RSSPA--------PADAYLLFAA---DAGPLA------------------------AAVAG--------------WGQTVA------PTVYP--VNAGYVVVPRDSAA--RPMPGAVRL--------------RRLAGD-------LFVPADADLSPALLPDEMVGLT----RDQGLIFLPGGDVLAFDPHRPLRAAEWVASA----------TVRRATWLPFPPRPDRAEHLSAIERPSP-----PASLDAIL-GGDGPSGAEPLAGAG
AMV26577.1 PFRLVR---RDAPVS-------AADAFLLFAN---DAGTLA------------------------TAC----------------ALFGEL------PTVFA--LQNGFLLLPSISET--RALPGTIRL--------------RRLAGD-------LFVPTDANLLPALLPDEASGLT----RDRGLVILAGGTVLAFDVTRPLPVTSWLKPS----------ARRRADWRPYPERPERPNTLMVIERPVPPVTAVIEILGAGA-PD-GTRPHSGTGEDE
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SIO62471.1 WLEELLPLLLYEGRLVFRQ----SPYSDASSPEAGRLLHAAFDAYRLDIA-GPLIEFDAGTALEAGSLVIRASWALVNHDVPNTEIARWVAMSH-------RPTTPAHHLSADLVFRFLPQIRKRALAHSATDPLAERIEAVLRQWPLSGVVA-DLEIGP----------DRPPEFGGHFGLMQLYAERWANHQNPSWQ-PDDSLNEHVDLVLTD----RARVGSFVG
AMV26573.1 PFHDWLDRVLDSGESVQDA---PLHLAPAERTAVEGRLRSAFNLHALDVA-GPPVAFDPDTALRAATALARACWLLVGAE-ENEPVALILPPTE----------APAANLSADVTLRFMPAVYRRARVRDPESPLVTELDRLLRAWPLSGVLA-DLDGAA----------TAPLDFGGHAGLQLLYAERLVVTARPGWIPPDGPARAWAERIFAE----RGTQLPVEL
RUL85745.1 TLAEFLERLLGEGRVAFRG-PPMASATGDDRAAAVVILRTAFAEDLMELA-GPPLPFDEKTAIAAAEWTRRACWFLISRGEPTEVVDRALGGFP-------MPRDASAHLAADLTFRYLPALRRRARAIDPDDVLSRRLDEVLRRWPLSGVLA-DLDASP----------ESPTDFDGHEGLLLRFSERLIDHERRSWAPGSPLGREILALALEA----AGRPRSALL
WP_128150026.1 YFFKTIEQLRNREILQLYS--GIHPIIKKESDQVINYLKSEFENERLEFL-NDCIDFHPESALWAAKLVYHSGLLLIIRENTTEKISSLIHPFK-------GELTTSAILSADLMLRFLPPILDSLKIIDVDDPLIPNLEQILHTFHYSAIGYFGLN-KT----------LNWENELDEPLYRKLYLERIIEKKSFFLA-EQPYINKLIKSEFGI----NKDYFWKEL
EDP94886.1 NILQTIHHLRTSGQFVLYT--NQPKISASELNDVADFLAQEYENESLNYP-FEAPKFHREAAVWGAKTIYYAAQFLAHRLEEPKNLGKFFEAFK-------GKLSPEVQLSADISLRFLPFIIKELESIDFDDWLIKILKKNMQGFQYSAIGH-DLELEINE--------EQLATLFQNNCFRTLFIDRVIEKKDIGLT-AHKIIHENVAIHLGE----HTNHFWRAF
KYP15341.1 YFLDTIYSVRNDEKLLLFN--ALPITDLQEQQLVVEFLETEFTNEAYDYP-FHTLEFDKAAALWAARYLYTTAQLLLYRTYSVEQLPMLLAGFK-------DDLTPEAILSADLCLRFLPDLFDLANKLDYSDPIQSCIVSTLSIWQYSGIKIADATLTP-----------KLEIIFSNPCLKQLYLNRILETDNPYLK-KHPVIQQELSAIAGI----YQTFFLHNY
WP_108823380.1 YFFDMIRHVRLTGEVILYK--NILEINPDEIEATISYLEKDYKQEVLSYP-YTSPIFSSQAAIWAACLFYYSSQLLLYREQNLDEVRRLVQPYN-------EAITPAAILSADLTLRFISDLLFELKLIDDTDPLIQILEDILHVWHYSAIGYGLENIDS----------LDFLVIKEDKCLNQLYIDRVIKRDALLLS-HHPSLYKDIESELSI----YKKNLWGKF
RQO30275.1 YFLDTLMQLRNSEELVLFH--KSFTIDAEEAALVTDFLERCYDEECLSYP-GQAPPFNAAAALWAAQTVYFTAQLYLFRTDTLKDLAGLFPEPK-------FSADAGAILSADLCLRFLPKLIQELRYADPEDPLCALLARRLVPFHYSAIGTKEVAIDS----------INWEQEPTDSCYRYLYLNRIVERKDLERA-AVPYWKQSISDHLGA----YKTTFWKAL
KOY86776.1 ----MLKTLREKEEVILYN--NLLDIPQQYVQEVLEYLADEYNREKIDYP-YPAPPFDKYAAQWGMYVTYFATQLILYREHKSKDLDILFTQFQ-------NRITAESVLSADICLRFIPQIIYELNLIDIEDPLKKKLENILHIWHYSGLEYTSLDSEN----------LDFSVITSDPCLLQLYVDRIIRFKNKSVA-CHPAIIHHIKSSLGL----YHQDFWKDL
WP_052599572.1 LFLKMLLNLR-QEEVMLYG--NLLSVQDSEVEDVIYFLETEYQEESISYP-HETPDFHPQAALWAAKTVYFASQLILYRENQPKELVSLFPSFE-------GVITPSAILSADLCLRFIPSIITKLKIIDAEDPLVDILENIISIWHYSAIGY-SIEYTN----------INFSTIPQSPCLYQLYIDRIIERKVHSLA-ELAIFKAGIQASLGW----HSQLFWSDL
AFM05596.1 YFSKTIEHLRHYEEVFLFG--NLLSISESEKESVIDLLEIEYKIESVEYP-QPVLIFDKDAAFWAAKIVYMAAQFMLYRETEVKDLPLLFSSFNGNNSEYQSKLTASQMLSADLCLRFLPAILINAQVIDPEDELIAILEKELIKFHYSAIGY-GFRFEKKEEIQKTILDSDLELLFSDKSFLQLYTDRVFEKKELNFA-LFPPIKRQLKSNFGI----YGNEFWKEF
PWK28204.1 YFLMMLTAIREREEVILYD--NILQTSEQEQHQVIDYLSQVYHQESLEYP-HQIPPFDAHAGLWAANTLYVSAQLLLYRKNSNDDLSALLPHFM-------YPKTPSAVLSADLSLRFLPDVITHLDRINPEDELIPILENHLYSWHYSGINY-PLLVEK----------LDFTIEQSDRCLQQLYANRIIKYQRKPLA-ETIAFSEIVGASLGD----YRKSFWVNY
WP_124744876.1 YFLQMIKHLRECEEVILYE--KVMSWESTEEQELLDFLSKEYQNESLDYP-YQVPGFNSNAALWAAKTIYLAAQLILYRDQKENDLGQLFSDFE-------GDLDASTIVSADLCLRFLPDMLFQLKVIDSQDGLIELLETIAYKWHYSSMRY-PLEIER----------LSFEWMNSDNCLKQLYVNRIIEYKKLKLA-EHPACYDAVKAGLGI----HGKQLWKEF
OFY83686.1 YFLKTIQTLRKQEEIILFG--NILLINDTEASEVVEFLKIEYHQEALEYP-FEVPDFDADAALWAAKTIYTCTQLVLYRENRVSDLAFLLPDFS-------NELTPSAILSCDLCYRFMPEILVQLKIIDSEDDILPILEKQLLLWHYSGIHY-PLETEK----------LDFQTISSNNCLQQLYMNRIIEYKKINLA-KHQACKSWIEANLGI----FTQDFWNEL
ABG58964.1 YFLEMIRTLRKQEEVILYG--NIVHINEKYTGAVVEFLQKEYQKEILEYPDHNLPAFETEAALWAAQTIYTAAQLLLYRENKETDLEQLLPDYN-------ITRTASAVLSVDLCLRFLPDILVQLKMIDSEDSIIEILERKLIYWHYSGINY-TLPLQL----------LDFNSMFIEHALKSIYINRIITYKKLDLA-NQDACKDTVAAHLGL----FAEQFWKEF
KIC92615.1 RFLDAIYLLRTEESLTLHN--GLHQADTNEDSIVMDFLLEEYERERLEYP-GTPPAFNAAVALWGARTCYFAAQLLLFRKHAPEEISSLLPSYE-------GEITAAAMLSADLCLRFVPAIAHKAAAIDPNDPLVPLLVKHLETWHYSGLLL-NQPPAN----------PDLVTVTGDACLQQLYVNRIIETRNQKLA-ETPPLNKEINATLGN----HRDTFWN--
ANE49437.1 DILQTIEHLRHYEEIMLYG--NLLDVAENHEREVADYLEKEYQLERLHYP-FDAPVFEPAAAQWAGKYIYIAAQLLLYRENKPDELAALLAPYK-------GVITAGAILSADLVLRFLPDIIKHLKAIDPEDNLVDLLEEQLHIWHYSAIGY-SLRQDA----------LHFENIVSNPCVCQLYTDRVVVHKDHRLA-AHPALRKHVLASLGL----HVPTYWNDF
BAV07993.1 FFLDTIYHLRNHEEILLHT--SYTPPLEEDKELLTHFLEMEYGNECLEYP-GTAPVFDGAAALWGAQVVYTASLLLLDRKHHVEEIPTLLPSYT-------GPVTEGAMLSADLCLRFLPQIIKQLQAIDAEDVLIPLLEQVLTRWHYSGIGL-ELGIEN----------ELLEIALRHNCLRQLYVNRIIQYQYKPLA-THPLWQPWVMAAMGN----YTTYFWKDL

25



SupplementaryDataFile.3.txt 1/21/2020

PVY14785.1 CFLDTIYHLRNEEALLLHS--RLAPGSAEEEALVGDFLDLEYTNECLDYP-GTAPDYDKAAALWGARTLYVAAQLLLYREHRNDELPALLPPYQ-------GILTPGAVLSADLCLRFLPDVLQQVKQIDVNDSLAVLLENHLLQWHYSAIGY-TLEEGQ----------LNMHMVNSNACLQLLYVNRIIHRKHKQLA-LLPALQPLVKAAMGN----YASDFWKDF
AWH86618.1 PFLETLYHLRTVEHIILYN--RLAPIPYREEQDVIAFLEGEYEREATDYP-FTAPPFSPNAALWAAKTVYGAAQLFLYREDKATELKSLLPPYS-------GGIDASAMLSADLCLRFLPSIKHALEKVDVNDPLITILNAYLKDFHYSAIGT-DEGPSA----------ANLAAAMDNDCLRQLYLDRITERKAAKWA-DEATIKSALLANMGD----YKNDFWREF
OXA84850.1 PFLDTIYHLRTIEQIILYD--KVITISREEETDVTSFLETEYEREILDYP-GIAPEFNSEAALWASKTVYLAAQLLLYREHNIKDLVMLLPDYK-------GEINASAILSADICLRFLPQIIMEMKRIDPDDLVIPILEKHLFQFHYSAVGF-EVDIEK----------IDFEILAENDCLQQLYIDRIVQRKAIKFT-ESDFIKKQLEIGFGD----YRKLFWAQL
SEN93786.1 PFLDTIYHLRTIEQVILYD--KLITISEAEETEAVLFLETEYEKEILEYP-GTAPDFNAEAALWAAKTVYLAAQLLLHREHKRDDLNILLPDYA-------GIQDASAIISADLCLRFLPQIVGEIKRLDPEDLIIEILEKHLTQFHYSAIGS-ELDIEN----------VSFEIIEANDCLLQLYIDRIVQRKSIKWA-QPDFIKKQLEIGFGD----YQKLFWSQL
POR24868.1 NFLNTLYHLRTVEHLILYE--EIFKIPSEECDEVVDFLEDEYHRESIDYP-YQVPLFDKEAALWAAKTVYLTTQFLLCRANTIDQLKNSWIGFD-------KKITPGAMLSADLCLRFLPQLFLKLEEIDSGDILVDLLKIELQKFYYSSVGF-RIE-NL----------KIEPQLLDDPCMKQMLLDRIYERNDSTLG-RHSLFKEGLEENFGD----YKEKFWKEL
WP_082084365.1 PFLDTIYHLRSREHAIIYD--KKLDISKEEEKEVIELLRDEYEKEKLNYP-FQDPDFDEVAALWGSKIVYFTTQLVLNREDTASKISTLFPDFG-------KPMTPSAMLSADLCLRFLPQLLLQLQHMDADDVILPVLEQKLKQFPYSGIGY-EMNLEN----------IDLSIVLSDSCLTQLFLDRVTEKKDKNRG-SLEVIKPLLLANFGD----YKTIFWNEL
OYP36360.1 ALTKFVIDLLGEGRVKTRGRIHLHQASQADRESASMVLVGSAVIAADEVP-GVAPAFVLPAALWAAEAFAWACGMLIDRAEVETNIPPWIIKSR------PATNDLSSHWSVDLVFRFAYDLIKRSESISPNDDLHAQLLELFTPWPVSAVGL-HHEPPQ----------AESNLVLTHSTLRQMLVDRTLLRQDKHWL-QDSRIKHDIEVVLGG----YPELFT---
RBP36331.1 PLAEFASGLFSTGKVVVRRKVDLTPDDPQAVMLLHEAYQVAIDEWIDD---SAAPEFQPGMALEALRCLYRLCHALVDRALSADEVEAIFSLTP------TAPANAAEMLSADVVLRHLPALQQWAKSLSSEDPLLVGMPAFGMRFPLSSVGM-GELPLP----------VDLTILKGHQGLWQLYIDRVIERQDASRL-TDPEVKAAVRDALGS----HSTLAPRLA
WP_068134224.1 PLAEFAQRLLHDGHAAVPALPAILEPAAEDQQQATAILCEAERVLRAAAP-DTPPALNAAAALWALRVFAWAGYTALDRNQERTTLPDELSPSQ------PDATHLDSHWSVDVVFRFLPELCRRAERIAPEDKLHATLQTLAAQWPMSSVGM-PIDWSV----------ESLQMVMADDSLCRILVDRVTARADKRMA-ADETVQKTLRDDAGA----YAEQLKLQD
AEW02129.1 ----------------MAG--QVIPFTQEDTQQTTEHLRAYYDNQLSELT-GPVPAFQPEAAVWAAIYLYRAVQLTVLRELGEDAVNGLLTSFT-------GAVSPETILSVDLSFRYLPNLLGLARGLAPEDVLVKQIQAAAIQWPFSSVGM-KVT-GE----------MNVEVIMNDACLRRAYIDRIIEARDRSRC-NNDLVNEYIREALGD----HGQTFWPDW
RKR84053.1 KLSEFLTRLFSEGVVDVPR--ELVDFEGADLLISVDLIRQYEAAMRMEMP-AQVPELNTDAALWAAQYLFRAIQLVLLRELEAEVIPVYLSPYG-------GEADASAIYSVDLLFRHLRPLFQFSSGISPDDPLVLALRKTAASWPFSSVGF-KVE-TM----------INTDRILNDSCLRLMYLDRIIAHRDRGRL-KSDAEITALTEVTGM----HQELFWPGL
RVU02901.1 KLSKFVQGLFTEGVVNVPR--QLLEFHADDLRETAILLQQYQLAERLELA-FNAPDFDESAGLWAAQYFYRAIQFVLLRELEEAAIQAYLKAYE-------EPVTCEAIYSVDLIFRHLAPLFKLSSGLAPSDPLVQMLKETAAAWPYSSVGL-DIT-PS----------VSTAVIINHPSLKYAYIDRIIQHRDQKRI-TNNMEKQALEEVLGL----YSDLLWPKL
KRT17464.1 MLDLFLIDLIQTGQVTVPN--QIVDFDAYTSDRAIILLEEYYWADALAMP-YTAPGFDPEAALWAAKYIFSTIQLVLLRDIGEEKLNQLLVDYN-------GQYTSEAVYSADLMLRFLPDIFRFASGLSPEDPLIYKLKAIARHWPFSTIGI-ANI-DV----------AIGNTILDHPSLRVAYIDRLILKKDMNRI-NSKHELKLVKEALGA----YQAKLWPGL
RBL92133.1 ILSSFITTLVQDGQVTIAA--VVNPFSSDDLADANNLLLEYYRNDLTDMP-GQAPGFDADAAMWAAQFVYRAAQLIMLRHIDENGVYQLLPLYD-------IATQPDAVYSADLCLRYLPDLLSLAKGLAPADPLVKRITQIAAQWPFSSTGM-NIL-PD----------IPVNVITSHPSLLQAYTDRIIASKDAARC-SEPMVMTTVKASLGN----YADLLWPGF
SNR82375.1 TLAGFVKELLESGQVTVMG--EPMALAAEDQDAVLHQLRQFHAEDAVHQP-YQAPNFDPDAALWAARYVYRVVQLVLVRELDDTAVQVWLQDFS-------GSPTPEAVYSVDLTFRYLPILLHLAQGLAPADALVARLQATAQQWPFSFVGT-ATP-EP-----------TPAAILEHPSLRTAYADRIIAARDLARA-QEPAVAELVRAALGN----YASTLWPDW
PJJ59942.1 LLTSFLQDLLTTGSVTLVG--RPSAFAPDDLLAATELLQAYYAADAREIP-YSAPAFDAPAALWAAGLLYHTVQLTLVRELDEAVIAETLPDFA-------GLITPEVLYSADLLLRYLPDLLRLAKGLAPGDALVARLQALARQWPLSFGGP-ELP-EP----------AAEARVLDHPALRQEYVDRLIRAQDRRRA-GQPHLRALVQAALGA----HAATLWPDF
WP_022821705.1 RLTGFLQDLFMTGAVSLAG--EPAPFEAEDLHAAVNLLRVYHAEDALDMP-HTAPAFDAPAAQWAATYLYCTALLALVRTLDEQVIAHYLPDFP-------GNVTAEVVYSVDLPFRYLPDLLHLAKGLAPGDVLVTRLQATARQWPFSFVGH-ELA-EP----------GAETPILAHPALRQAYVDRIIAAQDRPRA-QQPHLLPLVQTALGG----HVTILWPDF
AEE53805.1 SLNQFLSDLWENGKVEVAH--EVQPFSPTELLEAQRNLHTFYRQDCLHFP-GTAPEFDATAALWSAQYLYRATQFILLRHLNEQAMQEQLMPWM-------GQTSPAVTYSADLCLRHLPTLLNFAKGLSPADVLVLNLKKTATDWPFSGVGI-AEE-NV----------QAEELILSHPTLALAYVDRIIAKRLQAKA-QQAAILPWVAAALGD----HANLLWPEW
RFM30707.1 ELTEFISGLINEGNVTVAA--DLLSFEEADLRTAAIHLQQYYEDDCREMP-HTAPALDMEAALWAAGYLYTTVQFILLRNLDASLLDTHLPAYK-------GERTPAAIYSADLTLRYLPDLFLLAKGLSPADPLIARFYQTAHQWPFSAAAI-PLT-EQ----------VDLSAINEHPSLRQAYTDRIIQARNLSQS-RLPENLPFVQAALGS----YAAQLWPQF
SEW36424.1 ELTNFIAGLINDGKVKVVS--QLLPFEAEDLRLSTVHLQQYYEDDIQEMP-ATAPSFDENAALWAARYLYTAVQFILLRNLDETTMQEQLLPYS-------GEQTPAAMYSADLTLRYLPDLFDLAKGLSPNDPLVKLMKETAQLWPFSSAAI-SMS-ES----------TDLSVIFSDASLKQAYIDRIITARNLHKC-QQPDCYPLVLEALGA----YAADLWPQF
SFO49219.1 TLSEFISSLINKGEVRVAH--VLQDFEEEEIRLARIHLQQYYTDDINDMP-GQAPPYEEKAALWAAGYLYRTIQFLLLRHLEAAELEHYLPPYD-------GEHTPAAIYSADLCLRYLPDIFLLAKGISPEDPLVKTLVVLAAQWRLSAAAI-PEI-PA----------EGLPAVLDHPSLKRTYTDRIILAKDDEKC-RHPECLPLVIEALGM----HTAQFWPQF
PWV51447.1 TLTEFISSLINKGDVTVAP--AIVPFDPEDLRIAGIHLKQYYDDDSTEMP-GQVPSYDPAAALWAAVYLYRAIQFIQIRRLGETEIKAHLQPFT-------GARTPAAAYSADLILRYLPGLFLLAKGLSPEDPLVKELGTMAAQWPLSIAGS-KDI-VP----------DDLSLILQHPSLKMAYIDRIIHARDIRKC-THPACLPLVQEALGT----HAAILWPEF
PQO39544.1 DYSQFLEILLTQGRAVVPE---IGSISPESRRDAKEVLAKYERIWRENLP-RPLATFNQESASWAAENIFRACQFSVYRDADKSVMRAALQEAC------PVKVTSDVHYSVDFTFRFLPDIEKSVRVASAKDPLLDILREWAMAWPLSSVGI-PDL-DA----------ISIDGFASHPGLMQLYVDRVLTAKDKSRS-TNPMIQQQILASVGV----NRSLA-TGF
SFH92847.1 VIAEVFEKLFLDGQLIVPS--EVIPTQQHIRDAVASLLRLE-QDYREHLP-GRPPAPNPQAMEWSVRQFYSFSQLIAFRHLESSSATRLELDAP-------FTPDPENCYAVDLLFRFLPDLARMTRSMGRA-PLQAALTKWGNDWPLSSVGM-ADL-TP----------RSVEGFFSHPGLRNLYVDRIIETQDVSRL-ADAGAREAVRAALGL----HQNLA-PQL
AMV18942.1 MVRSYFESVFLTGRGGIGP---ADAPSRKEIQEAVAWIAVFEQDYRLHLA-GTPPALHLPALTWAVGQFYRASQCFAHRHLGEEVVSRDLAENAPMPSGGPPATLVPILYSVDLVFRFLPDLYRLAKAASEGDPLGQVLLRWGRAWPLSSVGM-PLD-SI----------GSIEPIVHDPCLRSLYVDRIVSAGDRSRL-VDARIREAIRIAGGA----HPELV-SHL
WP_009959264.1 -MIEFLQSLLDQGFAVV----KLGPADPATPEELAEVLAEFDQRQRDHLA-HEAPPLDLPAASWAAGLLYQAIHLLAARDVDAVGMEVILSEPC------PVPRSAPVDYSVDLLFQHLPDVAKFASRMAPDDPLVGRIKKLGAAWPLSSVGM-MLA-SW----------NGVKPIVNHPCLLALYTDRILRTADLARL-EEPAVRQAAEEVVGA----YPDLS-PKV
RLS72556.1 ALDTFLRSLFDHGRLAVPV--PESVEGEAELVATGAILAGFEADWRLDFP-GTAPAWNREAGLFAARVLYRGAQGAMFRQIGAEALRAGFALPP-----PDGGDAASAHYSVDVTLRFLPDLARMARGASADDPLVGLLDTLAREWPLSSVGM-PGV-EP----------KSIEPIAGHPGLLRLYIDRIVAAADISRL-GDQRVADAARRAVGA----HDELC-PVL
EDY17137.1 DLPEFLIQLGENGLAVVSD-------QETIGGAVEEIVRGWDAVQRQNLP-GTAPDLVPAAATWAAIRLYRGCQALVCREIPPAEMAAFLREPC------PCPESPAVDYSVDLVFRFLPDLLAIARRVSTDDPLVTELLALARAWPLSSVGM-EGV-GT----------VNAARLLRDPCLRQLYIDRILLSGDTARL-NDDAVRAAAKAALGA----YPELA-PEI
EEF58749.1 GLFQFLNALAESGSVIVTQ-----DFREEVEPEAEEVLKEMDRLYRSHLP-GKAPDFVPEAALWGAKMLYRGCQFLVCRDIDGDIVSKAMQEAC------PLPHSPATDYSVDLTFRFLPDLIGMTRGVSSGDPLLQALLKIATEWPLSSVGV-TGV-EG----------VNVSHFISDRCLRQLYIDRILERNDLTRL-GSLEVNQAIKESLGA----HVELC-PTV
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ABC29564.1 MIEIEWVRCE--RPTQPGGLLARE-EHKVDCLRSLLQ-LQPDRQTA-LLGVAAASCIVILGREQDLPWIPGVIYLGRAASSPHLWWPTYLQPTTPPDLLQHAVHRHA--GSGDFAIDPERQTLIPLREALPLDPH-TIQDILKRHA
WP_037848044.1 AVGLTWERRE--PPLAAEAVLALG-DAVPALAAATRD-RLTDG-AR-LGVLADDTTLLVLGAERDLPWADGAHYLGHDGE---LLVPTTARPRPAAALWRAALGAR---PGDLCVLVPGHAVVAA--RPTPATDPDALAPLARRAG
PNL50801.1 TFPLTWQPNA--TPPKPQGVFATG-ITAKQLIERIIH-LPDVQQQR-LKVITSQHRLIVLGKKADLPWAENITLIAPSTQTAKLWLPIHQQLLLPNGLVEQALVQHF--KRQPLLLLPSPQTVIPLDNQWTLTPR-LRDTLTQLCF
EKT57596.1 LLSIEWQINE--QPLTPEAVVAIG-DSARQLTKRLAD-LDADNQQK-LKVVTGKNWLVVIGHSNLLPWVDGGMYIAPSAQTVGLWLPTHQQPILPHSIINQALKKTF--KQHSLLILPSPMMVFPLDNPWRLSSP-LLGKLLEKSF
OTQ06734.1 VINWHWQPND-DEAITPIAVVAWH-ETVKHLLTHLSKNLDKFDLTK-FQFVKGNHFIIIIGPSSQLPWVDGVQYAMVDNQTPLLWLPCHAKPSVPSLLLADAIANKF--DHKHVLLWDRPQAIIPLSFSWPLTKE-FIQYAL----
AKF84123.1 ALPVRWGPRA--QPLEPLAVVGVG-DVARALARRVLL-EDDARLSS-WSGVAGRGVLVLLGAVESLPWVDGVTYLGREVSAPSLLLPCALAPEVLVSVLERALLSRVEVGGTPWAVLPSGPWLLSVASARPVHRATLAAWLADEEG
ATB51060.1 RVPVRWRSRA--EPLEPLAVAGEG-AVAVALARRILA-EDDARLAH-WEGVAGPGLLVLLGASASLPWVDGAVYLGRDDAAPSLLVPCALAPDVAAPLLERALLAQAHGGGTLLAVLPASLSMVSVAAARSVSRVTLQAWLDASAP
ABF89481.1 LLPVRWRSRA--EPLEPLAVAGEG-PVAVALARRVLA-EDDARLAN-WEGVAGRGLLVLLGASASLPWVDGAVYLGRDAAAPSLLLPCALAPDVAASLLERAFVVHAHGGGAKLAVLPASMCLVRMDAARPVSRVTLQAWLDTGTS
RJS21769.1 SVAPRWFPRP--IPLTPLAVVGVG-PVALALKRRGLE-AADAQLAR-WRGVAGAGVLVLLGDAETLPWVDGALYLGRDPLAPSLVLPCALRPEVPLPLWERALVAQVPRGSTPLAVIPDARWLVPLGPARPVHRATLQAWGDR---
KFA87836.1 RFSTSWSPRS--SPLPALAVAGVG-PVALALARRVLA-VDDTALAR-WSGVAGPGVLVLLGDTESLPWVEGVVYLGRDVAAPALLLPCTLAPSVAPALLERALVTRAQ-VGTPLAVLPRTSHLVPVGAARPVSRDTVRAWLAKQEG
WP_022951102.1 LSDIVWKPSQ--QPLPASGLLIYA-AEYPLFKAKLAS-FTPEQKAR-LKLAHGSDVAVLLGANQDLPWIPGALYLGQASGVTNLYLPTTLSPSLPIALIASAVATLF--GTGQYAIDPKHHQCFNISAALPLSRI-DPETLP----
KQZ25960.1 -MAMQWLVQE--PALAPAGAVACG-SAARDLLRQLQL-RSHEQRGG-LRFVATADMLVLIGDASQLPWVDGIRYCAASPEAPMLWLPTLLRPGQPVDLLQQRLLHEA--GRGPVLLWPEPPCFMPLDAAAPLDEA-ALQWLAGVLS
SHH13754.1 MQVLLWSERS--EALPPSGMVTAG-AVTRRLLARLRS-VDGQALSR-LSVAATRDLLVLIGPADELPWVDGARYCAPDPDVHSLWVPTNMRPVLPPDLIRRSAAARA--GDGVLLLWPSPEQFVPLESARSLTPE-VLDWLKEQCA
ATQ78389.1 MNALGWIARP-GAAPEPGGQVSQG-AVMRQVLARLAL-CSDAQLDA-LTAVATRDMLVLLGRGAALPWVDGARYCAPDPLQRMLWLPTDVVPQLPLDLVLANLSARG--ASLPFLLWNEPEQVLPIGQPIALNRA-SLAWLGQELE
RFP17715.1 MSVLAWTARE--AALAPQGLVSTG-AATPRLLAALAR-REPAELAR-LSAVATRSLLIVLGANELLPWIDGVRYCAPEPAAPQLWLPTHLAPGLPMDLLQSNLVARA--GRSPVLLWNEPELLLPLDQAMALTPA-LLDWLSRECC
WP_034336438.1 MQVVAWQART--SALTPAGLVAAG-ALLPALLAQLRQ-CSDEQLQV-LSVVATRDLLVVLGVNQALPWIDGARYCAPSPQAPNLWTPTHLEPLLPVDLLQSNLIERA--GSSPVLLWHGPEQILSLAAAQTLTPQ-LLDWLAGQLA
AAQ60409.1 AIAWHWQPVPESDIAAPQAAVAFG-DAAERLLKRLET-MPAERRSA-LMLSAGEGLLVALGPEHALPWVESVEYARPDDSVRQLWLPTKWQPDVSTDALATALNIRS--PVWPMLLWRQPALIIPLNRQWPAGDD-LLADIRRRWS
WP_043316728.1 GVAWRWVPRD--APLPPCAAVAWH-GLAGELHRHLSQ-APEQRLRG-LQAQAGEGFLIVTGPAEALPWLDGIEYAAPSPLAARLWLPTGWRADVCDELLAQALAADG--PSCQTLLWRRPAARIALDRLLPLTQR-LLETIEARWR
ANH70609.1 ----MWRPPAEDAAPRPQAAVAHG-PASRALLARLGG-LPPTQREG-LQLTAAEDWLVVLGNTAVVPWVDGVRYAAPSPRVTTLWLPTHATLDLDPELVWRALRRRY--PRSPLLLWPSPEIVLPLDRAQPADDA-TLRLLAARWE
ODU30904.1 -MNWDWQAES--EPPPPCGVLGLG-AAARRLWQRTQ--VADKAGTV-WRIAAHADLLLIAGEADTLPWCEGALYVAPRTEAAELWLPTTQRPTAPLDLLLRAVQRRH--GARSYLLLREPAQLVALDRLQPATPD-SFAAIAARWN
KMM74479.1 -MTWAWQDDP--APPPPQGVVAAGRECAQRLLACIAR---STQPDA-LMVAASTDLVVLTGPEACLPWVDGALYIAPRAEAPSLWLPTNQRPQIALDLLAKAVARLH--PGSPWLLLRTPAVVVPLQRLLPASAT-VLEQVRRRWA
PPT63984.1 -MNWSWQDEP--VPVAPQGVIGVG-DAARELLAAWAR-LSDGAG---LLVTATAQALLLTGPAPQLPWADGVQYVAPRADAPGLWLPTAERPDLPLELLERALRRQH--GAQPLLLLRSPALVLPLHRLLPARAE-VVAQIRQRWE
KRA21134.1 -MTWSWRDEP--DPPQPQGVIGIG-SVARHLLTIVER-LAQGGDTG-LMATANDDVLILTGPAQLLPWADGVQYIAPHDEATALWLPVAERPAIPIDLLEQAIRRKH--PRMPMLLLREPGQLVPLTRLLPADAG-LLRQIRSRWQ
KRB02265.1 -MKWGWRSEA--DPPPPQGAVGVG-AAARGLLDAIER-LDEALRER-LMLTANDDVVIVTGAAQSLPWSEGVAYVAPRADAPALWLSTVERPDLPLDLLHRAIARRH--PQSPLLLLREPAQIVPLHRALPATAA-LIAQIRSHWR
BAV97130.1 -MSWQWGPEP--QPPAPQGAAGVGRDASRALLAAVEA-LEPARRDA-LMLTANADVLVVAGRAEHLPWCEGVLYIAPRDAAPALWLPTTQRPQLPLDLLQRALERRH--RPSPLLMLREPAQLMPLHRALPASDE-LIAQIRARWQ
WP_064748988.1 -MNWHWRAEG--APPAPQGAIGIG-AASRRLLDAVER-LEPSARET-LALTANDDSLIVAGAAEALPWCEGVVYLAPRAEATTLWLPTHERPDLPLDLLARAIARRH--GPAPLAMLRAPRRLLPLQRALPASAA-LLARIRANWR
KPC53759.1 THNWTWRAAT--QPATPAAAVGWG-DTALALHARLLA-LSAEHQSR-LHMTAGPEVLVVLGVEGDLPWISGVAYAAPSPLAPALWLPTAYEPTMAHDLLAQALAHRY--GAGSYLLWHAPALAMPLQRQVPVSPS-QLAHFAAQRQ
SMC19582.1 MIKWNWQRTS--APAAPAAAVAAG-AVVKRLFARLSR-LPDEQQAR-LRLAATAELLLVTGAEADLPWVDGIAYAAPSAAAPQLWLPLQWQPDVPLDLLAAALRERH--RHQPLLLWHAPAAVMPLNQLYPLDAL-TLARLAELRR
RAS17228.1 PLPWHWRPAV--TVAEPAAAVAGR-DAAPALLARLAS-LPANVRAR-LQMCSSSDLLVLIGAAADLPWVDGIAYAAPSRQAPALWLPTQDEPDVAHDLLARALDLRC--HRQPLLLWRTPAVFMPLDRQHAVSPC-LLERLARRWP
WP_117164964.1 LLPWTWKRRV--ATVEPRAAVAWG-KVARRLHKRLEQ-LHTGQRNR-LHATASHDLLIVTGETSDLPWVEGIEYAAPDAQASGLWLPTRWQPDVSAELLLQAFAARY--DRQPLLLWHEPALVIALDRQLPLDLEHHLPRIQSLWG
ODA19163.1 -MEWSWRPRD--PVPEPGAAIAWG-DAAAQLLARLAE-LPGPRRAR-LHATAAPHALVVLGASMDLPWVDGADYAAASAD-PALWLPTRWQPDLPLDLMSLALQGRH--GRKPVLLWRDPAACIPLDRQLPVNTE-LLERIDALWR
BAQ80642.1 ALTWAWRERA--VAQPPRAAVAWD-AVARRLHQRLQQ-LPATQAER-LQATANARVLVVLGAESDLPWVEGVQYAASHEQAPALWLPTRYEPEVAIDLLAQALLDKE--ARSLLLLWPEPAAVIPLDRQLPVTEE-HLARIADYWA
SNZ04488.1 LVQWQWRARQ--AASAPQAAVAWG-DAARRLHARLKR-MAEGELAG-LEATANGEVLVITGRPDTLPWVEGVQYACAEPAAPGLWLPTSWEPDAPLDLLGQALLARF--PRAPLLLWHAPAAVVPLDRCLPVTAQ-HLQRIEHEWA
RMP14764.1 TQPWAWRSRP--VPAEAQAAVAWG-GVARRLHTRLAL-LAADHAAR-LQATANGDVLVVTGVMADLPWVDGVAYAAPSTSAPHLWLPTSWEPQVPQDLLGQALSARF--KRAPLLVWHDPQAVIPLDRLLAVSPA-HLQRIAAYWG
WP_122602350.1 SFSWGWRPRQ--VPVTPQAAVAWG-DVARRLHARLLL-LPTEQGAR-LQATANRDVLVVAGAAADLPWIDGVAYAAMDAKAPHLWLPTRWEPDRPTDLLAHALAEKF--QRTPLLLWRDPPTVVPLDRQLPVSAT-HLQRIEYLWA
KIV62453.1 KQAWRWQPRA--QALEPRAAVAWG-EASRRLHARLLA-LPTEQLAG-LQATAANDLLVVIGEADALPWVDGIDYAAPCEVAPELWLPTRLCPDAPLDLLARALTKRH--GRTPLLLWPAPARTVPLDRQLPLSEG-HLARIAEHWA
SDW66781.1 PLEWRWRPRA--EPLPAQAAVAWG-AAARGLHERLLQ-LPQEQQVG-LSAMAARDLLVVTGEADALPWVDGIAYAGPTPEAPGLWLPTVEAPDLPLDLIARSLQREHP-KRQPLLLWPRPAFVLPLDRLLPLSVE-LLARIDTHWS
KIH83593.1 --------------------------MARDLHARLSA-MSAQQLRG-LQATANRDVLIVSAEASRLPWVAGVEYACLCEHAPQLWRPSLWQPDCAIDLLAQALTAKF--NRQPLLLWHQPATCVPLDRLLPVSAE-WLARIDAYWR
CBJ39466.1 -----------------------------------MS-LADAALAGTLQAMANRDVLVVIGAPADLPWVEGVEYAAPHPEAPQLWVPTLVQPDIPCDLLARALTRAH--ARQPLLVWPRPACVVPLDRALPLSAA-LLSRIAVHWR
RQP22490.1 RFDWRWAGQP--EPAPARAVVAFG-PAARRLHARLQL-MSAEEQAR-LHATASRDVMVVSGATAALPWIDGAAYAAPCPEAPNLWLPTLRRPDVACDLLAIALDRRH--QRKPLLLWPDPSVLVPMDRQLPVSAA-LLARIAALWD
ARN22672.1 GLPCRWRACA--DAPAPQAVVAWG-DVAPRLGARVAT-LPEASQAR-LQATAGRDVLVLFGAEADLPWVDGVAYAAPRREAPALWLPTLWEPDVPLDLLERALAAAH--RRTPLLLWPRPSVAVPLDRQRPWPQA-PLAAWAERWR
KQW02684.1 PVGWSWRPRE--DGAVPQAAVAWG-PAAAWLRARVDR-VTAPVRQR-LHVTSSRDVLVLFGAADDLPWVSGVAYAAPSADAPSLWLPTLWSPDVPADLLARALAARH--GRTPLLLWPDPAAIVPLDRQGPLAAP-PAGN------
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WP_022951100.1 SDELDRSALSGFYEVHGYFFANDF--LKEADIRQRILTLWEDGSALYQLEIG----YVLVQPTARFQQVSQTTGAALIKQGS-TLSNRLRNNTSA-----ATASKSAAKQLRLLY-RGEWHHTALNNQNQYDPAQWFEAGDYECVVLAAHAPVIPDKPKS-ISFGKKTSTSEIVDKEDL-KPSAELQQVLEDLK
ABC29562.1 -MKAKKLLHQGVLDCQGLLLEPGSGNANLDGLKRQILENWIPGAFLYELDGC----WALVWPQPRELNCQQISAYALVRYGD-TLSTTPLQEGQF------TANAP--LQWLLRQHAGDLARLSLHKEKLRAPSEFIAINRYRVLTVEPLGEINPPEVAI-QHV--DSNVRQVFKGAGL-QASQAQQETLEALK
WP_030304646.1 -MNAAAGNATGTVLAAGFVLDVPL--IGAPEAVERVLELWCEGARLHELPDGR---WLLVLPDPVRTRADRAPGVPLERAGRGALAAVGTGSD--------PAAED--GRLVLRH-GELTVSHALRELPSQDPSDWLLLTGLTLHRPRPLGVAPVPAATPVEDSVPPAAGPDLRAAAGIRPTSERARRLTAEAP
OTQ06732.1 AFFIPEPTLKGVQNVAGIWFPTQW--FDREQRQRLLIKSWFLGCSIYQFEHG----DLLKFPSAKAVNCDTLLGWPLILDNG-ILSSMQLPKKLS------CKIIN--YDLVIVM-GNDIQCYRCEDAINIDPANWVDLSEYQLYETNRYLINIVYNELP-EFSLESRSFEQIFDGKIP-LPSPRKLQFIDSNE
ATB51058.1 LLRPRQQVHRGTVKASALWLDPAL--LGEAEARRRILAMWSPTVSVHAVAGG----YLVELSTPRVVACDTAPGLPLTREHG-VLTSAPLSQAER------RHPSLHEDTVVLVL-GGQAQTFSAGALPRVDVSAWLEVSGWRLRAPETLGAPPPPVAVL-EPL--PPPSRERFGPGVP-EPSPEAQAMLARME
ABF88583.1 GLRPRQQVHRGTVRASAFWLDPAL--LGEAEARRRILAVWTPDMSVHTVAGG----YLVEMSAPRTVVCEAALGLPLTREYG-VLSSAPLSPAER------RHPSLHEGAVLLVL-RGRSLVFSAGAMPRVDVSTWLDVSAWTLRAPETLGAPPPPVPVL-EPV--PPPSRERFGPGVP-EPSPEAQKMLAGME
KFA87838.1 APRPRAHVHRGSVDVAALWFDPAL--LGEAEARRRVLAAWAPGAGVYALEGG----FLLRLPAPRRMECAAAPGLPFTLEDG-VLLSAPFSPSER------ERLAPTSGSVVLVR-AGTARVHPLEPSRRVDVSAWLDVSHFDVVPMEGLGAPPPPVATL-API--EAPPRASFGVG---PPAPEAEVMRARME
RJS21767.1 GLRPRAHLHRGTVSARALWFDPRL--LGEAEARRRVLAVWEPGAVVLQVAEG----YLLQWETSRTMDCAQALGLPLTWEEG-VLLSVPLLPQER------ASLRVSSEAVVLAS-AGVANVHALSEARLVHPAEWLDVAGWQQMAVEGLGAPPPQVPHL-ELR--PAPTRESFGPGLP-GLAKEAEQLLAGTR
KQZ25958.1 SNKVRRPVFEGSQLVRAIWFDCAM--LGDGVARQRVLAHWEGGAHVYSLHNG----YLLVLPRARRTDCRQLAGLPLCEDGS-LLASAPLAVDER------AGIAP--GSAVIVQ-DARLFAFPLAPGMRLEPWRWLELDGLVMREPLRMPLPAFSSQMP-GRAEKPAEVREILG-SVP-PPSAARERFLEEIR
ATQ78386.1 HLEIRQPLFSGRREVRALWFDLAL--LGEIEARRRVLAHWQAGSQLFQACGG----FLLAWPMPRWEHVDALDALALCQVGE-VLSSAPLSDAEL------AALPS--GAYWLVR-AGVAQA--AVPEARVDPSPWLALGSVALRVP----LAPPRAPVP-ESMVAPMSLQEVLGAAMP-ERSAESIAFQREAA
RFP17713.1 -------MFDGARLVCALWYDAAL--LDEPELRRRVLRRWQAGARLDLAQGG----YLLRLAVPVFAQCAEFDGLPLCEQEG-VVSSAPLEVAER------AGAAP--GTIWLVR-GASARQLQLSAATRVDAAAWLDLRGIALGEPLRLPRQAAPAPLL-AMPEAPDDVRAILKGKIP-PASAARERFMRRTE
SHH13798.1 MNNIRRPLFDGMREIHAIWFDVPL--IGEPAARRRILAHWQRGARLHRAAEG----YLLTLAQSRFADCDGLDGLALCRLGT-GLSSAPLAVDEL------AAIPP--GGCLLVR-GAHAVACSLTAAELVDPALWIDTSAIAIREPMRIPRSKVKVSMA-DPE-AEKSLREILDNAIL-PPSEAREQFLRERA
PNL50803.1 NDYIRHPMLLGYRQIEGLWLPNDW--FNETQRLTYLIKYWQANCRIYRFEQG----DVLCFTENKTVNCSSIEGWPLIRYGR-LYSTAPLDNDEI------KKLPY--ADLALVR-SGVVTTLLFSQAEPLSLADYLDIKEIHFEETDNYASLYEIKPQA-LSE--EKNIRTIIGDNIP-PAADQQKQFIKTIF
ODU30906.1 SAPVREPLWQGRQPVAALWFDAAL--RPALAREQALLQAWRPGAQALRFAAG----DLLCLAAAEWMDCSESQGLPLCRVDG-TLLSGPLRADER------AALAG--AELGLIV-GAQLHPLRLADGEPLDLSVHLSLDGYALHETLDLA--PPRRPAPPALE--GKSVRELLGDRIP-PRSDASREFVRRLA
KMM74510.1 AAAIRDPVWRGWQPLDGLWWPHDL--LPAPVRCARMLAAWHPGCRAYRFAEG----DVLCFAHPQPLQCDTLGAVPLRRLQG-ILSSAPLTEAER------AVLPT--IDLGVVA-GGAVLGLRFDQGTLLDLSEAIVLDAYRVLQPYDCSAAPPQLDVA-QLQ--GKDVRDVLGEAIP-PRSAEGEAFLQAMT
BAV97132.1 GAQVRYPVWRGVQAVAGLWLPAET--LSAQQRSERLLRWWAPGCRAWRFERGAARGDLLRFEAERMLHCERIDATPLRRIGAHGLHAGPLTERER------EQLEL--ADVRLVV-GGRSVALDFGEGEALDLSLAIELDDHALHDSFACDRALPKLRED-KLA--GKRVRELLDGRIA-PPSEERQRFLRALG
KRB02263.1 RANVRYPIWRGRQTVDGLWLAADW--LSPEQRSERILHEWMPGCRAWRFEHG----DVLCFEAPRMLQCEFAGGTPLRQVGAQGLYAGPLTAEER------ATLEA--GDVHLVI-GGQLQALQFAKAQALDPSLVIDIDDYALHDTYDGRRSLALPKAG-RLT--GKPLRDVLGDKIP-PPSQEREAFLRDAA
PPT63982.1 GGSVRYPLWHGSQMVSALWFSAAW--LGPEQRLARLVRAWQPGSRALRFADG----DVLCFAAPRALVCEQAPGLALCQAHG-GLFSGALTAAEA------AQLPP--ADIGLVH-GAQVIALQWHQALPLDPAEAIDMTGYPLHTPYDCSPSAPPLEVD-RLR--GKPLRQLLGDAVP-PASAERDAFLRALK
KRA21136.1 SANVRHPVWRGQQAVSGLWFPS-W--IAPDLRSARLLAAWVPGCRAYRFATG----DALCFPQPRILVCETTQGLALCRIQG-GMYSAPLTSREL------ARLPA--TDIGIVQ-GAQVLSLTLEQAIELDMSASIDVGGYALHDTYDCRIADAALKVP-RLD--GKSVRSLLGDKIP-PQSKDSEALLRDIA
ANH68663.1 GADIRQPVLAGRQPVDALWWPAAW--LDEAARRGAVLEHWRDGASLYRFADG----DLLCWPSARWMDCGAIGAWPLRRQHG-VLCSAAVTSEEWMRHGEGAGPGR--ADAWLAE-GGRLRALRFAEAGRADPSEWIAVDA-PLIKTFDLTLPAPEAQLV-VAP---RELRDVLGPDVPGEIAPATLDMLEAMR
KIH83595.1 ELSVKRPGLVGWQSVGALWFPRDW--FDEVTSQVGIVRHWRPGARAYRFADG----DVLCFKAAESMPCDRLKPWPLIRQGQ-AWSSALLESDEI------SALPL--ADLWLIR-GARVQALNLADGIELQPGQWFDIERYALLETYDCREALPEPVLQ-AWE--SQDIRQVLGEVIP-APSAEREAVAKAFK
CBJ39464.1 -----------------MWFPADW--FDLSARRRRILADWRPGSRVFSFPQG----DLLCFGRAQELDCATLAGWPLVMYGR-TLSSALLSPAEA------ASLPP--ADAWIVS-GAQVLPLDLGDAAEQDPGTWLVTADYVLLETYDCRAALPESEVE-IAR-ASADVRAVLGVKAP-PADAQRESLLSLLR
ODA19160.1 NAPIRRPLLTGHQLIAGLWFSAER--FADEQRIRELVSHWQTGARAYRYDDG----DLLIFATPAHVDCDHSLGWPLLRVGA-ALCSAALGKDEI------AALPV--ADLYLVR-GAQAQSRQLAQGSKLALHAWIDIDRYGLLDTYDCSQALTPPAAD-VPP-PAQDLREVLGDAVP-PPSAERGQFLANMA
WP_117164966.1 TSGIHQPVLRGRQAVAGLWFPAER--FDEAERRQLLLTYWLPGSSAWRFEQG----DLLRWSEPQRLQCEQLLGWPLVLINR-TLCSAPLQKPEY------IHLPM--ADLWLVR-NSQVDPMDLKDATAIQPGQWLDINAYTLLDTYDCSAVLPEPVMP-SLN-APPDIRELLGNTVG-APPGERDEIMEAMR
BAQ80644.1 AWVIRRPLLQGRQPVAALWFAHER--FSEAQRQRMILEQWQPGASARRFADG----DLLSFAQPQWRVCEQLEGWPLIRLGP-VLCSAALDPQER------QALPQ--ADLWLVR-GGQVQALQLASSRLLAPGSWLELGDYPLFDTFDCQMSLP-SQLP-EPEPLQSDIRQILGHCVA-APDPEREVVMRALA
SNZ04481.1 ALKVRQPTLSGSQPVEALWFPAER--FSEPERAGLILAHWQAGASAWRFAEG----DLLRLPTARTQLCESLAGWPLVRQGR-TLCSAPLTAEER------KRVEA--ADICLVR-GGRADALYLRDATALAPSQWIDIGQYALLDTYDCRDVLPEALIE-PEA-VKVDIREILGDAIA-PANPEREQVMRALL
RMP14772.1 SQLIRRPLLTGHQSIDGMWLPAER--FALQERARLMLEHWRTGAMAYRFADG----DLVQFSTPVALDCQALAGWPLVRQGR-GLCSAQLSAEEL------RALPA--ADLWLVR-GSQVHALQLRDAQALEPGQWLDISAYTLLDTFDCH-APVVPALP-EPV--ITDVREILGGLA--PVSPEQEGVIRALL
WP_122602349.1 AGLIRRPMLTGRQRIAGLWFSAER--FSQNERARLLLENWQTGAAAYRFAQG----DLLCLAQTITVQCEAVVGWPLIHVGR-TLCSALLDPQEM------QCLPQ--ADLWLVR-GSQVSALHLRDALLLSPGEWLDITGVTLLDTYDCRQALPEPLIE-QLP-FNTDIRQILGDALK-PVTAQQQQVMQALL
ARN22670.1 MTDVREPVLQGHRPVAGLWLPARR--FTEGERAGLVLAHWRRGATVLRFPEG----DLLRWPGPATLDCSALRAWPVVRDGM-FWSTAELSADER------AALPA--CDLVVVR-GGEAVPLHFAQAVPLDAAAWLDVGAFALHDTFDDEGLAPVLELV-DPPRPEGDIRDVLGLDLP-PASDEQHRFRQRLA
KQW02655.1 AAPIRQPLWRGRQAVGALWFPADL--LGESERERRILRHWRRGAAAFRFPQG----DVLRFAAPVEMAAGGLDAWPLCRQGA-VWSSAPLTAAEC------AALPA--ADVVLVL-GGDAAPLAFAHAVPLDPAQWLDVGAYALHDTLDRRLPPAVPVLL-APD-DVADVRDALGAGVP-PTSEAQRAFLKAAS
KIV62455.1 DTHVRQPSLKGRRPVAGLWLPADW--LAVEVRAALLLRHWRAGSAAWRFPEG----DLLRFNATVVQDCDALEGWPLLALETGGLCSAELTQEEQ------ATLPA--ADLWLVQ-GGRVAALDLHQAERLALEDCLDLDGHPWQDTHDCRDALPPLVIE-ELP-PAKDIHTILQGKVK-PPSPQREAFLQSLA
SMC19580.1 SAAVRQPASRSRQPVDGIWLPADW--YDETARQQLLLGAWCNGATAWRFAQG----DLLRFATEVPCP---AHGWPLRRVGA-TLCSTELDDDEL------AALPA--ADVCLVQ-GGLWLPLQLAQARVLDPALWLAVDGYPLQPCLDLTPRMRAAELL-IDP-ATRDIRDVLDGKVP-PASPQRDDVLSALR
KPC53757.1 AAEVRQPVLRGRRDIAALWFPADW--FDQAQRQARLLDAWQAGASAWRFAQG----DLLRFAQTLDIS-QIKTGSPLVLLGQ-TLSSAVPEPTEQ------ARLPG--ADVWIVQ-GARVQALQFAEAERLDPSRWLALDNYPLVDTWAGQVLLPATVLT-VPE-AAADIRAALGAKLA-PADPAQLEFMQALR
RAS17226.1 GLLPCQPVWHGNPPLHGLWFPADW--YDDAQRAARLVAAWQPGATAWRFAAG----DALRFALPLPAD-AAQLGWPLVRVGQ-TLSSAGIRPGEA------ARLPE--ADLWIVD-GGRVLALHFAGAEPLEPAGWLSVDDHALLDTDDFRDEPGEAVLA-TPA-VPGDVREVLGEAVA-PADAAQQRFVQAIG
SDW66680.1 AAQVRHPLLKGRQPVAGLWFPSDW--FDEAARAHRIVDAWRAGAQAFRFAEG----DLLRFAVPVSLDCDHATGWPLRREGQ-ALCSAELDLAER------TGLPP--ADVWLVN-GGEVLALRIAQAEPLDPSLWLALGP-ALFDTFDCRETLPEPVVL-DAD--GHTLREVLGDAVP-PASAAQAEFLKAMT
RQP22488.1 --------MQGQQKVCALWFPVSW--FDETQRARRLLAAWRPGASAHRFAQG----DLLRFAEPFEQSCDALEGWALVRQGR-TLCSAPLADAEL------AALPA--ADFHVVH-GAQCLSMHFDDGQPLDPAEWLATASVALHDTFDCREALPPSVFV-TPV-PVQDLRAIFDGKVP-PASDEHREFLRAMA
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KOY86777.1 ----------------------------------------------------------------------------------------------------------MN----T-I-------------------------EKL-NQVLSYLKKCFVGKNEIIDLLAIGLVARENTFLLGPPGTA-KSAIVKQLSTCIENGKNFEYLLTRFTEP--NEIFGPFDIRKLKEGELVTNTEGMMPEASLIFLDEIFNANSAILNSLLMALNEKIFRRGKETKKLPALMFVGASNLLPEDDTLAALLDRFLIRVKCDYVDTDLLEEVLLAGWA------FE----K---Q--H-------ETT-Y-PSILP-DEIIHLQQEAKNVDLSDIRKTYIHLIHSLRTSGINVSDRRAVKIQNLIAASSVICGRKQAITSDFWVMKYIWDTEEQIEILAGMID-QII-----EK-E--------------ENK--------DFV----HPQAF--FNKTPNSEEVIKEVLYLQ---NKW---E--QED-----L-SLEE-KNIIKDKLRYIQTRSHWIKNQEHKIHIQ-QEIDKLWQKMLQTI----------------------------------
OXM68673.1 --------------------------------------------------------------------------------------------------MS--WPEATE----K---------------LV----------HRL-DAIRQTLEARFVARTEAVRLLLLAAVCREHLLLLGPPGTA-KTELITRFAELID-ARHFRYLLTRFTEP--AEIFGPLDFQRFRDGEYHVRTSGMLPEANVVFLDEVFHGSSAILNTLLTVLNERRFDNGSATETTPLVSLFGAAAELPDDPALAAFADRFLLRLRVEPVARLRLPELLDRGWT------QE----Q------EALAGQHRAEQ---AVLRI-AELEQLTPQLRHVELGRVRGPYGEIVAELAAQGVVLSDRRIVRGQKLIAGAALLRLAEVADVPDLWPLRYLWAGSEDARVLAEVLD-ERL---GSEV-V--------------AEP-K-VR---S-A----LSLVE--LAR-QRVGRL---DAAAG---DNS---I--LST-------LYSLNNDVLQV-----------LHRHHPGEHETIDEVRRLIAGVTQRL------NGRG------------------------
WP_052386745.1 --------------------------------------------------------------------------------------------------MK--LSDRQL----G---------------VV----------RSL-HAVRRDLDARFVGRSAAVSLLALAVVAREHMLLIGPPGTA-KTELIHRFAGLIQ-ARRFNYLLTRFTEP--SEIFGPLDFELFQQGTYQVKTDGMLPEAEVVFLDEVFQGSSAILNTLLALINERRYHNGARTVSTPLISLFAASSELPEDPALQAFSDRFLLRLEVTPVGAARLPELLDRGWE------QE----R------LRLLG---AEP---PMLRV-EQLRELSDVLRDVDLQPVRGMLADLIGELLAQGVTLSDRRIVRAQKLVAAAALLREDGTARPRDFWPLAHLWTEQSDAALLRDAVY-ERVIDDGGEP-A--------------TAR----R---S-P----AELAA--IAQ-HEAAMILSRQGAVA---RGS---V--IAA-------LRTI-NELLTD-----------ARTHHPAAHPTHELIRTQRDRVSVLL------DQQP------------------------
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PSL46652.1 ----------------------------------------------------------------------------------------------------------MK----E-L---------L---LV----------DKL-NNVLQHLKNTFVGKDDIIDLMGICLTGRENMFLLGPPGTA-KSAMVRELAKTLD-GNTFEYLLTRFTEP--NELFGPFDIRKLREGDLVTNTEGMLPEASLIFLDELLNANSAILNSLLMVLNERIFRRGRETRQLPVLMIVGASNHLPEDEALQALYDRFLIRVRCDYVDPMQLNEVLHAGWK------LE----Q---T--T-------VPD-Q-T-INH-EEIKQLQQLISLVNLDDIRPAYITLIQQLRNAGLMVSDRRAVKLQRLIAASALLCKRLVAVPSDMWVMRYIWDTEEQQEIIAGIVN-TVI-----DT-D-----------T--VVA--------G-Q----HPRAK--MNSVPNADEIYQELMYMT---TQW---Q--DPA-----V-SGAQ-RAAIKDRLRYLNGRCEWITNPTQRKYVM-QPIDELWKKIMQAQ----------------------------------
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RSK36271.1 ----------------------------------------------------------------------------------------------------------MN----A-T---LT-EEWR---LV----------DKL-NDVSRHLKSTFVGKDDIVDLLCICLVGRENLFMLGPPGTA-KSALVRGLARLIH-GRTFEYLLTRFTEP--NELFGPFDIRRLREGDLVTNTEGMLPEANFIFLDELLNANSAILNSLLMVLNERVFRRGRETRALPALMVVGASNHLPEDEALQALFDRFLVRVHCDYVAPDQLGDVLEAGWA------LE----Q---RPAA-------AAE-V-PGITA-EEILHLQRAIPLVDLRAVRPAYVALIAQLRHAGVPVSDRRAVKLQRLLAASALLCQRTTATPSDMWVLRYIWDTDEQRELIAGIVE-PIV------A-A-----------D--EEP--------R-R----HPRAA--GTALPDADTLFREATELT---ARW---D--DPA-----T-TPAD-RAQLKDQLRHLHGRCQWLGNEVQRAYVQ-QPLDALWQKVLHA-----------------------------------
EDP94885.1 ----------------------------------------------------------------------------------------------------------MN----E-T-------------------------IKL-RAILDEIKNIFVGKDEVIDLLGIGLLARENVFLLGPPGTA-KSAIVKQLSSHVIGGINFDYLLTRFTEP--NEIFGPLDIRLLKEGELVTNTDGMLPEASLVFLDEIFNANSAILNSLLMALNEKIFRRGKETKKLPALMFISASNQLPEDEALAALLDRFLIRLKVDNVKPDRLEEVLQAGWK------LE----R---N--E-------KSA-Q-TLISP-EEIKGLQSKVKEVDLASIRSSYIALIHSLRNTGIEVSDRRAVKMQNLVAASAMLCDRTEAILSDLWVLKYIWSTEEQIETLQATVN-ALI-----EKEE--------------TDE--------K-A----HPQAF--FNKAPNPKELMNEVENLK---NKF---A--SAE-----L-SLQE-LNVIKDKLRYLQNRTDWVKDQQKKQYIN-TEIDQLWKQILHKA----------------------------------
RKR84052.1 ----------------------------------------------------------------------------------------------------------MT----T-T---TN-KEFI---TI----------DKL-QAVLRHLKETFVGKDEIIDLMGICLVGRENLFLLGPPGTA-KSATVRELSKLLD-GKTFEYLLTRFTEP--NELFGPFDIRKLRDGELVTNTEGMLPEASLIFLDELLNANSAILNSLLMVLNEKIFRRGRETRALPALMVIGASNHLPEDEALQALFDRFLIRVRCDNVEPQQLNALLDAGWM------LE----Q---K--T-------GSE-K-PSIGT-EEVRALQQQTSLIDLSGIRKDYIELVQKLRNSGLAVSDRRAVKLQRLIAASALICKREKAIASDLWVLRHIWDTEEQREIISNIVN-AVV-----DT-S-----------E--KNE--------A-S----HPRAS--LSALPNADDIYSEVQELS---EQW---Q--Q-E-----I-SMAE-RSVIKDRLMHLNSRCDWIGNEEQRTYVK-KPIDELWKKIMHTA----------------------------------
RVU02900.1 ----------------------------------------------------------------------------------------------------------MT----T-T---NDLNHFI---TV----------DKL-QAVLRHLKELFVGKDEIIDLMGICLAGRENMFLLGPPGTA-KSATVRELSKLLD-GKTFEYLLTRFTEP--NELFGPFDIRKLRDGELVTNTEGMLPEASLIFLDELLNANSAILNSLLMVLNEKIFRRGRETRALPALMVIGASNHLPEDEALQALFDRFLIRVRCDNVDPGQLNELLNAGWS------LE----Q---R--I-------NDE-K-PTVTT-EEIRSLQQLASMIDLTGIRQIYIELIQKLRNAGLQVSDRRAVKLQRLIAASALICKRQQAIASDLWVLRHIWDTEEQREVISQIVN-AVM-----GT-E-----------H--EPL--------A-A----HPRAL--VNSLPDADELFTEIQRLT---QQW---Q--EPE-----T-SMAE-RSLIKDKLNHLSGRCEWIGNAEQRAYVQ-KPIDELWKQILHSA----------------------------------
AEW02128.1 ----------------------------------------------------------------------------------------------------------ME----N-K---NG-IDFQ---LV----------DKV-NAVLQHIKSTFVGKDDIIDLMGVCLAGRENLFLLGPPGTA-KSALVRELARLLQ-GKTFEYLLTRFTEP--NELFGPFDIRRLRDGDLVTNTEGMLPEAHLIFLDELLNANSAILNSLLMVLNERIFRRGRETKHLPALMIVGASNHLPEEEALQALFDRFLIRVRCDYVDPHHLNDVLDAGWL------LE----Q---K--K-------TSD-I-PGIET-EEVRQLQSLIPLVDMQAIRSHYIDLIEKLRNAGVQVSDRRAVKLQRLIAASAILCKRTKAYRSDMWVLRYIWDTDEQREVIAGIVN-AEL------Q-E-----------E--TEQ--------E-QL---HPRAA--VNSMPNADDIYKEIMQMT---EQW---N--RSE-----T-SGAE-RSVIKDRLRYLNGRCEWISNADQKKYVL-KPIDALWQQIMHAE----------------------------------
KRT17465.1 ----------------------------------------------------------------------------------------------------------MN----E-T---QL-ATHL---TI----------DKL-KQVLQHLKKVFVGKDEIIDLMGICLVGRENLFILGPPGTA-KSATVRELSKLID-GQTFEYLLTRFTEP--NELFGPFDIRKLREGDLVTNTAGMLPEASLIFLDELLNANSAILNSLLMVLNERIFRRGRETRKLPALMVIGASNHLPEDEALQALFDRFLIRVKSDNVDPQELDAVLNAGWV------LE----Q---H--D-------GSD-K-PAISV-AEIASLQELTAKVDLQEVRPAYIELIHKMRNAGLQVSDRRAVKLQRMIAASALICKRNKAIPSDLWILKHIWDTEEQREIIANIVN-VII------V-T-----------D--ISE--------N-Q----HPRVK--ENTKPDAEEIYKEVQHLT---EQW---A--LPE-----I-AMAE-RSSIKDRLVHLNNRCEWIGNEAQRKYVQ-EPIDLLWKQIMQSA----------------------------------
RQO30276.1 ----------------------------------------------------------------------------------------------------------MN---AN-I-------------------------ERL-NQVLTYVKNTFIGKNEIIDLLGISLIARENVFLYGPPGTA-KSAIVRMLASCIAEGKNFEYLLTRFTEP--NEIFGPFDIRKLKEGELKTNTEGMMPEASMVFLDEIFNANSAILNSLLMALNEKIFRRGKETKNLPALMFVGASNVLPEEEALNALFDRFLVRVNCDYVAPELLQQVLLAGRQ------LE----Q---G--A-------DLL-K-PEITA-DVVKELQQHCRSIDLQPVYEVYVNTIFSLRNAGISISDRRAVKMQHLIAASALMCDRSAAVLSDLWVLKHIWDTEEQIEILEGIIN-GII-----DK-D--------------DDP--------K-A----HPQAR--FNKVPDPEEIMKDVQLLQ---AEW---E--TGE-----L-KFEK-QNIIKDKLRYLQTRADWIKSAEQKQFIQ-TEIEALWQKMLQTI----------------------------------
PQO39543.1 ----------------------------------------------------------------------------------------------------------------M-A------DVLR---LG----------RKLTESVLEPMKKSFVGKDEIIDLLGICLVARENLFILGPPGTA-KSALVQQLARRIE-GKVFDYLLTRFSEP--NEIFGPFDIRRLREGELITNTEGMLPEATFVFLDELLNANSAILNSLLLVLNERIFRRGRETRHLPTLIVVGASNHLPQDDALGALFDRFLLRVRSDNVHQEQLSSVLSAGWQ------LD----M---Q--R-------EEN-E-AEVTI-EDVQRLNSLLRSVDLSQVQATYVELVHRLRHVGVAISDRRAVKLQRILAASALLCGRLVVNRTDLWVLRHIWDTEEQQDVLAAVID-DVL-----QD-A-----------SEEEKA--------V-S----HPRSH--DNNAPDPERLAAEIQRID---TRI---T--QGN-----L-PATD-QSYVRDQLGLLAARCQWVNDEQQRTFLE-TQVNKLLDRLGEAV----------------------------------
AMV26574.1 -----------------------------------------------------------------------------------MPNAEHNSL------LNFQKVPPVP----D-A-------------PA----------DRLRHSATDRLKARFVGRDEVIDLIALAVVAGEHLFLFGPPGTA-KSLLVREFAGAVH-CRYFEYLLTRFSEP--TELFGPVDLARLREGVVATVTTGMLPEAEFAFLDELFNANSAILNNLLTVLNERVYRRGAETHRLPLLSAFAASNHLPEDDALQALFDRFLLRCKVDALPRTQLPALLAAGWA------IE----R-NGKP-T-------TDR-S-DALTA-DDLHAMGRLVKDVVLEPILEPYADAVEKVRDLGVTLSDRRAVKVLKLVAASAVMCGRATANVSDLWVLRYVWDRVEQIGPLGSLVA-GIL-----DH-A--G--------K--SDT--------P------HPRAA--QPEAVDVEALAAELAEAE---REL------AIG-----P-KLVE-IARLRERVQAVADRSSWVTDATGRSHLL-TQAGALLKRLG-------------------------------------
RUL85746.1 -----------------------------------------------------------------------------------MSASPRDGPGPGPEEPTVAEADPIA----A-E-------------VV----------ARLRRDVIDPLKARFVGRDEVVDLIALAVVSGEHLFLLGPPGTA-KSAVIRAFAEAVQ-GRYFEYLLTRFSEP--NELFGPIDLVRLREGTVATVTSGMLPEAEFAFLDELFNANSAILNNLLAVLNERVYRRGAEVHRLPLLSLFTASNHLAEDEALRALFDRFLLRCHVDHLKRDAMPRLLAAGWE------LE----R------S-------VSP-A-AAVSS-ADLRALSRRIYDVELSGVSAAYAELVWKVRDLGVALSDRRAVKVLKLVAASALLSGRLQARPADLWVLRYVWDREEQIDPLRALVG-SVL-----DQ-A--A--------A--ADP---DAP--R------HPLAD--PPDRVDPEDLARQLDDLS---HQLSPPD--GRP-----L-GLTS-LARLRERLSELADRAAWVADDALRRHLM-ERAGELMGKLR-------------------------------------
SFH92878.1 ----------------------------------------------------------------------------------------------------------MT-E--S-Q------SALA---TAAAEEVVQDQVRRLTEEVLNSMKSAFVGKDEIIDVLGVCLIAGENMFLMGPPGTA-KSALVHELAARLH-GRSFDYLLTRFTEP--NELFGPFDIRRLRDGELVTNKEGMLPEADLVFLDELLNANSAVLNSLLMVLNERVFRRGRETIQLPMLIAIGASNHLPEDETLQALFDRFLLRVPCRNVAQEQLQDVLMAGWS------LD----AKKRR--P-------QQE-H-SRISV-EDIRALQGLAGEVDLAGVRRPYVELIQRLRHAGAPISDRRAVKLQRLMAASALICGRTAAVPSDLWVLRYTWDSEEQQEILSSLVQ-DAI-----QR-C-----------G--VSE--------Q-S----HPRVN--SNSAPDPEAIARDLERIE---ARL---T---EG-----V-RDSD-KAYARDQLGVLAGRCEWISSTQSREFLT-GRVRKLLEQLRDAL----------------------------------
AMV18941.1 ----------------------------------------------------------------------------------------------------------MSDE--T-E------RRLA---IA----------RRLVESVLAPMKSEFVGKDEIIDLMGVCLAGGEHLFLLGPPGTA-KSALVHRLGQRLH-GRVFDYLLTRFTEP--NELFGPFDIRKLRDGDLVTNTEGMLPEASLVFLDELLNANSAILNSLLMVLNERVFRRGRETRKLPLLMAIGASNHLPEEDALKALFDRFLVRVPCDNVPQEQLHDVLHAGWN------LD----A---H--P-------VAE-E-TLISA-DDIRELQALVRLVNVAEVRPCYVELVHRLRHAGIPISDRRAVKYQRLIAASAVMCGRTDAQPSDVWVLKHTWDTDEQREVIAALVQ-QSI-----EQ-H-----------SQDAPG--------P-R----HRLSH--SNSAPDAEALARDLDRIA---SRV---A--QEN-----V-AEAD-RSYLRDQLGVLAGRTEWVTDAALREQLG-GRVKDLWAKFGVET----------------------------------
RIK61977.1 ---------------------------------------------------------------------------------------------------------------------------------------------------MEPLKDRFVGRDEVVDLIALAIVSGEHLFLLGPPGTA-KSALIRQFAGAVR-GRYFEYMLTRFSEP--NEIFGPIDIAKLREGTVATITTGMLPQAEFAFLDEIFNANSAILNNMLTVLNERVYRRGAELHRLPLLSLFSASNQLPDDDALRALFDRFLLRCHVENLKREAMPQLLAAGWA------LE----Q------P-------SDA-A-CSVTS-DDLRALAARLYEVDLKPVAEIYADTVFKLRDLGIALSDRRAVKVQKLLAASALLCGRAQAQPSDLWVMRYLWDREEQIAPLANLVN-AIL-----EQ-H-----------Q--SAQ--------G------HALSR--SAQSADTEDLARQIEAAG---AEA------SAR-----L-SLAA-LARLRERVTQLADRAAWVRDARAREHLA-GRARKLLQQLT-------------------------------------
RLS72557.1 ----------------------------------------------------------------------------------------------------------MSFEPST-D------PRLL---LG----------RRLTTDVLGPLKQVFVGKEEIVDLLGICLVGGENLFILGPPGTA-KSAIVHELARRIE-GRVFDYLLTRFTEP--SELFGPFDIRRLRDGDLVTNTEGMLPEASLVFLDELLNANSAILNSLLMVLNERVFRRGRETRALPLLAVVGASNRLPEDDCLAALFDRFLLRVRSDNVGDDRLGDVLTAGWR------LD----V---D--R-------DQV-V-GTMSV-DDIRRVQSLLPEVALDGVRPRFVDLVRALRRVGMPVSDRRAVKLQRLVAASAVLSGRLVANATDLWVLRHVWDTEEQREPIAAIVD-QAV-----DR-A-----------DAAELE--------S-A----HPRAR---GALPDPEELARGIERAG---AAL---R--GGA-----S-DGER-EVW-RDRLGLLAARCAWVGDEQQRAFLE-AQLQKCWADAGEGA----------------------------------
OYP36359.1 ----------------------------------------------------------------------------------------------------------MD-D--G-H---SR-ESTA-S-LA----------TCLRDQVLRPVKDTLVGKDEIVELLGVALVAGENLFLLGPPGTG-KSALVKEIASRLS-GNAFDYLLTRFTEP--SELFGPFDLRKLKDGELVTNTEGMLPEADFVFLDELLNANSAILNSLLLALNERIFRRGRQTIQLPMLLTVGASNRLPDDDALAALFDRFLLRVVCDNVDDDGLEDVLQAGWL------RE----S------K-------PMA-T-IGMKI-EQLKELRSRTLEVDLKPATPAYLQLIRSLRKAGMPISDRRAVRLQRILAASAILCGRDFVDVSDLWVVRYIWDTPAQSELLAAHLD-AIT-----QE-H----AKELS--G--DDV--------K-R----HPLSQ--VDSGVDPEVLGRAIEVIT---SDL---A------------NPAA-A----DQLSLLAARVEWVKNEVARQDLR-QRIVDVRDQIHARQ---------VAGQ---------------------
WP_009096866.1 ----------------------------------------------------------------------------------------------------------MN-A--A-I---DP-AEIT-H-LA----------AKLRRDVLEPIKERLIGKDEIVEVLGVALTAGENAFLLGPPGTG-KSALVSELAGRLH-GRSFDYLLTRFTEP--SELFGPFDLRRLRDGDLVTNTEGMLPEADFVFLDELLNANSAILNSLLLALNERVFRRGKERVRLPMLMAVGASNRLPEDDALAALFDRFLLRVRCDNVITDRLGEVLAAGWK------RE----Q------H-------DPP-A-PSLGI-EDARRLQACVTHVDLTEMLPAYGKLISRLRTAGMELSDRRAVRLQKTIAASAVTCGRTHATVSDLWIMRYIWDTPDQEELLAAQLA-SVQ-----AE-FGGGADDPIPPEG--DEL--------Q-R----HPMADHHMESGPDPEQLSRLLDRIA---DEP---Q------------APAS-A----DTLSLVAARLNWVQTDAAREHLQ-SRVTEIRESIRLTQ---------EATT---------------------
WP_084426632.1 -----------------------------------------------------------------------------------------------MLRRLFFPFE-TT-I--V-T---QQ-ETWR-A-LA----------GRLRAEVLEPIKQRLIGKDEIVEVLGVALTAGENAFLLGPPGTG-KSALVQELGQRLD-GRTFDYLLTRFTEP--SELFGPFDLRRLRDGDLVTNTEGMLPEADFVFLDELLNANSAILNSLLLALNERVFRRGRQTLALPMLLTVGASNRLPEDDALAALFDRFLLRVVCDNVEDQRLSEVLAAGWT------RE----Q------Q-------ELP-P-ASLHV-DDIRQLRQAVTAVDLTTVLPAYQELVLRLRQAGMAISDRRAVRLQRVIAASAVICGRVAAELSDLWIVRYVWDTPPQQEVLIAHVE-AVT-----QQ-F----QEKLPADG--PA----------------HPLAN--LSQPPSAEQLQQQLQEIE---ADI---Q------------STES-RAVGLDKLGLLTARIEWVREAEARTHLR-SQVTRLRELL--------------------------------------
SIO62474.1 ----------------------------------------------------------------------------------------------------------MT----E-D-------------PA----------GRLRHEVVDVLKGRFVGRDEVIDLIALAVVAGEHLFLHGPPGTA-KSALIRQFAATVQ-GRYFEYLLTRFSEP--NEVFGPIDLVRLREGTVATVTTGMLPEAEFVFLDELFNANSAILNNLLSVLNERVYRRGAETHRLPLLSLFSASNHLPEDETLRALFDRFLLRCHVDNLKPESMPRLLAAGWE------ME----R------F-------QGT-D-ASISA-ADLRGLSRRIYEIDLSKITAPYTELVFKIRDLGVTVSDRRAVKVLKLVAASAVLCGRPAALIADFWPLRYVWDREEQIGPLASLVE-TVI-----EP-H--T--------G--AER--------V------HPLAT--VPERMGGEEIARWLDTLS---AEM---Q--SGA-----M-TLLS-TARLREQVADLGDRATWLADESVRRHLL-ERTAQLLGRLG-------------------------------------
PJI85299.1 --------------------------------------------------------------------------------------------------MSESANQDLP----Q---------------IL----------ERV-SQVIDTASGQLVERRLLFELVVLGIVTKEHVLFVGPPGTG-KSAAVKAAAQQFS-GKYFEYLIGRFTEP--SELFGALDLAALKDGKVRPVVQNMLPEANIAFLDEIFLGSTAILNTLLGVLNERIYRRGTFECDVPLWSCVAASNALPDDPMLQAFADRFLLTSFVAPVSEESLTALLSAGWQ-QAK--SELQSAS------D-------TAP---AKLSA-ADLQMLTKAVSDVDLTQTLEPYVHIVRKLRVGGLAMSDRRLVKGQKLIAAAALLGGRTQATLADMWPIIYMVQDPALQAEVKDLLA-AEL-----SK-G--------------ENT-L-LR---E-S----VKQSS--FGPQALAVDLVNYGQELL-S-QKP---A-LASD-PGFEVWQVKL-ESLLTR-----------IDGGFSVDDMP-PTLSVLRTGLVAAV---------SSDD----------TPRPEVSDQT-
ODA19158.1 ------------------------------------------------------------------------------------------------------MTSSIQ----V---------------AA----------QQI-REGIRRATTGLVGREQLAELIMLAAVAQEHLLVIGPPGTA-KSAVVRRVAQSLG-GRYFEYLLGRYTEP--SEIFGTVDLRKLREGTVETDTAGMLPQADVAFLDEVFLGSTAILNSLLGVLNERRFRRGHTDVACPIRVCVGAANVLPADESLSAFADRFMLRLFVEPLPDNLLEAMLEGGWQ------SE----K------P-------AAA---APIGL-APLDTLGRSLAQVDLTAARPALANAIRSLRQAGIALSDRRIVKSQRLVAAAALLSGRLHATPADLWPLLYMLPTKETQESGRETLR-ASL-----AA-S--------------GNP-N-LF---S-A----VEEAT--LQPQSRASRLIEASRDCL---ADT---S--AEG-------PARM-EALLRE-----------IDANFSRDELT-AELQALRLRLMAQL---------IAPA---------------------
KPC53760.1 ------------------------------------------------------------------------------------------------------MISELQ----H---------------AA----------DHL-RASMHSATTGLVGREQLAELIVLAAVAQEHLLVVGPPGTA-KSAVVRRVAQTLG-GNYFEYLLGRFTEP--SELFGPVNLQKLREGTVETDVSGMLPEADIAFLDEVFLGSTAILNTLLGILNERRFRRGHTQLHCPLRVCVAAANGLPDDEALAAFGDRFLIHLFVAPVADDQLEAMLAGGWS------AA----Q------H-------VAP---TPGGL-ASLDLLSASVKQVDMSAAMPALVNAIRALRAAGIQLSDRRIVKSQWLIAAAAVLAGRLQAQEADIWPLLYVLPTQPLQNQAREVLR-DLI-----AL-S--------------HNP-T-LY---S-A----CEQAV--QQPLSRTTRLQNAAQACL---SPA---A--ASP-------AQDV-EALLRE-----------IDANFSIEQLP-ESLRTLRSGLVERL---------AAVA---------------------
SMC19585.1 ------------------------------------------------------------------------------------------------------MTSALQ----F---------------AA----------QQI-RHSIQSATSGLVGREQLAELLILAAVAQEHLLVVGPPGTG-KSAVVRRVAQTLG-GRYFEYLLGRFTEP--SELFGPVDLKKLREGTVETDITGMLPEADIVFLDEVFLGSTAILNTLLGVLNERKFRRGHTQVQCPLRVCVGAANGLPDDEALAAFGDRFLIHLFIDALPDHQLEAMLAGGWR------SD----N------T-------PVP---SEASL-AHLDTLSQAMRTVDLSAVQPVLASAIRRLRAAGIQLSDRRIVKSQRLIAAAAVLAGRSSASAADLWPLLYVLATRDAQHSAREVLR-EEL-----AA-A--------------SHP-N-LL---S-A----VETAT--LQPLSRATRLQAQAEALL---AD-------ESG-------ATEI-EALLRE-----------IDANFSGDNLP-EALAAPRTRLAQRL---------QALV---------------------
AAQ60408.1 ------------------------------------------------------------------------------------------------------MNSQLQ----H---------------AS----------AQV-RSAIRSATQGLVGREQLAELIILAAVAQEHLLVIGPPGTA-KSAVVRRVAQAMG-GRYFEYLLGRYTEP--SELFGAVDLRKLREGTVETDTTGMLPEAEVAFLDEVFLGSTAILNTLLGILNERRFRRGHTQLHCPLRVCIGAANGLPDDASLAAFGDRFLLHAFIEATADHQLEAMLEGGWQ------AE----Q------A-------PAA---SEISL-ADIDLLCQAAREVDMRAVRPMLAQAIRQLRGAGISLSDRRIVKSQRLVAAAAALAGRMRADASDLWPLLYALPTQEAQQHAREILR-EQL-----AA-C--------------ANG-V-LA---S-A----VETAA--VQPLSRVQRLLENAQCAL-----D---A--ETD-------LSSI-EALLRE-----------IDANFSADGMP-DELAASREKLAARL---------AEPA---------------------
RFP17716.1 ------------------------------------------------------------------------------------------------------MTQPLN----D---------------AA----------AGL-REAISEATDGLIDREHLAELLILAAVAQEHVLVVGPPGTA-KSAVVRRVATSLG-GRYFEYLLGRFTEP--SELFGPVNLNKLREGTVETDVTGMLPEAEIAFLDEVFLGSTAILNTLLGLLNERQFRRGHTHIRCPLRVCVGAANGLPEDEGLAAFADRFLLHVFVEPVADSRLEDLLAGGWK------VA----Q------H-------RVA---PRANL-ASLDALNHAVAAVNMDLVRADLAHAIRLLRQANIALSDRRIVKSQQLIAAAAVLAGRSSATRADLWPLLYVIPTSAGQQGAREALR-ELL-----AD-A--------------RHP-L-LR---A-V----VEEAV--QQPLARVARLAASADLLL-G-SPD---A--AAA-------APLV-EALLRE-----------MDANFDLPDLP-AELAERRAQLIALA---------KSAG---------------------
KQZ25961.1 ------------------------------------------------------------------------------------------------------MNNSIS----E---------------AS----------LRL-RDAIREATDGLVERDQLAELMILAAVAQEHLLVVGPPGTG-KSAVVRRVAHSLG-GKYFEYLLGRFTEP--SELFGPVNLARLREGVVETETAGMLPEAEIAFLDEVFLGSTAILNTLLGLLNERQFRRGHTQIKCPLRLCVGAANGLPEDEGLAAFADRFLLHTFVDPVPDNRLEDLLAGGWQ------VN----R------R-------SVA---ARAEL-ASLDLLNRAVPQVDMAPVRPALAHAIRLLREANIPLSDRRIVKSQSLIAAAATLAGRSAATVSDLWPLLYAIPTDAGQKSAREVLR-EVL-----AE-A--------------RHP-L-LL---S-V----TESAA--QHPEARVARLLESANALL-G-EGK---P--APE-------RGQV-EALLRE-----------IDANFDARNMP-ADLAERRAQLVGTM---------SWA----------------------
WP_034336441.1 ------------------------------------------------------------------------------------------------------MTLTVN----Q---------------AA----------GSL-RVAIREATAGLVDREQLAELMILAAVAQEHLLVVGPPGTA-KSAVVRRVAQSLG-GQYFEYLLGRFTEP--SELFGPVNLGKLREGLVETDVAGMLPEAEIAFLDEVFLGSTAILNTLLGLLNERQFRRGHTRIACPLRVCVGAANSLPEDEGLAAFADRFLLHVFVEPVADHRLEDLLAGGWA------AG----Q------N-------KVT---AAAEL-SSLDVLNRAVSKVDLDSVHMPLAQAIRLLRQAHIPLSDRRIVKAQQLIAAATVLAGRETASRADLWPLLYVIPTAAGQHSAREVLR-ELL-----AE-A--------------SHP-L-LH---A-V----VEQVA--QQPLARLSRLAESADLLL-A-DGS---S--GDA-------RPKF-EALLRE-----------IDANFDPEQMP-PELGERRKRLVAAV---------SGV----------------------
SHH13736.1 ------------------------------------------------------------------------------------------------------MPQNMN----E---------------AA----------ARL-RDAIRAATAGLIDREHLAELLILAAVAQEHLLVVGPPGTA-KSAVVRRVAQSLG-GNYFEYLLGRFTEP--SELFGPVNLSKLREGLVETDVSGMLPEADIAFLDEVFLGSTAILNTLLGVLNERQFRRGHTRIRCPLRVCVAAANGLPEDEGLAAFADRFLLHVFVDAVPDNKLEDLLAGGWA------VG----Q------A-------PLT---ARADL-ASLDMLNRAVPDVDMSLVRADLAQAIRLLRQANVQLSDRRIVKAQHLIAAATVLAGRTTASRADLWPLVYAIPTSTGQQNAREALR-DLL-----AE-A--------------RHP-L-LH---A-V----VEEAV--QQPLARVARLTETAARLL-A-QAM---S--PET-------QAQA-EALLRE-----------IDANFDNATMP-PELAVPRARLVLMA---------SGD----------------------
ATQ78390.1 ------------------------------------------------------------------------------------------------------MSTPVN----Q---------------AA----------ASL-RDAIREAADGLINREHLAELMILAAVAQEHLLVIGPPGTA-KSAVVRRVAQSLG-GRYFEYLLGRFTEP--SELFGAVNLGKLREGLVETDVSGMLPEADIAFLDEVFLGSTAILNTLLGVLNERQFRRGHTNIACPLRLCVGASNALPDDDSLSAFADRFLLHVFVDAVPDARLEDLLAGGWA------VG----Q------R-------KVG---VRADM-ATLDALHAAVPNVNMGAVRADLAQAIRQLRKAQINLSDRRIVKAQQLIAAAAVLAGRNVATRADLWPLVYVVPSAAGQQSARETLR-ELL-----AE-A--------------RHP-L-LQ---A-V----VETAV--QQPLARIARLAETADRLL-G-AAR---G--EGF-------RGEA-EALLRE-----------IDANFGKDSLP-PELSARRAQLVVAV---------QSA----------------------
RAS17229.1 --------------------------------------------------------------------------------MIFANLANWPFLSLVEATPA--MIAELH----H---------------AA----------GQL-RENLRQATTGLVEREQLAELILLAAVAQEHLLVIGPPGTA-KSAVVRRVARSLG-GRYFEYLLGRFTEP--SELFGAVDLRKLRDGTVETDVSDMLPEADIAFLDEVFLGSTAILNTLLGLLNERQFRRGHTRLHCPLRICVAAANALPEDEALAAFADRFLVHSFVSPVADHQLEALLAGGWQ------VA----Q------Q-------PPA---AGNSL-AQLDLLSAQVARVDMREAMPALVNAIRSLRAAGIPLSDRRLVRSQRLIAAATVLAGRLQAQEADIWPLLCVIPTEALQAQARDVLR-EQI-----AC-S--------------ANA-T-LF---S-A----CEATV--QQPLSRAARLESAAQECL---ARS---A--TVT-------PARL-EALLRE-----------IDANFSREQLP-EALAGLRTQLAARL---------VVTA---------------------
ANH68665.1 -------------------------------------------------------------------------------------------------------MTAIS----D---------------AA----------REL-RAALHAATTGLVGREPLAELIVLAAVAQEHLLVVGPPGTG-KSAVVRRVSQALG-GRYFEYLLGRFTEP--TELFGPVDLRKLREGTVETDVTGMLPEADVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQLACPLRVCVGAANALPEDEALAAFADRFLLHAFVEPVPDEQLEALLQGGWR------SD----F------Q-------TVD---GVGAM-AHLDLLSRQLREVRMDTVRPALADAIRQLRAAGLRLSDRRIVKAQRLIGAAAVLAGRLEATRADLWPLRYVLPTQQAQLQARDVLK-DLF-----AH-A--------------EHP-H-LR---F-A----VEDAA--MQPLSRVGRLLAQAQACL---EVA---E--KPE-------RAAV-ESVLRE-----------IDANFSAEQLP-AELAAVREQLLARA---------RGDIAPTGGATLQ------------
CBJ39467.1 --------------------------------------------------------------------------------------------------MRPPAMTSLQ----S---------------AA----------RQV-HESIRSATSGLIGREQLAELMILAAVAQEHLLVVGPPGTA-KSAVVRRVAHAMG-GRYFEYLLGRFTEP--SELFGAVDLKKLREGTVETDVTGMLPEAEIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTQVACPLRVCVGAANGLPDDESLAAFGDRFLLHLFVQPVPDHQLEAMLAGGWQ------SD----M------R-------AVV---AHAGV-ADLDTLSCAVRDVRLDDIRPRLAHAIRQLRAAGVQLSDRRIVKSQRLIAAAAVLAGRLQATEADLWPLFYVLPTDDAQQSARDVLR-EQF-----AG-A--------------ASH-H-LS---F-A----AEQAA--MQPLSRAGRLLAEAERCL-AGGGD---D--RQQ-------QGDM-EALLRE-----------IDANYSPQTLP-PELAGLRSRLAERI---------AVSS---------------------
ARN22673.1 ------------------------------------------------------------------------------------------------------MTSTLQ----D---------------SA----------RHV-RNGIQAATAGLVGRDQLAELIVLAAVAGEHLLVIGPPGTA-KSAVVRRVAQALG-GRYFEYLLGRFTEP--SELFGPVDLRKLREGTVETDVTGMLPEADVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQVDCPLRVAVGAANALPDDEGLAAFADRFLLHLFVEPVPDHQLEAMLAGGWR------SD----A------A-------PAA---TPAGL-VHLDTLCRTLHDVQLEAVRPVLAEAVRDLRRAGVHLSDRRIVKSQRLIAAAAVLAGRREAGPADLWPLLYVLPTKEAQHSARDVLK-EQL-----AH-A--------------THP-H-LF---S-A----VEAAS--MQPMSRVGRLVDGARRCL---GSA---E--AGR-------TAEA-EALLRE-----------IDANFHADALP-AELAECRRSLAALL---------AVAA---------------------
KQW02657.1 ------------------------------------------------------------------------------------------------------MTPSLH----D---------------AA----------RQV-RQGIRAATDGLVGRDQLAELIVLAAVAGEHLLVIGPPGTA-KSAVVRRVAQSMG-GRYFEYLLGRFTEP--SELFGPVDLRKLREGTVETDVTGMLPEADVAFLDEVFLGSTAILNTLLGLLNERRFRRGHTQIDCPLRVAVGAANGLPEDEALAAFADRFLLHLFIEPVPDHHLEAMLDGGWR------AD----T------A-------PVT---AAASL-SHLDVLCRAVRQVDMAGARPGLADCIRQLRRAGVHLSDRRIVKSQRLIAAAAVLAGRTEATPADLWPLLYVLPTKESQLSARDVLK-EPL-----AH-A--------------THP-N-LF---S-A----VEEAA--MQPMSRVGRLVETALVCL---ARQ---D--AGR-------QAEA-EGLLRE-----------IDANFHADVLP-ADLAVCRKKLAALV---------ALPV---------------------
RQP22491.1 ------------------------------------------------------------------------------------------------------MTLSLQ----D---------------SA----------SQV-RQGIRAATAGLVGRDQLAELIVLAAVAQEHLLVIGPPGTA-KSAVVRRVAQAMG-GRYFEYLLGRFTEP--SELFGPVDLKKLREGTVETDVTGMLPEAEVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQIQCPLRVCVGAANGLPEDEALAAFGDRFLLHLFIEAVPDHQLEAMLAGGWQ------SD----Q------Q-------RVE---PQAGM-AHLDVLCHAVKLANLDIARPALASAIRQLRQAGIQLSDRRIVKAQRLIAAAAVLAGRVQATQADLWPLLYVLPTQEAQHSAREVLR-ELF-----AD-A--------------AHP-N-LL---S-A----VEQAT--LQPLSRAARLKESAQGLL---AGS---V--EGR-------RLEV-EALLRE-----------IDANFDADTLP-ADLAEWRVKLAALI---------AVAA---------------------
SDW66827.1 --------------------------------------------------------------------------------------------------MTT-STTSLQ----I---------------SA----------EHV-RSAIRAATTGLVGREQLAELIVLAAVAQEHLLVVGPPGTA-KSAVVRRVAQSLG-GRYFEYLLGRFTEP--SELFGPVDLNKLRAGTVETDVSGMLPEADVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQLHCPLRVCVGAANALPDDEGLAAFGDRFLLHVFIEPLPDHQLEAMLSGGWR------SD----H------A-------PVA---TGGAL-ADLDVLCQQLRQVDLGGVQPALANAIRKLRQSGVQLSDRRIVKSQRLLAAAAVLAGRLETTEADLWPLLYVLPTQEAQQSARDVLR-DAF-----AN-A--------------THP-H-LL---S-A----VEEAT--LQPMSRAVRLAETARACL---AAE---P--ASA-------RTQA-ESVLRE-----------IDANFSSELLP-ESLTALRTQLVDRL---------AAAA---------------------
RJS21770.1 ------------------------------------------------------------------------------------------------------MSVTFE----A---------------AV----------ASL-REALVDAGQGLVEREAMVELVALSAVAEEHLLVIGPPGTA-KSEAVRRTARGLG-GSYFEYLLGRFTEP--SELFGPVDLRKLREGTVETETTGMLPEAEVAFLDEVFLGSTAILNTLLGLLNERTFRRGHTRMRCPLRVCVGAANALPEEPALAAFADRFLARIFIEPVPDARLEDLLSGGAR------LW----S------A-------SEP---RVASL-ASLDVLTQAARAVELGRVRPHLAHALRTLRGAGIALTDRRVVKTQRLIAAAAVLAGRREPTAADLWPLVYAVPTQEAQALAREVLR-EQL-----AA-S--------------ESA-T-LA---A-A----ALEAS--AGPLARAQRIAEAGRALL-A-ARP---L--DSEVEALASWRLKL-EGVARE-----------MDAGFAPEARP-DSLRVLRESLMAAL---------QAAP--------A-QGNVDSEVRVA
ATB51061.1 ------------------------------------------------------------------------------------------------------MASSFE----S---------------AA----------SSV-RDALASAGRGLVEREAMVELVALSAVAGEHLLVVGPPGTA-KSEAVRRTARVLG-GSYFEYLLGRFTEP--SELFGPVDLRKLREGIVATETQGMLPEAEVAFLDEVFLGSTAILNTLLGLLNERTFRRGHTRMACPLRVCVGASNALPEDESLAAFADRFLARIFVEPVPDPRLEELLAGGAS------LW----G------E-------AEA---RTTSL-ASLDVIAQAAREADLSGVRPHLAHALRTLRAAGVALSDRRAVKVQKLIAAAAALAGRRTPGTADLWPLVYAVPTKEAQALAREVLR-DVL-----AG-A--------------ENA-A-LP---A-A----ALEAS--AGPLARARRIASAGQALL-A-ERP---G--DDDAEALSAWRLKL-EGVARE-----------MDAGFAPDSLP-EDLKVLRAEVAGVL---------TSGA--------G---SSEVEVAV-
ABF90618.1 MQSMPGGRRGGLRVPLRVMKSCRHACLGVARRIPADSPTTAALSEGGVG----------------------------WGPACASGGQVWKLGWCS-------MSSTFE----S---------------AA----------FAV-RDALSSAGRGLVEREAMVELVALSAVAGEHLLVIGPPGTA-KSEAVRRTARVLG-GSYFEYLLGRFTEP--SELFGPVDLRKLREGIVETETQGMLPEAEVAFLDEVFLGSTAILNTLLGLLNERTFRRGHTRMRCPLRVCVGASNALPEDESLAAFADRFLARIFVEPVPDPRLEELLAGGAS------LW----G------D-------ADA---QVTSL-ESLDVVAQVAREADLSGVRPHLAHALRTLRAAGVALSDRRAVKVQKLIAAAAALAGRRTPGTADLWPLVYAVPTKEAQALARDVLR-DVL-----AG-T--------------ENP-A-LP---A-A----ALEAS--AGPLARARRIASAGQALL-A-ERP---V--DGNGEALAAWRLKL-EGVARE-----------MDAGFAPESLP-DDLKVLRAEVAGVL---------ASGA--------SGLESSETEVAV-
OTQ06735.1 -----------------------------------------------------------------------------------------------------------M----E---------------HV----------SKI-RQCIKVATQGFIGREQLAELIILAAIAQEHLLVIGPPGTA-KSAVVRRMAKIMN-GNYFEYLLGRFTEP--SELFGTVNLKKLREGTVETDTQGMLPEAEIAFLDEVFLGSTAILNTLLGILNERKFRRGHTQISCPLKICIGASNSLPQDEELVAFADRFLIHLFIDPVTDNFIEDMLVGGWQ------AE----F------T-------DVD---SLSSL-TELSAISDNLKNVNLDNIISFYADAIRLLRQNGIILSDRRVVKTLKLIAAAALINGRFEAQKQDIWPLYYVLPTLDMQQRGQEILN-DFF-----TL-S--------------NNS-Q-LF---Y-A----TELAT--QQPNARLQRLIEQANNCL------------NNG-------GVRI-EHVLRE-----------IDANYTIDTLP-EPLKQLRTQLIKLI---------V------------------------
WP_124744877.1 ----------------------------------------------------------------------------------------------------------MN----K-S-------------------------DKL-KDILDFLKKSFVGKDEVIDLLGISLIARENAFLLGPPGTA-KSAIIRLFSSCIENGKNFEYLLTRFTEP--NEIFGPFDIRKLKEGELITNTEGMMPEASMVFLDEIFNANSAILNSLLMALNEKIFRRGKETKKLPALMFVGASNVLPEDESLNALLDRFLIRIQCDYVDTDRMEEVLMAGWK------ME----N---T--V-------NTD-K-PGITP-AEIIELQQMSRQVDLSPIRKQYVDLIHNLRNTGIKVSDRRAVKIQNIIAASALMCNRTEAVLSDLWVLKYVWDTEEQIEILAGIID-HII-----EK-E--------------NTE--------N-A----HPQAL--FNKVPNPEEVMKEVELLK---SKW---T--AEN-----L-SFEE-QNVIKDKLRYVQSRCNWIRNQEHKQHIQ-HEIEGLWQTMLQTI----------------------------------
ABC29565.1 ------------------------------------------------------------------------------------------M--------------EVS----N---------------AL----------SAV-RQAVKEATQGLVERETIVDLILLSAVAREHLLIIGPPGTA-KSAAVRRIAQALG-GRYFEYLLGRFTEP--SEIFGPVDIRKLSEGVVETATDGMLPEAEIAFLDEVFLGSTAILNTLLGVLNERRFKRGHTQIDCPLRICVAASNHLPEDETLAAFADRFLVHCFVEPVADAQLEELLRQGWW------AA----T------H-------PPI---KSCEI-KLLDTLADQARQADMSRVQPMLAKCVRLLRKEGIQLSDRRVVKAQGLISAAATLAGRNQPTEADLWPLLYAVPTRENQESAREILS-DAL-----RH-C--------------END-A-LS---A-A----AEAAA--NSPASRAARLAESAETLL-Q-EAP---S--DER-------RSRL-EALGRE-----------IDAGFAPDALP-DRLIALRQRLQDAL---------TQHE--------APQAE--------
WP_022951103.1 ------------------------------------------------------------------------------------------MP-------------SLK----E---------------TA----------QHI-KHSAQQASAGLVDRETLVDLILLSCVAEEHLLIIGPPGTG-KSAVVRAVSDMFD-SQYFEYLLGRFTEP--SELFGPIDLQKLKDGIVETSTKNMLPEADIVFLDEVFLGSTAILNALLGILNERTFRRGQTQLKCPLRICVAASNHLPQDDSLAAFADRFLVHYFVDNVPDSQLESLLENGWQ------YQ----Y------K-------TAI---EKIEL-SHLDQLTAACRQADMSGIIRPLADCIRLLRKANILLSDRRIIKAQRLIAAAAILDGRDNPTTQDLWPLLYVVGDEHAQQTARDLLK-DTF-----AT-S--------------QNE-T-LT---A-A----AEHAS--KGPLARSQQLQTAVNALL-A-QPV---G--ERD-------TLAL-EALGRE-----------IDTQFSLETLP-EGLKQAREALLVAL---------GTVA---------------------
WP_064748992.1 ------------------------------------------------------------------------------------MPPH--------------ELSAAQ----Q---------------AA----------ARV-REAVHSATIGLVEREQLAELIVLAAVAQEHLLILGPPGTA-KSAVVRRVAAALG-GRYFEYLLGRFTEP--SELFGPVDLRRLREGVVETDVSGMLPEAEIAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQLACPLRVCVGAANALPDDESLAAFADRFLLHLFVEPVPDHQLEALLEGGWQ------AG----R------S-------SPQ---HFADL-ADIDTLSRCVDEVDLGAARGLLADAIRKLRGAGLGLSDRRIVKAQRLIAAAAVLAGRERADEADLWPLFYVMPTREAQAAAQDALR-DSL-----SA-A--------------ANP-T-LR---A-A----VECAA--LQPLSREARLLEAARGCL---AAA---A---GD-------HAGA-EAVLRE-----------IDANFDAASIP-PELAVERARLVARV---------SAPV---------------------
BAV97129.1 --------------------------------------------------------------------------------MTSSSAPS--------------SAQTAQ----Q---------------AA----------ARV-RDAVHAATTGLIEREQLAELIVLAAVAQEHLLILGPPGTA-KSAVVRRVAAALG-GRYFEYLLGRFTEP--SELFGPVDLRRLREGVVETDVSGMLPEAEVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQIACPLRVCVGASNALPDDESLAAFADRFLLHLFVEPVPDHQLEALLAGGWQ------AE----R------A-------ALS---HQAEL-SDIDELSRRVPMVAMERARGALAEAIRKLRGAGLSLSDRRIVKAQRLIAAAAVLAGRDSAEEADLWPLFYVMPTREAQLAAQDVLR-DSL-----AA-A--------------ANP-T-LR---A-A----VEHAA--LQPVSRTARLLEAARACL---SGA---SDAPGA-------GVIA-EALLRE-----------IDANFDSASLP-AELAAERARLVARV---------TAAA---------------------
KRA21409.1 ------------------------------------------------------------------------------------------------------MSQIIE----S---------------TA----------ARI-RETVHSATTGLVEREQLAELMVLAAVAREHLLIVGPPGTA-KSAVVRRVAAALG-GRYFEYLLGRFTEP--AELFGPVDLRKLREGTVETDVAGMLPEAEVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTDLPCPLRVCIGAANALPEDESLAAFADRFLLHLFIDPVPDHRLEAMLTGGWQ------AD----Q------A-------KVT---HFADL-TDIDLLGGEVARVNMDEARGALANAIRKLRGAGLSLSDRRIVKTQRLIAAATVLAGRQTATEADLWPIFYVLPTREAQTSAQEVLR-DSL-----VS-A--------------ANP-T-LR---A-A----VEHAT--LQPVSRATRLVEAARSCL---HEQ---D-TPSM-------RTIA-EALLRE-----------IDANFTPRSLP-EELAVERARLIERT---------HTDS---------------------
KRB02266.1 --------------------------------------------------------------------------------M---TLPI--------------EPTAAQ----Q---------------AA----------ARV-RDAVHSATVGLIEREQLAELIVLAAVAQEHLLILGPPGTA-KSAVVRRVASALG-GRYFEYLLGRFTEP--SELFGPVDLRRLREGVVETDVSGMLPEAEVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTQIECPLRVCVGAANALPDDESLAAFADRFLLHLFVEPVPDHQLEALLEGGWQ------SE----R------A-------PLA---HRTEL-SDIDELSRRVPLVDLTHARGLLADAIRKLRGAGLSLSDRRIVKVQRLIAAATVLAGRDTATDADLWPLFYVMPTREAQASAQDVLR-DSM-----SA-A--------------ANP-T-LR---A-A----VEHAV--LQPVSRAARLVEAARSCL---QAG---ADAPGT-------ATIA-EALLRE-----------IDANFDAKSLP-PELAAERARLIERV---------ATPT---------------------
PNL51313.1 ------------------------------------------------------------------------------------------------------MTSNIN----G---------------II----------DNI-RKAIQHSTQGMIGREQLAELVVLAAVAHEHLLVIGPPGTA-KSAVVRRISQTLG-GRYFEYLLGRFTEP--SELFGAVDLKKLKEGKVETDITGMLPEADIVFLDEVFLGSTAILNTLLGILNERRFKRGHTDIISPLKVCIGAANSLPDDPNLAAFSDRFLIHLFIDPVPDHQLEAMLEGGWA------SS----L------T-------QLS---AQLDI-AQLDELHLAVKNIDLTQVRPLLANAVRSLRNAGITLSDRRIVRVQRLIAAATVLNNREIATEQDLWPLLYVLPTEDTQQQGREILR-QEL-----SL-S--------------MNS-R-LF---S-S----VEEAT--LQPQSRMNRLIERATDVL----NA---E--PVS-------KADI-ELTLRE-----------IDANFSTEMLS-EELAILRTQLAIQF---------SHLL---------------------
KIH83592.1 ------------------------------------------------------------------------------------------------------MSSAIQ----L---------------AA----------QHI-RQGVRAATEGLIGREQLAELIVLAAVAQEHLLVVGPPGTA-KSAVVRRVAQAMG-GRYFEYLLGRFTEP--SELFGPVDLKKLREGTVETDVSGMLPEADIVFLDEVFLGSTAILNTLLGVLNERQFRRGHTRIKCPLRICVGAANGLPDDEALAAFGDRFLLHLFVDAVPDNQLEAMLSGGWQ------SD----R------L-------PVR---QLMNL-SELDTLSQAMQDVDMQSVRPALANAIRRLRAAGIQLSDRRIVKSQRLIAAAALLGGRLQATEADLWPLLYALATKEAQQHGREVLR-EVL-----QL-S--------------SNS-N-LF---S-A----VEEAT--LQPLSRASRLLEAAQHCLLRASSG---E--ALD-------PAES-EAVLRE-----------IDANFSADSMP-PELLGLRGLLVKQL---------TPAT---------------------
WP_117164963.1 ------------------------------------------------------------------------------------------------------MSVLLQ----E---------------AI----------LQV-RAAVKVATEGLVGREQLAELIVLAAVAQEHILIVGPPGTA-KSAVVRRVAQAMG-GRYFEYLLGRFTEP--SELFGSVDLQKLREGRVETDTTGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTRIDCPLRVCVGAANGLPDDEGLAAFGDRFLLHLFVDSVPDHQLEAMLAGGWQ------SE----R------R-------PIE---QLLNL-SQLDVLAQAACDVDLNEVRPALASAIRSLREAGLQLSDRRIVKSQRLIAAAAALNGRSQASEADLWPLLYVLPTQEAQQHGREVLR-ALF-----AI-S--------------ASS-H-LF---S-A----VEEAT--LQPLSRLSRLIEAATDCL---SKE---A--SAV-------AAER-ESLLRE-----------IDANFTGDNLP-EELRTLRSHLAGHT---------SFAP---------------------
WP_029532586.1 ------------------------------------------------------------------------------------------------------MLSAIQ----L---------------AA----------QQI-RQGVRAATEGLVGREQLAELIVLAAVAQEHLLVVGPPGTA-KSAVVRRVAQAMG-GRYFEYLLGRFTEP--SELFGPVDLKKLREGTVETDVSGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTQLKCPLRVCVGAANGLPDDEALAAFGDRFLLHLFVDSVPDNQLEAMLSGGWQ------AD----Q------M-------PVR---QWLGL-NELDTLCQALPQVDMEQVRPALANAIRLLRAAGIQLSDRRIVKSQRLIAAAALLGGRLQATEADLWPLLYALATQEAQQHGREVLR-EVL-----HL-S--------------SNR-N-LF---T-A----VEEAT--LLPMSRASRLIESAQSCLMRAASG---G--VFE-------PGES-EAVLRE-----------IDANFSADSMP-PELLGLRGLLVKQL---------TPAT---------------------
RMP14759.1 ------------------------------------------------------------------------------------------------------MIAPLQ----S---------------AA----------AQI-RHAVRAATEGLVGREQLAELIVLAAVAQEHILVIGPPGTA-KSAVVRRVAQSMG-GRYFEYLLGRFTEP--SELFGAVDLKKLREGTVETDVSGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTQVQCPLRVCVGAANGLPDDEALAAFGDRFLLHLFVESVPDNQLEAMLAGGWQ------SE----Q------R-------PVQ---QLLGL-AQLDTLGQALKHVDLTAVRPALAQAIRRLREAGIQLSDRRIVKSQRLIAAAALLSGRLEASDADLWPLLYVLPTQATQQHGREVLR-DLF-----AA-S--------------SNS-H-LF---S-A----VEEAT--LQPMSRVNRLLETAEDYL---SRA---E--PPA-------SSLL-EGLLRE-----------IDANFNSQTLP-EPLQQARGQLTRLL---------TPSE---------------------
WP_122602351.1 ------------------------------------------------------------------------------------------------------MNASLQ----S---------------AA----------AQI-RQAVRVATEGLVGREQLAELIVLAAVAQEHILVIGPPGTA-KSAVVRRVAQCMG-GRYFEYLLGRFTEP--SELFGAVDLKKLREGTVETDVSGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTHIQCPLRVCVGASNGLPDDEALAAFADRFLLHLFVDSVPDNQLEAMLAGGWQ------SE----Q------R-------PVQ---QLLGL-TQLDILGQALQNVDLSTVRPALAHAIRQLREAGIELSDRRIVKSQRLIAAATLLSGRLHASAADLWPLLYVLPTRETQQHGREILR-EML-----AQ-S--------------SNR-H-LF---S-A----VEEAT--LQPMSRVSRLLETAEEYL---ART---E--PPA-------SALL-EGLLRE-----------IDANFDDLTIP-ASLQDVRGQVARLL---------TTAA---------------------
KIV62452.1 ------------------------------------------------------------------------------------------------------MN-AIQ----H---------------AA----------REL-RSAIRTATTGLVGREQLAELIILAAVAQEHLLVVGPPGTA-KSAVVRRVAQVLG-GRYFEYLLGRFTEP--SELFGPVDLRKLREGTVETDVSGMLPEADVAFLDEVFLGSTAILNTLLGVLNERRFRRGHTELRCPLRVCVGAANGLPEDEALAAFADRFLLHLFVDTVPDHQLEAMLAGGWK------AE----Q------L-------PVL---DAHHL-GHLDTLCGALRQVDLDSVRPALADAIRRLRQAGIPLSDRRIVKSQRLIAAAALLGGRQQASEADLWPLLYALPTQAMQQQAREVLR-ELF-----AQ-A--------------SND-N-LF---S-A----VEEAT--LQPLSRASRLAEEARACL-----D---E--AEG-------TN-P-EAVLRE-----------IDANFLADALP-PELAELRERLVARL---------ATPA---------------------
WP_043316727.1 ------------------------------------------------------------------------------------------------------METTLQ----H---------------AA----------AQV-RHAVKQATSGLVGRDQLAELIILAAVAGEHLLVIGPPGTA-KSAVVRRVARSIG-GRYFEYLLGRFTEP--SELFGPVDLKKLREGVVETDTSGMLPEAEVVFLDEVFLGSTAILNTLLGLLNERRFRRGHTQLECPLRVCVGAANALPDDEGLAAFADRFLLHLFVEPVADHQLEEMLAGGWS------AQ----R------D-------LQG---AGLGL-SELDQLNRAVANVDLETLWPLLADAIRQLRAAGIGLSDRRIVKSQRLIAAATVLAGRQVAGAGDLWPLLYALPTRELQQRGREVLG-DRL-----AA-S--------------SNP-H-LF---S-A----VEEVS--LQPLSRLYRLVERANLCL-----Q---S--AEG-------GALR-ESVLRE-----------IDANFTRETLP-AELQPLRQRLLDMA---------PGP----------------------
BAQ80641.1 ------------------------------------------------------------------------------------------------------MTTSLQ----S---------------AA----------AQI-RSVVRVATQGLVGREQLAELIVLAAVAQEHLLVIGPPGTA-KSAVVRRVAQSMG-GRYFEYLLGRFTEP--SELFGTVDLKKLREGTVETDVSGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTQIQCPLRVCVGAANALPEDPALAAFGDRFLLHLFVDAVPDNQLEALLSGGWQ------VE----R------Q-------AVA---QMLDL-SQLEGLNRALKDVDLEGVRPVLAHAIRCLREAGITLSDRRIVKSQRLIAAATLLCGRVQATEADLWPLIYALPTQDSQQRGREVLR-ELL-----AK-S--------------GNS-H-LF---G-A----VEEAT--LQPLSRLHRLLESARELL---QRT---E--LDG-------TS-V-ESMLRE-----------IDANFDAQNLP-EPLQIVRAQLVGLL---------AVLP---------------------
SNZ04491.1 ------------------------------------------------------------------------------------------------------MPCPLH----H---------------AA----------AQI-RLAVRAATEGLVGREQLAELIMLAAVAQEHILVVGPPGTA-KSAVVRRVAQCMG-GRYFEYLLGRFTEP--SELFGTVDLNKLREGTVETDTRGMLPEADIVFLDEVFLGSTAILNTLLGVLNERRFRRGHTQVHCPLRVCVGAANGLPEDESLAAFGDRFLLHLFVDAVPDNQLEAMLAGGWQ------SE----Q------R-------PVP---HLLGM-AELDTLGRALKDVDLAGVRPALVQAIRRLREAGIQLSDRRIVKSQRLIAAAALLRGQLQASEADLWPLLYVLPTREIQQNGRELLQ-AQL-----GQ-C--------------TNS-H-LF---S-A----VEEAT--QQPMARLHRLLETAQDYL---DRS---E--PPA-------SAQL-EALLRE-----------IDANFNSQTLP-APLHEVRGRVAQLL---------TSQA---------------------
ODU30903.1 -------------------------------------------------------------------------------------------------------MSSIE----T---------------AA----------SRL-RDLVHSATAGLVGREQIAELIVLAAVAREHVLIIGPPGTA-KSAVVRRVARAVG-GRYFEYLLGRFTEP--SELFGAVDLRKLREGTVETDVTGMLPEAEIAFLDEVFLGSTAILNTLLGILNERRFRRGHTQQNCPLRVCVGAANALPEDESLAAFADRFLLHAFVDPVPDHQLEALLAGGWQ------SE----R------E-------ESP---HCADL-GDVDRLSREVLQVRLDGVRGLLADAVRRLRAAGLGLSDRRIVKAQRLIAAAAVLAGRDAAQAADLWPLFYVLPTREAQTSAQDVLR-DSL-----AA-A--------------ANP-T-LR---A-A----VEAAA--MQPPSRTARLIDAARQCL---AGE---A----D-------APRL-EAVLRE-----------IDANFTADTLP-AALAGLRRELSARV---------GASL---------------------
PPT63985.1 --------------------------------------------------------------------------------------------------------MHAH----P---------------AA----------ARI-RATVQAATTGLIERDQLAELIVLAAVAQEHLLIIGPPGTA-KSAVVRRVAAALG-GRYFEYLLGRFTEP--AELFGPVDLRKLREGSVQIDVTGMLPEADIAFLDEVFLGSTAILNTLLGLLNERRFRRGQTDLHCPLRLCVGAANALPDDDALAAFSDRFLLHLFVDPVADHQLEALLSGGWQ------AE----R------A-------PLH---PVAGL-ADLDLLCEQARAVDMDGARTALAAAIRTLRGAGVQLSDRRLVKTQRLIAAACVLAGRTQASEADLWPLFYVLPTREQQASARDLLR-GTL-----AA-A--------------TNP-T-LR---A-A----VEQAA--LQPLSRTARLVEAAQCCL---QDQ---H-NPAV-------RTMA-EALLRE-----------IDANFTAASLP-AELAHERTRLIEQI---------GSGT---------------------
KMM74511.1 ------------------------------------------------------------------------------------------------------MSTTTA----S---------------AA----------ARV-REAVRSATAGLIEREQLAELMVLAAIAQEHLLIVGPPGTA-KSAVVRRVATALG-GRYFEYLLGRFTEP--SELFGPVDLRKLREGVVETDVAGMLPEADVAFLDEVFLGSTAILNTLLGVLNERRFRRGHPDLACPLRICVGAANALPEDEALAAFADRFLLHVFVDAVPDHQLEALLAGGWQ------AE----R------S-------AVT---PAADL-ADLDSLAAQVRQVRMDDARLLLAQAIRTLRAAGLALSDRRIVKTQRLVAAAAVLAGRNVATEADLWPLFYVMPTREAQAAAQDALR-DTL-----AL-A--------------ANP-M-LR---A-A----AEQAA--LQPLSRVARLLESAQQCL---AGS---D--AGA-------VPSA-EAVLRE-----------IDANFTPASLP-ETLAVARAGLIERI---------GASA---------------------
EDY17136.1 ----------------------------------------------------------------------------------------------------------MS-T--S-V-E-HP-SALE---IA----------RRLHAEVLDPMKQSFVGKDEIVDLLGLCLVGRRKPVPARPSRHGEKRAGFTNFAERMG-GHSFRLSAHPLSPRRMNSLAHSISASCAR-ASWSPTPKACWPKASLVFLDELLNANSAILNSLLLALNERLFRRGKESRRMRALMFVGASNHLPEDEALKALFDRFLLRVRSNNVAPEQLIAVLDAGWK------QQ----R---A--E-------HLP-P-ATLHF-DDVEALQKLLPLVDLTAVRGPYAELVQRIRHAGIVLSDRRAVKLQRLIAASALLCTRMAARLSDLWVLKHIWDTEEQCEVLQSLVN-TAL-----GQ-E--------------AAA----G---G-D----HPRSR--AGEEADAEHLARDLEAIA---AQL-------PK-----A-DATE-LAYLRDRLGILDGRCQWVADQQQREFLA-QKVAELWTQFKR------------------------------------
EEF58750.1 ----------------------------------------------------------------------------------------------------------MT----S-N------SILD---IG----------RRLGEEVLQPMKQAFVGKDEVIDLLGVCLVGGENLFILGPPGTA-KSALVHNLAARLE-GQTFDYLLTRFTEP--NELFGPFDIRKLREGELITNTEGMLPEASLVFLDELLNANSAILNSLLTALNERMFRRGKESRPLKALLFVGASNHLPEDDALKALFDRFLLRVHCDNVGAEQLADVLAAGWK------LN----Q------N-------RIT-T-SSLHF-DEIQKLQGLLTGVDLTPVRDAYAELVHRIRHAGIPVSDRRAVKLQKLIAASALLCGRLVARNSDLWVLKYIWDTDDQQEVLQALVD-KVV-----SK-S-----------E--SEV--------A-D----HVRAR--PPEGPDPESLARDLDFIT---ERL---K---S------E-TNGE-QAYLQDRLGLLEGRCQWVKDSQKRDFLT-KRIAELWPQLKSG------AVKAV------------------------
RBP36330.1 ----------------------------------------------------------------------------------------------------------ME--------------PTA---VA----------NRLSEHLLRPLKSLFVGKDEVIDVMGVALVGGENLFLHGPPGTA-KSALVHEVARRLE-ARSYDYLLTRFTEP--SELFGPFDIRRLREGDLVTNTDGMLPEADFVFLDEILNANSAILNSLLLVLNERVFRRGRETRKLPALMVVGASNHLPEEEALRALFDRFLLRVHCGYVPGEALGAVIEAGWE------IE----K-SRR--G-------VVP-S-CGLGA-NDIRALQEALPLVDLQPVRPAYLALVARLRAGGIDVSDRRAVKLQRVIAASALMCGRMAAQVSDLWVMRCIWDREEQRELLSSIVQ-ETL-----AK-A-----------E--PSA--------T-D----HPQAY--GAAAPDPQALARDLDALD-------------AG-----W-EAAV-PGVAKDQLAALAARVPWVQQAEARNSLQ-EKVEALWRKAGA------------------------------------
WP_009959263.1 ----------------------------------------------------------------------------------------------------------MT----S-P------DFSDASHIA----------ARLQTEVLQGLRQSFVAKDEVVDLLGVCLAAGENLFILGPPGTA-KSALVHALGQRLR-GDTFSYLLTRFTEP--NELFGPFDIRRLREGDLVTNTEGMLSEASLVFMDELLNANSAILNSLLTVLNERVLHRGRERLKVQALMFVGASNHLPEEDALRALFDRFLLRVRCDAAPEDRLMEVLDAGWR------LE----S------T-------PPE-M-SSLGP-EHIRLIQQATSRVSLKPVLKDYVDLVHRIRHAGIAFSDRRAVKVQRLVAASALLCGRMEARHSDLWVLRYLWDRDEQMEVLRSLVQ-EST-----SR-G-----------DDTSDA--------T-D----HPRAS--ASGHPDAEALARSLTWLE---GRL---E---PG-----A-AASS-QAYLRDRLAILEGSVQWVQRTDQREFLQ-SRIHQLWGALKEK------EPEALAGV---------------------

############################################################################################################
20. fvmX1,2,3,3-analog,5,6,7 alignments
############################################################################################################

fvmX1

WP_015197960.1 MSATNTALQVIEWAMVSQD---VSGVPPQGDLSGIEKLEHPSANLVAAIGQLTTVTAARLRWKMPPLGDNR--PLGLDNTILAAALGT-PNPQIART-LISA--VAEPSC-------FGDWVFRYGLITPALPFLKD------------------------DIADDCRQRSPLTAILNRPV--PGQENQA---VHFVTQLLVYPSAKLSLTLYLAQPISDTKIRDWRTELLERLRFGKAEIQSFVIDVYEAAMIYHQQEVINQTKDAYGVICNPKAASD---------EERLRDALSVANWWKPLWAIERADINQLRQRRYLSYDYREGIKLFNLSQKMLGS
WP_086686848.1 MSAIDTALQVIEWATNQEV----SGVIPQGDLSGIEKLERPSAKLVQTLQQLSIVTAAKLRWSMPPLGDHR--PISLDNIIIAAALGT-ANPQLARV-LLKA--VPAPSC-------SGDWVVRHGLITPALSFLKD------------------------EIADDCRLLSPLTTVLNRPI--PGQENQA---VNVGLQLLQNPEAKLSLTLHLAKPTVDIKIRDWRTQLLDRLRLG---KATFVLDVYETAMIYHQQEVINQVRTADSIISDRQTAAN---------EEELRDALSIANWWQPLWAIERADVNQLRQRRYLGYAYREGIKLFNLSQRMLGS
EIV94376.1 --------------SNPDG-----PSNPEGQGGAAGRMTPPLP--GPLLSALLRGSPLTAVLYRPDGGEAD--AAVPGA---GAAPGARGRGPAGAT-LA----VETARL-----------------------------------------------------------------------------------------LLTRPRGAQVLAGTLAAPVLDPAVLAWRCSLLIALLPA---HPDAVLDTYVNARLRHAEEWTKLLDRAVRALRG---------------GIRRAESLALIRFWLPLAVLDRRSPDLLRARPYL-TDHRPALDLVARYGVGRS-
TQS46760.1 RSAEQSVHAVLRWAVDRTG------SLPVGPLTGTRRLGEPSASLQTSLRELAQQHAARLGAGVPPFGDDG--SIGSETLLLAAALAGRGQPVLAER-LAGT--VTPFVG-------WADAVARHGLLDAVLAGGRGPAARGQQSRVPD------------PLIDLLRDGSGLTAVLDRPSLRRLGSEATGREAQLAVDLLGRPRGPAVLVNAWSRWSADPEVLRWREELLTRFALS---HADAVLDVYTAARARHGGDWTARLGWAATELGS---------------GNADPLALATVRYWAPLASIDRRSPQALRSRRLL-RDHRYALTLVHRFRLTRAV
WP_020510226.1 MTAESTAQAVLGWAVRADG------PMPGGDLSALGDLAAPSEETVHKYAVLAAACAARLGTGAPPFGDAT--PADTGGILLAAALGGQAEATAAER-LIEL--VPSVRV---TQAGWSAAVARHAVTMRAVTH---------------------------PLAERCLAVSPLTRLLHRPTRDALAGDSVETDVALANRLLGLRGGERILWHAWAEPSADADVLTWRATVLSRLVTE---EPGRVLDLYVLARLRWGAEWDKVNRTAIRELSRF--------------AGRPAGPLAVLTFWLPLARLDRNRPELLRARPLL-SGHRPIIDAIVRLGLIGRG
RZT79585.1 MTAETTARAVLRWAIRAEG------PIPSGDLTAAGDLATPSEQTRHGLAVLAAACAARLGAGSPPFGDDT--PADTGGVLLAAALGARAEAATRLVGLAEPLPITGPAG-------WSAALARHAITERALVQAA-------------------------PLAESFLAVSPLSRVLHRPTLEALAAESHETEMALAGQLLDRPGGERVLRHAWAAPSSDPDALRWRSLVLDRLVTN---RTGWLLDLYVLARLRHGPAWDRRIRIAIREASRM--------------RARPSDALAVLRFWIPLARLDCDQPDLLRSRPLL-DGHRPVLDAILRLGLLPKG
WP_130402111.1 MTAETTARAVLRWAIRAEG------PIPSGDLTAAGDLATPSEQTRHGLAVLAAACAARLGAGSPPFGDDT--PADTGGVLLAAALGARAEAATRLVGLAEPLPITGPAG-------WSAALARHAITERALVQAA-------------------------PLAESFLAVSPLSRVLHRPTLEALAAESHETEMALAGQLLDRPGGERVLRHAWAAPSSDPDALRWRSLVLDRLVTN---RTGWLLDLYVLARLRHGPAWDRRIRIAIREASRM--------------RARPSDALAVLRFWIPLARLDCDQPDLLRSRPLL-DGHRPVLDAILRLGLLPKG
QBG49802.1 ---------MLRWAVEGTG------QPPGGPLQHTSGLIDPGADVRTALAELIRHFAARHGAGRPPLGDPE--PASAGGVLLAAAIGGRMEPESACA-VAEA--LPPRSL-SERGGGWSDALARHAVVAPFLSGVPRFEGKQAAPQGAVAMGRAEAEENELRIGEVLLDASPLSAVLYRPAAGPLSRGATGA-VRTASALVTRPAGRRLLCNGLAAWHGHAPVLDWRSQLLARLSAD---YPEVVLDTYLAARLRYGTEWDHQVRAARRRLAVR--------------ALPDELTLATVRFWAPLADLARRHPGLPATRPLL-AGHQPAVELVRRYRLNLPA
WP_109500345.1 ------------------------MPPPTTSARPDGTDDDP----VVLLERLARVTAARLHLSDPPLGDRG--PAGLEPLMVAAALALRDDPPTARQ-MAEG--VGGSGT-------VRDLMARHGLVGRALSATPLDA----------------------GLRADLLRASPLTALFDHPP--PGTEERCG--QLLD-RFLEHTEGRRAAVAGLAAPPASPATARHRAALLRRFRFTPG-ERTVVYDVYETALLHHGGHYRERTDDVRRLAREDPARLLGD-------DAPGQWARATLDWWQPLSVLARRHPEELRRRPLL-SGYRTGTELHRVYGRVREF
WP_132804227.1 TTLTATAVRILHWAITEPAPDGTPVPPPTTSARPPESDDDP----VVLLERLARVTAARLHLSDPPLGDRG--PTGLEPLMVAAALALRDDPPTALL-VAEG--VGGSGT-------VRDLMARHGLVGRALSATPLDA----------------------ELRTALLRASPLTALFDHPP--PGTEERCG--QLLD-RFLDHTEGRRVAVAGLAAPPSSPATARHRAALLRRFRFTPG-ERTVVYEVYETALLHHGGHYRGLTDDVRKLARESPARLLDG-------DTRGQWARATLDWWQPLSVLARRHPGELRRRPLL-SGYRTGTELHRIYGRVREF
WP_126270579.1 TTLTATAVRILHWAITEPAPDGTPVPPPTTSARPPESDDDP----VVLLERLARVTAARLHLSDPPLGDRG--PTGLEPLMVAAALALRDDPPTALL-VAEG--VGGSGT-------VRDLMARHGLVGRALSATPLDA----------------------ELRTALLRASPLTALFDHPP--PGTEERCG--QLLD-RFLDHTEGRRVAVAGLAAPPSSPATARHRAALLRRFRFTPG-ERTVVYEVYETALLHHGGHYRGLTDDVRKLASESPARLLDG-------DTRGQWARATLDWWQPLSVLARRHPGELRRRPLL-SGYRTGTELHRIYGRVREF
WP_079310653.1 TTLTATAVRILHWAITEPAPDGTLVPPETISARPPESDDDP----VVLLERLARVTAARLHLSDPPLGDHG--PTGLEPLMVAAALALRDDPPTALL-VAEG--VGGSGT-------VRDLMARHGLVGRALSATPVDA----------------------GLRAALLRASPLTALFDHPP--PGTEERCG--QLLD-RFLDHTEGR-------------------RAALLRRFRFTPG-ERTVVYEVYETALLHHGGHYRKLTDDVRKLAVENPARLLGD-------DAPGQWARATLDWWQPLAVLVRRHPEELRRRPLL-SGYRTGTELHRVYGRVREF
WP_037677795.1 --------------------------MSDAAGPRPGDDGDP----VAGVERLAAVTAARLRLSAPPLGDGG--PAGLGALLLATAVALRHVPEVAGM-ALD---VSAPDS-------AADLLARHGLVRRVRSCGDPALAPDD------------------RLGDELLRHSPLTGLLSAPATTPGAEAAAE--QVLD-RLLGHPEGRTTVTTALAPPPTGPRTARWRARLLERRRYTAE-ERRWVLDVYETALLHHGPELRRRTAHATVVLAGVGPVPPGPDERDTGAGRVVDEAEALAEWWRPLAVLTHRHGTELRARPLL-EGYDDALELCRIHRGVLAR
WP_133930095.1 TTLSLTVLRVLRWAAVDRA--GLPPSLSGAVGPRPGDDGDP----VAGVERLAAVTAARLRLSDPPLGDEG--PAGLGALLLATAVALRHAPEVAAM-ALD---VSAPAS-------VADLLARHGLVRR-LRSCGDPGLAPDG-----------------RLGEELLRRSPLTGLLTVPASAPGAEAAAE--QVLD-RLLGHPEGRASVTTALAPPPDDRRTARWRAGLLERRRYTAE-ERPWVLDVYETALLHHGPELHLRTAHATALLAAVGPVPPGPDERDTGQGLAVDEAEALAEWWRPLAVLTHLHLAELRARPLL-RDYNDALELCKVHRSVRAR
WP_092545934.1 ETAAATTVQVLTWAAAPSG------PPPLGTLRRVGDLVSVPA-VGERLRALTRVTAARSGAGNPPLGDAS--AVGAGAVLLAASIGGRTRPDLSTR-LAAA--LPAPRLDQAAATGWADALARHAVAGAALSAPDHGPD---------------------DLAGAWLDASPLTAVLLAPH--PSGRQTA---VRTALALARRPGGPGVLTHVLAGCHPDVAVLQWRGDVLLRLAAE---HPGLVLDVYLAARNWHAAAWDARMASATRRIAASAAA-----------GRPDADALRVVRFW---AGLTARPVAALLARGRF-PAALR--DLYLLVRRHPAA
EIV94375.1 GTALDTAVRVLGWACDAVG------PAPSGSLAEPGSLGRPDARARDALAGLAARAAARSGAGRAPFGDDG--PVGAGALLLAAAVGGRDSPLAAP--LAAA--APASRL-----PPGASGAWKSMNPAVRRLAATAGQS----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_132123854.1 MTAADTARHILSWAASDMT-----DAMPEGDLADGEDLAAPDAESLRLVGRLASVTAARLRLEPPVLGDKR--PPSAGAAVVAAAVGAFRHERARA--LLGV--LRPPTR-------VADLLAFHGVVAPAVKLLP-------------------------HLGDQLRDLSPLTGVLDRPG--PRTTASCE--SLLD-RLRTDPTARAMIVLRFAMPSDSPEQSQWRGECLAYTRHE---DPDFVVDVYETALLHYGREHEIRARIAWRHVLG---------------AGPDDPALPTAAWWRALAELEAAEPDLIRGRTAL-ERRRVGTNLFRRVQSREAA
WP_033359490.1 ----------------------MRQAMPEGDLAQAANLAEPDPETQRWIGRLAAVTAARLRLDPVPLNDRR--PAGLGVAVLAAAVGAHRLGERATL-LLRA--VRPASR-------TADLLAHHGIVEPASAVLP-------------------------DLAEQLRDLSPLTGVLDRPG--PRSTGACE--SLLD-RLRTDPGTRAMLVLRFAAAPQTGAQARWRGECLTYVRHE---DPEFVLDVYETALLHHAREHEIQARLAWRQILV---------------DRAPELAAPTAYWWRALAELEAAEPARIRRRPRL-EHRRVGTNLFRRVQQLEAA
WP_143020199.1 MSAVDTACDVMLWAVTEAA--TRRDAPGHGDLSGAADLADPPEELRVSLGRLAAVTAARLRLGPPPLGDGPGGAVGPGAALLAAAVGARHHLAASVD-VLNAARLPTAADGAAEAG-GWELAVRHGVAEAALAVPDLDP----------------------DLADLLRDCSPLTALLDHPT--PEGEREAE--LLLTRRLLHHPDGWRLAALALAEPPAGAAQAVWRSGLLSRCRRV---NLAFVLDVYEMGLSLFAAEHRRRLRAARRLLSGAGRGR----------AVDPDAVAGTALWWRALAEIGKTNPRAIGRRRWITAEHAQGIELYRALRRWEAA
WP_020645962.1 MTATDTAARVLGWSASEPS-----APLPRGDLTGAAGLADPGRDVTAAAARLAAVTAARLRLPSPPLGDRG--PVGPGPVLLAAVIGARTRPREALA-VAAA--VPRAGS-------AFDRLARHGVVAPAVARLTG------------------------PLRAAVLDASPLTGLFGTPS--RAGEPAAE--EELE-RLLAHADGRTLAAVELAGVPADAAQARWRGDLLDGFRLA---DRAFVLDVYEKALRFHGAEHRERLAEAVRD--------------------NGELAEATAAWWRPLAALERSHRQLLRARPGL-VGYPAGIDFARRRARLAAM
WP_093947431.1 MTATDTAARVLGWSASEPS-----APLPRGDLTGAAGLADPGRDVTAAAARLAAVTAARLRLPSPPLGDRG--PVGPGPVLLAAVIGARTRPREALA-VAAA--VPRAGS-------AFDRLARHGVVAPAVAQLTG------------------------PLRAAVLDASPLTGLFGTPS--GAGEPAAE--EELE-RLLGHADGRTLAAVALAGVPADAVQARWRGDLLDGFRLV---DRAFVLDVYEKALRFHGAEHRERLAEAARD--------------------NGELAEATAAWWRPLAALERSHRPLLRARPGL-VGYPAGIDFARRRARLAAV
WP_031170452.1 ---------MLSWATAADGGPAARPAPPEGELTLPQELAAPPPDVTAAVVRLAAQSAARLRLDALASRERR--PVGAGALLLAAAVGARSQAQLAAE-AVRA--VPPARS-------LWDVLAHHTVVAPALPHIADP-----------------------ALAGRLRAASPLTALLDRPD--PVGESNAE--LLLEDVLLTHPQGRRLITAVYCEAPASPAQALWRGRLLDQLRMS---ERELVIDVYEAALLRHTEAHLSLVRRARAGLTV---------------PPDLAAARPVAYWWAALARLERSHRRLLRARSGIGTAYLAGVRLYRQVERLEAS
WP_067128131.1 MTAVDTAVRVLLWSTAADGGADTRPAPPEGELTDPQHLAVPPPDVVTAVVRLAARSAARLRLDALVSGERR--PVGAGALLLAAAVGGRAQPHPAAE-TVRA--VPTARS-------LWDVLAYHAVVAPALPHIGDP-----------------------VLAGRLRAASPLTALLDRPD--TVGEAAAE--LLLEDVLLTHPQGRRLITTVYCEAPASPAQALWRGRLLDQLRMS---ERELVIDVYEAALLRHTEAHLSLIRRARVGLTV---------------PPDLATARPVAYWWAALARLERSHRRRLRARSGIGTDYLAGVRLYRQVEQLEAS
WP_053662248.1 ---------MLLWSTTDGG-AGAGPPPPEGELTDPQQLAVPPADVSAAVVRLAAQSAARLRLDALASGERR--PVGAGALLLAAAVGGRAQALLAAE-TVRA--VPPARS-------LWDVLAHHAVVAPALAHIGDR-----------------------TLAGRLRAASPLTALLDRPD--PVGESDAE--LLLEDVLLTHHQGRRLITTVYCEAPASPAQALWRGRLLDQLRMS---ERELVIDVYEAALLRHTAAHLALIRRARVGLTA---------------PPDLAAARPVASWWAALARLERSHRPLLRARSGIGKEYLAGVRLYRQVERLEAR
WP_071384076.1 MTAVDTAVRVLLWSATTDG-TAAAPAPPEGELTDPQDLVVPPPDVGAAVVGLAVRTAARLRLDALASRERR--PVGVGALLLAAAVGGRDRARLAAE-TVRA--VPPARS-------LWDVLAHHAVVAPALPHITDP-----------------------ALAGRLRAASPLTALLDRPD--PVGESDAE--LLLEDRLLTHPQGRRLITTVYCEAPASPAQALWRGRLLDQLRMS---ERELVIDVYEAALLRHTAAHLALIRRARIGLAV---------------PPDLDAARPVARWWAALARLERSHRHLLRARSGIGKEYLAGVRLYRQVERLEAR
WP_071371603.1 MTAVDTAVRVLLWSTTTDG-TAAAPSPPEGELTDPQDLAVPPPDVGAAVVGLAVRTAARLRLDALASGERR--PVGVGALLLAAAVGGRDRAGLAAE-TVRA--VPPARS-------LWDVLAHHAVVAPALPHVTDP-----------------------ALAGRLRAASPLTGLLDRPD--PVGESDAE--LLLEDRLLTHPQGRRLITTVYCEAPASPAQALWRGRLLDQLRMN---ERELVIDVYEAALLRHTAAHLALIRRARIGLAA---------------PPDLDAARPVARWWAALARLERSHRHLLRARSGIGKEYLAGVRLYRQVERLEAR
WP_046259387.1 ---------MLQWSRNCDG---DRSAPPEGDLRDLQDLAAPPPDVTDEVVRVAVYGAARLRLDRLAEQERR--PVGAGALLLAAAIGARAQEELAAE-AVRA--VPAARS-------LWDVLAHHTVVAPALPHCASTP----------------------LLAERLRDASPLTAVLDRPN--PPGESAAE--LLLEDVLLTHPQGRRLLTSVYCAAPASPGQALWRGRLLDQLRMQ---DRELVLDVYEAALLRHQAEHLVLIRQARLCLTV---------------PPDLPSARPVAQWWAALARLERSHPRLLRARTGITRQYLAGVSLYRQVERLEAI
WP_037754742.1 -------MRVLLWSTATED---GRTAPPEGDLTDPQQLADPPPDVTAAVVRLAVRAAARLRLDQPAARERR--PVGAGALLLAAAVGARARADLAAE-AVRA--VPPARS-------LWDVLAHHAVVGPALRHCAGAP----------------------MLAERLRDASPLTALLDRPN--PPGESAAE--LLLEDVLLEHPQGRRLVTTVYCEAPASPAQALWRGRLLEQLRMT---DRELVLDVYEAALLRHSAEHLALVRKARLSLTV---------------PPDLPAARPVARWWAALAGLERSHGRLLRARSGITRQYLEGVRLYRQVERLEAS

================================

fvmX2

WP_109500342.1 MCNPRRVRVEATREVVEAWELALERRARASDSVVSELEVRHPFGGTLGQATRQVFERTLITADGWRTE-EGGHVLELTDGRVRYDPATGELVVTARLEDQVTVEGHAAETLRGTVRDRATGSGEGRYYADGFAGRTREVAEREAQQVAEADAVRRAQELVGRLRTQASRESTAAAAAAEDRLQQAADDDARARLAEERERVRADLEARNHERITRLGQDGLRAVNGVLATAYQRALLDFARQHGATGIRQEESDGGIDIEFEIDF
WP_132804230.1 MCNPRRVRVEATREVVEAWELALERRASASDSVVSELEVRHPFGGTLGLATRQVFEATLTTADGWRAE-EGGHVLELTDGRVRYDPATGELVVTARLEDQVTVEGRAAETLRGSVREQATGSGEGRYFADGFAGRTREVAEREAQVVAEADAVRRARELAGRLRVQADRESTTAAAAAEARLQRAADDDARARLAEERERVRADLEARNRERITRLGQDGLRAVNGVLATAYQRALLDFARRHGATGIRQEESDGGIDIEFEIDF
WP_126270582.1 MCNPRRVRVEATREVVEAWELALERRASASDSVVSELEVRHPFGGTLGLATRQVFEATLTTADGWRAE-EGGHVLELTDGRVRYDPATGELVVTARLEDQVTVEGRAAETLRGSVREQATGSGEGRYFADGFAGRTREVAEREAQVVAEADAVRRARELAGRLRVQADRESTTAAAAAEARLQRAADDDARARLAEERERVRADLEARNRERITRLGQDGLRAVNGVLATAYQRALLDFARQHGATGIRQEESDGGIDIEFEIDF
WP_037677797.1 MCNPRRVRVTATREVAEAWQVELERRVALSDTVVSELEISYPFGGTLGDRTRAVFEAALARDPHWRETSDGAHELPLADGLVTYRSADGTLVVRARLTDTARAEGVAAETLRGTVTDVAHGEGEGRYYDDNYRGRTRRAADAEARRIAESAAERNARALLAGVRRRAQEASAVAERGAEDRVRQAATADAAAHLEAERARVREELDARNRVRVEQLGQEALRAVNAVLALAYREALLAFAREQGARAVKVDESEDSIAVEFEMGS
WP_133930092.1 MCNPRRVRVTATREVAEAWQVELERRVALSDTVVSELEISFPFGGTLGDRTRAVFEGALARDPHWRETSDGAHELPLPDGTVTYRPADGTLLVRARLTDTARAEGVAAETLRGTVRDVAHGEGRGSYYDDNWRGQTHRAADAEARRIAESAAEHNARALLDSVRRRAQEASASAERAADDRVRQAATADAAARLETERARVRDELDARNRARVERLGQEALRAVNAVLALAYREALVAFAREQGAREVRVDESEDSIAVEFEMGS
WP_092545935.1 MCNPRRIRVQASRRLAESWNHEVRRQVTLHGEAVGRAESRQELGSLLGRPVLAALERILSAHDGWREI-PEGFRYDVDGGYVVYHLDSRSLQTVAEARTEVSAGREAAARVSGVVEEEVQVEGEGRYYDDGWGGLTEETARRDAGLDADRLLDRAAAARIDAARAAAE-------ANTQAEIEARAHAEAQAALAEATAAAEADLERTAGGQLAAVGARVQEAFNVVLASAYRDAILAYARSRRAQGLRVSEGDGVVRIEFEMER
WP_020510224.1 MCNPRRIRARATRRIAEAWEHETRRQVTLRGEVSGEARVREALDGSLGAPTLAALFAVLSRNPDWTET-DGVFRRDVDGGYLLYHTATREIEIVAVSRAAVVGHGDAAATVRAELDQTVESEGVGIYYDDQATPFHIAHARRMARHNAEGALDAAAGRARAARRREID-------AEQEAGLSEEAARRAREDLQRQSADRAESVQRIAAEQLAAVGVQARGLFHQALAEAYRDAILAFARSRGATGVRSVEHDGVIDIEFEYDA
TQS46757.1 MCNPRRVRVRASRTIEDAWEQQVRRQVVRRGTATGEARVRESLDATLGGPTLAALAGVLGRIPGWEQD-GDSFRHAVEGGYVAYHPQTREMEIVAQASADVQVTGDASEVVRGTVSETAEVEGVGTYYDDGWGGRRESDARRDAELDAERGLAARARELLDEARRQADL-------AEGARVEAEAGERADAALAEAARTRAEALSRAAEARLEAVGVQARSVFHRALAEAYRDAILAYARARRAEGLRLTEAGGVIEIEFEMPA
WP_095046537.1 --------------------------------------------------------------------------------------------MTARLVDMVSAEAEVTRVVEGTVDVHTTAERTERYYDDNWGNLTKEVAERSARLEAQDRADRKAAEQAAREEEKARLAGQATLAAQRTELDAEAREEAERRVAATAEQRREELSRDAADRLADARTDFLRPVHEVLAVAYRDAIVEYARANGAQALQVDETDGMLNIQFEMEA
WP_037754744.1 MCNPRRVRVRASSRLTKMWQEELSRTGRASTEVAGEATLRQEFGTLLGKAARRAFETALGEDTRWVWQ-DGVYRLELDAGAVAYHLDSGEIEMTLRLSDVVTAEAEVTRTVQGTVDVQTHAERTERYYEDSWAGLSRSVAERTAKLEAQERADRKAAEEAARQEETERLAGQRRLAGLTGELDAEANEEAERRLAAPAERRREELSRDAAERLETARTDFLRPVHEVLATAYRDAIVEYARAHGAQELQVDETDGMLNIQFEMEA
WP_031170447.1 MCNPRRVRVRASSRLTRMWQEELRRTGRASAEVAGEATLREEFGTLLGAPARRAFEDALGADTRWTWQ-DGAYRLDMDGGTVVYHLDTGEIEMTARLSDVVTAEAEVTRTLQGTVDVNTTAEHTARYYDDSWAGLSKSVAERTARAQAQERADRDAAEQAARQEEQERLAGQRRLAGQRDEIDAEARAEAERRAAAEAERRREELERDAEAQLRDTRTGFLRPVHEVLAVAYRDAIVAYAREHGVQDIQVDDTDGTLNIQFEMEA
WP_067128141.1 MCNPRRVRVRASSRLTRIWQEELRRTGRASAEVAGEATLREAFGSLLGAPARRAFEAALGADTRWTWQ-DGAYRLDLDGGTVVYHLDTGEIEMTARLSDIVTAEAEVVRTLEGTVEVDATAEHTEKYYDDNWAGLSKSVAERSARAQAQERADRDAAEKGARQEEQERLAGRRRLAGQRDAIDAEAHAEAERRAATEAERRRGELERDAETRLLEARTGFLRPVHEVLAVAYRDAIVEYAREHGVRDIQIDESDGTLNIQFEMEA
WP_071384073.1 MCNPRRVRVRASSRLTRMWQEEISRTASVSTEVAAEATLRQEFGTLLGVPARKAFESALGADTRWTWQ-DDAYRLDTDHGVIVYHLATGEIEMTARLTDVVTAEAEVTRTLQGTVEVNAVAEESARYYDDSWGGLSRSVAERTARMQAQERADREAVEQIAREEEQQRLAGQRELADQRDDIDAEARAEAERRAAAGAGRRREELERDAAARLRDARTGLLRPVHEVLAVAYRDAIVTYAREHGAQDLRVDETDGMLNIRFEMEA
WP_053662240.1 MCNPRRVRVRASSRLTRMWQEELSRTAQASTEVAAEATLRQEFGSLLGAPARRAFESALGTDTRWAWQ-DGGYRLEMDGGAIVYHLDSGEIEMTARLTDVVTAEAEVTRTLHGTVEVNATAEETAKYFDDNWAGLSRSVAERTAHAGAKERAEREAAEQIAREEERERLAGQRRLADQRDEIDAEAHAEAERRAVADAGRRREELERDAEARLRDARTAFLRPVHEILAVAYRDAIVAYAREHGVQDLRVDETDGMLNIQFEMEA
WP_132123856.1 MCNPRRVRVQATRKIAEAWRTEIKQAATARGDVSSEARMTQLISDYLPEPARRAFEQAMRSSPDWELT-DGEYRREVPGGHVAYRPDTGELEIVVRLSVAIEAVGTAKLVAEGEVVDEVTAEGIGTYYADGFGGITEEHAKRQAEKAADAKLTELAEQRTASLKQKAEDKAKHELKKRQREATEQAKLSAEHKLTTQAQELQTGLDVRAGEQLEQVQAETLKGIFQLVAAGYSAALQEYAAQYG-QNLQVSEEDGVIAIEFELER
WP_033359491.1 MCNPRRIRVQAKRKIAEAWKAEIERAATARGDVSSEARLVQLIDDLLPRPARMAFERAMRDSADWAES-GGEYRRAVPGGTITYRPDTGELEIVIMLSAAVEAVATAKLVAAGEVTDEVAAEASGQYYDDNYRGQTREMAETRARAAAEAKVAALADDRLAALKLEAEERARFELNARAGEAVLEARRSAERELTLKSDEMRTSLDDEAGRRLEEVQEETLKGIFQLVATGYSQALQAYAEQYG-ENLRVTEEDGVIQIQFELEQ
WP_093170143.1 MCNPRRIRIRATRTIAERWSAEIRRTARVRGSVTGTARMSQPLASMLPDAPRRAFELVVARHPEWRQV-GDCHLADVPGGRIAYWPDTGELEISVELSTEIEAEGEGVVTIGGEVREDATAEAEAFYYSDGYSGRTRSAARRQARQAAEAEADQRAAELAATRAAVAGELARAAGEGGEEAVEA-ARADAERRLDRQRARVADDLNRQAEEQLDDLHRRTLRVVFATVAEGYRAATIAYARANGAENIRESDEGGVIEIQFEMEA
WP_020645965.1 MCNPRRVQVRATRTISEQWRAEIARTAEASGTVAGEARLECPLATMLAPAALAAFVEAVRDDDQWVFA-DGVYRLAVPGGQVTFDPAGERIEIVVRLTEQLRTEGHAERVVTGAVDTEVTAEGEATYYTDGFAGRTRAVAQREAEQAAAAAAEANAARERETLTRAGRERAQEAMRADAGRVQAEAEADAQRRYADAAETRSAALRGEADARLAEIHRQTLDAVFRTMAAGYRAAIVRYARQNNAENLSVTESGDVVEIQFEMEA
WP_093947434.1 MCNPRRVQVRATRTISEQWRAEIARTAEASGTVAGEARLECPLATMLAPAALTAFVEAVREDDQWVLA-DGVYRLAVPGGQVTFDPAAERIEIVVRLTEQLRTEGRAERVVTGAVDAEVTAEGEATYYSDGFAGRTRAVAEREARQAADAAAEANALRERETLTRAGRERAQEAMRSDAGRVQAEAEADAQRRYADAAATRTAALRGEADARLAEIHRQTLDAVFRTMAAGYRAAIVRYARQNNAENLSVTESGDVVEIQFEMEA

================================

fvmX3

WP_092545936.1 MRFQVRFEYDEATGEVSVFQVDAVPES----------GRAGDHDRLHDQVSAELAGLLEVNAEVVEQEEPGIPGRRRGWHTDPGE-----TSREQRPEAQEES
WP_132123857.1 MRVKVRFRVNAETGEVEQFLIEDIST-----------AVEPEHDKVHDRIAHEVGKVVERRPAPEQVTDALAGDTP-PLVYQPGD--LLPSAGDQHREREKAN
WP_033359492.1 MRVRVVFRVDATTGQVDEFLVEDIST-----------QPEPEHDATHDRIAYEVGKVVERRPSPQQVVGGVSGDQT-PLVYQPED-----TLPPVADGETTSE
WP_143020200.1 MRFRVTLRVDPETGETQV-QVDDISVG----------RRLADHDARHEELAQEFLDVLDPQADLDEIRRAAPLL---PAAA-PGP-----EEEAARTRRAEEL
TQS46756.1 MRVRVTFRYNAETGEVEEFRVDDVGSSGVT-------GRAEDHDARHDRATADVAQVVERNALIEELAPGPAVER--QAHV-RPS-----AEPETRREAERDA
WP_126270583.1 MRVRVRFRFNTDTGEVELFQVDDIGA-----------GAGPEHDAEHDRISAELGQVLARRPDVEEISPFEEPPL--WRHD-PTPQTPARVRDEETEGPEPGE
WP_037677799.1 MRVRVRFRFNTVSGEVELFQIDDIGAEEADGTEG-ARSRGAAHDAEHDRISAEIGAVTARRPDVEEVRPVVAGVPFDPTRW-SRIRPVSNRSEESEPDVETGE
WP_133930091.1 MRVRVRFRFNTVSGEVELFQIDDISAEEADGTEGTARSRGPAHDAEHDRISAEIGAVAARRPGVEEVRPLVTGIPSDPSQW-SQVRPVGAGQEESEPDVETGE
WP_043791358.1 MRVRVTMRLNVATGEITPMVVDDLGT-----------RRGEDHDARHDEIAAEVGRVLDPRPRVVEVLPGSGPAEETPLLP-RPE-----AEPAELPERRTHT
WP_093947435.1 MRVRVTMRLNVATGEITPMVVDDLGT-----------RRGEDHDARHDEIAAEVGRVLDPRPRVVEVLPGSGPAEETPLLR-RPE-----EEPAELPERRTHT
WP_037754746.1 MRVRVEFRFNSETGEVERFQVDDLGRT----------TRVQDHDATHNDIAFAIGQVLDRRPGVEEVVDTGRGAV--PLPL-PVE-----DEPEAVRQQRLAQ
WP_046259389.1 MRVRVEFRYNAETGEVELFQIDDIGRT----------TRLQDHDAAHDDIAYAIGRVLDRRPGVQEVVDDGRTGP--AVAL-TVP-----DEPERPPERERLQ
WP_071384072.1 MRVRVEFRYNAETGEVELFRVDDIGRA----------TRVGDHDAAHDEIAHGLGRVLDRRPGVEEVVPGREPVPE-PPRPHERD-----EPGETPPERERLR
WP_053662238.1 MRVRVEFRYNAETGEVELFRVDDIGRT----------TRIGDHDATHDEIAYGIGRVLDRRPGVDEAVPDREREP-APGLHAQSE-----QPASERPERERAH
WP_031170445.1 MRVRVEFRYNAETGEVELFQVDDIGRT----------TRIEDHDAAHDEIAYAIGRVLDRRPGVAEEVPEREREPQLRQQSAQTDP----DDGEQYHEPKRAY
WP_067128144.1 MRVRVEFRYNAETGEVELFQVDDIGRT----------TRIEDHDATHEEIAYAIGRVLDRRPGVAEVVPDREREPQAQRITETDE-----GTGQQHHEQRRDH

================================

fvmX3-analog

RLS40984.1 MAQMVLKLSRDPATGKPVVVVELHSDADSMPFEHEDSHRALIEQLIGRGLLGPDEDPQIVITR--------TANIAPPGPEVSGSPETAAGKSLQAG
MBM74107.1 MAELNIRLTYNRQTGRHDIFVDYQSDADSLPFEHEDDHRALVERLISSTGMSEEDFGEIVIRR--------LSVQEKIAVMSGETLPEIDQKTQNNN
PCJ17225.1 MAKVILSLKKNSEDGKQELTIDYESDGDALPFEHEEDHKALVKKLLGANSLDLSEIDSIVVNR--------KAIALTDEGEKEREQQSERKKIIQR-
MBK05552.1 MADILIRLRFNLETGKKDIIIDYTSDDDALPIEHEQAHREFIGDLLGKGILEPDEMGEVKVNR--------ITPGSSPQGRREETAQPQKEGAGQS-
MBH25656.1 SAEIKVHLRYNLETGKKDIVIEYDSEDDALPYEHEQRHRQLVEELVGKGILDSDDVGNVLVGR--------VEKDAQ-GAPVVKPEAPAQQPEAVGE
PCC71844.1 MAEVTIRLRHNPRTGEREVVIHYESDSDALPHEHERDHRALAERLI-GRPLE-QVLGGMTVDR--------VVVEKAPKAGAAAREEAAREKAGVRG
WP_096329842.1 MAEVTIRLRHNPRTGEREVVIHYESDSDALPHEHERDHRALAERLI-GRPLE-QVLGGMTVDR--------VVVEKAPKAGAAAREEAAREKAGVRG
PZR18635.1 MATLILRLEIDPQTKKKNVIVKYDSDSDALPMEHEQQHKAIVEALLKGGTVTAEDLGTITIER--------EGQGAARPPAQTEAPAAGRSAVENKG
WP_088257899.1 MAEMLIILRRDPQSGKQNIIVKLDSDPDALPIEHEQMHKQLVEKLI-GKGIKAEDLGEIVIER--------EATKEP-AKPTAEPEAPERQKTSQGR
WP_109570878.1 ------MLRRDPNTGKQNIIIKLDSDPDALPIEHEQMHKALAEKVL-GRKLKDDD--QIIVER--------ESEQHP-TGPVQQPNEPERQKQTNKG
WP_082839482.1 MAEMIIMLRRDPNTGKQNIIIKLDSDPDALPIEHEQMHRALIEKLI-GKGMKPEDMGELIIER--------ESEAQP-SGPVSQPNEPEKQKASNKG
WP_013563424.1 MANLWIQLTWNPDTGKRDILVKLESDPDALPHEHEEQHKKLVNRLIEGGVLSAAEVGEIVVER-------IDPEPTRPVDRIEESGQSERRAISTGG
PID39891.1 MAELTIHLRIDPQTRKKDVIIIYHSDDDALPLEHEDEHQAIVDKLIEGGALSAAELGRIVVER--------DPSADERRELSAAEELAQREAIDQGS
WP_006976997.1 MPELNIHLQIDPATGKKNLIIEYESDSDALPHEHEEEHRELIDTLVEGGMVKAEEIGKVVVRR--------DQPQGQAQAQSDDRAEDERESVDAGQ
WP_071896884.1 MASLTLRLQIDPTTGKKDILVKYESDADALPMEHEEEHRRLVDKLIAGGALKASEVGRILVER--------ETPASSPSGEQTPASEDVSGRVARKA
WP_002627973.1 MASLTLRLQIDPTTGKKDILVKYESDADALPMEHEEEHRRLVDKLIAGGALKASEVGRIVVER--------ETPAST-SGEQAPASEDVSGRVARKA
WP_095985480.1 MASLILRLQIDPSTGKKDILVKYESDADALPMEHEEEHRRLVDKLIAGGALKASEVGRIIVER--------ETPAST-GGEQTPASEDVSARVARKA
WP_002635064.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVQR--------ETPSGQ-TAEPDAIAEEASGKVGQKA
WP_013939475.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVRR--------DTPSGQ-SAEPTSTPEDASEKVPQKA
WP_095958504.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVRR--------DTPSGQ-SAEPTAPPEDASEKVPQKA
WP_140790496.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVQR--------DTPSGK-AAEPTSTAEETSEKASQKA
WP_090492712.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVQR--------DTPSGK-ATEPASTAEDASEKVRQKA
WP_140862180.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVRR--------DTPSGK-AAEPASTAEDASEKASQKA
WP_011552958.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVQR--------DTPSGK-AAEPTSTAEDASEKVSQKA
WP_141619820.1 MASLILRLQVDPATGRKDVIIQYESDADALPMEHEDEHRRLVDSLIQGGTLKASELGRVIVQR--------DTPSGK-AAEPTSTAEDASEKVGQKA
WP_141322753.1 MASLILRLLVNPQTGRKDVVIQYESDSDALPMEHEDEHRRLVDQLIAGGALKASELGQVIVQR--------DTPSGQ-TANPESTSDGNAEKVSQKA
WP_046713159.1 MASLILRLLVNPQTGRKDVVIQYESDSDALPMEHEDEHRRLVDQLIAGGALKASELGQVIVQR--------DTPSGQ-AANPESTSDGNAEKVSQKA
WP_074957490.1 MASLILRLLVNPQTGRKDVVIQYESDSDALPMEHEDEHRRLVDQLIAGGALKASELGQVIVQR--------DTPSGQ-ASNPESTSDGNAEKVSQKA
WP_015348942.1 MASLILRLVVNPATGRKDVVIQYESDSDALPMEHEEEHRRLVDQLIAGGALKASELGRVVVQR--------DTPSGQ-AATPESNSESTSEKVSQKA
WP_141643776.1 MASLILRLLVNPQTGRKDIVIQYESDSDALPMEHEEEHRRLVDQLIAGGALKASEVGRIIVQR--------DTPSGQ-AAQPESTSESTVEKVSQKA
MBK06499.1 MGSITISFIHDPETNRKELWVDYESSEDWMPAEHERRHKQIVRELVDQGKLEPSMVDRIHV----------RVEGEEMEVEEIEENINLVPQSTKT-
TNE49082.1 MGAITLSFVYDPENNRRELWVDYESEDDWLTAEHERRHREIVKQLIAEGKLDPDMIDRVQVRVAGEERVVEQVPLDAVEQEDFAPSQGEAKAEPNKG

================================

fvmX5

PCJ17227.1 MSHSYLVELKV---------RVRE--TIKVNEEWKSLVEVLPILPQVEMAQLLSQELEKENDWSKK------GTIHSKKDGNWSMDYDEESMLLSIVFDEEKTFEKEEVRHVNV--YNPGYDNDDRYTEIERKKIRTKMSQNHVDMTD-----YKKETEQKLSDETEPKLNEIDDLFQTLVEKVQIKALKSKAKNIGEIESITEDQS-SG---EIKIVINI
RLS40982.1 MSYAYRIDLKE---------SQIV--SVEGKDTFTTCIELVDVLPAPAMRELLEQKLAEAG-FRSEA-----DHMVK-VDGHTSVTVNLSTREVEVSALRGGERQVEVTVSHRG---EDHAPVSAQERLQRQELLRQQLDQKLQTQTKIAETLMEKSLREEATAALREAIPRLAAELGCVSHAVQAAALETKARSMGTVERVEHDPD-SQ---SMTIVIKL
PCC71842.1 MSRGYRIRISDPNWRPVTYHDAAK--QVASTDAIEMDVGMLEILPEGAMTALLREELAASG-WSKGQ----DGGMSR-TFGEVAVTLSPDGRTVTVRAAASKQVT---------------------TRATSQEQANSRLEEAGKRA--------ERDLAQEVARRLGAHEGEIRGELQAALQKVYAEALRQKAASMGQIESVHEGRGADGEL-ELTIKVRV
WP_096329840.1 MSRGYRIRISDPNWRPVTYHDAAK--QVASTDAIEMDVGMLEILPEGAMTALLREELAASG-WSKGQ----DGGMSR-TFGEVAVTLSPDGRTVTVRAAASKQVT---------------------TRATSQEQANSRLEEAGKRA--------ERDLAQEVARRLGAHEGEIRGELQAALQKVYAEALRQKAASMGQIESVHEGRGADGEL-ELTIKVRV
WP_106395425.1 MSRTYRIRISE---------SLRR--HVQVDDGIQSKLEILDILPPEQTAALLERELEGAG-FEQRE----DGQWVRADEDGVEVRVDPQASTVTVSASADTDLDITKERLIRA-----YAENDATTRERGRQALEDELEAEAGER--------EKNLQAKVTSTLEGKLGDLRRELDQISNRVTAEALKQKAASIGEVQEVSEDPE-TG---SLTIRVKI
WP_006976995.1 MSRAYRITISE---------TLRR--HIHVADGLQTQLEILEILPKEQTAELLKGELAKAG-FTEVENEDGTKEWVRVDEDGVEVRVDPLEGTVQVRAQADEKVNIEREKQIRV-----YAENDAAMRERGQEALEAELEGEVSDR--------EKNIQAELTRKLEGKLGDLRKELDRVANTVTAEALKRKAAAMGEVQEISEDPE-SG---SLTIRVKI
CEF49304.1 MSRSYRIAVKE---------SVNR--VIRAEDRVSTQLEILEVLPPEQMASLLATELEKQG-FEKQG-----NVLVR-KENGVTITVDPEKGTVTVSAEVSEKVQLETEREGRA--YDDAGPGAKAVREQLKKEAQEVLEKQAKEK--------TSGLQSKITDRLEGQLGDLRKELDQVVNRVTAEALKQKAAQMGQIKEMTEDPD-TG---NLTIVVEV
HBI41238.1 MSRSYRICVRE---------SVSR--VIRAEDRVSTHLEILEVLPPEEMAGLLGDELERRG-FQRQG----DGTLVR-RAKGAMVTVDPAAGTVTATVETAEAVKVEAAKDGRA--LDLAGRNAERVRESLRHELRGDLEKKVGEK--------ELSLQTKVSDELEAQLGALREELDQTVNRVTAEALKRKAARLGRIKEITEDAQ-AG---SLTIVVEV
WP_020473750.1 MSRAYRIRVKE---------NISQ--DLAASDEVCSDLEILEILPGDVMADLLAGELKGRG-FEEKD-----GKLIR-DKDGVTVAVDPKSGEVGVKAVKTDRVELESEAEGWG--YDDVGPKESAIKKSLAESAKADLAKRAKRQ--------QDRLQAEATEALEGEMADVRKELNDAVNAVTREALKRKAAQLGRIKEMTEDAE-AG---SLTIKVEV
WP_010040328.1 MSRAYRITVKE---------SETR--NLKAGDEICTELEILEILPPEDMATLLREELKKRG-FEEQD----DGTLCR-KDGELTVKVDPCRGEVSVKAETQQTVNQEVKREATG--FNDVGPNEKSLREKVKEQLKQDLDKKFDQE--------QSKLQDKATQALEKHLQDLQPEISEVVNQVTRDALKQKAQQMGTVKEISEDAE-SG---SLTIKVEV
WP_052559840.1 MSRAYRITVKE---------SETR--NLKAGDEICTDLEILEILPPEDMATLLKEELKKRG-FAEQE----DGTMVR-KDGDLTVKVDPCTGEVSVKAETEETINQEVKREATG--FNDVGPNEKNLREKVKDQLKQDLDKKFDQE--------QSRLQGKATEALEKHLQELQPEISEVVNQVTRDALKQKAQQMGTVKEISEDAE-SG---SLTIKVEV
PID39892.1 MSRAYRIAVSE---------SLRR--HVWVGDGVETTLELLSVLPQDRMATLLAAELSKLG-VEREG-----DTCRRVDDEGVTIEVELLEGTVTVSLSAEAELELERETVAAS----YTQEGLKEAANERREQLQRRLEAAADAK--------EEALRLAVSEKLERKLRDVQAELDGAVNRATAAALKEKAAQLGEIEEISEDVE-SG---ELTIRVRL
PZR18633.1 MSRAYRISVKE---------SLSR--HVQVEDGVSSSLELLPILEKERMRELLAAELAQRG-FEREG-----NTASRKEGGGITVEINLESGEVTVTAEGHRSVNLETERNAV---VEEDRDNVQARELHLREVAKQALEREAAAE--------QETLRREVTERLEGHLRDVREELDGVVNRVTGTALKQRAAELGQVEEVHEEP--NG---NLTIKVRV
WP_095985478.1 MSRAYRISVSE---------SLNR--VVRAEDGVCSKLELLPILSQEELGGLLAEELARRG-FTREG-----PVALRTEADGVRLAIDVQTGDVSVTLADERAVELEATAQR----GYAREEEKAQAEEQAREQARARLEDRASVA--------RESLREDLTRRLEARLRDLKQELDAVSNKVTAEALKVRARQLGTVEEISEDPA-TG---SLTIKVRL
WP_071896886.1 MSRAYRISVSE---------SLNR--VVQAEDGVCSKLELLPILSQEELGGLLAEELARRG-FTREG-----PVALRTEADGVRLAIDVQTGDVSVTLADERAVELQATAQR----GYAREDEKEQAQDQAREQARARLEDRATIA--------REVLREDITRRLESRLRDLKQELDAVTNKVTGEALKVRARQLGTVEEISEDPA-TG---SLTIKVRL
WP_002627975.1 MSRAYRISVSE---------SLNR--VVQAEDGVCSKLELLPILSQEELGGLLAEELARRG-FTREG-----PVALRTEADGVRLAIDVQTGDVSVTLADERAVELQATAQR----SYAREDEKEQAQEQAREQARARLEDRASVA--------RESLREDLTRRLESRLRDLKQELDSVTNKVTAEALKVRARQLGTVEEISEDPA-TG---SLTIKVRL
WP_002635066.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCTKLELLPLLSREELAGLLSAELASRG-FTQDG-----DVALRTEADGVRIAVNVTTGDVSVTLSGEKEVELKARGEL----AVESPHEVKKAKLRAQDLARARLEDAADVA--------TDTLRQDVTRKLEARLRDLKSELDAISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_013939477.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSQAELAGLLAAELANRG-FTQEG-----GVALRTEADGVRVAIDVTTGDVSVTLSGEQEVELKARGEL----AVENPHAVEEAKLRAQDLARARLEDAADVA--------TETLRQQVTQKLEGRLRDLKSELDAISNKVTAEALKVRAGQLGTVEEVHEDAA-TG---SLTIKVRV
WP_095958506.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSQAELAGLLAAELANRG-FTQEG-----DVALRTEADGVRVAIDVTTGDVSVTLSGEQEVELKARGEL----AVENPHAVEEAKLRAQDLARARLEDAADVA--------TETLRQQVTQKLEGRLRDLKSELDAISNKVTAEALKVRAGQLGTVEEVHEDAA-TG---SLTIKVRV
WP_141619822.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSREELAGLLAAELANRG-FTQEG-----DVALRTEADGVRIAIDVTTGDVSVTLSGEQEVELKARGEL----AVESPHEVEQAKLRAQDLARARLEDAADAA--------TDTLRQQVTQKLEGRLKDLKSELDSISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_141592592.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSREELAGLLAAELANRG-FTQEG-----DVALRTEADGVRIAIDVTTGDVSVTLSGEQEVELKARGEL----AVESPHEVEQAKLRAQDLARARLEDAADVA--------TDTLRQQVTQKLEGRLKDLKSELDSISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_140874636.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSREDLAGLLAAELANRG-FTQEG-----DVALRTEADGVRIAIDVTTGDVSVTLSGEQEVELKARGEL----AVESPHEVEQAKLRAQDLARARLEDAADVA--------TDKLRQQVTQKLEGRLKDLKSELDSISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_090492719.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSREELAGLLAAELANRG-FTQVG-----DVALRTEADGVRIAIDVTTGDVSVTLSGEQEVELKARGEL----AVESPHEVEQAKLRAQDLARARLEDAADVA--------TDKLRQQVTQKLEGRLKDLKSELDSISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_011552960.1 MSRAYRVSVSE---------SLNR--VVQAEDGLCSKLELLPLLSREELAGLLAAELANRG-FTQEG-----DVALRTEADGVRIAIDVTTGDVSVTLSGEQEVELKARGEL----AVESPHEVEQAKLRAQDLARARLEDAADVA--------TDKLRQQVTQKLEGRLKDLKSELDSISNKVTAEALKVRAGQLGTIEEVHEDAA-TG---SLTIKVRV
WP_046713161.1 MSRAYRISVSE---------SLNR--IVHADDGVCSKLELLPLLSREETAGLLAADLAARG-FVQEG-----DVAVRTEADGVRVAVDVTTGEVSVTLAAQQEVELTAVGEV----RTNAPAPTEATQKLAREKARAKLEDRAQDA--------TEALREEVTRKLEGRLRDLKAELDAISNKVTAEALKVRASQLGTVEEIHEDAA-TG---SLTIKVRV
WP_141322755.1 MSRAYRISVSE---------SLNR--IVHADDGVCSRLELLPLLSREETAGLLAADLAARG-FVQEG-----DVAVRTEADGVRVAVDVTTGEVSVTLAAQQQVELTAVGEV----LSHAPAATEATQELAREKARAKLEDRAQDA--------TEALREEVTRKLEGRLRDLKAELDAISNKVTAEALKVRASQLGTVEEIHEDAA-TG---SLTIKVRV
WP_141643778.1 MSRAYRISVSE---------SLNR--IVQAEDGVCSKLELLPLLSREETAGLLASELANRG-FTQEG-----DVAVRVEADGVRVAVDVTTGEVSVTLSDEASVELRATGEV----LSHTPDGSEATKKLAREKARAKLEDQTQDA--------TESLREDITRRLEGRLRDLKSELDSIANKVTGEALKVRASQLGTVEEIHEDAA-TG---SLTIKVRV
WP_015348944.1 MSRAYRVSVSE---------SLNR--IVHAEDGVCSKLELLPLLSREETAGLLAAELAARG-FTQEG-----DVAVRVEADGVRVAVDVTTGDVSVTLSDESSVNLVATGEV----RTETPHETEAVRKLAREKARAKLEDKAQDA--------TDELREDITRRLEGRLRDLKAELDSISNKVTAEALKVRASQLGTVEEIHEDAA-TG---SLTIKVRV
MBM74109.1 MSKGYYITIKE---------SICAPVQIEAEDKLEQRIKLKAILPKSEMKELLKEALLDLG-FLEEE-----ELLVRLDESGELQIVDLEKMILTAKINRSETEMRELSEQKQI--TLEKRVQQEQIKQQLKERLQEQVDNLTTEH--------SARLQLEIAATLAENTPQRNELIHTALQKTYAEALKRKAQSLGQVLEQSENISEDGQY-ELNIKIEL
TET34121.1 MSYPYRVVISH---------SISE--SVTIEDESRNDVILTEYLPKERMKDILRDALERRG-WTKVD----DDHYAREGDRGETMVFDLEEGAVITSVNITETMEKEKTVTARG--AGRSHARKAELRERVKQKLEKQLKFTEEERTE-----KKDEIQEKASQVLSETENSRKEELNDILMDVYAESLREKAKTLGQVVSIEENRSDDGTVFEMQIKIEE
OIP44722.1 MSQVYQITLTS---------GITR--TIHASDQMTHRIELTPILGEPQMKDVVRASLKERG-WEEQE----DGTFHKTGDDGETLIWDLEAGQVVTIVEVEKEVSADLSAKG----TGGSDEAARRSAERSLNRQTARVEHDIAET--------ETELARETAQTLKDSAKRREREINDVLQGIYAEALKEKAKELGTVLSIDEHRD-GD---DYELVIKI
PJB47821.1 MSQVYQITLTS---------GITR--TIHASDQMTHRIELTPILGEPQMKDVVRASLKERG-WEEQE----DGTFHKTGDDGETLIWDLEAGQVVTIVEVEKEVSADLSAKG----TGGSDEAARRSAERSLNRQTARVEHDIAET--------ETELARETAQTLKDSAKRRERELNDVLQGIYAEALKEKAKELGTVLSIDEHRD-GD---DYELVIKI
MBK05550.1 MSQLYHIQLKA---------SVSE--TYDLSDKTVHQLDLTEILPEDEMKDILKGRLQERG-YEEKE----PGIWSKQQEGGVEVNINLENMELTAHIKEEKELETEVAVRGSGYSRENARNEARNQLSHAQDSAKEKLDAE------------GQKLQRQLTKQLEEGEQERLREVNEILQEVYAESLKRRAGQLGEIMEIHESKE-QG---QYELTIHV
MBH25653.1 MSRAYWVKLSS---------SVSE--TVNAHDKAIHKIDLDTVVPEGEMNEILKGALEEGG-W-EKS--DGKDNTYEKDVEGVRLSWDLDEMTVEAQVEGSETVSRDIAVEGRG--YDRGTARREAERMLQQEEDSARDAIQAE----------TDRLQRELSKQLDENEQKRVREINGVLQRTYAEGLKRKAGRMGNVTSINESTNPDG---EYQLTITI
RCK81651.1 --------------------MFLTSDQLARRGRLDLSFDLLGILEPERMTELLDQVLARRG-WTRTP----DGKWARPSANQAIWQIDTGSRVLAIDISPQLAQDIAIDSSRLG--IYDDSGPVKVSVEQLPATVRTSIEVA------------LQHLETGEKDRLVAEAMQARQALTAALQEVYREALQEKARAMGNIVSVSESTQ-DG---TTRIRIEI
PKL44258.1 MSRSYRINIPV--------EVLLTNDRLDKLGRFSMPFDLMQILSLARMQELLKQALLRAG-GNDTA-----NGVALPCADGKTAVVDVENLKIRLEVQLPDEFATSA--------YEESIPRLKEQIQNALDKGTQIDSLWSDYA--------EKAIAEDMARQLRDLALAARQTLNSAIKEAYSEAIKEKAAQLGSVSAISESSD-GS---TTRIRIEV
PKL48724.1 MSRSYRIRIPI--------EVLLSNDRLDKLGSYSMPFDIMQILPADQMQDLLKKSLLAAG-CTDSE-----AGLVVPCQDGKTALIDVENRTIKIRVPVPKEYETGV--------YEEVLAGVNAQIAQALASGQQLGGRMSEHA--------DSLLAGQMASQLRDLTMEARKVLNAALKDTYREAIREKAAQIGNVTNISESSE-GG---STRIRIEV

================================

fvmX6

WP_106395426.1 ARVSRSEAELLTLTRALMAPGPRYLPALRHRPRRTPRLEKIGPTAMGLLQQTLARGVAFELLRRGGWQTRRTLVNG--HAKRGTVWQRHRELP--PLTFGPASFELLSWLRAEDVSSP--KRELPQAARTTLADELLYYLAAEQIVR------AGGVLRQPAFLRSPLCQLGYADALAG---DEPLPKLDLRELAR---GE-GAIVLEALQPDLCRRWVAMERAKGERAELSVMTQIGQAQDQVLASLFSALDLVDPRRRELASFLAEAARELLARGPERRCPDHRWWIGGLDLRAP----LSARQSAFAASAAFLRGVAQLGRWLDEAGVVAHFDEDYEAAQLLLSSWQYLRSAPEPTEEAQIPATILDRAIR
PID39893.1 RPVAASEHDLLTLARALVGQLD-PDAVVPLLRRRRVMPAGIGPTCAALLCQLLGRGSVIALARKGAWRAQDSLVEGGEEVARGRLWQKR-PAP--ALRFGPATMRLLRHLAGEPQGKKAKGFSLPKKTTLELGDELMLYLACELLRRAGY---GEVLSSWPAVRNSALCWLGHVDLLVGAGEKKRPSEAALAAFHPRWVEGAGATILEALGPELARRWLTVERGKGRIVQAQPLAALGEAQDALLCALSDAAD--RAGRRDLLGFVLEAGAALL-----GPRPTARLFIAGLTQAAQSGAHLAERQAAARGAGALLRGLSAFAVWIEEARQVRFFDDDYESAQLLLARWAPYGNDRHEHAEMLLRELGSLQTLA
WP_002627977.1 MSVSPSEYALLSLGRAIVDSGQ-YASVEDLLLTRRAVPPKLGPSALQVLRDLLAKGIVLALVRRGGWRRRRHLHEG--QGVEGRLWQRH-AAP--PLHFSSACVRALQWLTSQPLGRL-DCEPLEVETPLTLADELFLYLCCHLVAGTPC---GPSVGAQPLFRHSALCRLGFPELL-----GAPPPGFDASAFTP-LLAQ-EGLVLEALQADLARRWLRLEESKRRVSEPADMVALGSAQEVVLSAFLDALE--AARRRELAGFLLEAGRGLV------ERPATL-WVEGLSPLAS----LRARAEASRAAGAWLRSLARLARWDAEHRAVRFFDDDYDAAQLLLSQWSAFGEAGFRLAAERERALASLGSIE
WP_071896887.1 MSVSPSEHALLSLARAIVDSGQ-YASVEDLLLTRREVPPKLGPRALHVLRDLLAKGVVLALVRRGGWRRQRHLHDG--QGVEGRLWQRH-AAP--PLHFSSACVRTLQWLTSQPLGRL-DREPLEVVEPLTLADELFLYLCCHLVAGTPC---GPSVGAQPLFRHSALCRLGFPELL-----GAPPPGFNASAFTP-LLVD-KGLVLEALQADLARRWLRIEESKRRVSEPADMVALGSAQEAVLSAFLEALE--AARRRDLAGFLLEAGRGLV------GRPATL-WVEGLSPLAS----LRARAEASRAAGAWLRSLARLARWDSEHRAVRFFDDDYDAAQFLLSQWSAFGEAGFRLAAERERALSSLGPFE
WP_095985477.1 MSVSPSEHALLSLARAIVGSGQ-YASVEDLLLTRHAVPPKLGPRALHVLRDLLAKGIVLALVRRGGWRRQRHLHEG--QGVEGRLWQRH-SAP--VLHFSSACVRTLQWLTSQPLGRL-DCEPLEVVAPLTLADELFLYLCCHLVAGTPC---GPSVGAQPLFRHSALCRLGFPELL-----GAPPPGFDASAFTP-LLAD-KGLVLEALQADLARRWLRLEESKRRVSEPADMVALGSAQEAVLSSFLDALE--AAQRRELAGFLLEAGRGLV------ERPAAL-WVEGLSPLAS----LRARAEASRAAGAWLRSLARLARWDAEHRAVRFFDDDYDAAQFLLSQWNAFGEAGFRLAAERERTLASFGPIE
WP_002635067.1 IRVSPTEHALLTLARAIVGMGQ-YASVEDLLRAIHTVPRRFSPPALQVLRDTLAKGSVLALARAGGWRWEHSLRDG--QTRSGRLWERH-APP--ALHFSPITLHVLRWMLEQPMTKL-AVTSLQVDGTPTPADELFLYLCCRLVAGTHC---ARALGVQQVFRRSALCWLGFPEQF-----GTKPPELDAAAFAP-LLAD-GAWLLEALRQELAQRWRALEESKRGISSPAEALALGTAQEAVLSAFLDAVD--AAGRRDLAGFLLDAARPLM------EQPASR-WVEGLSSSAT----LSSRAEAARAAAAFLRTLSRLSRWDAEHRAVRFFDDDYDTAQRLLSEWGTFGEAGFRRAEDHARELASSLLSA
WP_090492720.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKFSPGAMEVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARTGRLWERH-APP--TLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILFLCCRLVAGTPC---APALGAQHLFRRSALCWLGFPEQF-----GTHRPELDATAFAP-LLAD-GAWLLEALRRELAQRWRGLEESKRHIAAPEEALALGIAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRAAAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_140790500.1 IRVAPSELELLTLARAIIGLGQ-YAPVEDLLRNRHAVPAKFSPGAMHVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARAGRLWERH-APP--TLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILYLCCRLVAGTPC---APALGAQHLFRRSALCWMGFPEQF-----GTQRPEFDAAAFAP-LLAD-GAWLLEALRLELVQRWRGLEESKRHIASPEEALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRAEAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_140874638.1 IRVAPSELELLTLARAIIGLGQ-YAPVEDLLRNRHAVPAKFSPGAMQVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARAGRLWERH-APP--PLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELFLYLCCRLVAGTPC---APALGAQHLFRRSALCWMGFPEQF-----GTQRPEFDAAAFAP-LLAD-GAWLLEALRLELVQRWRGLEESKRHIASPEEALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRAEAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_141255297.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKFSPGAMQVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARAGRLWERH-APP--PLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELFLYLCCRLVADTPC---APALGAQHLFRRSALCWLGFPEQF-----GTHRPEFDATAFAP-LLAD-GAWLLEALRLELVRRWRGLEESKRHIASPEEALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRAAAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_140862182.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKFSPGAMQVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARTGRLWERH-APP--TLHFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILYLCCRLVAGTPC---APALGAQHLFRRSALCWLGFPEQF-----GTHRPEFDATAFAP-LLAD-GAWLLEALRLELVLRWRGLEESKRHIASPEEALALGTAQETVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRAAAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_011552961.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKFSPGAMQVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARTGRLWERH-APP--LLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILFLCCRLVAGTPC---APTLGAQHLFRRSALCWLGFPEQF-----GTHRPEFDATAFAP-LLAD-GAWLLEALRLELVLRWRGLEESKRHIASPEDALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSAT----LSSRATAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_141592593.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKLSPGAMQVLRDTLAKGSVLALARCGGWRQQLTVRDG--QAHTGRLWERH-APP--PLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILFLCCRLVAGTPC---APALGAQHLFRRSALCWLGFPEQF-----GTHRPEFDATAFAP-LLAD-GAWLLEALRLELVLRWRGLEESKRHIASPEGALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSTT----LSSRAAAARAAAAFLRALGRLSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_141619823.1 IRVAPSELELLTLARAIVGLGQ-YAPVEDLLRNRHAVPAKLSPGAMQVLRDTLAKGSVMALARCGGWRQQLTVRDG--QARTGRLWERH-APP--LLRFSPLTFHVLKWLLEQPLTKH-GAMPLEVDGTPTLADELILFLCCRLVAGTPC---APALGAQHLFRRSALCWLGFPEQF-----GTHRPEFDATAFAP-LLAD-GAWLLEALRLELVLRWRGLEESKRHIASPEEALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPATR-WVEGLSSSTT----LSSRAAAARAAAAFLRALGRMSRWDAEHRAVRFFDDDYDAAQHLLSEWNAFGEAGFRRAEDHARQLATALTSA
WP_013939478.1 IRVAPTELELLTLARAVVGLGQ-YAPVEDLLRNRHDVPAKLSPGAMHVLRDTLAKGGVLALVRCGGWRQQHTVRDG--QPRSGRLWERH-APP--ALRFSPLSFRVLRWMLAQPLTKH-GAMPLQEDGAPTLADELVLFLCCRLVAGSPC---APALGAQPLFRRSALCWLGFPEQF-----GTHRPELDAAAFAP-LLAD-GAWLLEALRLELAQRWRALEESKRTITSPAEALALGTAQEAVLTAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPASR-WVEGLSTAAT----LSSRAEAARAAAAVLRILGRLARWDAEHRAVRFFDDDYDTAQRLLSEWSAFGEAGFRRAEDHARHLATALTSA
WP_095958507.1 IHVAPTELELLTLARAVVGLGQ-YAPVEDLLRNRHDVPAKLSPGAMHVLRDTLAKGGVLALVRCGGWRRQRTARDG--QPRSGRLWERH-APP--ALRFSPRSFLVLRWLLEQPLTAH-GAMPLHEDGAPTLADELVLFLCCRLVAGSPC---APALGAQPLFRRSALCWLGFPEQF-----GAHRPKLDAAAFAP-LLAD-GAWLLEALRLELAQRWRALEESKRTIASPAEALALGTAQEAVLAAFLDAVD--GAGRRDLAGFLLEAARPLL------EQPASR-WVEGLSTAAT----LSSRAEAARAAAAVLRILGRLARWDAEHRAVRFFDDDYDTAQRLLSEWSAFGEAGFRRAEDHARHLATALTSA
WP_141322756.1 TRVSPSEHRLLTLARAILGQGP-YVAVEDLFRGSHVCPPQLGPAALSALRDLLSKGTVLALARMGGGRKRRHL-PS--TSGTTRLWERH-PPR--PLHFSALCFHTLRWLVEQPLTVP-DHRPLDVDAPPTLADELLLYLCCRMLAGTSC---APALGKEPQFRRSALCRLGFPDVF-----ASVSDSLSADDFAP-LLAE-GGWLLEAVQDELALRWRKMEESKSRRIEPRELVELGASQTRVLDAFFDALD--RARRRDLAGFLLDALRPLV------DQPAAR-WVAHLSPRAP----LGAKVEARRGAGAGLRALARLARWDQEHRAVRFFDDDHDDAQLLLSEWSSFGDAGFRLAADRERELGSDLMVS
WP_046713162.1 SRVSPSEHRLLTLARAILGQGP-YMPVEDLFRGSHVCPPQLGPAALLALRDSLSKGTVLALARMGGGRKRRHL-PS--TSGTTRLWERH-PPR--PLHFSALCFHTLRWMVEQPLTVP-DHRPLDVDAPPTLADELFLYLCCRILVGTSC---APALAKEPQFRRSALCRLGFPDVF-----ASVSASLSADDFAP-LLAD-GGWLLEAVQDELALRWRKIEESKSWRIEPRELVELGASQTRVLDAFFDALD--RARRRDLAGFLLDALRPLV------DQPAAR-WVAHLSARAP----LGAKVEARRGAGAGLRALARLARWDQEHRAVRFFDDDHDDAQLLLSEWASFGDAGFRLAADRERELGSDLMVS
WP_074957488.1 SRVSPSEHRLLTLARAILGQGP-YMPVEDLFRGSHVCPPQLGPEALLALRDSLSKGTVLALARMGGGRKRRHL-PS--TSGTTRLWERH-PPR--PLHFSALCFHTLRWLVEQPLTVP-DHRPLDVDAPPTLADELFLYLCCRMLVGTSC---APALAKEPQFRRSALCRLGFPDVF-----ASVSASLSADDFAP-LLAD-GGWLLEAVQDELALRWRKLEESKSWRIEPRELVELGASQTRVLDAFFDALD--RARRRDLAGFLLDALRPLV------DQPAAR-WVAHLSPRAP----LGAKVEARRGAGAGLRALARLARWDQEHRAVRFFDDDHDDAQLLLSEWASFGDAGFRLAADRERELGSDLMVS
WP_141643779.1 TRVSPSEHSLLTLARAIMGLGQ-YAPVEDLLRARHTTPARLSPGALRSLRDTLAKGTVLALARCGGARQRRHL-SS--ESSPSRLWERH-GPP--ALRFSVLCFHTLRWLVEQPLAIF-GHRPLDVDAPPTLADELFLYLCCRLVAGTPC---ALSIALQPQFQRSILCRLGFPDLF-----GASLGRVDAEGFAP-LLAE-GGWLLEALQDELALRWRRLEESKARLIEPKQLVDLGTAQEQVLDGFLDAVD--RAGRRDLAGFVLEALRPLV------DQPASR-WVSNLSPRAS----LSVKAQARRAAGASLRALGRMARWDAEHRAVRFFDDGYEGAQLLLSAWASFGEPGFRLASDRERELTTDLAAP
WP_015348945.1 TRVSPSEHSLLTLARAILGMGP-FAPVEDLFRGRQVTAARLSPGALHALKDTLAKGSVRALASTGGARKRRHL-PA--STGPARLWERH-PPP--TLRFSRLCFGTLRWLVEQPLAVP-GHLPLDVDAPPTLADELFLYLCCRMVVDTPC---AQSLAAQPQFQRSLLCQLGFPGLF-----APQAMRLEAASFAP-LLAE-GGWLLEALQDELALRWRRLEESKGQLVEPQQLVDLGTAQEAVLNAFLDAVD--RAGRRDLAGFLLAAMRPLV------DQPASR-WASGLSPRAS----LAQKAQARRSAGAGLRGLARLARWDAEHRAVRFFDDDYEDAQLLLAEWASFGEPGFRLASERERELSTDLMPS
CEF49303.1 QTVSRFEANLLRLLYYFLRREP-IERALPLVENRCQAPACLSRTAVQLVQDALAKGCPFLLGWRGGWMNERHLRGD--RISSGRLWQRT-PPQDLALAFSGHSLEFLVWITAARPGDK-EPRWQPDEQELTVGDRLLLFFGHEGLRESGEGLGAPDLRKRQPFVQHGLCWLAYPEDF------TTAPLDAVANFEP-WTTGVGACILEALQHDLAARWTQVEGNKERIASPQNMQALGQSQARVLTAFLDAVE--KAGRLDLARFLLRAAAVIV----SPYAHASM-WTGALQTTGL---RLADRSALYQAALAFLHQLPRFVTWAQRARATSYFDEGYQAAQLFLADWEQYQGNQLNERAQAIIHQMDPLRQA
HBI41237.1 QTVTRFEANLLRLLYYFLGREP-AESALALVAERFTPPTCLGRTALRLVQDALAKGCTSLLARRGGWRVERHLLGE--HVVTGRLWQRT-PPADLTLKFSRHSLEFLIWITSARPGDK-EPHWRPAEGELTPGDLLLLYFAHQGLRDSAASLGAADLRRRPPFVRHGLCWLAYPEDF-----TAATEEFAPD-FAP-WTNGVGATMLEALQPELAARWIEVEGGKGSIIEWQRMRDLGRSQERVLTAFLDAVE--KAGRLDLARFLLRAGHQLL----GEHASAAM-WVEGMTNAGP---RVTERTTTYRSALAFLHQLPRLQSWERRARSVGYFDDGYQAAQLWKADWERYNGDALNDRARTIIRQLDPLSPT
WP_020473749.1 RTVSRFEANLLRIARFILKQSP-VEQAQRLIVDKIDRPRCLSGDCLHLLKDSLRKGSVLCLVRAGAWKRDRYLRDS--TPKFGRLWERT-VAERLALSFGKPTVELLMWLTATRAKEE-KPFWRDDIRRHSIGDQYFGFLTYEALKLCDAEL-AASMRTSNVCLENSLIRLAYAGDF-----ATGQALPVPS-FKI-WLEEPGIYLLEALQPFLENRWLEVERNKGQIGDWGTMAQQGLAQLQVLGAYLEAIE--QAGRRDLGRFLLGTLSRLLS---SGDMSASF-WTGGLQGAGPP--RLAERLETQRNALSVLRQTVRLRTWEQTARQSGYMDEDYAVSQFWLGEWERYQLGTVVERADRVLQQVEPLRIG
WP_010040327.1 RQVTKFEFNLLRILRFLVRHFP-ADQGLQLVRTATTKPECISAGAVELVKDTLKKAFVLFLTRAGGWRNDKYLRDG--QPVGGRVWDRI-PLDERALEFSRPVLDFLFWLTAEKVHES-KVAWDTAPKALTPADELFFALSFDAMRTDPDV--LAVMRRKDVVARNPFCWLLAPQDAA----DPDAAKPAVPDFTP-VCQGQRAVLLECLQRELTNRWVKTERDKGQLTDWKKMRVQGNAEFATLRGFLQVAE--AARRTDLARFVLRTNAQVL----QSDLTPVF-WTGGLQGSGPQ--RLADRLETQRAALAVPRQMEILETWQERARYVGYFDDDYQASQMWKADWEAASGDRVAARARAAVEMLEPLRGP
WP_082839484.1 RQVSKFEFNLLRILRFLVGHFP-ADQGLQLVRTATSKPDCISSGAVDLVKDTLGKALVLFLTRAGGWRNDKYLRNN--APTAGRVWDRI-PLDERTLEFSRPVLDFLFWLTAEKVHET-KLAWDAVPKALTPTDELFFALAFDAMRSDPDV--LTVLRRKDTFARNPFCWLLMPQDAA----DPDATKPQPPEFAP-MFAGLRAVLLECMQTYLTHRWVKSERDKGQIGDWKKMRHQGQTEFAALRNFLQAAE--AARRTDLARFVLRTNAAVL----QSDLTPVF-WTGGLQGSGPQ--RLADRLETQRAALALPRQMEILETWQERARFVGYFDEDYQASQMWKADWEAANGDRVAARARAAVEMLEPLRGP

================================

fvmX7

WP_092545938.1 VVAGRFAEPNAAAGYLGHLLDVSAV-------RPSVRRGDAAWWVLGDMPLTTARELVELSGGDPYVVDGDRLRLD---------------HGWGPPPAGPP-----RPEDPHLPELAETPIADLVMAAGLRR-RPAAPHPSVVVLTRAARASALLHRAADLRLSAAFRVV-RLRPLFAGGP--------------DDGTAGGSLVQIRIRGG---------GTDHGQVPSHLLSALDGDGQTLVLREIG--EELLIQYDRQAPLSDRQI----SAVVTGGT-LVIA-DRPFGCWSLEPLGEFTDAASLMTLGPAHRLEPGDPAVTDTGPAGALPKPIPVTVVRAPRRNAPVDALLLRDRDLDAVRLILEGHPLADVAFIVPGRDHHLLIAGGGVVDRIPLGRYLASAAPQPVYLPHGWRTDPVLPPSVYAELAARVPGHALVLEADRTLVFDL-QLRRPVWELWAGA---LPALDLQLPDEAGAVLAEVDKA
WP_020510221.1 VYAGRFATASGALAFVGVLRATRAA----AEITPLRAGENGDWWVTVPIELELGRQLARMASATPYVLVGGALLPD---------------LGYGPPPEPGPPSEAGADDAVELGGLVRTEVLTLLRAAGVRR-VPVRPIDQLHLLLGGADTAHVIRRAIDLGLSVRHRPV-RLHPLFATGNSNGNEP-----------AEPATMIELVVA-----------APQDT-LPPALVTALTRDPTLVACRAAGGRHELLIEHAVAAPLADHVL----AGLVDAGT-WVLA-TSPFGCRRLEPLGDFTDSAGLVRVAEDY---PLAEE-ELAASPLETRLPA-VRVVPRRTPYRVLDAVLFDDAELPTARLLLEGDPLAETAQIVRGRDRHLLIAPGGVLERVPAGLPLYAVGPGPLYLPLGYALRPDVPASARRELFGADQDRAVVLTPQGGWAFDL-GAAVPVWALWVGE--LPEVVTQAADGDLRALLDGVRPD
RZT79581.1 LFACCFPAAAGALAFVGVLRATNAA----PDLSVLSDGETGGWWVTTEVDLQLGRQLARMVSAAAYVAAGDHLLPD---------------PGFGPPPVGVS----ETKSAVPRNTLVSSDVVTLIRTAGVHR-VPVRPVERLRILLDGAAAAHIIQRAIDLGLNVRHRPV-RLSPLFPGPA------------------GTTTLIELAVS-----------GHRGN-LPPSLVNALTRDPAALTCRIAGSQDDLLIEHTVAAPLDDHLL----AGLVDAGT-WVLA-ASPFGCRRLDALGEFADSAGLVQLGEDY---PLIEE-EAPAALPDLQLPA-VRIVPRRTEGQALDAVLVDDAELSTIRLLLEGDPLAETARILLGRDRHLLIAPGGILVRIPVGQPLYALGPGPLYLPLGCSLRPQVPPSARRELFHAGQSRAVVLTPRGCWVFDP-GTAIPVWALWVGE--LPELVPQSANDDLRQLLDDLRLD
TQS46754.1 --AGRFGSASAALIYLGQARAAGYG----SDVRILRPASGPAWWVAGTLPLDLGRELVAAVGGRAYVESGGRLWPD---------------TGWGPPPAPG-----AARGGLDLGTLTDADLTELVRVAGLRAVALGVAPAEAIVLLRGEHASGLVQRALELGLSVSHQLV-RLEPLFEGPP----------TGRQGAVARTTTLTAMRLT-----------AGKGT-LPPSLLVALANDPFVTVCRVAVG-GRLLVEAGFASPLPDDQL----AALVDTDA-WLLA-GPGAGCARLTWIGEASDAAGLARLADDY---PLTPASGSDDPPVHLSVPA-VRIVPARAHGIPVDAVLLEGDDLETLPALLEGHPLADIAILVQGRDRHLLTAAGGLLERLAIGEPLRAVGPGPLYVPIGYRFRPRIPAAARRRLFGQDERTAVVALPEGAVAFDL-SRHEPVWTLWVGP---LPDIDPQLPVEAIETLAAIEVE
EIV94380.1 RIGARFSSPAGLLAFLGQLAAARFT------GEHFRGDRAGSWWAVAELDLDLARELTGLYGGELFVSARGSLLRD---------------RGWGRPPAVPRPR--DAVEAVDESTLRAVSLGQVVRAAGLRPQRPP-QLRETVIILPGLAATAVVQRALDLGLAVTHRPV-ELEPLPDLEPPPDLEPPPDADRSTDRSGTGRFLIEVTLR-----------ATAGT-LPPSLLDALARLRTGVLCRRVGRAASVLVQYGWMSPAPPELLEAGFAGTVGGGS-WLLA-REPFGSWRLRPLSAPTDSSALVELGLGA---TLEPA-GEPTSDAEIRPPV-LSVVPGPTPGRTVDAVLLDDGDLATAALVLEGHPVAEYLQVVRGRNQHLLLAAGGDLERLPVGEPLYCVGPGLVYLPLGHRTRPRLPTAARAALFGAGRDAAVVLLPGRIVVFDL-RRREPVWSLWVGP---LPPVDLQLPEEAANALAAAGSG
WP_020645968.1 GVGIRFTEPARAFDFLAVFGVEGGP-------EYYRDPRDGAAWAFTDDPAEAVLELARALGGEVVRGM--------------------------------------PDGALGWPPIAPAELAAGLATTA----TPV-VPAEADVVTGGTLAAAFVRHCLAAEIPVTLTAV-DLTTAGH----------------------ERAGVLLHLG-----------SPGTTRLPAPLLRLLAGQPGTTVCRAPH--PALLVDYRSVLERPAVEL----AVAIPPGERWLIA---DGVTWVVTERGRPTTPSLVLDTPPAP---PPESD-VLDPARLDAALRVDVELVPCGTGTGEVHATLIDHADLGALCGYLAFGPHDDALHLVPGAGRSLLVEPGGLSRPVPFGVGLTRLGSDGLYVEAGCRLRPPPPRTALVRHYGLAEDTVVAVTREGVFRFST-EHLVPAWTLWLGE---PPEVRAGLDERGRTLLRRLDEA
WP_093947437.1 SVGIRFTAPARAFDFLAVFGVEGGP-------EYLRDPRDGAAWAFTEDPAEAVLELARALGGEVVHGI--------------------------------------PDGALDWPLIAPAELAAGLATTA----TPA-VPAEADVVTGGTLAAAFVRHCLAAEIPVTLTAV-QLTTSGH----------------------ERAGVLLHLG-----------APGPARLPGPLLRLLAGQPGTTVCRAPH--PALLVDYRSVLELPAAEL----AVAIPPGERWLIA---DGVTWVVTELGRATTPSLVLDTPPAP---PPESD-VLDPARLDAALRVDVALVPCGTGTGEVHATLIDHADLGALCGYLAFGPHDDALHLMPGAGRSLLVEPGGLSRAVPFGVGLTRLGSDGLYVEAGCSLRPTPPRTALVRHYGLAEDTVVAVTREGVFRFST-DHLVPAWTLWLGE---PPEVRAGLDERGRTLLRRLDEA
WP_132123859.1 AFAVRFDSPADALTFLAAVREDGAR-----RHPQALRAPDRGIWVVVPGYRPADVQLSWALGGLVNLPDGPNLVSP---------------------RGFRH----SWDMVQAWPPVSWVELAAGVVPGA----GVP-EQPEVVVVTTGSLARWIIDRFQSSDLDIRVATV-RLNALFVPHP------------------QHWHAVLLRVT-----------GRGRA-VPKAFTSALTGLPNTVVCRLSG--GQLLIDQRLTLPLLDTEL----ARWVPDGQEWLLA--GDLGAWQVTERSTEYVPPLRASSALRP---PPAP----PPGRLPADLGIEVSLVRDDQ-PHPADALLLRDEDLAPLRRFLTGHPAAERAFLVLGPDRHLYAEPGRAVSDIPFGVPLHRLGPGALYQEAGYRLKPALPAPARARLFAVDDQSVVVLQAGEAHRLSL-RSTVPVWALWLGPTVDADPAAEPLSAAAKAVLVHVDAA
WP_033359494.1 MYAARFAAAADALTLLAAVRDEAKR-----RFPPTRRAPDGAIWVVVEAPRPADAELAWALGGVVHLPDGPDVVSP---------------------RGRRY----RWDDLQAWSPVSWVELASHFATTA----GAV-EHQEVLVVTTGSLARWVIDRFQASDVDLHVAAA-QLTPLFRGSA------------------QQWPAVLVRAE-----------GRGRT-VPRAFAHALSGLPHTVVCRLSG--GRLLIDQRLALPLPDPEL----ALWVPNDQEWLLS--GDLGVWQITERGAEYVPPLRTDATLPP---PPPP----PEGRLPSGIGVDVTLVRDEQ-PRTVDALLLRDDELVPLRRFLTGHPAAERAFIVLGPGLHLFAEPARTVSDIPFGLPLHRVGPGALYQEVGYRLKPALPGPARAKLFDLDDTSLVVLAAGGAHRLRL-TDAVPAWSLWLGPAVAPAVEPEPLSAAARAILTQVDAV
WP_046259391.1 SAAARFPSPRAALGHVAATAALGPP-------GLRRSPHDNSVWALLGPGQRPGIPLVAGYGGTVYQADTDGVLWP------------------EDRSAPGARAAGRITAVIGWDDVPLAELAGHSPVGA----PPR-GLREIAVLAPGALARWLLRRALATGVHTTFTPVERVGPGGRTDA-------------------GWLLLRLRAT-------------DGA-VPAGLVEACGRLPGTVACRPADPDCRVLIDLRLQLPLEDTLL----LDEQADGLHVVVECTTAGPPWRWQPLGKPAAGALLDAGPALS---TAEPQ-RTPVPVPALGPPLPVRLVPSPRAPSRVDAVLISDAELEGLRRFLRSRPLHETAVVAFGPGRHLVTEPPGLLESLPFGICVYQAGPGALYLESGCVLSPPLPDPAREEVLGLGSDVIKVLCRDGAWELRF-DDVRPAWHLWVPR---APVFATGVSQSARELLGRLARL
WP_143079142.1 SVAVRFPSARAALGHVAATVELGPR-------ALRRSPHDHAVWTLLHPGQQPALALAPAYGGLACHADTDGLLWPDGLPGHGNAPGHDTAHGHDGPGGRSARAVGHLSTVAGWDRFGLAELAAHSPEDT----PPP-GLREVVVLAPGALARWLLRRCLATGVAITFQPVERLGQGGGSDP-------------------GWLLLRLSAA-------------SGA-VPAGLVEACGRLPHAVACRAADPDLRLLVDLRLRLPLDDAVL----LEDIPLGRHLVVERAGAGTPWQWRPRDDERPGELLDARPLLA---TGEPA-RTSVPVPPLGPAVPVRLVTSARAPHRVDAVLIADAELTLLRRFLRSRPLHETAVVAFGPGRHLVTEPPGLCQTLPFGVPVYQAGPGALYLESGCVLNPPLPDTARDEVLGLAPDVVTVLCRDGAWRLRL-EDVRPAWHLWLPE---PPAFAAGLSGPARELLDRVAAA
WP_031170441.1 SAVVRFPSPRAALGHVAATAELGPP-------GLRRPPYDQSVWALLTPGHQPGLPLAAGYGGVVCEADADGLLWP------------------DRPAAGVPRAIGELSTVAEWDPVSLAELAAHSPVAG----PPP-GLKEVAVLAPGALGRWLLRRCLATGVATTFTPVERLGPGARADT-------------------GWLLLRLRAA-------------DGS-VPVGLVEACGRLPGTVACRAADPDCRLLVDVRLRLPLDDAVL----LAEVPPGGHLVVERAVAGPPWQWRPLGEPAAGELLDAHPVPA---AAPPV-RTPVPVPALGPPLPVRLVTSARAPHRVDAVLVADGELDALRRFLRTRPLHETAVVAFGPGRHLVTEPPGLCQALPFGIPVHQAGPGALYLESGCVLNPPLPDTARDEVLGLGPDVITVLCRDGAWRLRL-ADVRPAWQLWMPA---PPAFATGLSESARDLLDRLAQV
WP_053662232.1 SAAVRFPSVRAALGHVAATVELGPR-------ALRRSPHDQSLWTLLSPEHQPGLPLVPAYGGLVFHADTDGLLWP------------------DPPRGQVPQAFGTLSALARWDPVSLAELTAYSPEDT----PPP-GLKEIAVLAPGALARWLLRRCLATGVATTFQPVERLDADGRADR-------------------GWLLLRLDAA-------------SGA-VPAGLVEACGRLPGTVACRAADPDGRLLIDLRLRLPLDDAVL----LEDIPPGRHLVVERAVSGPPWEWRPLGDQAASELLDARPVLS---PAVPV-RTPVPVPALGPALPVRLVTSARAPHRVDAVLVADGELDLLRRFLRSRPLHETAVVAFGPGRHLVTEPPGLCQALPFGVPVHQAGPGALYLESGCVLNPPLPDTARDEVLGLGPDVITVLCRDGAWRLRL-EDVRPAWHLWVPE---PPVFATGLSHPAQEALERLAAV
WP_093170146.1 RTAGWFSGPGAALAFAGSTGEPDG--------CYTH-PELSGVWVLSPLPPDEGIALVEALGGFAYTERGGRFAPA------------------GRPGGRP-----PPRDVADLRPITPVELAAALPPAP----APLGRHREIIVVTETPLMRSVVERCLRVDATVAMAAL-WRRPLYGDAP-----------------QTGAALVYAHAE-----------GSGP--LPDALLRGLAGLPRTLVCRESG--PRLLTDVRLALPLDDEWL----AATVPDGQQWMLG-AADAGAFAIV-IGTAVQAPVETVFAVAA---PPRAG-----ELPTVAHPVKVRLTPTRR-PGPVDAVLVHDDELDRLREFLAGRPLTETGVMVLGDGAHLLTEPSGLLTDLPLGTPLSRLAGEALYVEAGFELYPPIGPTARARAFGLAPGLVAVATRLGSYLLSPREHAVPVWSLWLAE---PPAVRAGLSARARALLDLHAGP
WP_132804231.1 RVAARFSSPHRVLGALEALHRAGAAE-----WSCHAEPGGGAVWLLSGIGPTVGAELLTLHGGAPHAILGHGALAG-------------------ERGRGPD----QLSEVLSWPGLDLVDLVARVPLTS----PARAGHRTLLVLTAAQLLSSVARQALAFGVEVSTLVV-RARPWDSPDS------------------PQRELTAFALS-----------APDA--IPHALVVALSALPRTAVCRPVTGCERLLLDVRLCPPLDDSLL----YSPVPDGELWLVGDREEWPPLRLEPLGAPSPVPTELVGVAAE---PPPAA--SALPDAARVPSTQVRVVSDAHADTAVDAVLLHDDELPLLRRYLPGRPLGEAGFLLPGPGRHLLLEPVGLARDLPFGVPLLRIGPGSLFLESGHSLTPPLPPAARAHLFGLDGSSAVVCWHGGRHRFPL-APMVPLWTLWAPP--DPVEVSSGLSKAGRELLDALDAL
WP_126270585.1 RVAARFSSPHRVLGALEALHRAGAAE-----WSCHAEPGGGAVWLLSGIGPTVGAELLTLHGGAPHAILGHGALAG-------------------ERGGGPD----QLSEVLSWPGLDLVDLVARVPLTS----PARAGHRTLLVLTAAQLLSSVARQALAFGVEVSTLVV-RARPWDSPDS------------------PQRELTAFALS-----------APDA--IPHALVVALSALPRTAVCRPVTGCERLLLDVRLCPPLDDALL----YSRVPDGELWLVGDREEWPPLRLEPLGAPSPVPTELVGVAAE---PPPAA--SALPDAARVPSTQVRVVSDAHADTAVDAVLLHDDELPLLRRYLPGRPLGEAGFLLPGPGRHLLLEPVGLARDLPFGVPLLRIGPGSLFLESGHSLTPPLPPAARAHLFGLDGSSAVVCWHGGRHRFPL-APMVPLWTLWAPP--DPVEVSSGLSKAGRELLDALDAL
WP_037677803.1 RSAGRFGSARQTLAALGSLYAAGAADWVCHRGPGGARGEAPAYWLLTTAHGPVAADVIALHGGEPVPVDSPRTH--------------------------------DLGEVRSWPEVTAVELLAAFPTHG----PPTMGHPLLYVLTAPALLRTVVRHARSAQADISLVRA-SARPLFPRVR--------------PGTEEERLLVLLSAPADPALDHSAPEAPDRA-VPGGLVHSLVSLPRTSVCRPAAHCARLLLDVRHDPPLDEELL----RPAIADGELWLLGDSGEQPPVALRLLGAP--APLRVEAPLDA---PAPAV-RRAAGPAAEPPGTRLRVVPDAEAGTGVDAVLLTDPELPLLRRYLMGRPLAEQAFLALGDGTHLLVDASGWVASVPFGVPLRRVGPGACFVQSGHALTPPLPPGARIRSLGLRAGVAVVCREAGRSEFRL-DPLVPVWTLWAPE--EPPAVPPALSRTAHELLTLFETL
WP_133930089.1 RSAGRFGTARQTLAALGSLYGAGAADWVCHRQPGGAPGEASAYWLLTTAHGPVAADVIALHGGEPVPVDSPRAR--------------------------------DLREVLSWPEVTAVELLAAFPTHG----PPTAGHPLLYVLTAPALLPTVVRHARSARVDISLVRA-TARPLFPGIR--------------PAVTEERLLVLLSAPAGPASD-----TPDHT-VPDGLVHSLVSLPRTSVCRPAAHCVRLLLDVRHDPPLDEELL----QPVIDEGELWLLGDSGEQPPVALRLLAVP--APLSVEAPPDA---PAPAE-RPTADPAPEPPRTELRVVRDQQAGMGVDAVLLTDAELQLLRRCLMGRPLAEQAFLAMGDGMQLLVDATGLVGSVPFGVPLRRVGPGACYVQSGHVLTPSLPPGARVRSLGLRAGVAVVCWHAGRSEFRL-DPLLPVWTLWAPA--GPPAAPPGLSRTAQELLTLFESL

############################################################################################################
21. fvmYukDl-Nterm alignment
############################################################################################################

WP_015197958.1 SNNNLFRILIQGRDDANNVLASAGV-IAPQQSIL-PENIGLR--FSGKGLVLLGLSDC--SSQAVASFAARLQTILQSGQNQV------EVSVLTEDPQPYII
WP_086686850.1 SNSNLFTILIQGRDDANNVLASAGV-IAPGQSIL-PENITLR--FSGNGVVLLGLNNC--SSQAVASFAGGLQTILQSGQNQV------QVSVLTEDPQPYLI
WP_092545932.1 VSTNVQAFFLASGEEERHVIMAKLG--DLEPRLR-SGTN---------STILLEFAST--DVERVMAILDPLPLEWTLVAPGE----PAYLISHLIGVGPDGR
QBG49804.1 AEPMCHVIVRADSENDRRRAATALTALGLRPREV-WSTA---------HAVSFRVDSD--QPDVVREGLRDTLFGWTVVAPGQ----PDYLLHQLFVEGPDGR
WP_130402115.1 EPATCHVIVRASSEDDRAEATKALQQLGLDPEDV-WATA---------HAVSFRVNTA--EVSALRRLLDRTDIGWTVVPPTA----RDYLIGELFVDGPDGR
RZT79587.1 EPATCHVIVRASSEDDRAEATKALQQLGLDPEDV-WATA---------HAVSFRVNTA--EVSALRRLLDRTDIGWTVVPPTA----RDYLIGELFVDGPDGR
WP_020510228.1 ETATCHVIVRASSEDERAEAAKVLQQLGLEPQDV-WATT---------HAVSFQVNLR--DTSALRRLLDQTDIGWTVVPPTA----RDYLLRQLYVDGPDGR
TQS46762.1 DDRVVHVLVRAGSEDERQTAEATLAGLGLEPQEV-WSTP---------YAVSFAVAFA--DPATVRRRLDDTDLSWNVVPPGR----RDYLLRALYVEGPDGR
WP_035920582.1 ESSACHVIVRASSEEERSHAIVSLADAGLSPVEV-WSTE---------HAISFQVDEG--DPAVVRAILDTTDLSWTIVPPGA----PDYMLGALYVRGPDGR
EIV91492.1 ESSACHVIVRASSEEERSHAIVSLADAGLSPVEV-WSTE---------HAISFQVDEG--DPAVVRAILDTTDLSWTIVPPGA----PDYMLGALYVRGPDGR
WP_035921197.1 QFAACHVIVRASSEQDRVHAAGVLAEHGLAPAEV-WSTA---------HAVSYQVDSA--DVTAVRAILDRTDLSWTLVPPGV----RDYLLSAVYVTGPDGR
EIV94373.1 QFAACHVIVRASSEQDRVHAAGVLAEHGLAPAEV-WSTA---------HAVSYQVDSA--DVTAVRAILDRTDLSWTLVPPGV----RDYLLSAVYVTGPDGR
WP_079310651.1 EPDTYPTLVFVCSTHHAAFIEEVRR-LDARAELF-FVSQGEE--AQVGQIALSLTYEL--TQRQIDDLRGSL---IAAGAPAD-----LEILQEVYDHRPYLL
WP_126270577.1 EPDTYPTLVFVCSTHHAAFIEEVRR-LDPRAELF-FVSQGEE--AQVGQIAMSLTREL--APSQMDDVRGEL---IAAGAPAD-----LEILQEVYDHRPYLL
WP_132804226.1 EPDTYPTLVFVCSTHHAAFIEEVRR-LDPRAELF-FVSQGEE--AQVGQIAMSLTREL--APSQMNDVRGEL---IAAGAPAD-----LEILQEVYDHRPYLL
WP_109500347.1 EPETYPTLVFVCSTHHAAFIEEVRR-LDPRAELF-FVSQGEE--AQVGQIAMSLTREL--TAGQIEDVRGEL---IAAGAPAD-----LEILQEVYDHRPYLL
WP_097261151.1 EPDTYPTLVFVCSTHHAAFIEEVRR-LDPRAELF-FVSQGEE--AQVGQIAMSLTREL--TPGQIEGVRGEL---IAAGAPAD-----LEILQEVYDHRPYLL
WP_037677791.1 APTEFHTLVFIAVSHHGDFIMAVQE-EDLSAQVL-FVSSGAG--APVGQVAMLLSEPL--PPERVTALRNTL---RDRGASDL------EILQQVHGHRPHIF
WP_133930097.1 PPTDHHTLVFVAGSHHVQFIQTVQR-EEPAAQLL-FVSNNGN--AEVGQVAMLLEEPL--SAKRVEILRRTL---VDLGAPAD-----LELLQQVHGHRPYLF
WP_053662252.1 AETLYRTVEFVGSEAYPELLRLVRELVDADAVQL-YAGH---------RQAAFRVTGL--PPDRVEELRERA----ARIAPGV------EVLYGEYEFRPTLY
WP_031170457.1 AETLYRTVEFVGSEAYPELLRLVRELIDADAVQL-YAGH---------RQAAFRIAAM--LPDRLDQLRERA----ARIAPDV------EVLYGEYDFRPTLY
WP_067128125.1 ADTLYRTVEFVGSEEYPELLRLVRELVDADAVQL-YAGH---------RQAAYRVAEM--PPDRVEVLRERA----ARIAPGV------EVLYGEYDFRPTLY
WP_069777258.1 ADTLYRTVEFVGSEAYPELLRLVRELIDADAVQL-YAGH---------RQAAFRVAAM--PPDRLEELRERA----APIAPGV------EVLYGEYDFRPTLY
WP_071371605.1 AETLYRTVEFVGSEAYPELLRLVRDLLDADAVQL-YAGH---------RQAAFRIAAP--PADRLEELRERA----ARIAPGV------EVLYGEYDFRPTLY
WP_071384078.1 AETLYRTVEFVGSEAYPELLRLVRELLDADAVQL-YAGH---------RQAAFRIAAL--PADRLEELRERA----ARIAPGV------EVLYGEYDFRPTLY
WP_046259385.1 ADTLYRTIEFVGSEAYPEFLQLVRELVDHGAVQL-YANH---------QQAAFQVAEM--PQDRLRQLQERA----ARIAPGV------EVLYGEHDFRPALY
WP_037754738.1 AETRYRTVEFVGSEAYPDFHRLVREVIDPEAVQL-YANN---------QQAAFRVAEM--PPDRLQQLQERA----ARIAPGV------EVLYGEHDFRPALY
WP_093170138.1 HSDEWPTITLIGSDRSDDFIREVRR-HDPSAQLC-YATQ---------GQACVALSFTGVRAQEVADQVGAEVNRWNEDTEGDRGNERADVEYAVYPFRPYAL
WP_093947429.1 QDGDCFAILAINTTQHAEFLDVVRSVADPDAELL-YATR---------QISAVRIQD---PGASAGEVAARIEDELAARQISA------DVSYASYGFRPYLL
WP_020645960.1 EDGDCFAILAINTTQHAEFLDVVRSVADPDAELL-YATR---------QISAVRIQD---PGASAGQVAARIEEELAARQISA------DVSYANYAFRPYLL
WP_033359488.1 GAGRCPTLGLEGADLPEQFLAVARALLGDDISML-YVAR---------EQCALRIPD---PGDRDEEIRHKIQEDMRAYSPGC------RVTFQVFPFRPYLY
WP_132118129.1 TEGPWHTLTLVGADLPNEFLRVVREQVASDAPELLYTAN---------RQCSVSVPD---PGRYAARLRQRIHEAIQAYAPGV----SLQVTYENHRFRPYLY
WP_132123852.1 PDGPCHTLTLVGADLPDEFLQVIRDQLGSETAELLYVSK---------QQCSVEIPD---PGSGAGKLQQQIQEMVETFTAGS----KIKVSYAKYKFRPYLY
WP_082673983.1 GHTGINVELRITGELPPDVLLAILQRLGDSAQTQ-GGKALIN--LGEEGSSRFNVTLEGLSETQVDDVMREVHEYCRERGVES------RMTVEPYHFRDYYS
ETR67381.1 ENNGGNISINLPETYQPDDVIKILDKVQNIALTT-GAAIAINIGFQASTHLSLTIQNFK-SQEEVTQLAKEIEQKLTEDGHQC------NVQIEPYNFRDYYT

############################################################################################################
22. fvmRadSAM-pep(FtsH-associated peptide type) alignment
############################################################################################################

WP_132123861.1 MSEFRFVEHLPDLIQPEDYPNHPDGRLVRMRISVGKDGVEILGDAFRPEVLEEILNRLGPDDDIEQMLCG
WP_092545929.1 EPEFVFVPHLPDLIDASEYPDHPDGRLVRIEIRSDGTGVEVLADGFRPAWVEQLLAEVGGGP-IDEMLCG
WP_020510231.1 DVDHEFVPDLPDLIDAAEYESHPDGRLMRFQLRVTDDGVQVLGDAFRPTDLEAILRAIDDGP-IEQMLCG
WP_020645970.1 MTDHAFVPDLPDLIDAGEYERYPKGELVRVRISRTENGVEILGDGLRPEVVEKLLAALGPEV-IQQMLCG
WP_093947439.1 MTDHSFVPDLPDLIDAVEYERYPKGELVRVRISCTENGVEILGDGLRPEVVEQLLAALGPEV-IQQMLCG
TQS46765.1 NDEVVFVASLPDLIDASEYDDHPDGRLVRLRLTVGADGVELLGDAFRPQELEALLRTLGGGP-TEQMLCG
WP_033359496.1 MSEFKFVENLPDLIQPEEYAEHPQGRLVRFQVSVTEEGVEVLGDAFRPEVIEAILRGFDPPE-IEQMLCG
WP_093170148.1 RDVYRFVEHLPDLIDARHYAEQPEGRLVKLRISVTDEGVEILGDAFRPELLERLLESLGPEE-IEQMLCG
WP_126270587.1 STEYRFVEDLPDLIEASEYDDHPEGRLVRLRISWDEKGVEVLGDAFRPDMLEALLEKMGPDA-VEQMLCG
WP_031170437.1 MIEYRMVEHIPDLIQPEEYEQHPEGRLVRISIRVDGGGVQVLGDAFRPEVLEQLLQTLGPDA-IEQMLCG
WP_053662228.1 MTEYRMVEDIPDLIQPEEYEEHPEGRLVRISIRVDGGGVQVLGDAFRPEVLEQLLETLGPDA-IEQMLCG
WP_071384068.1 MTEYRMVEHIPDLIQPEEYEEHPEGRLVRISIRVDGDGVQVLGDAFRPEVLEQLLERLGPDA-IEQMLCG
WP_086686855.1 PVKTSFVSYLPDLITEEDYLLSSEQKKIRVRINMNNEGVDILGDSMYAYLIEELMAQLGADE-IERILCG

############################################################################################################
23. fvmNEFF1-Nterm alignment
############################################################################################################

WP_109570879.1 PALFFPNPDALRLALASGLVPSCVTGVPGRAGRDDTG----------------------RIWVELDQLPPRDVLAAIGRFGVVAVGSPGAPA---EPIRCWAELLPLRKSAPAP------GPVLFSIP-DKQLAAFVARLRRLRAGPLGIRLLSEPHA--------------------------------GRAWVTAPTPPAAVLLWTEEP--------DTAVRAFRQQAPG---VWTARGWEHPLAGHLPLPPSCVLLCEPA---------GIVLYREPVPTAAD----DEYPLHRRPNAAVEAPAP----AAIEVQLRLRGTEPAGAESLWVLSPPELGAFGDFCRSADERLLRRFQIATLEA----GGRERIVIRHTPSDDSPGLPLAVPG----YQCDPRLPGLFVPVGRALRPITRASEVGRELGLRADRLTWLEPSR------------------EGAFTINSAALELFRPLCDQLEYVPPAATILVADRINADVFALDRFALRVEPVT
WP_082839480.1 PALFFPNLDTLRLALASGLLPTALTSAPVR-SRVDAP----------------------HVWVELDELLPRETITALGRLGVIALGTPGAPT---QTNRSWAELLPLRKVSPGP------GPVLFDVP-DRQLAAFVARLRSLHAETTGVRLLPEPHI--------------------------------GRAWVVVPAPPLTVLLWAEEP--------ESPVRAYRQQAPG---VWTARGWEHPLAGHLTVPIGCVLLCDPER--------GATEFAAPVPLPTE----DEFALRHKAHVAAPPKRS----PRVEVRFRLARCDEHTTESLWVLARPEQESFREFCRNADERLLRRFQVATAHL----GSETRVLVRRTANDDTGVG-LPVPT--GGYRVDLRIPSLFAPVGFALRPRVRATELARELQLCTENLTWLEPLP------------------HNEFAVHSVPFATFRPVSEHVEYAAPTGTALSALRIPADPFPFAKFALRVDPAA
WP_013563423.1 LCLTFPNLATLRLALTGGLIPIPVALDRVLAERIESPSPSPPPSSSGHSRLSQPESTGLRLWTTHANDFTPSLRDDLEKLGVAFSRHKPPAQPQ-RDLPHWGPLLETIPSPQDEHALGVEGLTALLTLPSQRLGVVVNELLRLGRNRITYRLITPPTALG---------------------VPDSGAPQDAIALLKVVGPPYYTLLRALETNSNRNDNASPTIAAYLERRPG---VWTRWGHTHPWIDRFTPPEGGLLLIDPP---------DHWRVVPPGAFRDIQEA-ITYQLPAPPVHHPIPANPEAILPRIPVPLRLCRGGSADPAELWVIRHHALDVVESLVASSSDELISRLLFAVVETEDR-DQP-LVLLKARPSKSNPPT-LAIRA--EAHRPYLRLNHLFVPVGMRIHPPLRRDQLTRLLADDPDRLHWLTTIEQAQGEDHAARPARHGSSFSQPFVVESIADVALTPLEKWVDYLLDRDRNLLQAWNETTLFEFDRFICRD-GKP
WP_010040334.1 MILLFPDLDTVRLALTTGIVPAEVTLAPAAVSFDDQG----------------------KIYVEPTANLTRTVTKNLDRIGVKGSKRHASDDP--QEVTCWPQLLPVTRDPIAPTISN-QQPVLFELENAEDLPALVTEMLRLGNDRQGFRWFTTGETDG------------------------------KRVLLRVIGPPYYTLLRALDRGRADG---TKSVRAYLERAPR---VWVEVGHTLPLAPQLRVADKQLVLIRAP---------REWVYLDEAPFQDVYDN-LQFKLPAAPVGWSETKAP----KKMQVPLRLAPGTASETAELWVLRENAIEQLDTLVRDSDDRLLQRLMFAVATDA---SGGRTVVLRVRPSKLTPPV-LALDNA-LAFKPYWKLPNLFLPVGKRLHPTLRRDAVRKLLADDADQVVWLYPDE----------PGTDAPGSKGGFTPEFVPDAAFRSLEDWVDYVIEAEQKALSAWIEATRFDFDAFQCRE-IDR
WP_082839481.1 MILLFPDLDTVRLALTSGIVPTDVTLAPAAVSFDDQG----------------------KIYIESTANLTRTVTKNLDRIGVKGSKRHAVDNP--QEITCWPQLLPVTRDPIAPTISN-QAPVLFELEKADDLPVLVTEMLRLGNDRQGFRWFATDERKPSERRRLIDPTTTEHDHISEEAGSTKVIAESKRVLLRVIGPPYYTLLRAIDKGASGT---SGTVRAYLERAPR---VWVEVGHTLPLAQQLRVSDKQLLLIREP---------REWTYLDEAPFQDVYDI-MQFKLPAAPVAWTETKAP----KKMSVPLRLAGGNASDTAELWVLRENAIEQLDTLVRDSDDRLLQRLMFAVATDA---QGARTVVLRVRPSKLTPPV-LALDNA-LAFKPFWKLPNLFLPVGKRLHPTLRRDAVRKLLADDADQVVWLYPDD------------------KGGFTPEFVPDAAFRSLEDWVDYVIEAEQQALAAWIEATRFDFDHFVCKD-VGG
PID39890.1 STLVFSSEEALRVAISADLVPREVQAEPAKLRRDDGG----------------------QLTVQTRSRLAKGALDDLRSAGVAVKRKGLGRGDDVREVSCWAEIVLPSWVGDGEITC---AEALFALPDDCSLLGLAGELLRLGCDRQALCLETGDAR--------------------------------TPRLLRAVAPPYYTLLRALDD--------PNGARVYTSSPPRLERVFVQVGYEHPLADKLEAQGDGLLLIDGD---------GAFRPLPPVRWRDVYQL-LDVQLPAAAALSEAELPS----TRLPVELTLLRQARDAAPRFWVLRRGAMALVEQLVSQLPEADLAQLAFAVVEADENGEGP-TIVLRAGRGRREPTH-LELPESVEAYAPYREIAQLLLPADALLEPPLRRQTLEALLAPDPELLTILRGGA----------------DDPRRFTIERLPEAALSPLPEWIDYVIDSGAETLKGWARSALFDFSAYESVG-VEW
WP_006976999.1 PTLKFTDLSALRAALEADIVPAEVQAAPAGFARFEDG----------------------ALGFEPTVSLPRGSRKRMLDAGVQVSRKRLPGG---RLLGCWAEALPVLRGPEPVPPL---GEVLFLSEGDEGFLSLAGELLRLGSEDQRLAFFTDEDDR-------------------------------RRNLCRVGDPPYYAVLRALDP--------DDPLRAFTPLRPG-GRVWIELGYHHPQARQLDCDPGTLLLLPAPSVHALAEGGDAWLRVPDGPWLDLHAH-TDVHVPEPSR-WQACAPG----RRLEVQLRLVRAPAGRAPTLWVIRERTLEQLERLVRTVPDSVVAQLRVATGTTP---EGELQAVIRARRSAKNPPA-LDLEA--EAFVPAPQIPDLFLPLASAIDPPLRPSRVRELLLDGSDRVVWLASDP-----------ATSETRRGRAFRRESLDESAFCPLSEWVDYLVGSQAQLLEPWVRSATFELDAFVSIG-VEW
PZR18640.1 EALVFPSEEALQVAMRSGLVPADVQRGAARVGFAKDG----------------------AVEIAPEAAVTAKVRKALAGAGVEL-RDASVKL---RDVACWAEVLTPAAVGEPDGPL---PLVLFAVEGERSLLDVAGELLRLGCDRQELRVVKSPH---------------------------------AHALLRVVEPPWFVLSRALDR--------LDGLRAFVPTVPGQERLWTEVGFAHPLHASLEAPDDGLVLMPRD---------GAWWRLNDGEWIDVDSLVVPIGLPAPSTHAAQGDVP----P-VQVQLSLARAARPESPTLFVVRDG-LRAVESLVRSTPEAQLDNVLFVVSGQ--------LVVLRTRPGREANT--MALPG--EAYARVLELPNLFAPVEMTVEPPLRRDRLRTWLAPDPDSISWLEPTA------------------KG-FTRHALLEAAFRPLSEWVDYVIDGASEVLTTWARSATFDFEPFVAM--EDA
WP_095985481.1 PTLSFPTEEILRLALTSGLVPTEVQVARARVQRTGTG----------------------GLLVTPEAPLTRAQVKALGELGIRLDEQASGDG---AAVSCWAELLPVRRMPDLDVPI---GPVLFLAAHERELLPLAGELLRLGCDRQELCLAGSGSE--------------------------------RRALLRAVAPPYFTLTRAIDR--------IAGLRAFAPVTAGSQGVWMELGHTHPMAQALRASPGTLLLLPGE---------GRWMTAPDGPWLDLYQL-VDLPLPQPAEDWVPRPVP----GRLSVPLRLRQAARVEPASLWVLRENAVAQVESLVHSLPEALLAQLRFAVSGPP---EAP-HVVLRARPGREKPPE-LGLSA--TAYAPLPQLPTLYLPCDALLEPPLRGDRLRALLTPDADTVTWLHPTG------------------QGAFRAERLPERAFQPLDEWVEYVLDTGAVALEPWVRGATFDFAAFEGTDTGPS
WP_002627972.1 PTLVFPTEEVLRLALTSGLVPTEVQVARARVHRTGTG----------------------GLLVTPEAPLARSQVKALGELGIRLDEQALGEG---AAVSCWAELLPVRRMPGLDVPT---GPVLFLAAHERELLPLAGEMLRLGCDRQELCLAGSGSE--------------------------------RRALLRAVAPPYFTLTRAIDR--------IAGLRAFVPVTAGLNGVWMELGHTHPLARALRAPPGTLLLLPGE---------GSWMSAPDGPWLDLYQL-VDLALPQPVEDWVPRPVP----GRLSVPLRLHQAARVEPASLWVLRENAVAQVESLVHSLPEALLAQLRFAVSGPP---EAP-HVVLRARPGREKPPE-LGLSG--TAYAPLPQLPTLYLPCDALLEPPLRGDRLRALLTPDADTVTWLHPTG------------------QGAFRAERLPERAFQPLDEWVEYVLDTGAVALEPWVRGATFDFAAFEATDTGPR
WP_071896883.1 PTLVFPTEEVLRLALTSGLVPAEVQVARARVQRTGAG----------------------GLLVTPEAPLARAQVKALGELGIRLDEEASGDG---AAVSCWAELLPVRRMPELDVPT---GPVLFLAAHERELLPLAGELLRLGCDRQELCLAGSGSE--------------------------------RRALLRAVAPPYFTLTRAIDR--------IAGLRAFAPVTAGLHGVWMELGHTHPLARGLQAPPGTLLLLPGE---------GRWMSAPDGPWLDLYQL-VDLSLPRPAEDWVPRPMP----GRLSVPLRLHQAARVEPASLWVLRENAVAQVESLVHSLPEALLAQLRFAVSGPP---EAP-HVVLRARPGREKPPE-LGLSA--TAYAPLPQLPTLYLPCDALLEPPLRGDRLRALLTPDADTVTWLHPTG------------------QGAFRAERLPERAFQPLDEWVEYVLDTGAVALEPWVRGATFDFAAFEASDTGPR
WP_002635063.1 SMLVFTSEEALQLALTSGLVPAEVQAAPARYQRTPDG----------------------ALHVQPEVMPEKDVLARLASLGVQVTRARAKDA---TPVLCWAEMVTARPVPLESAPS---GPVLFLPPSAETLLPLAGEMLRLGCDRQEVCFARSKE---------------------------------QRALLRAVAPPYFTLTSALDA--------TGPLRAFLPAVPGQHTVWVEVGYSHPLARTLQAPTGTLLLIHGK---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTSVPAP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTLPEPLLAQLRFAVSGTP---DAP-CIVLRARSGRERPPE-LGLSG--MAYAPLPQLTDLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGAFRAERLPESAFQPLDTWVDYIVDTSADALMPWVRSATFDFAAFEAAE-GEW
WP_141592590.1 SMLVFTSEEALHLALTSGLIPAEVQAEPARYHRTPDG----------------------ALHVLPEVMPAKEVLAHLASLGVQVTRSRANEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSG------------------------------QRALLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHAVWVEVGYTHPLARTLQAPAGTLLLVRGE---------APWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQVDTVTWLHPTG------------------DGGFRAERLPESAFQPLDTWVDYVVDANAGVLMPWVRSASFDFAAFEAAE-GEW
WP_140862179.1 SMLVFTSEEALHLALTSGLVPAEVQAAPARYHRTPDG----------------------ALHVLPEVMPAKDVLARLASLGVQVTRSREKEV---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSE------------------------------QRTLLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLREDAIAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDADADALMPWVRSASFDFAAFEAAE-GEW
WP_011552957.1 SMLVFTSEEALHLALTSGLVPAEVQAAPARYHRTPDG----------------------ALHVLPEVMPAKDVLAHLASLGVHVTRSRAKEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSG------------------------------QRALLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHAVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGKDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLLENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDADADALMPWVRSASFDFAAFEAAE-GEW
WP_141619819.1 SMLVFTSEEALHLALTSGLVPAEVQAAPARFHRTPDG----------------------ALHVLPEVMPAKEVLAHLASLGVQATRSRAKEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSG------------------------------QRALLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLYLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDADADALMPWVRSASFDFAAFEAAE-GEW
WP_090492711.1 SMLVFTSEEALHLALTSGLVPAEVQAAPARYHRTPDG----------------------ALHVLPEVMPAKEVLARLASLGVHVTRSRAKEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSG------------------------------QRALLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLREDALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLYLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDADADALMPWVRSASFDFAAFEAAE-GEW
WP_141255299.1 SMLVFTSEEALHLALTSGLVPAEVQAAPARYHRTPDG----------------------ALHVLPEVMPAKDVLAHLASLGVQVTRNRAKEA---TPVLCWAELVTARRVPLESAPN---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQASGGSG------------------------------QRALLRAMAPPYFTLTSALDA--------SGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPAP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDTNADALMPWVRSASFDFAAFEAAE-GEW
WP_140790495.1 SMLVFTSEEALHLALTSGLIPAEVQAAPARYHRTPDG----------------------TLHVLPEVMPAKEVLAHLASLGVQVTRSRAKEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQSSGESG------------------------------QRALLRAMAPPYFTLTSALDA--------AGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDTNADALMPWVRSASFDFAAFEAAE-GEW
WP_140874634.1 SMLVFTSEEALHLALTSGLIPAEVQAAPARYHRTPDG----------------------ALHVLPEVMPAKEVLAHLASLGVQVTRSRAKEA---TPVLCWAELVTARRVPLESAPT---GPVLFLPPSADALLPLAGEMLRLGCDRQEVCFAQSSGESG------------------------------QRALLRAMAPPYFTLTSALDA--------AGPLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPAGTLLLVRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPGEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLRENALAQVESLVHTVPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDTNADALMPWVRSASFDFAAFEAAE-GEW
WP_013939474.1 SMLVFTSEEALQLALTSGLVPAEVQAAPARCHRTPDG----------------------ALHVVPEVKLSEEALARLASLGVQVTRTRAKEA---TPVLCWAELVRARRVPLESAPT---GPVLFLPPSAEALLPLAGEMLRLGCDRQEVCFAQASKGSG------------------------------PRALLRAVAPPYFTLTSALDA--------TGSLRAFVPAVPGQHSVWVEVGYTHPLARTLQAPVGTLLLIRGE---------SPWLSAPDGPWTDLYQH-TDLRLPAPSEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLREDALAQVESLVHTLPEPLLAQLRFAVTGPP---EAP-CIVLRARAGRERPPE-LGLSG--KAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDANADALMPWVRGASFDFAAFEVAE-GEW
WP_095958503.1 SMLVFTSEEALQLALTSGLVPAEVQAAPARCHRTPDG----------------------ALHVVPEARLSEEALARLASLGVQVTRTHAKEA---TPVLCWAELVRARRVPLESAPT---GPVLFLPPSAEALLPLAGEMLRLGCDRQEVCFAQSSKGSG------------------------------PRALLRAVAPPYFTLTSALDT--------TGPLRAFVPAVPGQQSVWVEVGYTHPLARALQAPVGTLLLIRGE---------GPWLTAPDGPWTDLYQH-TDLRLPAPSEDWTPAPTP----GRLTVPLRLTRAARTEPASLWVLREDALAQVESLVHTLPEPLLAQLRFAVMGPL---EAP-CIVLRARAGRERPPE-LGLSG--MAYAPLPQLADLFLPCDGLLEPPVRRDRLRALLVPQADTVTWLHPTG------------------GGGFRAERLPESAFQPLDTWVDYVVDANADALMPWVRGASFDFAAFEVAE-GEW
WP_015348941.1 STLVFPTEEALHLALTSRLIPPEVQAAPAQHHRTSEG----------------------AVSVTPQKPLPKPVLTQLASLGIRSEPAAPHGA---SPVLCWAELVPPRRVAVESAPS---GPVLFLPKSADALLPLAGELLRLGCDRQEACFAQAPGGDGGPR---------------------------QRAMLRTVAPPYFTLTGAMDR--------LGGLRAFVPAIPGQSSVWVELGHVHPLASTLQPSPGSVLLIPGD---------GPWLSVSDGPWTDLYQL-TDLRLPQPAKDWAPAPAP----GRLSVQLRLTRAARTEAASLWVLRENAVAQVESLVHTLPETLLAQLRFAVVQSP---EGP-CIILRARHGRERPPE-LGLSA--MAYAPLPQLADLYLPCDGLLEPPVRRDRLRALLAPVPDTVTWLHPTG------------------GGGFRAERVPEQAFQPLDTWVDYVVDASAAALEPWVKGALFDFDSLEVAD-GEW
WP_141643775.1 STLVFPTEEALHLALTSRLVPPEVQATPARYRRSAEG----------------------VLHVTSQAPLSKAVLAELATFGIEADAKAPRAE---DSVLCWAELLAPRRVPVESAPL---GAVLFLPVDGDGLLSLAGELLRLGCDRQEVCFAEKKKG--------------------------------QRALLRASAPPYFTLTGAMDR--------AGGLRAFVPAVPGQTSVWVELGHVHPLARTLLPAPGTVLLIPGE---------GPWLTAPDGPWTDLYQL-TDLRLPEPAEDWTPSAAP----GRLSVHMRLTRAARTEAASLWVLRENAVAQVESLVHTLPEALLAQLRFAVTGPA---DAP-CIILRARHGRERPPE-LGLSA--MAYSPLPQLADLYLPCDGLLEPPVRRDRLRALLAPVPDTVTWLHPTG------------------AGGFRAERIPEQAFQPLESWVDYVVDTAAAALEPWVKGATFDFGAIESAD-GEW
WP_141322752.1 STLVFPTREALHLALTSRLVPPEVQAAPAHHRATAEG----------------------LLYVTPHAPLTKAALAELATFGVRVDAKAPRGE---AVVRCWAELLPTHRVPLEGVLP---GTVMFLPADADALLALAGELLRLGCDRQEVCFAKGEAG--------------------------------SRALLRAVAPPYFTLTGAIDR--------AGGLRAFIPAVPGQASVWVELGHVHPLARTLQPAAGNVLLIPGE---------GAWLTAADGPWLDLYQL-TDLRLPEPARAWEPLPAP----GRLSVPLRLTRAARTEAASLWVLRENAVAQVESLVHTLPEPVLAQLRFAVTGPP---DAP-CIILRARAGRERPPA-LGLSA--MAYAPLPQVAELYLPCDGLLEPPVRKERLRALLVPTPETVTWLHPTG------------------DGGFRAERICEKAFQPLDSWVDYVVDASAVALEPWMKGATFDFDAIELAD-GEW
WP_046713158.1 STLVFPTREALHLALTSRLVPPEVQAAPAHHHASAEG----------------------PLYITPHAPLTKAALAELATFGVRVDAKAPPGE---SSVRCWAELLPTHRVPLDGVLP---GTVMFLPTDADALLALAGELLRLGCDRQEVCFAKGEAG--------------------------------SRALLRAVAPPYFTLTGAIDR--------AGGLRAFVPAVPGQTSVWVELGHVHPLARTLQPAAGNVLLIPGE---------GAWLTAADGPWLDLYQL-TDLRLPEPARAWESLPAP----GRLSVPLRLTRAARTEPASLWVLRENAVAQVESLVHTLPEPVLAQLRFAVTGPP---DAP-CIILRARAGRERPPE-LGLSA--MAYAPLPQVAELYLPCDGLLEPPVRKERLRALLVPTPETVTWLHPTG------------------DGGFRAERISEKAFQPLESWVDYVVDASAVALEPWMKGATFDFGAIELAD-GEW
WP_074957491.1 STLVFPTREALHLALTSRLVPPEVQAAPAHHHASAEG----------------------PLYVTPHAPLTKGALAELATFGVRVDAKAPRGE---SSVRCWAELLPTHRVPLDGVLP---GTVMFLPTDADALLALAGELLRLGCDRQEVCFAKGEEG--------------------------------SRALLRAVAPPYFTLTGAIDR--------AGGLRAFVPAVPGQTSVWVELGHVHPLARTLQPAAGNVLLIPGE---------GAWLTAADGPWLDLYQL-TDLRLPEPARAWEPLPAP----GRLSVPLRLTRAARTEPASLWVLRENAVAQVESLVHTLPEPVLAQLRFAVTGPP---DAP-CIILRARAGRERPPE-LGLSA--MAYAPLPQVAELYLPCDGLLEPPVRKERLRALLVPTPETVTWLHPTG------------------DGGFRAERISEKAFQPLESWVDYVVDASAVALEPWMKGATFDFGAIELAD-GEW

############################################################################################################
24. fvmJAB-N alignment
############################################################################################################

WP_092545933.1 SVEVELFTAPDYTYGE-RHALVPLLRDALRPVLGAVVDR------------AGFRLSLQ--PVDD--------EGTLDGTPSLVNLRPGHGYVIVTAVADG---RIVYRHPHTVRELVGRPLQRHLARSHPDVAHWGYGLAG---------------------------------------------------------PGLEKLAFVKPVPAV----------------EGQVEITA----GRRRGITRLEELPEPEPDPIDLAG
WP_020510227.1 SATVVLFRTDTLTKFG-SVGLTELLTPVFEDLLDRSLEG------------AEFHMTLL--PIRD--------GATLRGDPTLINLRSSHGYVHIRIRQHD---AVIYQHPHSVREVIGRPLQRLLGKDFPEEHQMGFGIVA---------------------------------------------------------DGLAGLSVTRPTPVN----------------EGSIDILA----RQRQPVFHLEEVAEPGPPEMTAEG
RZT79586.1 HAAVELYRTDTLTKFG-SVGLTDLLTPVFEALLGRPLDG------------AEFHLTLL--PIQD--------RTTLRGNPTLVNLRGSHGYLQVRIRHGA---TVVYQHPHSVREIVGYPLQQLLGKSFPEEHEMGFGIIA---------------------------------------------------------DGLAGLSLSRPTPAN----------------EGSIEIQA----RRRQPVFHLEEIAEP-PPSATAAS
WP_130402113.1 HAAVELYRTDTLTKFG-SVGLTDLLTPVFEALLGRPLDG------------AEFHLTLL--PIQD--------RTTLRGNPTLVNLRGSHGYLQVRIRHGA---TVVYQHPHSVREIVGYPLQQLLGKSFPEEHEMGFGIIA---------------------------------------------------------DGLAGLSLSRPTPAN----------------EGSIEIQA----RRRQPVFHLEEIAEP-PPSATAAS
TQS46761.1 TAEVEIYRTDDYLSVG-RVPLVPLLQHFFEPMLGRSLAG------------CRFHLLFL--PVAE--------DGVLPGPPELVNLRGSHGYVQVRIVQAGGDDTVLYRHPHPVSEVIAGPLQEQLAKAAPAETHWGFGVVA---------------------------------------------------------PGFDGR-MVRPTPAV----------------DGVIGIRT---SGTVTPLFHLEEVAEPDPPLATLED
EIV94374.1 SVDVELYRSDDYVRTR-RVKLMPLLRPIFEWLLGESLEQ------------ATFRLAFL--PVPD--------HGTLDGEPSVRNLRGSHGYVHVRIVVDG---ELRYQHPHALREIVARPLQQLLAEEYPAEKHWGFGIVA---------------------------------------------------------PGLEHIALVRPTPPV----------------GGLVEITT---DHRRPAAFHVEEIPDPEPPAATLRE
WP_009740765.1 SVDVELYRSDDYVRTR-RVKLMPLLRPIFEWLLGESLEQ------------ATFRLAFL--PVPD--------HGTLDGEPSVRNLRGSHGYVHVRIVVDG---ELRYQHPHALREIVARPLQQLLAEEYPAEKHWGFGIVA---------------------------------------------------------PGLEHIALVRPTPPV----------------GGLVEITT---DHRRPAAFHVEEIPDPEPPAATLRE
QBG49803.1 -------------------------------MVGQSLEG------------ATIELSFL--PLTD--------RAPVRGTPSVINLRGSHGYVQVRIVRGD---TVLYQHPHALREIVGRPLQELLGERLPEETHWGFGIRG---------------------------------------------------------PGLEKVALVRPKPMA----------------ANRVEIAV---GGPRRRLFGIEEVPEPEPPVATLQE
WP_132123853.1 EVDLEVFRARDKEPYC-RYDFASVLRRAALRTFGDMARR------------GKIELTLE--EAEA--------GGTHPGPPEVRNLVARDGNCVLRLIQDG---KTAQEVRLPTVDLVGPVLADELRQVRPGERHWSFRLRQRRVTALIVLGDKIA-------------------------------------------EQLTRLS-GRPEPVI----------------EGSMDVDP---RKDRHQPFEVTQIEDQDEQLVQPAD
WP_033359489.1 DIDLTIYQGEDQFHFG-EFALSPVLRHAALLCFGDRARR------------GQIEFQLE--ESED--------DRPWTGPPQVRNLTDRFARCSIRLLNDG---ETLAVERMRVVDLFGPVLAPELAQLQPEETHWAFRLRKRRVATLLQVAEV---------------------------------------------LAERLLSNERPAPEA----------------EGSVDVDP---GERRHRPFTLTPMAATDAELVQPST
WP_109500346.1 ALDIELFQGESRQLVR-TEPLIALLKPAFAAETAPFKGR------------PRFVLMLRNDPGPDTYEPDTHDTDTYDGDLHLTNLRADFGYIHVAIHMEG---RVVYQKPYSVNSLVGPVLARLAREIAPEERRWAFRIAGL-------------------------------------------------------PSPEDGESAQRLPPVV----------------DGTDDIDV---SRSTRLPFGIRPAVEPEIPLLDLAE
WP_079310652.1 ALDIELFQGESRQLVR-TEPLIALLKPVFAAETAPFKGR------------PRFQLMLRNDPGPDTYEPDGHDADTHEGDLHLTNLRADFGYIHVAIHMEG---RVVYQKPYSVNSLVGPVLARLAREISPEERQWAFRIAGL-------------------------------------------------------PSPEDGESAQRLPPVV----------------DGTDDIDV---SRSTRLPFGIRPAAEPEIPLLDLAE
WP_126270578.1 ALDIELFQGESRQLVR-TEPLIALLKPAFAAETAPFKGR------------PRFVLMLRNDPGPDTYEPDTPGTDTYEGDLHLTNLRADFGYIHVAIHMEG---RVVYQKPYSVNSLVGPVLARLAREISPEERQWAFRIAGL-------------------------------------------------------PSPEDDESAQRLPPVV----------------DGTDDIDV---SRSTRLPFGIRPAAEPEIPLLDLAE
WP_037677793.1 EPQVELFWGEGTGHLAERLPMVPLLEAVLAGELREHARD------------PDFGFVLLFHDIEG--------RDRYEGPPEIVNLRPDFGHLTVLAHVGD---RVLYQQPHSVTGLLGPVLAALARSIDPAAPRWSFRVDSVAQRDSAARRGQQDRAD------------YGDYGDFDRYDLYDPYDRYDAYDRRRRGGPLDGRDASRLPPVV----------------TGTADVDV---TRSSRLSFGVRRVEEPEAPRISSSD
WP_133930096.1 EPQVELYRGEGTARVAQRLGLVPLLKALLAGELREHTRD------------PEFGFVLLFHDIEG--------RDRYEGPPEIVNLRPDFGHLTVLAHVGD---RVLYQQPHSVTGLLGPALAALGRTIDPGEARWSFRVDSVARRDSATGRDPRDLGPRGDYDDFDPYDAPGPYDAYDRHGPYDRYEAYDAYERRRRRELLEGRDASRLPPIV----------------TGTGDVDV---TRSSRLSFGVRRVEEPEAPRISSSD
WP_031170455.1 TAMVLLYKGTAFDLIG-KMTLSSLMVEGLRRDLPDGEPD------------EPLIMHLRYVRRPD--------PRLVDGPRTIHNLRSQIGRLGVIVSQGG---ETVIDREYPVRELLGPVLQHVVQQLDPDEQVWGFCIDH---------------------------------------------------------PSLSGLALGRSTPEV----------------EGTMDLNL----RESRRSFTVRKVAEPPVPGIDPAE
WP_067128128.1 TATVLLYKGTSFDLVG-KMTLSSLMVEALRRDLPGGDQE------------EPLIMHLRYVRRPD--------PRLVDGPRTIHNLRSQIGRLGVIVSQGG---ETLIDREYPVRELLGPVLQHVVQQLDADEQVWGFCIDH---------------------------------------------------------PSLSGLALGRSTPEV----------------EGTMDLNL----RESRRSFTVRKVAEPPVPGVDPAD
WP_069777257.1 AATVLLYKGASFDLVG-KMTLSSLMVEALRRDLPGGEPE------------EPLIMHLRYVRRPD--------PRLVDGPRTIHNLRSQIGRLGVIVSQGG---ETLIDREYPVRELLGPVLQHVVQQLDPDESVWGFCIDH---------------------------------------------------------PSLSGLALGRSTPEV----------------EGTMDLNL----RESRRSFTVRKVAEPPVPGVDPAE
WP_071384077.1 AAMVLLYKGTSFELVG-KMTLSSLLVEAVRRELAGGDPE------------EQLVLEIRYLRRPD--------PRLADGPRTIHNLRSQIGRLALTVTRGS---EKVVDGEYPVRELLGPVLQHVVQQIDPDEEVWGFCLDH---------------------------------------------------------PSLSGVALGRSTPEV----------------EGTMDLNL----RESRRSFTVRKVAEPPMPGLDPDK
WP_071371604.1 TAMVLLYKGTSFELVG-KMTLSSLLVEAVRRELAGGDPD------------EQLVLEIRYLRRPD--------PRLADGPRTIHNLRSQIGRLALTVTRGS---EKVVDGEFPVRELLGPVLQHVVQQVDPDEEVWGFCLDH---------------------------------------------------------PSLSGVALGRSTPEV----------------EGTMDLNL----RESRRSFTVRKVAEPPMPGLDPDQ
WP_053662250.1 GAMVLLYKGTSFELVG-KISLSSLIIEAVRRELAGGDPD------------EQLILEMRYVRRPD--------PRLADGPRTLHNLRSQIGRLGVTVSRGS---EKVVDGEFPVRELLGPVLQHVVQQIDADEEVWGFCLDH---------------------------------------------------------PSLSGLALGRSTPEV----------------EGAMDLNL----RESRRSFTVRKVAEPPVPGVDPGE
WP_037754740.1 --MVLLYRGTSFDYVG-HISLSSLLVEAFRRELETGDPD------------DRLIIHLRYLRRPD--------PRLMDGPRTIHNLRSQIGRLMVVLSRGG---ETIVDREFSVRELLGPVLQHVVQQVDPDEQVWGFCLEH---------------------------------------------------------PSLKGMVLSRSTPEV----------------EGTMDLNL---LRETRRTFTVRKVEEPPVPLVDPGE
WP_046259386.1 TAKVLLYKSTSFDLLG-HMSLTSLLVEAFRRELEPGDPE------------DEVDIRLRYVRRPD--------PRLIDGPRTIHNLRSQIGRLGVTISRRG---DTVVDREFSVRELLGPVLQHVVQQIDPEEEVWGFCLDH---------------------------------------------------------PSLAMVALARSTPEV----------------EGTMDLNL----RESRRNFAIRKVEEPPVPRIAPEE
WP_093170139.1 IAEIELYKGRRRTYYG-RLVLQQVLFEALNDAHPGLLPRAEDVEKSERSERPRFVLHFH--DAED--------TGRIPGEPEVTNVRADFGHLDLRVLVGG---AVVHERHYSVSELLGDVLAKLLSRIDPDERVWGFAIRH---------------------------------------------------------PALGAMARSRRAPEV----------------EGAVDIDL---KETRNLPFTVQRIEERQ-DAVDPAS
WP_020645961.1 TAEIVLYKGTNQTYFG-RLSMDPILRELLSRHVDTSDPK------------IRFALVFH--RAAE---------AVADGS-QLVNLLPTVTEVDVVMLRGS---KMVARTRGSVAELFGPVIQRLVGRIDPDEDSWAFRISH---------------------------------------------------------PVLDGSGEQRRPPKV----------------EGAIDVDL---DTARPLPFSVSRLDEPGMETVDPAE
WP_093947430.1 TAEIVLYKGSNQTYFG-RLSMDPILRELLSRHVDTTDPK------------IRFALVFH--REAE---------AVADGSR-LVNLLPTVTEVDVVMLRGN---KMVARTRGSVAELFGPVIQRLVGRIDPDEDSWAFRISH---------------------------------------------------------PVLDGSGEQRRPPKV----------------EGAVDVDL---DTARSLPFSVSRLDEPGMETVDPAE
WP_015197959.1 DYRIELYRGENRKFFG-SIPFLPIVRESLERLLGHSLLL------------ESIQIIIL--QVPE--------EPLWMESPIIENLVPEFGYTYIRVYQGN---FLIYQHPHRFYDVVTQTLQTTLSNQYPEETWWGFRVDI---------------------------------------------------------PGIPQIAAANLQPQASTLYSNLYSKTQLSERLQSESLQIRQQPQEVKPSFKIRRLEEEEPAIKTLAD
WP_086686849.1 DYRIELYRGADRKFFG-TMPFLPIVQESLESLLGRSLLL------------KSILVILL--QVPE--------EPLPIESPVVENLVPDFGYTYIKVYQGN---FLIYQHPHRLYDVLTKNLRTKLSNQYPEEIWWGFRVDI---------------------------------------------------------PGMPQISAFRLNPRVSTLHPT-------PAREGNAEIIPYPHPHGEKPKFQIRRLAEAEPPLKTLAD

############################################################################################################
25. FtsH systems MoxR alignment
############################################################################################################

EIV94378.1 ---------------------------------------------------------------------------------MTA------AVLDLE--LRALANTFRFRLHELREQFVGRDEAVDLLGLAVLCREHMLLIGPPGTAKTSLLDRFRRMLDADY-----FTYLLTRFTEPAELFGPVDIRRLQADG-VYRVNTKGMLPDVEIAFLDEVFQANSAILNSLLTLINERRFHNGSRVQDAPLVTLLGSSNEIPDDPLLAAFSDRFLLRCQLDYVPDDVIEQVLDVGWRQDRAAI-RAATADAG--------------S-GDAAGGAGDV---------PFGAAELRRLQ---YAVSTV----------------D------LGGIRDVYARILRAFRAE-GIVFSDRRAVRAQRTFAAAALLAGRARAELDDLATLAHLWANPRDEPSIRRIMI-DHAVTV--REPGRTV-----RHQAVVRADIQEQLRLLAREGDTVG-----SPEEHREL---LRRLR-RLTVEL---RRD--------HPDLREQLGEVQRAQQGAIRLYRE----RYDLD--GLGDG
MBM74105.1 ---------------------------------------------------------------------M-----------TSQ------EK------ANSIALKLRALRTNLSRYFVNRQDIIDLLILSTVLQEPLLLVGEPGTAKSELIVTFCESLQLPK-EDY-FEYMLTKFTEPSEILGPIDIALLK-KG-RYVRRIEGRLPTAKIVFLDEIFKSNSAILNTLLTIINERKFYQDGQPERVKMNMLFAATNEIPESSDLNALKDRFILKVETKSVRHQHFKELLKKGVGNEVFKS-QNQKPWMN--------------S--------------------GVSLLDILELN---NHLESR--LQKMVE-------RDLASRLFPEPLLLLFQRICMTLEKEEGVVLSDRKIIKLYKMMIAHAFIFHGGPVLKEDLHILRFVADRRSDMDRINERVS-QFLQLD--PS---------------------------------------------------------------------------------------------------------------------
OGK06828.1 ---------------------------------------------------------------M-RPAAIELRTQEIS---MNF------EENNTDQ-INAARARICDYYTRLNEFFLKRSDLLKLMMVAAAAQEPMLFIGRPGTAKSLLVSVFCQGLGMKQ-DDY-FEYMLTKFTEPSEIMGPVDINELK-GG-RYLRKVAGHLPTAKIAFLDEIFKANSAILNVLLTVINERKYYQEGKPLPVPLVCMFAASNEIPDFGEFDALKDRFIIKAETLPVRDSCFHELIRTGISFESRVH-NREKPW-K--------------S--------------------DCTLDDFVLVH---DYVVST-------VLPAAVQRDD-RVILGDERVTTAFKAIISVLADELKVEITDRKLIKLYKLIMTQAFIFNGGNVTREELKILCYCGNNFSDVRKIKDYIEERLANLD-------------------------------------------------------------------------------------------------------------------------
PCC71846.1 ---------------------------------------------------------------------M-----------WTL------EELEPE--IDDIRARIQQHRRGLKEYFVARDEEIDLAILCAVAQEPLLLVGPPGTAKSDLVVKLTESLGLGA-GDY-FEYMLTKFTEPSEILGPIDIAVLK-EG-RYLRRTRGMLPDCRVAFLDEIFKSNSAILNTLLTILNERKFYQDGQPTPVRLVMLFAATNDIPDQSELEAMADRFILKIETKPVKDRHFEELIDAGVMNESYRA-SGHKPWTR--------------G--------------------AASLDDFLKLK---RFMDLSFGMGREPG-------RD-RAQWFPRPVFAEMRRIVRALETEDKVLVSDRKLVKLYKVIRTQAFLNHGGAVQTSDLNLLAYVGNRRDEIPVVASKVK-ALLGLG--G----------------------------------------------------------------------------------------------------------------------
PID39909.1 -------------------------------------------MG---TEDAV---FRLER-----DLDQ-----------LTY------EDLAKE--APELRERINRFRVSLGRFFVAKQPLIDLMTICAVAQEPLLLVGPPGTAKSDLVLKFKDALQISD-DDY-FEYMLTRFTEPSEVIGPIDINLLR-EG-RYIRRDRGKLPTARLVFLDEIFKSNSAILNSLLTIINERKFYQDGAPMPVRLKVLFAATNEIPEHAELAALKDRFCLKAACRPVQQQHFIELIDAGLDAQTQRD-LNQRPWAE--------------G--------------------HATLVDFLKAH---RYLTLQ--MSRREIDAEGNLWRD-RDRYFREELLRELRRLIKTLVREDDVFISDRKVVKLYRLLRVGAWVVHGGAVERQDLQLLSYLGETREEIDLLEEKVP-KLLGLAS------------------------------------------------------------------------------------------------------------------------
PKL44253.1 ---------------------------------------------------------------------------------MNF------DENNTDQ-INAARARICDYYTRLNEFFLKRSDLLKLMMVAAAAQEPMLFIGRPGTAKSLLVSVFCQGLGMKQ-DDY-FEYMLTKFTEPSEIMGPVDINELK-GG-RYLRKVAGHLPTAKIAFLDEIFKANSAILNVLLTVINERKYYQEGKPLPVPLVCMFAASNEIPDFGEFDALKDRFIIKAETLPVRDSCFHELIRTGISFESRVH-NREKPW-K--------------S--------------------DCTLDDFVLVH---DYIVST-------VLPAAVERDD-RVMLGDERVTTAFKAIISVLADELKVEITDRKLIKLYKLIMTQAFIFNGGNVTREELKILCYCGNNFSDVRKIKDYIEERLANLD-------------------------------------------------------------------------------------------------------------------------
PKL48729.1 ---------------------------------------------------------------------------------MNY------DEQNIDV-INAARARICDYYTRLNDFFLKRSELLRLMMVAVAAQEPMLFIGRPGTAKSLLVSVFCQGLGMKQ-DEY-FEYMLTKFTEPSEIMGPVDISELK-SG-RYLRKVAGHLPTAQIAFLDEIFKANSAILNVLLTVINERKYYQEGKPLPVPLICMFAASNEIPDFGEFDALKDRFIIKAETQPVRDSCFHELIRTGISFESRTH-NREKPW-K--------------S--------------------DCTLQDFVLVH---DYVVST-------VLPAAVARDD-RMLLGDERITTAFKAIISVLADELKVEITDRKLIKLYKLIMTQAFIFNGGNVTREELKILCYCGNNFSDVRKIKDYIEERLANLD-------------------------------------------------------------------------------------------------------------------------
PZR18641.1 -------------------------------------------MT------------ADSL----EKLSE-----------LPL------DKLQAE--AQSLRERLNRFRLALGRHFIDKQPLIDLMLVAAVAQEPLLLVGPPGTAKSDLVVKFREALGIEG-TDS-FEYLLTRFTEPSEVLGPIDINELR-SG-RYIRREQGKLPTARLAFLDEIFKASSAILNALLTVINERKFYQDGVPVPVKLKILFAATNEIPDHSELGALKDRFVLKAACRSVQETHFVELLDAGLDSQTNKD-LNQKPWAE--------------G--------------------LSTIEDLLKAH---RYLTLL--MARKEP-------RD-RELFFREEVMREFRRVIRTIVREDEVFVSDRKLIKLYRLLRTRAWIVHGGAVEREDLQLLSYLGETREEIDLLEEKVP-RLLGIS-------------------------------------------------------------------------------------------------------------------------
QBG49800.1 ---------------------------------------------------------------------------------MSN------ATPTRHDRTRLLARTFATRLEEVKQGFVERDEVVDLLALATLCREHALLIGPPGTAKTRLIERYCRILDTSP-----FTYLLTRFTEPAELFGPIDLRKFQDQS-VYEVNTSGMLPEARIAFLDEVFQGSSAILNTLLTLVNERNFFTGSKTIHGRLITLLGSSNEIPDDPVLAAFSDRFLFRCRLDYVADDEVEEVLGLGWQAEQQQI-RTDPALVDGQFGKAPVKSPVKVA----GTDRSQV---------AFPLADLAVLQ---QALADI----------------D------LSAVRDPYARIVRALRAE-GIAFSDRRAVKAQKAFAASALLAGRLRAEISDLAVLTRLWTDPRDEQSLRRIVA-DHGVPV--DTPGRIL-----RDPYDLRIDLRE----CRNRLALLR-----TSDEIREM---LRLLG-RLAAEA---RRD--------HPAEQPLLKEISQAQRETLTKLRE----DF-PEE------
RCK81656.1 ---------------------------------------------------------------------------------MAI------DLPATDE-INAARERITALHNRLCEFFLARDEMLKLMVTAVAAQEPMLFIGRPGTAKSLLVSVFCQAIGLAE-GDY-FEYMLTKFTEPSEIMGPVDIQKLK-AG-QYVRKVKGHLPEARIAFLDEIFKANSAILNMLLTVINERKYYQEGVPLPVPLVCMFAASNEIPDFGEFDALKDRFILKVETLPVRATHFYELIRFGVRFETRAF-AKERPW-A--------------S--------------------DCTLDDFLLIH---RYVLNE-------VLPRMIEQPD-AELLGDERMTKAFKTLIAVLADELKVEITDRKLIKLYKLIVTQAFLFNGGRVTREELKILRYCGNNFADVQKIKAFIEERLDSME-------------------------------------------------------------------------------------------------------------------------
RLS41008.1 -------------------------------------------MP---KVT------------D----TE-----------KTK------DQKHDD--LENARKRIDRFRLSLGRHIVDKQELIDLLIIGAIAQEPVLLVGPPGTAKSDLVLKLVEGLGVGE-QDY-FEYMLTRFTEPSEILGPLDLSLMK-EG-RYSRRTEGKMPRAKVVFLDEIFKSSSAILNVLLTILNERKFYQDGKPEPVPLKLLFAAANEIPEQAELAALRDRFCLKAESRSVRQDHFEELLDSGLRNESNRQ-RKLTPWKE--------------G--------------------ICSLADLELAH---QGLMDR--FAEETADQDGNTRND-RVLFFPGPVLAEFRRVIETLSREHKLFISDRKLVKLYKLLRARAWLMRGGVVAVEDLLLLRYLGETLPELRLLAEKVP-QYLRVGQSAR---------------------------------------------------------------------------------------------------------------------
RZT79583.1 ---------------------------------------------------------------------------------MTV------VQLDRD--IRIKAATYATRLAEVKTQFVDRDDVIDIVAMATLCREHALLIGPPGTAKSSVIDRLRKLLDVRY-----FAYLLTRFTEPAELFGPLDLAAFQ-RG-SYRVNTDGMLPTAHIAFLDEVFQGSSAILNSLLTIVNERRFYNGSEAVELDLISLFASSNEIPDDPLLAAFSDRFLLRCNLDYVADDLIEDVLDIGWRGERDRI-RTAAAEVE--------------P----VTARTEV---------TFPLTELIQLQ---NAVADV----------------D------VSGVRDTFAEILRTFRSE-GVVFSDRRAVKAMKTFAASALLSGRPRAELSDLGQLVHLWTLPQDEVSIRRILA-DHQVSV--LERGRQV-----RDITEISLDVRH----IMRLRESAQ-----TADEWREV---IRRLH-RLTTEV---QRD--------HPAGQEVLGQLQQAQRETVAAYRE----RFEPNG------
TQS46758.1 ---------------------------------------------------------------------------------MTT------TTLDRA--TRVLARTYATRLDEVKRDFVGRDEAVDLVGLAALCGEHVLLLGPPGTAKSSLLDRFRRMLKAQY-----FSYLLTRFTEPAELFGPVDLRLLREKG-VYRVNTTGMLPKAEVAFLDEVFQGSSAILNTLLTLVNERTYHNGAEAEPVPLVTLLGSSNEMPDDPLLAAFSDRFLLRCTLGYVPDDDIEDVLGLGWTREKWLT-GKEALTDS--------------GNGALPAGAAT-----------FPVTDLIRLR---RVLGEV----------------D------LAPIRPAYGRIVRALRAE-GVTFSDRRAVKGQKAFAATALLAGRREAELSDLAPLVHLWASPRDEPTIRRVAA-DHDVPL--DRLGHVT-----RDPAELRLELRK----QVAERERIT-----TVEEFRDL---LRRGR-ALAVEL---RRD--------HPQQGALIEDVRREQREMVTAYRE----LLGAEAERSVDV
WP_002627971.1 -------------------------------------------MSVPTREPAD---GRSAV----DPIAE-----------LSH------EALSRE--SQALRERINRFRLSLGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSELVLKFKDALRIGD-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYMRRERGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRSVQDRYFLELLDSGLESQTQRE-LNQKPWAE--------------G--------------------HATLEDFLKAH---RYLTLV--MSRREPGPEGRELRD-RELFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVEREDLVLLSFLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_002635062.1 -------------------------------------------MS---SLP---------------AISE-----------LTF------DALSSE--AHGLRERLNRFRMALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTHRE-MNQKPWAE--------------G--------------------HATLDDILKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_006562443.1 ------------------------------------------------------------------------------------------MSLS----DLISLLRFN-VSDRLKQDFVGKDQVIDLMLISAIAREHLLLVGPPGTAKSELVKRFVLLLGARKEAGDLFEYLLTRFTEPNEIFGPVNIREFQ-QG-TFTRTIERALPQAKIAFLDEVFKANSAILNALLTILNERFFYNGLEQVAVPLISLYGATNEVPEGDELGAIFDRFLLRVRTDHVDERYFPDLLAKGWSLERERI----------------------------RLGRSEA-----L---VPVLDSLDHLQIAYDALEQI----------------A------LAPIFDDYREVVRQIRAE-GITLSDRRAVKLLKLIAAAALLRGSNTASPADFWVLLHVWNRPEQISALQAIVG-PLIERA--GGQALTA---E-RDLATLSQEVAR----LALRVHDQSEGRTYTPTYFGTL---LHDLE-RLRQEI---LGHSAGRMSATQPQWQALVTEVERLIDAALDRLEA----------------
WP_009740769.1 ---------------------------------------------------------------------------------MTA------AVLDLE--LRALANTFRFRLHELREQFVGRDEAVDLLGLAVLCREHMLLIGPPGTAKTSLLDRFRRMLDADY-----FTYLLTRFTEPAELFGPVDIRRLQADG-VYRVNTKGMLPDVEIAFLDEVFQANSAILNSLLTLINERRFHNGSRVQDAPLVTLLGSSNEIPDDPLLAAFSDRFLLRCQLDYVPDDVIEQVLDVGWRQDRAAI-RAATADAG--------------S-GDAAGGAGDV---------PFGAAELRRLQ---YAVSTV----------------D------LGGIRDVYARILRAFRAE-GIVFSDRRAVRAQRTFAAAALLAGRARAELDDLATLAHLWANPRDEPSIRRIMI-DHAVTV--REPGRTV-----RHQAVVRADIQEQLRLLAREGDTVG-----SPEEHREL---LRRLR-RLTVEL---RRD--------HPDLREQLGEVQRAQQGAIRLYRE----RYDLD--GLGDG
WP_011552956.1 -------------------------------------------MS---SLP---------------AISE-----------LTF------DALSSE--AHGLRERLNRFRLALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLDSQTHRE-MNQKPWAE--------------G--------------------HATLDDVLKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_012825461.1 ------------------------------------------------------------------------------------------MPWPED--IQTAIRQLQVLRRSLQQTFTGRDQVVEVLALGAVCQEHTLLLGPPGTGKTELVTRFTQAVDAPL-----FSYLLTRFTEPSEIFGPLDVEAFQ-GG-RYHIRTDGMLPSASIAFLDEVFQGSSAILNTLLTLVHERVFHNGAERQRVPLLSLVGASNELPADSTLRAFSDRFVLRVAVAPVPDPQLDELLDKGWLLERARM-----------------------E----APAARELP--------TLSEDALRSLH---GRLHEV----------------A------VDQIRSVYAQVLRELRAE-GVEFSDRRMVKGLKLIAGAALMDNRTSAGIADLWPLSYMWTTDDEAELVRPIVA-QHLGDD--DGARLAGSG-T-RSGEEL---RGE----LALLASRED-----ALRGHSALGAHLMALG-RLRREA---ILD--------HPDDDELRAAVEGAVSRVMALLEGPAPRV-----------
WP_013563422.1 -------------------------------------------MA-Q-THPAP---LHTAATDDLEAIDQ-----------LTP------KQLADE--IDQVRDRINRMRISLGRFFVAKQELIDLMTVAAIAQEPLLIVGPPGTAKSDLVLKFKDALGIAD-EDY-FEYMLTRFSEPSEILGPIDINELR-EG-RYIRREQGKLPTARLVFLDEIFKSNSAILNILLTIINERKFYQDGAPRPVRLKVLLAATNEVPEQGELAALKDRFVLKAESRSVQEDHFADLIDFGLRSEVYKG-LNKKPWAE--------------G--------------------HCSLADLLKAH---RHLIQQ--FGRRDDRLESGS-AD-RALFFPDEVFREFQRLVRTLVREDRIFISDRKLVKLYKLFRVRSWLLSGGVVSMDDLRLLAYLGETHQEMELLREKIP-ILLGDQL------------------------------------------------------------------------------------------------------------------------
WP_013873918.1 ---------------------------------------------------------------------------------MTT------PALDQP--TRVLARTFATRLRDVRQDFVDRDEAVDLLALAVLCREHVLLVGPPGTAKSSLLERFRRTLDARC-----FSYLLTRFTEPAELFGPIDIRRLRTEG-VYQVNTAGMLPEADIALLDEVFQGSSAILNTLLTLINERTFHNGTRTVDASLITLLGASNDIPDDPVLAAFSDRFLLRCRLGYVPDDDIEDVLTLGWRGEQELI-NPAAAGAG--------------G----PAGRTRV---------GFGLADLGRLQ---RAVADI----------------D------LTAVRGPFARIVRSLRAE-GVVFSDRRAVKAQKTFAARALLAGRAAAELVDLAPLVHLWTSPRDEQTIRRIVA-DAGVPV--DRPGRTV-----RSFGELRIDLAE----LAGQRARVT-----GAEEFREL---LRRGQ-RLVLEL---RRD--------HPDARDLLANVQRHQRETIAIYRE----RFAEE--ELVDV
WP_013939473.1 -------------------------------------------MS---SLP---------------AISE-----------LSF------DALASE--AHGLRERLNRFRLALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLDSQTHRE-MNQKPWAE--------------G--------------------HATLDDVLKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_015348940.1 -------------------------------------------MS---SVPRR---EESSA----DPLSA-----------MTF------DALSRE--AQGLRERLNRFRQGLGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFREALQIPS-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTHRE-LNQKPWAE--------------G--------------------HATLEDILKAH---RYLTLM--MGRKEQGPDGRELKD-RDLFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_020510225.1 ---------------------------------------------------------------------------------MTV------VQLDRD--IRIKAATFATRLNEVKAQFIDRDDVIDIIGMATLCREHALLIGPPGTAKSSVIDRLRRLLDVRY-----FAYLLTRFTEPAELFGPLDLTAFQ-GG-VYRVNTAGMLPEAHIAFLDEVFQGSSAILNSLLTIVNERRFYNGSEVVEVDLVSLFASSNEIPDDPLLAAFSDRFLLRCNLDYVADDQIEDVLDIGWRGERDRI-REDAPGAE--------------R----AADSRDV---------SFSLGDLAHLQ---TAVADI----------------D------VSGVRDAFAEILRAFRSE-GVVFSDRRAVKAMKTFAASALLAGRPRAELADLSQLVHLWTMPQDEASIRRILA-DHQVPV--HESGRRV-----RDITEVTLDMRQ----VVRLREAAQ-----TADEWREV---MRRLR-RLTTEV---HRD--------HPDAREVLGQLQQAERESVVAYRE----RFEPEV------
WP_020645964.1 ------------------------------------------------------------------------------------------MSWPEA--TEKLVHRLDAIRQTLEARFVARTEAVRLLLLAAVCREHLLLLGPPGTAKTELITRFAELIDARH-----FRYLLTRFTEPAEIFGPLDFQRFR-AG-EYHVRTSGMLPEANVVFLDEVFHGSSAILNTLLTVLNERRFDNGSQTTVTPLVSLFGAAAELPDDPALAAFADRFLLRLRVAPVARLRLPELLDRGWTQEQEAL-A---------------------G----RHRAEQA---------VLRIAELEQLT---PQLRHV----------------E------LGRVRGPYGEIIAELAAQ-GVVLSDRRIVRGQKLIAGAALLRLAEVADVPDLWPLRYLWAGSEDARVLEEVLD-ERL-----GSEVVAEPKVR-SALSLVELARQR----VGRLEAAAG--------DNSILST-LYSLNTDVLQVL---QRH--------HPGEHDTIDEVRRLIAGVTQRLNGRG--------------
WP_046713157.1 -------------------------------------------MS---SVPRR---EEPAA----DPISA-----------LTF------DALSRE--AQGLRDRLNRFRQALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFREALRIPS-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTHRE-LNQKPWAE--------------G--------------------HATLEDVLKAH---RYLTLM--MGRKEAGPDGRELRD-RDLFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_047223338.1 ---------------------------------------------------------------------------------MTT------PALDQP--TRVLARTFATRLRDVRQDFVDRDEAVDLLALAVLCREHVLLVGPPGTAKSSLLERFRRTLDACC-----FSYLLTRFTEPAELFGPIDIRRLQTEG-VYQVNTAGMLPEADIALLDEVFQGSSAILNTLLTLINERTFHNGTRMVDTSLITLLGASNDIPDDPVLAAFSDRFLLRCRLDYVPDDDIEDVLTLGWRGEQELI-NPAAAGAG--------------G----PAGRTRV---------GFGLADLGRLQ---RAVADI----------------D------LTAVRGPFARIVRSLRAE-GVVFSDRRAVKAQKTFAARALLAGRAAAELADLAPLVHLWTNPRDEQTIRRIVA-DAGVPV--DRPGRTV-----RSFGELRIDLAE----LAGQRARVA-----GAEEFREL---LRRGQ-RLVLEL---RRD--------HPDARDLLADVQRHQRETIAIYRE----RFAEE--ELVDV
WP_051927024.1 ------------------------------------------------------------------------------------------MSWGQD--TVDTIRDLEYVRRRLDGEFVGRDRAVRLLQLAVVCREHALLLGPTGTAKSELISALARHIEAHH-----FSYLLTRFTEPSEIFGALDFEQFR-QG-TYQVRTEGMLPTAELVFLDEVFQGSSAILNTLLTLLNERRYHNGARAENAPLISLLGATNEIPDDPGLTAFSDRFLIRLEVEPVGGTDLERLLQVGWEHEARRF-TAAVQAAE--------R-----A----RGTGTAAPSAGHRTSGAVTVDRLGRLT---LRLRDV----------------D------LDPVLGEHRELVRQLLIQ-GVRLSDRRLVRSLKLVAGAALLRESRTAEPVDLWPLAHIWTDPADRTTVEEAVQ-AVVEKH--GGEPARR---R-RPDHEILLDARE----VGAPLTADR-----RPSEWSVVEG-LHKLA-DLSREL---REH--------PPVNTQTEAELSRIIAEVNALLDQFE--------------
WP_052067793.1 ------------------------------------------------------------------------------------------MSWGQD--TVDTIRDLEYVRRRLGDEFVGRERAVRLLQLAVVCREHALLLGPTGTAKSELISALARYVEARH-----FTYLLTRFTEPSEIFGALDFERFR-QG-TYHVRTEGMLPQAELVFLDEVFQGSSAILNTLLTLLNERRYHNGAAAESAPLISLLGATNDIPDDPGLTAFSDRFLIRLQVEPVGGSDLERLLQVGWGHETRRL-VTAVTESA--------A-----A----RDGGTAAPAPG-RSTGTVTVERIERLS---LRLRDI----------------D------LDPVLGEHRELVRQLLIQ-GVRLSDRRLVRSLKLVAGAALLRESRTAQPVDLWPLAHIWTDPADRTTVEEAVH-AVVEKH--GGEPARR---R-RPDHEILLDARE----IGVPLTAER-----RPSEWSVIDG-LHKLG-DLSREL---REH--------QPVNTQTEAELSRIIAEVNALLDQFE--------------
WP_052386745.1 ------------------------------------------------------------------------------------------MKLSDR--QLGVVRSLHAVRRDLDARFVGRSAAVSLLALAVVAREHMLLIGPPGTAKTELIHRFAGLIQARR-----FNYLLTRFTEPSEIFGPLDFELFQ-QG-TYQVKTDGMLPEAEVVFLDEVFQGSSAILNTLLALINERRYHNGARTVSTPLISLFAASSELPEDPALQAFSDRFLLRLEVTPVGAARLPELLDRGWEQERLRL-L---------------------G-------AEPP---------MLRVEQLRELS---DVLRDV----------------D------LQPVRGMLADLIGELLAQ-GVTLSDRRIVRAQKLVAAAALLREDGTARPRDFWPLAHLWTEQSDAALLRDAVY-ERVIDD--GGEPATAR--R-SPAELAAIAQHE----AAMILSRQG-----AVARGSVIAA-LRTIN-ELLTDA---RTH--------HPAAHPTHELIRTQRDRVSVLLDQQP--------------
WP_052745218.1 ------------------------------------------------------------------------------------------MSWGQE--TVDTIRDLEYVRRQLGDEFVGRERAVRLLQLAVVCQEHALLLGPTGTAKSELISALARQIEARH-----FSYLLTRFTEPSEIFGALDFDRFR-QG-TYHVRTEGMLPQAELVFLDEVFQGSSAILNTLLTLLNERRYHNGARAESAPLVSLLGATNDIPDDPGLTAFSDRFLIRLLVEPVGGTDLERLLLVGWRHETRRL-----------------------A----ATGGEAPPARG----GTLTVERLTRLS---LRLRDI----------------D------LDPVLGEHRELVRQLLIQ-GVKLSDRRLVRSLKLVAGAALLRESQTAQPVDLWPLAHIWTDPADRTTVEEAVH-AVVEKH--GGEPSRR---R-RPDHEILLDARE----VSAPLTAER-----RPSEWSVIDG-LHKLG-ALSREL---REQ--------QPVNSQTEAELSRIIAEVNVLLDQFE--------------
WP_053662242.1 ------------------------------------------------------------------------------------------MSWGQD--TVDTIRDLEYVRRRLGDEFVGRERAVRLLQLAVVCREHALLLGPTGTAKSELISALARYIEARR-----FSYLLTRFTEPSEIFGALDFERFR-QG-TYQVRTEGMLPTAELVFLDEVFQGSSAILNTLLTLLNERRYHNGAAAENAPLISLLGATNEIPDDPGLTAFSDRFLLRLQVEPVGGTDLERLLQVGWGHETRRF-TEAVHAAE--------Q-----A----RGTGAPAPAAADRTTGTVTVERLGRLT---LLLKDV----------------G------LDPVLGEHRELVRQLLIQ-GVRLSDRRLVRSLKLVAAAALLRESRTAEPVDLWPLAHIWTDPADRTTVEEAVQ-AVVEKH--GGEPARR---R-RSDHEILLDARE----IGAPLRPER-----QPSEWSVVEG-LHKLA-DLSREL---REH--------PPVNTGTEAELSRIIAEVNALLDQFE--------------
WP_067128138.1 ------------------------------------------------------------------------------------------MSWGQD--SVDTIRDLEYVRRRLDGEFVGRDRAVRLLQLAVVCREHALLLGPTGTAKSELISALARHIEARR-----FSYLLTRFTEPSEIFGALDFEQFR-QG-TYQVRTEGMLPSAELVFLDEVFQGSSAILNTLLTLLNERRYHNGARAEDAPLISLLGATNDIPDDPGLTAFSDRFLIRLQVEPVGGTDLERLLQVGWEHETRRF-TNAVQAAE--------R-----A----RGTDPSARTRTEHTSGTVTVERLGRLT---LRLKDV----------------D------LDPVLGEHRELVRQLLIQ-GVRLSDRRLVRSLKLVAGAALLRESRTAAPVDLWPLAHIWTDPADRTTVEEAVQ-AVVEKH--GGEPGRR---R-RPDHEILLDARE----VGAPLTAAR-----QPSEWSVVEG-LHKLA-DLSREL---REQ--------PPVNTQTEAELSRIIAEVNALLDQFE--------------
WP_071102282.1 ------------------------------------------------------------------------------------------MTIN------STIKRLNSVKYTLKGMFTGREQAIELLVLATVCQEHLLLIGPPGTAKTAIINRYTDLIDAQS-----FSYLLTRFTEPSELFGPLDLAAFQ-KG-TYNISTEGMLPQAQIVFLDEVFQGSSAILNSLLTILNERVFYNGSQRQSVPLICLIGASNSVPDDPSLHAFADRFVLRLEVNKVEDNQIDELLGQGWELEREKI-----EAAK--------R-----E----IKGQATSKLLA-----SVKLDDILDLH---RKLLEV----------------N------LSKIKPEYGRLIQELRAE-GIDFSDRRVVKGLKLIAGAALLRGVRSADILDLWPLFHLWDRPEEADILKTVLQ-PRLEEA--GFEAIDR---S-RPVSEIILDLET----IA---GQEP-----LLSSESAIGAHLMALN-KLRQEL---IAN--------HPQDLDARKRIEVVIQQGLKRLENGV--------------
WP_071384074.1 ------------------------------------------------------------------------------------------MSWGQD--TVDTIRDLEYVRRRLGDEFVGRERAVRLLQLAVVCREHALLLGPTGTAKSELISALARHVEARR-----FSYLLTRFTEPSEIFGALDFEQFR-EG-TYQVRTEGMLPTAELVFLDEVFQGSSAILNTLLTLLNERRYHNGATAQSAPLISLLGATNDIPDDPGLTAFSDRFLLRLQVEPVGGTDLERLLQVGWGHETRRF-TEAVHTAE--------E-----A----RRTGGPVPAGADSGSGTVTVERLGRLT---LRLRDV----------------D------LDPVLGEHRELVRQLLIQ-GVRLSDRRLVRSLKLVAAAALLRESRTAEPADLWPLAHIWTDPADRTTVEEAVQ-AVVEKH--GGEPARR---R-RSDHEILLDARE----IRAPLRGER-----QPSEWSVVEG-LHKLA-DLAREL---REH--------PPVNTGTEAELSRIIAEVNALLDQFE--------------
WP_071896882.1 -------------------------------------------MSVPTREPAD---GRSAV----DPITE-----------LSH------EALSRE--SQALRERINRFRLSLGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSELVLKFKDALRIGD-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYMRRERGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELIDAGLESQTQRE-LNQKPWAE--------------G--------------------HATLEDFLKAH---RYLTLV--MSRREPGPEGRELRD-RELFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVEREDLVLLSFLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_074957492.1 -------------------------------------------MS---SVPRR---EEPAA----DPISA-----------LTF------DALSRE--AQGLRDRLNRFRQALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFREALRIPS-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTHRE-LNQKPWAE--------------G--------------------HATLEDVLKAH---RYLTLI--MGRKEAGPDGRELRD-RDLFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_076843093.1 ---------------------------------------------------------------------------------MTT------PALDQP--TRVLARTFATRLRDVRQDFVDRDEAVDLLALAVLCREHVLLVGPPGTAKSSLLERFRRTLDACC-----FSYLLTRFTEPAELFGPIDIRRLQTEG-VYQVNTAGMLPEADIALLDEVFQGSSAILNTLLTLINERTFHNGTRMVDTSLITLLGASNDIPDDPVLAAFSDRFLLXCRLDYVPDDDIEDVLTLGWRGEQELI-NPAAAGAG--------------G----PAGRTRV---------GFGLADLGRLQ---RAVADI----------------D------LTAVRGPFARIVRSLRAE-GVVFSDRRAVKAQKTFAARALLAGRAAAELADLAPLVHLWTNPRDEQTIRRIVA-DAGVPV--DRPGRTV-----RSFGELRIDLAE----LAGQRARVA-----GAEEFREL---LRRGQ-RLVLEL---RRD--------HPDARDLLADVQRHQRETIAIYRE----RFAEE--ELVDV
WP_079310655.1 --------------------------------------------------------MSTAT-----------------------------ATWSGD--DLNAVRRLKALGRSIDQHFVGRRRALDVLEVAVLAHEHVLLLGPPGTGKTDLVSRFAAGLGSRP-----FVRLLTRFTEPAELFGPVDVPAFQ-NGHEYRFRTDGMLPQAHVAFLDEIFQSGSPILNTLLTVMNERVFHNGQGVELVPLITLVGAANSLPQDPSLLAFADRFLLRLTIPPVAGNRLDELLEKGYAPGRATP-----------------------A------GDEHA---------WIDAATLDRLN---RQLAHA----------------D------LSAVAPEYAELVRELLGQ-GVTLSDRRIIRGLRLVAAAALREERVRAEAADLWPLEHFWSDPAHAPVVQEAVR-RRTGGF--AEDPDEP---A-RTAQRLVSEARV----LGRQVGAGS-----PPASVERV---LRQLN-SLRLEL---RRA--------VPGNREGERELASIIDHTLALLDQ----G-----------
WP_092557312.1 ----------------------------------------------------------------------------------------------------MQARAFRTRLDSVADDFVGRDEVVRVVGLALLSQEHVLLVGPPGTAKTSLLDSFARILDVRY-----FPYLLTRFTEPAELFGPMDVHAFQEER-RFRLNTEGMLPQAHLAFLDEVFQGSSAILNSLLMLMNERRFHNGSLTEPADLLSLLGSTNDLPDDPVLAGFSDRFLLRVAVGYVDPDQIDDLLITGWRREQHAM-TGTSV----------------------PDDAGPA---------RFSLDELRKLQ---TEVAHV----------------D------VAAVRGEFGDIVRTLRRE-GVAFSDRRAVKAQRLIAASALLDARAVAETKDLGVLAHLWTRPGDDSTIRRILG-DHDIAA--PDGLSRA-----RSAAALRLDLTE----LTAPDDGRP-----SREQLRER---VRLLH-RLGREA---HED--------HPDDTELHARIDAAHTTAIDTLRH----HEQQES------
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WP_093170142.1 ------------------------------------------------------------------------------------------MAWEQH--TLQIIRRLRTVHQEISADYVERDLVVELLQLAAVTREHLLLLGPPGTAKTDLVERFCLGLGARR-----YRYLLTRFTEPSEIFGPLDFARFQ-QG-EYHIQTSGMLPEAEIAFLDEVFQGSSAILNTLLTLLNERRFHNGPHTQHAPLISVFGASAELPEDPALSAFADRFLIRARVEPVGESHLPDLLEAGWGRERDRL-S---------------------S----RNGAAPTP--------LVDTAELAQLT---GRLGRV----------------D------LDVIRPLYEELIRELRGQ-GVALSDRRLVRGLKLVAGAALLSERDVAAAEDLWPIAHAWADPADADLVADIVA-E--RSS--SGEAARE---RSRPTSEIVAEARF----EAERVSAPS-----YDVTRGSIDATLRTLS-RLRRELLTGPQD--------PPRRAGTD-EVDQLIDYVMSHYQNIS--------------
WP_093947433.1 ------------------------------------------------------------------------------------------MSWPEA--TEKLVHRLDAIRQTLEARFVARTEAVRLLLLAAVCREHLLLLGPPGTAKTELITRFAELIDARH-----FRYLLTRFTEPAEIFGPLDFQRFR-DG-EYHVRTSGMLPEANVVFLDEVFHGSSAILNTLLTVLNERRFDNGSATETTPLVSLFGAAAELPDDPALAAFADRFLLRLRVEPVARLRLPELLDRGWTQEQEAL-A---------------------G----QHRAEQA---------VLRIAELEQLT---PQLRHV----------------E------LGRVRGPYGEIVAELAAQ-GVVLSDRRIVRGQKLIAGAALLRLAEVADVPDLWPLRYLWAGSEDARVLAEVLD-ERL-----GSEVVAEPKVR-SALSLVELARQR----VGRLDAAAG--------DNSILST-LYSLNNDVLQVL---HRH--------HPGEHETIDEVRRLIAGVTQRLNGRG--------------
WP_095958502.1 -------------------------------------------MS---SLP---------------AISE-----------LSL------DALASE--AHGLRERLNRFRLALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLDSQTHRE-MNQKPWAE--------------G--------------------HATLDDVLKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_095985482.1 -------------------------------------------MSVPNREPAD---GRIAV----DPITE-----------LSH------EALSRE--SQALRDRINRFRLSLGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSELVLKFKDALRIGD-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYMRRERGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELIDAGLESQTQRE-LNQKPWAE--------------G--------------------HATLEDFLKAH---RYLTLV--MSRREPGPEGRELRD-RELFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVEREDLVLLSFLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_096329844.1 ---------------------------------------------------------------------M-----------WTL------EELEPE--IDDIRARIQQHRRGLKEYFVARDEEIDLAILCAVAQEPLLLVGPPGTAKSDLVVKLTESLGLGA-GDY-FEYMLTKFTEPSEILGPIDIAVLK-EG-RYLRRTRGMLPDCRVAFLDEIFKSNSAILNTLLTILNERKFYQDGQPTPVRLVMLFAATNDIPDQSELEAMADRFILKIETKPVKDRHFEELIDAGVMNESYRA-SGHKPWTR--------------G--------------------AASLDDFLKLK---RFMDLSFGMGREPG-------RD-RAQWFPRPVFAEMRRIVRALETEDKVLVSDRKLVKLYKVIRTQAFLNHGGAVQTSDLNLLAYVGNRRDEIPVVASKVK-ALLGLG--G----------------------------------------------------------------------------------------------------------------------
WP_097261159.1 --------------------------------------------------------MSTATT----------------------------ATWSGD--DLNAVRRLKALGRSIDQHFVGRRLALDVLEVAVLAHEHVLLLGPPGTGKTDLVSRFAAGLGSRP-----FVRLLTRFTEPAELFGPVDVPAFQ-NGDEYRFRTDGMLPQARVAFLDEIFQSGSPILNTLLTVMNERVFHNGRGVEPAPLITLVGAANSLPQDPSLLAFADRFLLRLTIPPVAGNRLDELLEKGHAPGRAPS-----------------------A------GDEHA---------WIDADTLDRLH---RQLAHA----------------D------LSAVTPEYAELVRELLGQ-GVTLSDRRIIRGLRLVAAAALREERVRAEPADLWPLEHFWSDPAHAPVVQEAVR-RRTGGF--AEDPDEP---A-RTAQRLVSEARV----LGRQVGAGS-----PPASVERV---LRQLN-ALRLEL---RRA--------VPGNREGERELASIIDHTLALLDQ----G-----------
WP_107056027.1 MERRRTAFPDAGRRHRGEPAPQAAHRAPDGQAGRPHPARAPSAQGGTVTSPPA-AGAGPAQ-----------------------------LGWDAE--DLRAIRTLHTLGRSVELHFTGRRQALDLLKIAVVAQEHVLLLGPPGTGKTDLVSRFAAGLGTHP-----FIRLLTRFTEPAELFGPMDVVAFR-DG-RHVVRTEGMLPEASIVFLDEVFQCGSPILNTLLTVMNERLFRHGGGTVKVPLISLIGAANTLPRDPSLLAFADRFLLRLHVTPVAESRLEDLLAAHFAPPPPDA-----------------------A----QRADGQT---------YVDKDSLDRLG---RQAARV----------------D------LSGVTAAYQALIRELLGQ-GVALSDRRIIRGTRLVAAAAMLDERVRAVPGDLWPLRHFWSDPVHEPVVAEAVS-RLGG----DDGARQAR--G-RDPQAVLADARI----LFRRLGSDP-----SPAATEAT---LRGLN-RLRREL---EAH--------HPGNGAARDELGTIITNTLEFLPR----------------
WP_109500343.1 --------------------------------------------------------MTTAT-----------------------------ATWSGD--DLNAVRRLKALGRSIDQHFVGRRLALDLLEVAVLAHEHVLLLGPPGTGKTDLVSRFAAGLGSRP-----FVRLLTRFTEPAELFGPVDVPAFQ-NGDQYRFRTDGMLPKAHVAFLDEIFQSGSPILNTLLTVMNERVFHNGHDVETVPLITLVGAANSLPQDPSLLAFADRFLLRLTIPPVAANRLDELLEKGTALARGTS-----------------------A------GDEHA---------WIDPATLDRLG---RQLAHA----------------D------LSVVTPEYAELVRELLGQ-GVTLSDRRIIRGLRLVAAAALREERVRAEPADLWPLEHFWSDPAHAPVVQEAVR-RRTGGP--AEDPDEP---A-RTVQRLVSEARV----LGRQVSAGS-----PPASVEHV---LRQLN-ALRLEL---RRA--------VPGNREGERELASIIDNTLALLDQ----G-----------
WP_126270581.1 --------------------------------------------------------MSTAT-----------------------------ATWSGD--DLNAVRRLKALGRSIDQHFVGRRLALDLLEVAVLAHEHVLLLGPPGTGKTDLVSRFAAGLGSRP-----FVRLLTRFTEPAELFGPVDVPAFQ-SGDQYRFRTDGMLPKAHVAFLDEIFQSGSPILNTLLTVMNERVFHNGHDVEAVPLITLVGAANSLPQDPSLLAFADRFLLRLTIPPVAGNRLDELLEKGYAPGRATS-----------------------A------GDEHA---------WIDAATLDRLN---RQLAHA----------------D------LSAVTAEYAELVRELLGQ-GVTLSDRRIIRGLRLVAAAALREERVRAEAADLWPLEHFWSDPAHAPVVQEAVR-RRTGGF--AEDPDEP---A-RTAQRLVSEARV----LGRQVGAGS-----PPASVERV---LRQLN-ALRLEL---RRA--------VPGNREGERELASIIDTTLALLDQ----G-----------
WP_129628751.1 ------------------------------------------------------------------------------------------MSLS----DLISLLRFN-VSDRLKQDFVGKDQVIDLMLISAIAREHLLLVGPPGTAKSELVKRFVLLLGARKEAGDLFEYLLTRFTEPNEIFGPVNIREFQ-QG-TFTRTIERALPQAKIAFLDEVFKANSAILNALLTILNERFFYNGLEQVAVPLISLYGATNEVPEGDELGAIFDRFLLRVRTDHVDERYFPDLLAKGWSLERERI----------------------------RLGRTES-----L---VPVLDSLDQLQIAYDALEQI----------------A------LAPIFDDYREVVRQIRAE-GITLSDRRAVKLLKLIAAAALLRGSNTASPADFWVLLHVWNRPEQISALQAIVG-PLIERA--GGPASTA---E-RDLETLVQEVAR----LASRVHDQSEGRAYTPTYFGTL---LHDLE-RLRQEI---LGHSAGRNTATHARWDELLAEVERLIDAALDRLEA----------------
WP_130402107.1 ---------------------------------------------------------------------------------MTV------VQLDRD--IRIKAATYATRLAEVKTQFVDRDDVIDIVAMATLCREHALLIGPPGTAKSSVIDRLRKLLDVRY-----FAYLLTRFTEPAELFGPLDLAAFQ-RG-SYRVNTDGMLPTAHIAFLDEVFQGSSAILNSLLTIVNERRFYNGSEAVELDLISLFASSNEIPDDPLLAAFSDRFLLRCNLDYVADDLIEDVLDIGWRGERDRI-RTAAAEVE--------------P----VTARTEV---------TFPLTELIQLQ---NAVADV----------------D------VSGVRDTFAEILRTFRSE-GVVFSDRRAVKAMKTFAASALLSGRPRAELSDLGQLVHLWTLPQDEVSIRRILA-DHQVSV--LERGRQV-----RDITEISLDVRH----IMRLRESAQ-----TADEWREV---IRRLH-RLTTEV---QRD--------HPAGQEVLGQLQQAQRETVAAYRE----RFEPNG------
WP_132123855.1 --------------------------------------------------------MAPGCRGGRGPARRTGRALPAGQARTTAKQGGTPVKPSDR--QLRTIRGLQTVRRDLDARFVGRAQAVALLVLAVVAREHVLLIGPPGTAKTELITRFAGLIQARR-----FSYLLTRFTEPSEIFGPLDFELFQ-AG-SYRVKTEDMLPSAEVVFLDEVFQGSGAILNTLLSLINERRFHNGSQTERTPLISVFGASSELPDDPGLQAFSDRFLLRLEVESVASAQLADLLTRGWEHERARVPP---------------------G-------GEPP---------VLLMEDLRALS---DSVREV----------------D------IDPVRGILADLVGELLAQ-GVTLSDRRIVRAQKLVAAAALLREDGTARPRDLWPIAHLWTVQSDAPLVRDTVN-ERVTAD--GGEPLAPG--R-SPEHLVALAERE----ARRVLDRQG-----MVPRGTVVAA-IRAVN-ELLTEA---RTH--------HPAVHTAHKLIREWRDRVSMLLDQHS--------------
WP_132804229.1 --------------------------------------------------------MSTAT-----------------------------ATWSGD--DLNAVRRLKALGRSIDQHFVGRRLALDLLEVAVLAHEHVLLLGPPGTGKTDLVSRFAAGLGSRP-----FVRLLTRFTEPAELFGPVDVPAFQ-SGDQYRFRTDGMLPKAHVAFLDEIFQSGSPILNTLLTVMNERVFHNGHDVEAVPLITLVGAANSLPQDPSLLAFADRFLLRLTIPPVAGNRLDELLEKGYAPGRATS-----------------------A------GDEHA---------WIDAATLDRLN---RQLAHA----------------D------LSAVTAEYAELVRELLGQ-GVTLSDRRIIRGLRLVAAAALRAERVRAEAADLWPLEHFWSDPAHAPVVQEAVR-RRTGGF--AEDPDEP---A-RTAQRLVSEARV----LGRQVGAGS-----PPASVERV---LRQLN-ALRLEL---RRA--------VPGNREGERELASIIDTTLALLDQ----G-----------
WP_133930093.1 MERRRTALPDAGRLRRGQAARQPAHSAADGQAGRPHPARAPSAEGAAVTAPPAGSGAGPAQ-----------------------------SGWDAD--DLKAIRTLRALGRSVQLHFTGRRQALELLEVAVVAQEHVLLLGPPGTGKTDLVSRFAAGLGTHP-----FIRLLTRFTEPAELFGPMDVSAFR-DG-RHEVRTENMLPEASIVFLDEVFQCGSPILNTLLTVMNERLFRHGGGTVQVPLISLVGASNALPRDPSLLAFADRFLLRLHVAPVAESRLDELLAAHFAPPPSDA-----------------------A----QRADGQT---------YVDKESLDRLG---RQVARV----------------D------LSGASAAYRALIRELLGQ-GVTLSDRRIIRGTRLVAAAAMLDERTGAVPGDLWPLRHFWSDPVHEPVVAEAVS-RFAG----TEGPRRPR--E-RPPHQLITAARV----LFRQLGSSP-----SPSATEAT---LRGLN-TLRLEL---EGH--------HPRDEAVYHELSTIITDTLEFLPR----------------
WP_140790493.1 -------------------------------------------MS---SLP---------------AISE-----------LTF------DTLSQE--AHGLRERLNRFRLALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLDSQTHRE-MNQKPWAE--------------G--------------------HATLDDVLKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_141322751.1 -------------------------------------------MS---SVPRR---EEPAA----DPISA-----------LTF------DALSRE--AQGLRDRLNRFRQALGRHFVGKQPLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFREALRIPS-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVRLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTNRE-LNQKPWAE--------------G--------------------HATLEDVLKAH---RYLTLM--MGRKEAGPDGRELRD-RDLFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------
WP_141619818.1 -------------------------------------------MS---SLP---------------AISE-----------LTL------DALSSE--AHGLRERLNRFRLALGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFRDALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTARLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLDSQTHRE-MNQKPWAE--------------G--------------------HATLDDVLKAH---RYLTLM--MGKRETGPDGRELRD-RDLFFRDDLLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEVDLLEEKVP-RLLGLS-------------------------------------------------------------------------------------------------------------------------
WP_141643774.1 -------------------------------------------MS---SVPRR---EEPVA----DPISA-----------LTF------DALSRE--AQGLRERLNRFRQGLGRHFVGKQTLVDLMTVAAVAQEPLLLVGPPGTAKSDLVLKFREALRIPN-EDY-FEYLLTRFTEPSEVLGPIDINLLR-QG-RYIRREGGKLPTAKLVFLDEVFKASSAILNALLTVINERKFYQDGAPQPVKLKVLFAATNELPEHAELGALKDRFCLKAACRPVQDRYFLELLDSGLESQTHRE-LNQKPWAE--------------G--------------------HATLEDLLKAH---RYLTLM--MGRKEMGPDGRELKD-RDLFFRDELLREFRRVVQTLTREDGVFISDRKLVKLYRLLRTRAWIFHGGAVERQDLQLLSYLGETREEIDLLEEKVP-RLLGLT-------------------------------------------------------------------------------------------------------------------------

############################################################################################################
26. HAD (effector in vWA systems) alignment
############################################################################################################

Jnet ------------EE--------EEE-----EE---------------------------HHH---HHHHH--------HHHH-H-H------------------------------------------------------------------------------------------------------HHHH---------------------------H--HH-H-----------------------------------------------------------------------------------------------------------------------H-H------HHH----------------HHHH------H----H-HH------H--H--H---------------------------------H-H------------------------HHHHHHHH--------------HH---------EEEEEE---HH-HHHHHHHH-----------------------------------------------E-EE-E------------------------------H-----------------------------------H-H--HHHHH-H---------------H----------------EE------EEE--H-HHHHHHHH-----EE-EEE------------------HH-----H-----H--H----HH-------------------------E----E--E--------H---------HH-H-------------------------------------H-----------------------------------------------------------H--------------------------------H---------------------------H--H--------------------------------------------------------------- : Jnet
jhmm ------------EE--------EEE-----EE---------------------------HHH---HHHHH--------HHHH-H--------------------------------------------EE----------------------------------------------------------HHHH---------------------------H--HH-H-------------------------------------------------------------------------------------------------------------------------H------HHH----------------HHHH------H----H-HH------H--H--H---------------------------------H-H------------------------HHHHHHHH--------------HH---------EEEEEE---HH-HHHHHHHH-------------------------------------------------EE-E------------------------------H-----------------------------------H-H--HHHHH-H---------------H----------------EE------EEE--H-HHHHHHHH-----EE-EE-------------------HH-----H-----H--H----HH-------------------------E----E--E--------H---------HH-H-------------------------------------H-----------------------------------------------------------H--------------------------------H---------------------------H--H--------------------------------------------------------------- : jhmm
jpssm ------------EE--------EEE-----EEE--------------------------HHH---HHHHH--------HHHH-H-HH-----------------------------------------------------------------------------------------------------HHHH---------------------------H--HH-H-----------------------------------------------------------------------------------------------------------------------H-H------HHH----------------HHHH------H----H-HH------H--H--H---------------------------------H-HH-----------------------HHHHHHHH--------------HH---------EEEEE----HH-HHHHHHHH-----------------------------------------------E-EE-E-E----------------------------H-----------------------------------H-H--HHHHH-H---------------H----------------EE------EEE--H-HHHHHHHH----EEE-EEE-------------------H-----H-----H--H----HH-------------------------E----E--E--------H---------HH-H-------------------------------------H-----------------------------------------------------------H--------------------------------H---------------------------H--H---------------------------------------------------------H----- : jpssm
WP_037672148.1 -LAD-----A--ET--------VLLGFDGPVTR-------LYS---A----QT------ARE---AVLDL--------LALV-A-EH-R----SP-Q-D-A---LA----G------R----------SLP--RV-H----AA--G--R-E-M-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRER------L----D-AL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NSVPLVRAL--------------HD-S-G-R---PVHVVTDVCPQ-AVHRYLEPY--N-L-----------------------------------P-L-A-G-VH-G-R-G----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-R---------------S--PG-R-P--D-P-T-GV------VIGSTV-AELTAAQQAGL-SFV-GLA-RNP------------T-AE-----Q-----R--L----RE-A--G----------CE--------I----T--V---P---SL---------AP-V-------------------------------------L-----------------------------------------------------------G--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_010042268.1 -LDE-----A--ET--------VLLGFDGPMAR-------LFS---A----AT------ARE---AALDL--------LTLV-T-EH-R----DP-Q-D-A---LT----G------R------------P--LA-A----DA--A--R-E-T-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-AI------E--L--R---------------------------------A-VP----D-A-----P-T-TH----NSVPLVRAL--------------HD-S-G-R---RVSVVTDVSAP-AVHRYLDPY--G-L-----------------------------------P-L-A-G-IH-A-R-G----E---DLA---LL-------TPHP-----------------------------------D-C--LLRAM-H---------------S--SG-G-A--A-A-T-GV------LIGSTV-AELTAAQQAGV-RFV-GLA-RNT------------T-AA-----R-----Q--L----DE-A--G----------CE--------T----T--V---S---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_016435421.1 -LAD-----A--ET--------VLLGFDGPVTR-------LFS---A----HT------ARE---AVLAL--------LSVV-A-EH-R----DP-D-E-A---LA----G------R----------P-L-----P----RA--A-EQ-D-L-F--P-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-QL------E--L--Q---------------------------------A-VP----D-A-----P-L-TH----NANVLIRTL--------------HH-S-G-R---RVAVVTDVCEQ-AAHHYLDHY--R-L-----------------------------------P-L-E-G-LH-G-R-A----R---DLA---RL-------TPDP-----------------------------------D-C--LLRAL-G---------------S--PD-T-P--A-A-T-GV------LIGSTV-AELTAAQQIGL-GFI-GLA-RNP------------T-VD-----Q-----S--L----RE-A--G----------CE--------T----T--V---S---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------A--R---------------------------------------------------------AL----
AKN69695.1 -LAD-----A--DA--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSIV-A-DH-R----DP-Q-D-A---LA----G------R----------P-L--PV-A----ST--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-DL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTP-AVHRYLEPY--R-L-----------------------------------P-L-A-G-IH-G-R-R----D---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-R---------------V--RG-T-P--P-R-S-GV------LISSSV-AELTAAQQLGL-RFI-GYA-PSA------------A-GR-----R-----S--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
CUW28293.1 -LAD-----A--DA--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSIV-A-DH-R----DP-Q-D-A---LA----G------R----------P-L--PV-A----ST--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-DL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTP-AVHRYLEPY--R-L-----------------------------------P-L-A-G-IH-G-R-R----D---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-R---------------V--RG-T-P--P-R-S-GV------LISSSV-AELTAAQQLGL-RFI-GYA-PSA------------A-GR-----R-----S--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
OSP40920.1 ALAD-----C--PT--------VLIGFDGPLAR-------LFS---A----ST------ARE---AALDL--------LSVV-S-EH-R----AP-Q-E-A---LE----G------R----------P----LG-G----GD--V-SR-K-A-S--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GAA----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----E-A-----P-A-TH----RSFALVRAL--------------HA-S-G-R---RVVIVSDVGEQ-ALRRYLLPH--R-V-----------------------------------P-L-A-G-IH-G-R-A----D---DLT---LL-------MPHP-----------------------------------D-C--LRRAL-G---------------A--SG-T-S--A-G-GPAV------VIGSSV-AEFTAARRGGL-RFI-GYA-YTA------------A-IR-----R-----G--L----RE-A--G----------CE--------L----T--V---D---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------ALPR--
KMS84544.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
WP_030652329.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
WP_031025253.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
WP_053211137.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
WP_030993624.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DP-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
WP_107475816.1 -LAD-----A--DA--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSIV-A-DH-R----DP-Q-D-A---LA----G------R----------P-L--PV-A----ST--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-DL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTP-AVHRYLEPY--R-L-----------------------------------P-L-S-G-IH-G-R-R----D---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-R---------------V--RG-T-P--P-R-S-GV------LISSSV-AELTAAQQLGL-RFI-GYA-PGA------------A-GR-----R-----S--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
AXE85679.1 -LAD-----A--ET--------VLLGFDGPMAR-------LFS---A----NA------ASE---AVLDL--------LALV-A-EH-R----DP-R-D-A---LP----A-------------------------------A--V--R-D-T-F--T-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-AL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----NSVPLVRAL--------------HD-S-G-R---RVSVVSDAGAP-AVHRYLDPY--G-L-----------------------------------P-L-T-G-IH-G-R-G----T---DLT---LL-------TPHP-----------------------------------D-C--LLRAM-H---------------S--SG-G-A--A-A-T-GV------LIGSTV-AELTAAQQAGL-RFV-GLA-RNT------------T-AG-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_031093330.1 -LAD-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GV--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DP-L------GPH----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVGTQ-AVHRCLEPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LLRAL-T---------------A--VG-T-P--A-R-S-SL------LISSSV-AELTAAQQLGL-RFV-GYA-PTA------------A-GR-----R-----G--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
GAQ55305.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-P----QA-----R-D-N-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_075735350.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-A----QA-----R-D-S-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_058925471.1 -LAD-----A--ET--------VLLGFDGPVTR-------LFS---A----RT------ARE---ATVDL--------LSVV-A-EQ-R----DP-E-D-A---PA----G------R----------P-L-----P----RA--A-GQ-E-V-F--A-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPP----------------LRDR------L----D-QL------E--L--R---------------------------------A-VP----D-A-----P-L-TH----NAVVLVRTL--------------HH-A-G-R---RVAVVSDVCEQ-AVRRYLRPF--R-L-----------------------------------P-L-T-G-VH-G-R-A----A---DLA---LL-------MPDP-----------------------------------D-C--LRRAL-S---------------S--AA-A-P--A-S-A-SV------LIGSTV-AELTAAQQLGL-RFI-GLA-RNP------------T-IE-----H-----G--L----RE-A--G----------CE--------V----T--V---P---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--Q---------------------------------------------------------AL----
WP_071381763.1 -LAG-----A--GS--------VLIGFDGPLAR-------LFS---A----RT------ARE---AVLDL--------LSVV-A-EH-R----DP-R-D-A---LA----G------R----------A-P--AV-A----GD--T-GR-E-A-F--V-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPE----------------LRAR------L----D-DL------E--L--R---------------------------------A-VP----D-A-----P-A-TH----LSRALVRAL--------------HG-S-G-R---RVSVVTDVGTQ-AVHRCLTPA--R-L-----------------------------------P-L-A-G-VH-G-R-R----D---DLG---LL-------MPDP-----------------------------------D-C--LLRAL-G---------------A--PG-A-P--A-R-T-GV------LISSSV-AELTAAQQLGL-PFV-GYA-PTA------------T-GR-----R-----H--L----RE-G--G----------SE--------I----T--L---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_050373512.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-A----QA-----R-D-S-I--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-S-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----E--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_059261798.1 -LTG-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GA--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTQ-AVHRYLEPY--R-L-----------------------------------P-L-A-G-IH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LVRAL-T---------------T--AG-T-P--A-R-S-CV------LISSSV-AELTAAQQLGL-RFV-GYA-PTT------------A-GR-----R-----V--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------------------------------------------------A-----
WP_014672525.1 -LTG-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GA--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTQ-AVHRYLEPY--R-L-----------------------------------P-L-A-G-IH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LVRAL-T---------------T--AG-T-P--A-R-S-CV------LISSSV-AELTAAQQLGL-RFV-GYA-PTT------------A-GR-----R-----V--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------------------------------------------------A-----
WP_058080417.1 -LTG-----A--ET--------VLVGFDGPLAR-------LFP---A----QT------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LT----G------R----------P-L--PV-A----GA--P-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-L------GPL----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTQ-AVHRYLEPY--R-L-----------------------------------P-L-A-G-IH-G-R-R----A---DLS---LL-------TPHP-----------------------------------D-C--LVRAL-T---------------T--AG-T-P--A-R-S-CV------LISSSV-AELTAAQQLGL-RFV-GYA-PTT------------A-GR-----R-----V--L----RE-G--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------V-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------------------------------------------------A-----
WP_052844957.1 -LAD-----A--ET--------VLVGFEGPLAR-------LFT---A----HT------ARE---AVLDL--------LAVV-S-EH-R----DP-Q-D-A---LA----G------R----------S-L--PV-A----SA--T-GR-E-A-F--A-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRTR------L----D-AL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RALPLVRAV--------------HH-S-G-R---RVSVVTDVSTP-AVHRCLEPH--R-L-----------------------------------P-F-A-G-VH-G-R-R----D---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--VG-T-P--A-R-G-GV------LISSSV-AELTAAQQLGL-RFI-GYA-PNP------------A-GR-----R-----R--L----RE-E--G----------SE--------V----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------T-----
KND29573.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-A----QA-----R-D-S-I--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-S-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----E--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_075693252.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-P----QA-----R-D-N-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
GAV40520.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-A----QA-----R-D-S-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DS-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_107472742.1 -LAD-----A--ET--------VLFGFDGPLTR-------LFT---A----PS------ARA---AALDL--------LSIV-A-EH-R----DP-E-D-A---LA----G------R----------P-P--GD-P----DV--A-GR-E-L-F--A-----------------------------HPLDV---------------------------L--RT-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----HSVVLVRTL--------------YG-A-G-R---RVGVVTDVCEQ-AVRRSLEAY--R-L-----------------------------------P-L-A-G-VY-G-R-D----D---DLR---RL-------MPDP-----------------------------------H-C--LLRAL-R---------------P--LG-T-P--A-A-T-GV------LIGSTL-AELAAAKTVGL-RFI-GLA-RNP------------T-AE-----Q-----A--L----TE-A--G----------CD--------A----T--V---S---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL----
SEC94800.1 -LAG-----A--ET--------VLIGFDGPLAR-------LFS---A----RR------ARE---AALDL--------LSVV-A-EH-R----DP-A-D-A---LS----G------R----------P-L--AV-T----SP--A-GR-E-A-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPV----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HG-A-R-R---RVSVVTDVAPR-AVRSCLEPY--R-L-----------------------------------P-F-A-G-VH-G-R-S----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--LR-V-P--A-R-A-GV------LIGSSV-AELTAAQQLGL-RFI-GYA-PTA------------A-AR-----R-----R--L----RE-E--G----------SE--------V----T--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_099938223.1 -LAD-----A--ET--------VLFGFDGPLTR-------LFT---A----PS------ARA---AALDL--------LSIV-A-EH-R----DP-E-D-A---LA----G------R----------P-P--GD-P----DV--A-GR-E-L-F--A-----------------------------HPLDV---------------------------L--RT-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----HSVVLVRTL--------------YG-A-G-R---RVGVVTDVCEQ-AVRRSLEAY--R-L-----------------------------------P-L-A-G-VY-G-R-D----D---DLR---RL-------MPDP-----------------------------------H-C--LLRAL-R---------------P--LG-T-P--A-A-T-GV------LIGSTL-AELAAAKTVGL-RFI-GLA-RNP------------T-AE-----Q-----A--L----TE-A--G----------CD--------A----T--V---S---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_071370429.1 -LSG-----A--ES--------VLIGFDGPLAR-------LFS---A----QT------ARA---AVLDL--------LSVV-A-EH-R----DP-A-D-A---PA----G------R----------P-P--AV-A----GD--T-GR-E-A-F--V-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPE----------------LRAR------L----D-DL------E--L--R---------------------------------A-VP----D-A-----P-A-TH----LSRALVRAL--------------HG-S-G-R---RVSVVTDVGPR-AVHRCLTPD--R-L-----------------------------------P-F-A-G-VH-G-R-R----D---DPG---LL-------MPDP-----------------------------------D-C--LLRAL-G---------------T--PG-A-S--A-R-T-GV------LISSSV-AELTAAQQLGL-PFV-GYA-PTA------------T-GR-----R-----H--L----RE-G--G----------SE--------I----T--L---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_003990016.1 -LGD-----A--ET--------VLLGFDGPMAR-------LFS---A----NA------AQE---AVLDL--------LGLV-A-EH-R----GP---D-A---VA----A-------------------------------G--W--R-E-T-F--T-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DP-L------GPV----------------LRER------L----D-DL------E--L--R---------------------------------A-VP----H-A-----P-A-TH----NAVPLLRAL--------------HA-P-G-R---SVCVVTDACAD-AVHRYLRPY--GTL-----------------------------------P-L-A-G-VH-G-R-A----E---DPE---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------S--CA-G-S--A-A-T-GL------VIGSTV-AELAAAQRAGL-RFI-GLA-RNA------------T-TG-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_010354765.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-P----QA-----R-D-N-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
SEC83886.1 -LAG-----A--ET--------VLIGFDGPLAR-------LFS---A----RR------ARE---AALDL--------LSVV-A-EH-R----DP-A-D-A---LS----G------R----------P-L--AV-T----SP--A-GR-E-A-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPV----------------LRAR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----RSLALVRAL--------------HG-A-R-R---RVSVVTDVAPR-AVRSCLEPY--R-L-----------------------------------P-F-A-G-VH-G-R-S----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--LR-V-P--A-R-A-GV------LIGSSV-AELTAAQQLGL-RFI-GYA-PTA------------A-AR-----R-----R--L----RE-E--G----------SK--------V----T--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
SHI25333.1 -LAD-----A--ET--------VLFGFDGPLTR-------LFT---A----PS------ARA---AALDL--------LSIV-A-EH-R----DP-E-D-A---LA----G------R----------P-P--GD-P----DV--A-GR-E-L-F--A-----------------------------HPLDV---------------------------L--RT-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----HSVVLVRTL--------------YG-A-G-R---RVGVVTDVCEQ-AVRRSLEAY--R-L-----------------------------------P-L-A-G-VY-G-R-D----D---DLR---RL-------MPDP-----------------------------------H-C--LLRAL-R---------------P--LG-T-P--A-A-T-GV------LIGSTL-AELAAAKTVGL-RFI-GLA-RNP------------T-AE-----Q-----A--L----TE-A--G----------CD--------A----T--V---S---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_075779491.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AQ------ARE---AALAL--------LAVA-A-EH-R----NP-E-D-A---LA----G------R----------P-F--GT-P----QA-----R-D-N-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPV----------------LRAR------L----D-EL------E--L--A---------------------------------A-FP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVVTDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-VH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-P-AV------FLGSTV-AELTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----G--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL-GRT
WP_107058341.1 -LDE-----A--ET--------VLVGFEGPLTR-------LFT---T----HS------ARE---AVLDL--------LSVV-A-DH-R----DP-Q-D-A---LA----G------R----------P-L--PA-S----GA--A-GR-E-A-F--T-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HR-S-G-R---RVSVVTDVSTA-AVHHCLQPY--R-L-----------------------------------P-L-A-G-VH-G-R-R----D---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--VR-T-P--P-R-G-GV------LISSSV-AELTAAQQLGV-RFI-GYA-PTA------------A-GR-----R-----R--L----RG-E--G----------GE--------V----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------VL----
PIG04778.1 -LAD-----A--ET--------VLFGFDGPLTR-------LFT---A----PS------ARA---AALDL--------LSIV-A-EH-R----DP-E-D-A---LA----G------R----------P-P--GD-P----DV--A-GR-E-L-F--A-----------------------------HPLDV---------------------------L--RT-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----HSVVLVRTL--------------YG-A-G-R---RVGVVTDVCEQ-AVRRSLEAY--R-L-----------------------------------P-L-A-G-VY-G-R-D----D---DLR---RL-------MPDP-----------------------------------H-C--LLRAL-R---------------P--LG-T-P--A-A-T-GV------LIGSTL-AELAAAKTVGL-RFI-GLA-RNP------------T-AE-----Q-----A--L----TE-A--G----------CD--------A----T--V---S---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_107501888.1 -LGE-----A--ET--------VLVGFDGPMAR-------LFS---A----ST------ARE---AVLDL--------LALV-D-EH-R----AP-R-H-A---LP----G-------------------------------A--A--R-E-T-F--A-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EL------E--L--Q---------------------------------A-VP----H-A-----P-A-TH----HSAPLVRAL--------------HA-S-G-R---RVCVITDVCAE-AVPRYLRPY--GAL-----------------------------------P-L-A-G-VH-G-R-A----E---DLA---LL-------TPHP-----------------------------------D-C--MLRAL-E---------------A--CD-G-S--A-S-T-GL------VIGSTV-AELAAAQRAGL-RFV-GLA-RNT------------T-TD-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------A--L---------------------------------------------------------SL----
ROP53429.1 -LAG-----A--ET--------VLIGFDGPLAR-------LFS---A----RR------ARE---AALDL--------LSVV-A-EH-R----DP-A-D-A---LS----G------R----------P-L--AV-T----SP--A-GR-E-A-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-L------GPV----------------LRAR------L----D-EL------E--L--R---------------------------------A-AP----D-A-----P-T-TH----RSLALVRAL--------------HG-A-R-R---RVSVVTDVAPR-AVRSCLEPY--R-L-----------------------------------P-F-A-S-VH-G-R-G----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--LR-V-P--A-R-A-GV------LIGSSV-AELTAAQQLGL-RFI-GYA-PTA------------A-GR-----R-----R--L----RE-E--G----------SE--------V----T--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_107304469.1 -LSG-----A--ES--------VLVGFDGPLAR-------LFS---A----QT------ARA---AVLEL--------LSVL-A-EH-R----DP-Q-D-A---LA----G------R----------P-L--AV-A----GD--A-GR-E-A-F--V-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-F------GPL----------------LRAR------L----D-DL------E--L--H---------------------------------A-VP----D-A-----P-T-TH----QSLALVRAL--------------HR-S-G-R---RVSVVTDVSTQ-AVHRYLSPY--R-L-----------------------------------P-L-V-G-VH-G-R-P----D---DLG---LL-------MPHP-----------------------------------D-C--LLRAL-GSPGALGSPGALGSPGA--PG-A-P--V-R-G-GV------LISSSV-AELTAAQQLGL-PVI-GFA-PTS------------A-GR-----R-----H--L----AE-G--G----------SD--------I----T--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_079192457.1 -LAG-----A--ET--------VLIGFDGPLAR-------LFS---A----RR------ARE---AALDL--------LSVV-A-EH-R----DP-A-D-A---LS----G------R----------P-L--AV-T----SP--A-GR-E-A-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-L------GPV----------------LRAR------L----D-EL------E--L--R---------------------------------A-AP----D-A-----P-T-TH----RSLALVRAL--------------HG-A-R-R---RVSVVTDVAPR-AVRSCLEPY--R-L-----------------------------------P-F-A-S-VH-G-R-G----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------A--LR-V-P--A-R-A-GV------LIGSSV-AELTAAQQLGL-RFI-GYA-PTA------------A-GR-----R-----R--L----RE-E--G----------SE--------V----T--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_125212595.1 -LTA-----A--EC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-D-E-A---LA----G------R----------P----PV-A----GP--A-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----G-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----E---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-ATA------------A-GR-----R-----L--L----RE-G--G----------AQ--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_125208163.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-D-E-A---LA----G------R----------P----PV-A----GP--A-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----G-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----E---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-ATA------------A-GR-----R-----L--L----RE-G--G----------AQ--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_108007778.1 -LAG-----A--ET--------VLLGFDGPVTR-------LFT---A----HT------ARE---AVLAL--------LAVV-A-EH-R----DV-G-D-A---LA----G------H----------P-L-----P----RA--A-GQ-D-M-F--P-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-QL------E--L--Q---------------------------------A-VP----D-A-----P-L-TH----NSIVLARTL--------------HY-S-G-R---RVAVVTDACEE-AAHLYLDHY--R-L-----------------------------------P-L-E-G-LY-G-R-A----R---DLA---RL-------MPDP-----------------------------------G-C--LLRAL-G---------------S--PD-A-S--A-A-T-GV------LIGSTV-AELTAAQQIGL-GFI-GLA-RNP------------T-VE-----H-----S--L----RE-A--G----------CE--------V----T--V---S---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------A--R---------------------------------------------------------AL----
WP_062926690.1 -LGA-----A--ET--------VLVGFDGPMAR-------LFS---A----GT------ARE---AVLGL--------LALV-D-EH-R----AP-R-H-A---LP----G-------------------------------A--V--R-E-T-F--A-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EI------E--L--R---------------------------------A-VP----H-A-----P-A-TH----NSAPLVRTL--------------HA-S-G-R---RVCVITDVCAE-AVPRYLRPY--GSL-----------------------------------P-L-A-G-VH-G-R-A----E---DLA---LL-------TPDP-----------------------------------D-C--MLRAL-D---------------A--CD-G-S--A-S-T-GL------VIGSTV-AELAAAQRAGL-RFV-GLA-RNA------------T-TE-----R-----R--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_128803112.1 -LAG-----A--ET--------VLLGFDGPVTR-------LFT---A----HT------ARE---AVLAL--------LAVV-A-EH-R----DV-G-D-A---LA----G------H----------P-L-----P----RA--A-GQ-D-M-F--P-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-QL------E--L--Q---------------------------------A-VP----D-A-----P-L-TH----NSIVLARTL--------------HY-S-G-R---RVAVVTDACEE-AAHLYLDHY--R-L-----------------------------------P-L-E-G-LY-G-R-A----R---DLA---RL-------MPDP-----------------------------------G-C--LLRAL-G---------------S--PD-A-S--A-A-T-GV------LIGSTV-AELTAAQQIGL-GFI-GLA-RNP------------T-IE-----H-----S--L----RE-A--G----------CE--------V----T--V---S---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------A--R---------------------------------------------------------AL----
WP_101927778.1 -LGE-----A--ET--------VLVGFDGPMTR-------LFS---A----SA------ARE---AVLGL--------LALV-D-EH-R----DA-R-H-A---LP----G-------------------------------A--V--R-E-T-F--A-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EI------E--L--R---------------------------------A-VP----H-A-----P-A-TH----NSAPLVRTL--------------HA-S-G-R---RVCVITDVCAE-AVPRYLRPY--GAL-----------------------------------P-V-A-G-VH-G-R-A----E---DLA---LL-------TPHP-----------------------------------D-C--MLRAL-D---------------A--CA-G-S--A-A-T-GL------VIGSTV-AELAAAQRAGL-RFV-GLA-RNT------------T-TD-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_086809702.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-G-E-A---LA----G------R----------P----PV-A----GP--A-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----E-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-AAA------------A-GR-----R-----L--L----RE-G--G----------AK--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_078945461.1 -LGE-----A--ET--------VLLGFDGPMAR-------LFS---A----TA------ARE---AALEL--------LALV-A-EH-R----DP-Q-D-A---PT----G------P------------P--LA-V----TA--A--R-E-A-F--P-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------Q-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-AI------E--L--R---------------------------------A-VP----D-A-----P-T-TH----NSVPLVRAL--------------HG-S-G-R---RVSVVSDVSAP-AVHRYLEPY--G-L-----------------------------------P-L-A-G-IH-A-R-G----A---DLT---LL-------TPHP-----------------------------------D-C--LLRAM-H---------------S--SG-G-A--A-A-T-GV------LIGSTV-AELTAAQQAGV-RFV-GLA-RNT------------T-AA-----R-----Q--L----DE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
KJK41459.1 -LAE-----T--ET--------VLLGFDGPMAR-------LFS---A----TT------ARE---AVLDL--------LALA-D-EH-R----DP-R-H-A---LP----G-------------------------------A--V--R-E-T-F--A-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EL------E--L--Q---------------------------------A-VP----H-A-----P-A-TH----NSALLVRTL--------------HA-A-G-R---RVGVITDVCAE-AVPRYLRPY--GTL-----------------------------------P-L-A-G-VH-G-R-A----E---DLA---LL-------TPHP-----------------------------------D-C--MLRAL-D---------------A--CE-G-P--A-A-T-GL------VIGSTV-AEFAAAQRAGL-RFV-GLA-RNA------------T-TD-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--H---------------------------------------------------------CL----
WP_055638976.1 -LAD-----A--ET--------VLFGFDGPLLR-------LFT---A----AG------ARA---AAVEL--------LRVV-V-EH-R----DP-E-D-A---LA----G------R----------A-A--GD-A----GA--A--R-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-V------GPL----------------LRNR------L----D-QL------E--L--G---------------------------------A-VP----D-A-----P-T-TH----HSLALVRAL--------------HT-A-G-R---RVGVATDVCEQ-AVRRHLEAH--R-L-----------------------------------P-LLA-G-VH-G-R-S----D---DLG---RL-------MPHP-----------------------------------D-C--LLRAL-G---------------P--QG-S-P--A-G-T-GI------LIGSTL-AELTAAQQVGL-RFV-GLA-RNP------------T-VE-----Q-----G--L----RE-A--G----------CA--------I----T--V---P---SL---------TA-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_037655222.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-D-E-A---LA----G------R----------P----PV-A----GP--A-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----G-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----E---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQHLGL-PFV-GFS-ATA------------A-GR-----R-----L--L----RE-G--G----------AK--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_093892542.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-D-E-A---LA----G------R----------P----PV-A----GP--A-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----G-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----E---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-L--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-ATA------------A-GR-----R-----L--L----RE-G--G----------AR--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_033306176.1 -LGE-----A--ET--------VLVGFDGPMAR-------LFS---A----ST------ARE---AVLGL--------LALV-D-EH-P----AP-G-Q-A---LP----G-------------------------------A--V--R-E-T-F--A-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EI------E--L--R---------------------------------A-VA----H-A-----P-A-TH----NSAPLVRAL--------------HA-S-G-R---RVSVITDVCAE-AVPRYLRPY--GTL-----------------------------------P-L-A-G-VH-G-R-A----E---DLA---LL-------TPHP-----------------------------------D-C--MLRAL-D---------------A--CD-G-S--A-S-T-GL------VIGSTV-AELAAAQRAGL-RFV-GLA-RNA------------T-TG-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_030836701.1 -LAE-----S--ET--------VLVGFDGPLAR-------LFS---A----GT------ARE---AVLGL--------LALV-D-EH-R----DA-R-H-A---LP----D-------------------------------A--V--R-E-T-F--T-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPL----------------LRER------L----D-EI------E--L--R---------------------------------A-VP----H-A-----P-A-TH----NSAPLVRAL--------------HA-S-G-R---RVCVITDVCAQ-AVPRYLRPY--GAL-----------------------------------P-L-A-G-VH-G-R-T----E---DLA---LL-------TPHP-----------------------------------D-C--MLRAL-D---------------A--CE-G-Q--A-A-T-GL------VIGSTV-AELAAAQRAGL-RFV-GLA-RNT------------T-TD-----R-----R--L----RE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_085564588.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----DP-D-A-A---LA----G------R----------P----PV-T----EP--V-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----E-EL------E--L--T---------------------------------A-VP----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-T-G-VH-G-R-R----A---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-AAA------------A-GR-----R-----L--L----RE-G--G----------AK--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------T-----
SER87460.1 -LAD-----A--ET--------VLFGFDGPLTR-------LFT---A----NS------ARE---AALDL--------LALV-A-EH-R----HP-E-D-A---LT----G------Q----------P-L--GG-G----GA--R--R-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DP-L------GPL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VP----D-A-----P-T-TH----HSVTLVRTL--------------HD-S-G-R---RVGVATDVSTQ-AVHRYLESH--P-L-----------------------------------P-L-A-R-AH-C-R-S----D---DIS---RL-------MPHP-----------------------------------D-C--LLRAL-R---------------P--HG-T-P--A-L-T-SV------LIGATL-PELTAAQQVGL-RFI-GLA-RNP------------T-VE-----A-----S--L----RE-A--G----------CE--------V----T--V---P---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A------------------------------------------------------------------
WP_109364830.1 ALLA-----A--PT--------VLLGFDGPLTR-------LFP---A----AR------ARE---AALAL--------LAVA-A-EH-R----DP-Q-D-A---LA----G------R----------P-F--GT-A----QA-----Q-G-G-V--V-----------------------------HPLEV---------------------------L--RT-Y---------------------------A----------H-------------------------------------------------------------------------------DP-V------GPL----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-T-TH----NAVALVRAL--------------HA-A-G-K---RVLVATDCCEE-AVRRYVAPY--R-L-----------------------------------P-L-A-G-IH-G-R-A----D---DPA---AL-------MPDP-----------------------------------D-C--LRRAL---------------------G-E-E--A-G-H-AV------FLGSTV-AGLTAAQRAGL-PFI-GLA-RNR------------T-VE-----Q-----E--L----RE-A--G----------GE--------V----V--V---R---SL---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL-G--
OOQ52337.1 -LAD-----A--ET--------VLLGFDGPLTR-------LFP---A----AA------ARD---AARDL--------MALV-V-EH-R----NP-E-D-A---LA----G------R----------A-A--GD-R----GA--A--R-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--L---------------------------------A-VP----D-A-----P-V-TH----RSAALVRAL--------------HH-S-G-R---RVGVVTDVCAP-AVHRYLEGI--L-M-----------------------------------P-LRA-G-VH-G-R-A----A---DLT---RL-------MPHP-----------------------------------D-C--LRRAL-P---------------P--GD-G-A--A-R-A-AV------LIGSTV-AELTAAQQVGL-RFV-GLA-RNP------------T-IE-----Q-----R--L----RE-A--G----------CA--------L----T--V---P---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
KUN28796.1 -LRK-----T--EA--------VLIGFDGPLTR-------LFT---T----RT------ARA---AVSEL--------LALA-V-EE-R----DP-D-E-A---LA----G------L----------P-L--DT-A-----------R-D-E-W--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------SG-V------GPA----------------LRRR------L----D-DL------E--L--R---------------------------------A-VP----H-T-----H-P-TP----DGHALIRAL--------------TS-S-G-H---RVEIVTDVCEQ-AAQRCLAHH--S-V-----------------------------------P-P-T-S-VH-G-R-R----D---DLA---LL-------MPNP-----------------------------------D-C--LLRAL-A---------------H--PG-R-P--A-P-T-GL------LITSSV-AEYTAATRIGL-RCI-GFA-DIP------------A-TG-----R-----R--L----RK-A--G----------CE--------Q----V--I---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_085214149.1 -LAD-----A--ET--------VLLGFDGPLTR-------LFP---A----AA------ARD---AARDL--------MALV-A-EH-R----TP-E-D-A---PA----G------R----------T-A--GG-R----GA--T--R-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-EL------E--L--L---------------------------------A-VP----D-A-----P-V-TH----RSAALVRAL--------------HH-S-G-R---RVGVVTDVCAP-AVHRYLEGI--P-M-----------------------------------P-LRA-G-VH-G-R-A----A---DLT---RL-------MPHP-----------------------------------D-C--LRRAL-P---------------P--GD-G-A--A-R-T-AV------LIGSTV-AELTAAQQVGL-RFV-GLA-RNP------------T-IE-----Q-----R--L----RE-A--G----------CA--------L----T--V---P---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_079082984.1 -LRK-----T--EA--------VLIGFDGPLTR-------LFT---T----RT------ARA---AVSEL--------LALA-V-EE-R----DP-D-E-A---LA----G------L----------P-L--DT-A-----------R-D-E-W--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------SG-V------GPA----------------LRRR------L----D-DL------E--L--R---------------------------------A-VP----H-T-----H-P-TP----DGHALIRAL--------------TS-S-G-H---RVEIVTDVCEQ-AAQRCLAHH--S-V-----------------------------------P-P-T-S-VH-G-R-R----D---DLA---LL-------MPNP-----------------------------------D-C--LLRAL-A---------------H--PG-R-P--A-P-T-GL------LITSSV-AEYTAATRIGL-RCI-GFA-DIP------------A-TG-----R-----R--L----RK-A--G----------CE--------Q----V--I---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_086605866.1 -LGE-----A--ES--------VLLGFDGPLAR-------LFS---A----RA------ASE---AALDL--------LALV-A-EH-R----DP-E-G-A---PP----A-------------------------------A--V--R-D-T-F--T-----------------------------HPLAV---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-AI------E--L--R---------------------------------A-VP----D-A-----P-T-TH----NSVPLVRAL--------------HG-S-G-R---RVSVVTDVSAP-AVHRYLDPY--G-L-----------------------------------P-L-A-G-IH-A-R-G----E---DLT---LL-------TPHP-----------------------------------D-C--LLRAM-H---------------S--TG-G-A--T-T-T-GV------LIGSTV-AELTAAQQAGV-RFI-GLA-RNT------------T-AA-----R-----Q--F----DE-A--G----------CE--------T----T--V---T---SL---------AP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
KUN87228.1 -LAD-----A--ET--------VLFGFDGPLLR-------LFT---A----AG------ARA---AAVEL--------LRVV-V-EH-R----DP-E-D-A---LA----G------R----------A-A--GD-A----GA--A--R-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------DG-V------GPL----------------LRNR------L----D-QL------E--L--G---------------------------------A-VP----D-A-----P-T-TH----HSLALVRAL--------------HT-A-G-R---RVGVATDVCEQ-AVRRHLEAH--R-L-----------------------------------P-LLA-G-VH-G-R-S----D---DLG---RL-------MPHP-----------------------------------D-C--LLRAL-G---------------P--QG-S-P--A-G-T-GI------LIGSTL-AELTAAQQVGL-RFV-GLA-RNP------------T-VE-----Q-----G--L----RE-A--G----------CA--------I----T--V---P---SL---------TA-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_079164533.1 -LRG-----A--ET--------VLIGFDGPLTR-------LFT---T----RA------ARS---AALEL--------LSLA-V-ED-R----DP-A-D-A---LE----G------R----------P-L--TG-PGG--PI--P-LQ-E-E-L--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------SS-L------GPD----------------LRRR------L----D-DL------E--L--R---------------------------------A-VR----N-T-----Y-P-TP----DAHALIRAL--------------NG-S-G-R---RVEVVTDVSKQ-AALRCLGHH--G-L-----------------------------------P-Q-S-N-VH-G-R-S----E---NLA---LL-------MPNP-----------------------------------D-C--LLRAL-K---------------L--PG-R-P--T-P-T-GL------LLTSSA-AEHTAATRLGL-RCI-GYA-DIP------------A-TE-----R-----R--L----RK-A--G----------CE--------E----I--L---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_094102879.1 -LTG-----A--EA--------VLLGFDGPVTR-------LFT---A----PA------ARK---AALDL--------LAVA-A-AQ-R----DP-R-D-T---HD----A------QGTRDTRDTRDT-S--EV-P----AA-----R-E-S-L--T-----------------------------HPLDV---------------------------L--RV-Y---------------------------A----------R-------------------------------------------------------------------------------DR-I------GPL----------------LRAR------L----D-EL------E--L--A---------------------------------A-VP----H-A-----P-T-TH----NAVALVRAL--------------HE-S-G-R---RVAVVTDVSEE-AVRRYVEPY--R-L-----------------------------------P-L-D-G-IH-G-R-C----P---HPA---PL-------MPDP-----------------------------------E-C--LLRALRS----L--------------G-V-G--A-D-A-GV------LIGSTV-AELTAAQQAGL-RFV-GLA-RNP------------T-VE-----Q-----D--L----RA-A--G----------CR--------V----T--V---R---SL---------TE-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------A--R---------------------------------------------------------A-----
RSM77717.1 -LRA-----A--EI--------VLLGFEGPLTS-------PFS---P----KA------ARS---AALDL--------LSLV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TG-A-GGSPI--P-LQ-E-E-L--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------D-----------------------N-------------------------------------------------------GT-L------GPL----------------LSDR------L----D-EL------E--L--R---------------------------------A-VT----G-A-----R-A-TP----GAGDLVRTL--------------HA-S-G-R---RLAVVTDFCER-VVHRYLEPR--E-L-----------------------------------P-V-S-A-VF-G-R-S----------L---PL-------MPDP-----------------------------------E-R--LRLVQ-N---------------R--FG-R----T-A-A-FL------LITSTA-AEVTAARRRGV-PVI-GYA-GSP------------A-VE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_097263756.1 -LRA-----T--EA--------VLIGLDGPLTR-------LFT---T----KS------ARA---SALEL--------ISLA-V-EN-R----DP-E-E-A---LQ----G------H----------P-L--PS-A-----------L-N-T-P--A-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------T-------------------------------------------------------------------------------TS-V------GPT----------------LRRR------L----D-DL------E--L--R---------------------------------A-VP----Q-T-----H-P-TP----DAHALIRAL--------------TE-S-G-H---RVEVVTDVCEQ-AAQRVVSHH--G-L-----------------------------------P-L-T-G-VH-G-R-S----E---DLT---LL-------MPNP-----------------------------------D-C--LLRAL-A---------------R--TA------T-D-A-GL------LISSSI-AELYAASRLGL-PFI-AFA-DIP------------A-TA-----R-----R--L----LE-T--G----------HA--------R----P--L---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------AL----
SNX58241.1 -LRA-----T--EA--------VLIGLDGPLTR-------LFT---T----KS------ARA---SALEL--------ISLA-V-EN-R----DP-E-E-A---LQ----G------H----------P-L--PS-A-----------L-N-T-P--A-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------T-------------------------------------------------------------------------------TS-V------GPT----------------LRRR------L----D-DL------E--L--R---------------------------------A-VP----Q-T-----H-P-TP----DAHALIRAL--------------TE-S-G-H---RVEVVTDVCEQ-AAQRVVSHH--G-L-----------------------------------P-L-T-G-VH-G-R-S----E---DLT---LL-------MPNP-----------------------------------D-C--LLRAL-A---------------R--TA------T-D-A-GL------LISSSI-AELYAASRLGL-PFI-AFA-DIP------------A-TA-----R-----R--L----LE-T--G----------HA--------R----P--L---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_128789921.1 -LTA-----A--DC--------VLIGYDGPLAR-------LFT---A----HS------ARA---AVLDL--------LAVV-A-EH-R----AP-D-E-A---LA----G------R----------P----PV-A----GP--V-GR-E-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----E-EL------E--L--A---------------------------------A-AL----D-A-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSPR-AVQRGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----E---DLR---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-G-R-GV------LLGSSV-AELTAAQRLGL-PFV-GFS-AAA------------A-GR-----R-----L--L----RE-G--G----------AK--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------T-----
KUO22454.1 -LAE-----A--EA--------VLLGFDGTLTH-------LFP---R----KA------ARD---AALDL--------LSLV-V-EN-R----DP-A-D-A---LE----G------R---------------LL-T----GPF-A-AM-E-Q-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------NR-L------GPV----------------LRTR------L----D-EL------E--L--R---------------------------------A-AA----G-A-----V-P-GS----NTTALVRAL--------------RA-G-GRR---RVTVITDCCEQ-AVHRYLERI--E-L-----------------------------------P-L-Q-G-VH-G-R-T----E---DLG---LL-------MPHP-----------------------------------D-C--LLRAL-H---------------T--LG-V-P--A-P-T-GL------VIGSSV-AELDAAQRLGL-RFV-GIA-PTP------------D-AE-----R-----Q--L----RE-A--G----------CE--------V----T--V---P---SP---------QP-L-------------------------------------I-----------------------------------------------------------E--------------------------------A---------------------------A--L---------------------------------------------------------TL----
WP_004001495.1 -LHP-----A--QY--------VLLGFEGPLTR-------PFS---T----KA------ARS---AALDL--------LSLV-V-DN-R----DP-E-D-A---PA----G------R----------P-L--TG-D-G--PV--P-LQ-E-E-L--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------D-------------------------------------------------------------------------------SG-V------APL----------------LRDR------L----D-RL------E--L--R---------------------------------A-VT----E-A-----H-P-TP----HIADLVHAL--------------HD-R-G-R---GVAVVTDFCEQ-AVHRHLDFR--G-L-----------------------------------P-L-T-A-VF-G-R-D----------R---QL-------MPDP-----------------------------------R-C--LRRAL-N---------------H--FG-R----S-A-A-GL------LISSTA-AEVTAARRLGL-PVL-GYA-DSP------------A-TE-----R-----R--L----RK-A--G----------CD--------V----T--V---H---SL---------QP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_079084658.1 -LAE-----A--EA--------VLLGFDGTLTH-------LFP---R----KA------ARD---AALDL--------LSLV-V-EN-R----DP-A-D-A---LE----G------R---------------LL-T----GPF-A-AM-E-Q-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------NR-L------GPV----------------LRTR------L----D-EL------E--L--R---------------------------------A-AA----G-A-----V-P-GS----NTTALVRAL--------------RA-G-GRR---RVTVITDCCEQ-AVHRYLERI--E-L-----------------------------------P-L-Q-G-VH-G-R-T----E---DLG---LL-------MPHP-----------------------------------D-C--LLRAL-H---------------T--LG-V-P--A-P-T-GL------VIGSSV-AELDAAQRLGL-RFV-GIA-PTP------------D-AE-----R-----Q--L----RE-A--G----------CE--------V----T--V---P---SP---------QP-L-------------------------------------I-----------------------------------------------------------E--------------------------------A---------------------------A--L---------------------------------------------------------TL----
WP_128428251.1 -LGA-----A--DI--------VLLGFEGPLTR-------PFS---T----KG------ARS---AALEL--------LSVV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TA-E-GNGPI--P-LQ-E-E-M--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------D-------------------------------------------------------------------------------SS-V------APL----------------LRDR------L----D-EL------E--L--R---------------------------------A-VA----Q-A-----R-P-TP----GAADLVRVL--------------RI-S-G-R---AVAVVTNFSER-AVHRHLDYP--G-L-----------------------------------P-L-T-A-IF-G-R-G----------R---LL-------MPDP-----------------------------------E-C--LRLAL-N---------------H--FG-R----P-A-V-SL------LVTSTA-AEVTAARQLDL-PVI-GYA-DSP------------A-TE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---SL---------QP-I-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------T--R---------------------------------------------------------SL----
WP_107906725.1 -LRA-----A--EI--------VLLGFEGTLTS-------PFS---A----KA------ARS---AALDL--------LSLV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TG-A-GGAPI--P-LQ-E-E-L--V-----------------------------HPLEV---------------------------L--RA-F---------------------------T----------D-----------------------N-------------------------------------------------------GT-L------APL----------------LSDR------L----D-EL------E--L--R---------------------------------A-VT----G-A-----R-A-TP----GAGDLVRTL--------------HA-S-G-R---RPAVVTDFCER-VVHRYLEPR--E-L-----------------------------------P-V-S-A-VF-G-R-S----------L---PL-------MPDP-----------------------------------E-R--LRLAQ-H---------------R--FG-R----T-A-A-FL------LITSTA-AEVTAARRRGI-PVI-GHA-GSP------------A-VE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_074992219.1 -LTR-----A--EC--------VLVGFDGPLAR-------LFT---V----QG------ARA---AVLDL--------LNVV-A-DH-R----AP-G-D-A---LA----G------R----------P----L--------P--T-VT-G-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------EP-V------GPL----------------LRDR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----LSLALVRAL--------------HR-S-G-R---RVSVVSDVSSR-AVHRGLAPH--K-L-----------------------------------P-L-A-G-VH-A-R-R----K---DLG---LL-------TPDP-----------------------------------D-S--LRRAL-E---------------H--LD-V-P--A-H-T-AV------LLGSSV-AELTAAQRLGL-PFV-GFA-PTA------------P-GQ-----R-----R--L----RE-G--G----------GA--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------T-----
WP_070025225.1 -LTR-----A--EC--------VLVGFDGPLAR-------LFT---V----QG------ARA---AVLDL--------LNVV-A-DH-R----AP-G-D-A---LA----G------R----------P----L--------P--T-VT-G-A-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------EP-V------GPL----------------LRDR------L----D-EL------E--L--A---------------------------------A-VP----D-A-----P-M-TH----LSLALVRAL--------------HR-S-G-R---RVSVVSDVSSR-AVHRGLAPH--K-L-----------------------------------P-L-A-G-VH-A-R-R----K---DLG---LL-------TPDP-----------------------------------D-S--LRRAL-E---------------H--LD-V-P--A-H-T-AV------LLGSSV-AELTAAQRLGL-PFV-GFA-PTA------------P-GQ-----R-----R--L----RE-G--G----------GA--------A----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------T-----
WP_071387451.1 -LTG-----A--GH--------VLISFDGPLTR-------LFA---A----HR------ARP---AVLAL--------LRVV-A-EH-R----DP-R-S-A---LA----G------Q----------P----LP-T----AAGPA-GQ-D-T-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------S----------H-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----E-EL------E--L--A---------------------------------A-VP----D-V-----P-M-TH----RSLALVRAL--------------HK-S-G-R---RVSVVSDVSSR-AVQRGVESY--K-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLS---LL-------TPDP-----------------------------------H-C--LLRAL-E---------------H--LG-T-P--A-R-T-GA------LLGSSV-AELTAAQRLGL-PFI-GFA-PSA------------D-AR-----R-----L--L----HE-A--G----------AQ--------A----V--V---S---TL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------I--R---------------------------------------------------------A-----
KUN39593.1 -LAG-----V--RT--------VLLGFDGPLVR-------LFT---A----PR------ARE---AALEL--------LALA-V-EH-R----DV-E-D-A---LT----G------R----------P-L--AV-A----AA-----R-E-S-L--V-----------------------------HPLDV---------------------------L--RV-F---------------------------A----------R-------------------------------------------------------------------------------DP-V------GPL----------------LRRR------L----D-EL------E--L--A---------------------------------A-VA----D-A-----P-T-TH----RSVALVRTL--------------HA-A-G-L---RVGVVTDVCAT-AVAAHQERH--R-L-----------------------------------P-L-T-G-WH-G-R-G----E---DLT---RL-------MPHP-----------------------------------D-A--LVRAL---------------------A-G-Q--D-G-P-AL------LVGSTP-AELGAAQRLGI-RFV-GLA-RNQ------------T-VE-----Q-----S--L----RA-A--G----------CE--------S----T--V---P---SL---------TP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--Q---------------------------------------------------------A-----
WP_057599902.1 -LAG-----A--ET--------VLFGFDGPLAR-------LFT---A----TT------ARA---AALDL--------LGIV-A-EH-R----DP-A-D-A---LA----G------R----------P-L--GS-P----GA--AAGR-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------Q-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-RL------E--L--S---------------------------------A-VP----D-A-----P-R-TH----HSVVLVRTL--------------HD-T-G-R---RVGVATDVCEA-AVHRCLESY--R-L-----------------------------------P-LRA-G-VH-G-R-D----D---DLG---LL-------TPNP-----------------------------------D-R--LLHAL-R---------------P--FD-A-P--A-A-T-GV------LIGSTL-AELAAARAAGL-RFL-GLA-RNP------------T-VE-----Q-----A--L----LG-A--G----------CD--------A----V--V---P---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_107095453.1 -LAD-----A--ET--------VLFGFDGPLAR-------LFT---A----TT------ARA---AALDL--------LGIV-A-EH-R----HP-Q-D-A---LA----G------R----------P-P--GD-G----GA--T-GR-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------Q-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-RL------E--L--G---------------------------------A-VP----D-A-----P-R-TH----HSVVLVRTL--------------HD-T-G-R---RVGVATDVCEA-AVHRCLESY--R-L-----------------------------------P-LAA-G-VH-G-R-D----D---DLG---LL-------TPNP-----------------------------------D-R--LLRAL-R---------------P--LD-A-P--A-A-T-GV------LIGSTL-AELAAARAAGL-RFL-GLA-RNP------------T-VE-----Q-----A--L----LG-A--G----------CD--------A----V--V---P---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_028806360.1 -LAD-----A--ET--------VLFGFDGPLAR-------LFT---A----TT------ARA---AALDL--------LGIV-A-EH-R----DP-E-D-A---LA----G------R----------P-P--GD-P----GA--T-GR-E-L-F--V-----------------------------HPLDV---------------------------L--RA-F---------------------------A----------Q-------------------------------------------------------------------------------DR-L------GPL----------------LRDR------L----D-RL------E--V--S---------------------------------A-VP----D-A-----P-R-TH----HSVVLVRTL--------------HD-T-G-R---RVGVATDVCEA-AVHRCLESY--R-L-----------------------------------P-LSA-G-VH-G-R-D----D---DLG---LL-------TPNP-----------------------------------D-R--LLRAL-R---------------P--LD-A-P--A-A-T-GV------LIGSTL-AELAAARAAGL-RFL-GLA-RNP------------T-VE-----Q-----A--L----LG-A--G----------CD--------A----V--V---P---SL---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_093745914.1 -LRA-----A--EI--------VLFGFEGPLTG-------PFS---A----KA------ARS---AALDL--------LSLV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TG-A-GGAPI--P-LQ-E-E-L--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------D-----------------------N-------------------------------------------------------ST-L------APL----------------LSDR------L----D-EL------E--L--R---------------------------------A-VT----G-A-----R-A-TP----GVGELVRTL--------------HA-S-G-R---RPAVVTDFCER-VVHRYLEPR--E-L-----------------------------------P-M-S-A-VF-G-R-S----------L---PL-------MPDP-----------------------------------E-R--LRLAQ-S---------------R--FG-R----T-A-A-FL------LITSTA-AEVTAARRRGI-PVI-GYA-GSP------------A-VE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_093866709.1 -LHA-----A--EI--------VLFGFEGPLTG-------PFS---A----KA------ARS---AALDL--------LSLV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TG-A-GGAPI--P-LQ-E-E-L--V-----------------------------HPLEV---------------------------L--RA-F---------------------------A----------D-----------------------N-------------------------------------------------------ST-L------APL----------------LSDR------L----D-EL------E--L--R---------------------------------A-VT----G-A-----R-A-TP----GVGELVRTL--------------HA-S-G-R---RPAVVTDFCER-VVHRYLEPR--E-L-----------------------------------P-I-S-A-VF-G-R-S----------L---PL-------MPDP-----------------------------------E-R--LRLAQ-S---------------R--FG-R----T-A-A-FL------LITSTA-AEVTAARRRGI-PVI-GYA-GSP------------A-VE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---SL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_125529713.1 -LRA-----A--EI--------VLLGFEGTLTS-------PFS---A----KA------ARS---AALDL--------LSLV-V-DH-R----DP-E-D-A---LA----G------R----------P-L--TG-A-GGAPI--P-LQ-E-E-L--V-----------------------------HPVEV---------------------------L--RA-F---------------------------A----------D-----------------------N-------------------------------------------------------SA-L------VPL----------------LSDR------L----D-EL------E--L--R---------------------------------A-VT----G-A-----R-A-TP----GAGDLVRTL--------------HA-S-G-R---RLAVVTDFSER-VVHRYLESR--E-L-----------------------------------P-V-S-A-VF-G-R-G----------L---PL-------MPDP-----------------------------------E-R--LRLAL-N---------------R--FG-R----T-A-A-FL------LITSTA-AEVTSARRCGI-PVV-GYA-GSP------------A-VE-----R-----R--L----RK-A--G----------CD--------L----I--V---D---TL---------AP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--H---------------------------------------------------------SL----
RAJ62749.1 ALTG-----A--AH--------VLIGFDGPLTR-------LFA---A----HR------ART---AVLTL--------LEVV-A-EN-R----DP-E-S-A---LA----G------L----------P----LS-V----SPWSA-AR-S-P-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPS----------------LRDR------L----E-EL------E--L--A---------------------------------A-VL----D-A-----P-M-TH----RSLALVRAL--------------HT-S-G-R---RVSVVSDVSSR-AVQHGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLG---LL-------TPNP-----------------------------------H-C--LLRAL-E---------------H--LG-A-P--A-R-T-GV------LLGSSV-AELTAAQRLGL-PFI-GFA-PSA------------D-AR-----R-----L--L----QG-A--G----------AE--------A----V--V---G---TL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------A-----
WP_111582533.1 ALTG-----A--AH--------VLIGFDGPLTR-------LFA---A----HR------ART---AVLTL--------LEVV-A-EN-R----DP-E-S-A---LA----G------L----------P----LS-V----SPWSA-AR-S-P-F--P-----------------------------HPLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------DP-L------GPS----------------LRDR------L----E-EL------E--L--A---------------------------------A-VL----D-A-----P-M-TH----RSLALVRAL--------------HT-S-G-R---RVSVVSDVSSR-AVQHGVQSY--R-L-----------------------------------P-L-A-G-VH-G-R-R----A---DLG---LL-------TPNP-----------------------------------H-C--LLRAL-E---------------H--LG-A-P--A-R-T-GV------LLGSSV-AELTAAQRLGL-PFI-GFA-PSA------------D-AR-----R-----L--L----QG-A--G----------AE--------A----V--V---G---TL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------A-----
WP_095934105.1 -LGD-----A--VC--------VLLGFHGTLAR-------LWG---G----VQ------RDA---VNREL--------ATLL-V-EL-R----SP-D-D-A---LS----G------T----------S-L--PG-G-GA-PT--P-PL-E-G-Y--A-----------------------------DPYDL---------------------------L--RA-F---------------------------A----------D-------------------------------------------------------------------------------HR-S------GPE----------------LRRR------L----D-RL------E--A--A---------------------------------A-AA----S-A-----S-P-VP----YADSLVRAL--------------AD-T-G-R---GPAVVTNASRR-AVLSYLTSR--G-L--A-D----------------------------S-V-T-G-G-VH-G-R-S----D---DLA---LL-------MPDP-----------------------------------D-C--LRRAL-D---------------E--LG-V-A--A-H-E-AL------LIGSTV-AELTAADAVGL-PFV-GLT-RQT------------G-VE-----R-----R--L----TR-A--G----------CE--------R----I--I---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------E---------------------------V--R---------------------------------------------------------T-----
WP_107018568.1 ALLE-----S--PC--------VLLGFDGPLVR-------LYT---S----DA------EKQ---ATREL--------AALL-A-EL-R----DP-G-A-A---LR----G------E----------P-L--SP-R-GG-PA--Q-PL-E-G-R--S-----------------------------NPLDL---------------------------L--RA-F---------------------------A----------D-------------------------------------------------------------------------------HP-L------GAD----------------LRRR------L----N-RI------E--E--R---------------------------------A-VS----T-A-----A-S-TP----FSDALITTL--------------SS-L-G-R---RTAVVADNAPS-AVWKYLHSH--GRL--T-G----------------------------L-V-T-G-G-VH-G-R-A----D---DLT---LL-------MPNP-----------------------------------D-S--LLRAL-D---------------H--LG-V-P--A-K-D-AV------LVGSSV-AEATAAQAAGL-RFL-GYT-RSE------------G-HR-----Q-----R--L----VR-A--G----------CE--------V----T--T---A---SW---------AP-L-------------------------------------L-----------------------------------------------------------R--------------------------------S---------------------------L--P---------------------------------------------------------NT----
WP_051855892.1 -LDR-----A--AA--------VVLGFDGTLTR-------LYA---P----GK------ARD---AALRL--------LSLV-V-RE-R----DP-E-E-A---LG----G------R----------P-V--SR-G-G---D--E--------F--V-----------------------------HPVDV---------------------------L--RA-F-----------------A---------R----------E-------------------------------------------------------------------------------GS-L------AGD----------------LHDQ------L----D-RI------E--R--Q---------------------------------A-VY----G-A-----R-P-VP----HAAALVRAL----------GA--A----H-R---GLALVTDTAPR-AVATYVATH--A----L-D----------------------------V-P-T-D-A-IL-C-R-T----P---DLT---RL-------LPDP-----------------------------------D-G--LRRAL-E---------------R--LD-T-P--A-E-R-CV------MIGSTV-AEATAARALGV-PFV-GLA-TDD------------R-VR-----D-----R--L----LA-A--G----------AR--------H----T--V---S---SL---------AE-V-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_051370568.1 AVDA-----A--EA--------LLLGFDGPLVR-------LYS---T----ET------AKQ---VTREL--------VARF-V-EL-R----HP-D-E-A---LG----G------Q----------R-L--LS-G-E------T-PL-N-T-A--A-----------------------------NPLDL---------------------------L--RA-L---------------------------A----------R-------------------------------------------------------------------------------HR-L------SDD----------------LRRE------L----D-LI------E--E--R---------------------------------A-VR----R-A-----R-P-TR----HADALVHAL--------------GA-L-G-P---RAAVVSDLSPS-ALSAYLAQR--G-L--T-D----------------------------S-V-A-G-G-SH-G-R-A----D---DLA---LL-------MPAP-----------------------------------D-C--LRRAL-D---------------R--LG-T-A--P-S-D-AL------LVTSSV-AEVGAAVAIGL-PVL-GYA-PDA------------R-LR-----S-----Q--L----AR-A--G----------CE--------Q----A--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------A-----
WP_051127194.1 ALAT-----A--ES--------YLLAFDGPLVQ-------LYA---------R------ARD---AAREL--------TALA-T-EL-R----DP-D-D-A---LT----G------V----------P-L----------EE--P--L-E-L-D--I-----------------------------HPLDV---------------------------L--RT-F---------------------------A-R--------T-------------------------------------------------------------------------------PR-L------ART----------------LRAR------L----D-EI------E--L--R---------------------------------A-LR----T-A-----R-P-TR----DADLLVRTL--------------NS-T-G-R---PVSVVSDVSPH-VISAYLASR--S-P-----------------------------------A-VRA-G-VH-G-R-S----A---DPA---LL-------MPHP-----------------------------------D-A--LHRAL-H---------------R--PG-S-P--T-P-H-GV------LIGSSP-AELLAARAIGL-PFI-GYA-ASA------------K-HA-----S-----T--L----TG-L--G----------AR--------L----V--V---R---DL---------SQ-L-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_093612832.1 ALAQ-----A--RV--------VLLGFEGPVVR-------LYP---A----QV------ARD---ISRQL--------AELI-V-EL-R----RP-D-E-S---LR----G------D----------R-L--LK-G-TG--L--R-QY-E-G-H--P-----------------------------HPLDL---------------------------L--RA-L---------------------------G----------D-------------------------------------------------------------------------------HR-L------AAP----------------VAER------L----T-RL------E--L--E---------------------------------A-AA----T-T-----F-P-TA----HADRLIRTL--------------HA-S-G-R---RVGIVTDVAPV-VVSTYLDAR--G-L--G-G----------------------------T-L-R-A-G-VY-G-R-G----P---DLT---RL-------MPHP-----------------------------------E-C--LRRAL-D---------------A--TG-G-R--R-D-A-TL------LVSSSA-AELEAARDLGV-PSI-GFA-RHE------------V-TR-----R-----N--L----AG-L--G----------CR--------T----V--T---G---DL---------GD-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------L--R---------------------------------------------------------TT-G--
SDK59304.1 ALAQ-----A--RV--------VLLGFEGPVVR-------LYP---A----QV------ARD---ISRQL--------AELI-V-EL-R----RP-D-E-S---LR----G------D----------R-L--LK-G-TG--L--R-QY-E-G-H--P-----------------------------HPLDL---------------------------L--RA-L---------------------------G----------D-------------------------------------------------------------------------------HR-L------AAP----------------VAER------L----T-RL------E--L--E---------------------------------A-AA----T-T-----F-P-TA----HADRLIRTL--------------HA-S-G-R---RVGIVTDVAPV-VVSTYLDAR--G-L--G-G----------------------------T-L-R-A-G-VY-G-R-G----P---DLT---RL-------MPHP-----------------------------------E-C--LRRAL-D---------------A--TG-G-R--R-D-A-TL------LVSSSA-AELEAARDLGV-PSI-GFA-RHE------------V-TR-----R-----N--L----AG-L--G----------CR--------T----V--T---G---DL---------GD-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------L--R---------------------------------------------------------TT-G--
WP_116502229.1 ALAT-----A--EA--------FLLGFDGPLLQ-------LYA-G-A----RA------ARD---AAREL--------TELA-T-EL-R----HP-E-E-A---LS----G------D----------P-L--RA-V----DT--P--M-E-V-D--I-----------------------------HPLDV---------------------------L--RT-F---------------------------A-A--------H-------------------------------------------------------------------------------RR-L------AQP----------------LRER------L----D-AI------E--L--R---------------------------------A-LR----T-A-----R-P-TR----GADLLIRTL--------------NA-T-G-R---PVSVVSDVSPH-VVSAHLQNR--A-L-----------------------------------A-VRA-G-VH-G-R-S----E---DPR---LL-------MPNP-----------------------------------D-A--LHRAL-H---------------Q--PG-S-P--T-P-H-GL------LIGSSP-AELSAARTIGL-PFI-GYA-PNR------------R-TA-----T-----R--L----TD-A--G----------AR--------H----L--V---H---DL---------TD-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------L--H---------------------------------------------------------------
WP_125263421.1 -LDQ-----A--DT--------VVLGFDGTLTR-------LYA---P----GK------ARE---AALRL--------LALV-V-ER-R----DP-E-A-A---LG----G------V----------P-L--PR-A-GG-GS--E--------Y--V-----------------------------HPLDV---------------------------L--RA-F-----------------A---------A----------E-------------------------------------------------------------------------------GP-L------AAD----------------LADQ------L----D-RI------E--R--Q---------------------------------A-VF----G-A-----K-P-VP----HATALVRLLADGTGSGPGPRP--RT-R-P-R---AVCLVTDTAPR-AVATYVATH--E----L-T----------------------------I-R-A-D-R-IH-C-R-T----G---DLS---RL-------LPDP-----------------------------------E-G--LRRVL-A---------------R--PG-V-T--A-D-R-CL------MIGSTV-AEATAARALDV-PFV-GYA-PDD------------R-TR-----E-----R--L----LA-A--G----------AR--------H----T--V---S---TL---------SQ-L-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_127827875.1 -LAT-----A--EA--------FLLGFDGPLLQ-------LYA-G-V----RA------ARN---AAREL--------AELA-T-EL-R----DP-E-E-A---LS----G------D----------P-L--RT-V----DT--P--M-E-V-D--V-----------------------------HPLDV---------------------------L--RT-F---------------------------A-G--------H-------------------------------------------------------------------------------RR-L------AQP----------------LRER------L----D-AI------E--L--R---------------------------------A-LR----T-A-----R-P-TR----DADRLLRAL--------------GA-T-G-R---PLSVVSDVSPH-VVSAHLQNR--A-L-----------------------------------T-V------H-G-R-A----D---DLR---LL-------MPNP-----------------------------------D-V--LHRAL-H---------------R--PG-S-P--T-P-H-AV------LIGSSP-AELTAARTLGI-PFI-GYA-PNR------------R-TA-----T-----R--L----TT-T--G----------PH--------H----L--V---H---NL---------AE-L-------------------------------------I-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_016642618.1 -LAP-----A--DA--------VVLGFDGTLTR-------LYA---P----GK------ARD---AALRL--------LSLV-V-RE-R----DP-E-D-A---LR----G------R----------P-V--GR-A-GG-TS--E--------F--V-----------------------------HPLDV---------------------------L--RA-F-----------------A---------Q----------E-------------------------------------------------------------------------------GS-L------AAG----------------LHDQ------L----D-RI------E--R--Q---------------------------------A-VY----S-A-----R-P-TA----HSNALVGML----------RG--RP-R-R-R---ALAVVTDTAPR-AVATYVATH--G----L-D----------------------------I-P-A-D-R-IS-C-R-T----T---DLS---RL-------LPDP-----------------------------------E-P--LRRVL-E---------------R--LD-V-P--A-G-R-CL------MIGSAV-AEATAARALGL-PFI-GYA-PDD------------R-AR-----E-----R--L----LA-A--G----------AR--------H----T--V---G---SL---------AQ-I-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_087883954.1 -LDQ-----A--DT--------VVLGFDGTLTR-------LYA---P----GK------ARE---AALRL--------LALV-V-ER-R----DP-E-A-A---LG----G------V----------P-L--PR-A-GG-GS--E--------Y--V-----------------------------HPLDV---------------------------L--RA-F-----------------A---------A----------E-------------------------------------------------------------------------------GP-L------AAD----------------LADQ------L----D-RI------E--R--Q---------------------------------A-VF----G-A-----K-P-VP----HATALVRLLADGTGSGPGPRP--RT-R-P-R---AVCLVTDTAPR-AVATYVATH--E----L-T----------------------------I-R-A-D-R-IH-C-R-T----G---DLS---RL-------LPDP-----------------------------------E-G--LRRVL-A---------------R--PG-V-T--A-D-R-CL------MIGSTV-AEATAARALDV-PFV-GYA-PDD------------R-TR-----E-----R--L----LA-A--G----------AR--------H----T--V---S---TL---------SQ-L-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_051811665.1 -LDQ-----A--DT--------VVLGFDGTLTR-------LYA---P----GK------ARE---AALRL--------LALV-V-ER-R----DP-E-A-A---LG----G------V----------P-L--PR-A-GG-GS--E--------Y--V-----------------------------HPLDV---------------------------L--RA-F-----------------A---------A----------E-------------------------------------------------------------------------------GP-L------AAD----------------LADQ------L----D-RI------E--R--Q---------------------------------A-VF----G-A-----K-P-VP----HATALVRLLADGTGSGPGPRP--RT-R-P-R---AVCLVTDTAPR-AVATYVATH--E----L-T----------------------------I-R-A-D-R-IH-C-R-T----G---DLS---RL-------LPDP-----------------------------------E-G--LRRVL-A---------------R--PG-V-T--A-D-R-CL------MIGSTV-AEATAARALDV-PFV-GYA-PDD------------R-TR-----E-----R--L----LA-A--G----------AR--------H----T--V---S---TL---------SQ-L-------------------------------------V-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_051744676.1 -LGD-----A--KA--------VLLGFDGPLVR-------LYG-I-G----KS------ESQ---AMREL--------AALL-V-EL-R----DP-D-E-A---LS----G------A----------R-L--LA-S-DG-PT--P-PV-E-G-R--P-----------------------------NPLDL---------------------------L--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------SPE----------------LRRA------L----D-RI------E--E--E---------------------------------A-AV----G-A-----R-P-TP----HSDALIVML--------------HA-Y-D-R---EVAVVADNAPG-AVRTALARR--A-L--T--------------------------------L-E-G-G-IH-G-R-T----E---DLS---LL-------MPNP-----------------------------------D-C--LNRAL-T---------------A--LH-T-F--P-S-D-AV------LIASSV-AELTAAHAIGL-PAI-GYA-RSP------------Q-HA-----G-----Q--L----RRET--E----------CA--------V----T--V---E---SL---------ED-I-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055618099.1 -LVD-----V--PH--------VLIGFDGPLVR-------LYT---R----AK------EEQ---ATQEL--------AALL-A-EL-R----HP-D-A-A---LS----G------E----------P-L--SP-G-GA-PV--S-PL-E-G-R--S-----------------------------NPLDL---------------------------L--RA-F---------------------------A----------E-------------------------------------------------------------------------------HP-L------GAD----------------LRRR------L----N-RI------E--E--R---------------------------------A-IS----T-A-----T-A-TP----FSDSLITTL--------------NA-L-G-R---RVAVVADNAPS-AVWMYLQAH--GRL--T-G----------------------------L-V-N-G---VH-G-R-A----E---ELT---RL-------MPNPDCLLRALDQLGDRRADQYGVRRRRAEELTRLMPNPD-C--LLRAL-D---------------Q--LG-A-S--P-S-D-AV------LVGSSV-AELTAANAIGL-RFL-GYT-RSE------------P-HK-----Q-----R--L----LR-A--G----------CE--------L----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107083846.1 ---------A--DC--------VLLGFDGVLTR-------LYP---A----DE------ERQ---VLRDV--------ARLI-L-EE-R----DP-E-D-A---LS----G------R----------P-L--LE-R-EG-PR--H-PL-E-G-Y--A-----------------------------NTLDL---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------HK-L------ADG----------------MRFR------I----D-RH------D--V--L---------------------------------A-AG----T-A-----R-P-IP----SSSQLVNAL--------------HA-G-G-A---RPAVVTDRARL-AAVTHLEWR--G-L--T-S----------------------------H-V-P-G-G-VY-G-R-G----A---DLT---RL-------MPDP-----------------------------------Y-V--LQQAL-D---------------G--LG-A-R--A-A-D-CV------LIGSTV-AEQIAARAAGV-PFI-GFC-PDE------------Q-TR-----T-----R--L----RG-T--N----------SE--------V---LL--V---S---SL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_107086991.1 ---------A--DC--------VLLGFDGVLTR-------LYP---A----DE------ERQ---VLRDV--------ARLI-L-EE-R----DP-E-D-A---LS----G------R----------P-L--LE-R-EG-PR--H-PL-E-G-Y--A-----------------------------NTLDL---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------HK-L------ADG----------------MRFR------I----D-RH------D--V--L---------------------------------A-AG----T-A-----R-P-IP----SSSQLVNAL--------------HA-G-G-A---RPAVVTDRARL-AAVTHLEWR--G-L--T-S----------------------------H-V-P-G-G-VY-G-R-G----A---DLT---RL-------MPDP-----------------------------------Y-V--LQQAL-D---------------G--LG-A-R--A-A-D-CV------LIGSTV-AEQIAARAAGV-PFI-GFC-PDE------------Q-TR-----T-----R--L----RG-T--N----------SE--------V---LL--V---S---SL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_063784888.1 ---------A--DC--------VLLGFDGVLTR-------LYP---A----DE------ERQ---VLRDV--------ARLI-L-EE-R----DP-E-D-A---LS----G------R----------P-L--LE-R-EG-PR--H-PL-E-G-Y--A-----------------------------NTLDL---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------HK-L------ADG----------------MRFR------I----D-RH------D--V--L---------------------------------A-AG----T-A-----R-P-IP----SSSQLVNAL--------------HA-G-G-A---RPAVVTDRARL-AAVTHLEWR--G-L--T-S----------------------------H-V-P-G-G-VY-G-R-G----A---DLT---RL-------MPDP-----------------------------------Y-V--LQQAL-D---------------G--LG-A-R--A-A-D-CV------LIGSTV-AEQIAARAAGV-PFI-GFC-PDE------------Q-TR-----T-----R--L----RG-T--N----------SE--------V---LL--V---S---SL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_128112076.1 -IAN-----A--AG--------VLLGFDGVLAH-------LYP---S----GS------EQS---VLLDL--------ERLA-M-EG-G----DP-E-G-A---LP----G------R----------P------------SP--T--V-A-E-H--S-----------------------------DSLGL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------HD-L------AQP----------------LRRR------A----D-LH------D--M--Q---------------------------------A-AD----T-A-----R-P-VQ----SAAELLRTL--------------HA-S-G-T---RTAVVTDRATT-AATRYLARL--D-L-----------------------------------P-VRG-G-VH-G-R-G----T---DLT---RL-------MPHP-----------------------------------H-V--LTEAL-D---------------V--LG-A-P--A-S-A-CV------LVGSTV-AGLRAARAISL-PFI-GFS-GYE------------T-VR-----R-----E--L----RG-A--D----------PD--------V----P--V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OPG08622.1 -IAN-----A--AG--------VLLGFDGVLAH-------LYP---S----GS------EQS---VLLDL--------ERLA-M-EG-G----DP-E-G-A---LP----G------R----------P------------SP--T--V-A-E-H--S-----------------------------DSLGL---------------------------L--RA-F---------------------------A----------H-------------------------------------------------------------------------------HD-L------AQP----------------LRRR------A----D-LH------D--M--Q---------------------------------A-AD----T-A-----R-P-VQ----SAAELLRTL--------------HA-S-G-T---RTAVVTDRATT-AATRYLARL--D-L-----------------------------------P-VRG-G-VH-G-R-G----T---DLT---RL-------MPHP-----------------------------------H-V--LTEAL-D---------------V--LG-A-P--A-S-A-CV------LVGSTV-AGLRAARAISL-PFI-GFS-GYE------------T-VR-----R-----E--L----RG-A--D----------PD--------V----P--V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ROO93639.1 -ITG-----A--RC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VLLDI--------ARLF-V-EE-R----DP-E-E-A---LA----G------V----------P-L----------PR--V-TT-D-G-Y--A-----------------------------GTLDF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------APA----------------VRVR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----Q-P-TP----LADRLVRAL--------------RT-C-G-V---PTAVVTDRAPE-PVTGYLRRR--G-L--L-N----------------------------A-L-P-G-D-VH-G-R-G----A---DLT---RL-------MPDP-----------------------------------D-V--LHRAL-D---------------R--LG-A-P--A-G-D-CV------LVGSSV-AEQSAARVIGL-PFI-GHG-HDA------------G-VR-----R-----E--L----TE-A--D----------AR--------V---LL--V---G---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A------------------------------------------------------------------
WP_015660598.1 -IRN-----A--QC--------VLLGFDEILAH-------LYP---A----DA------ERE---VLQDI--------ARLL-V-EE-R----DP-A-G-A---LS----G------Q----------P-L----------PS--I-GP-M-D-Q--A-----------------------------DSLSL---------------------------L--RA-F---------------------------A----------E-------------------------------------------------------------------------------HK-L------AHE----------------VRKL------V----D-LH------D--S--R---------------------------------A-AR----I-A-----R-P-NP----LARELLQAL--------------NV-G-G-A---RPAVVTDRATE-AATWFLRRG--R-L--T-D----------------------------H-V-P-G-G-VY-G-R-S----S---DLT---RL-------MPHP-----------------------------------H-V--LLEAL-D---------------H--AQ-A-P--A-S-A-CV------LIASTV-AEQTAARTIGL-PFI-GY---SP------------N-SW-----R-----Q--L----RV-A--D----------RE--------V---PL--V---S---SL---------SP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------A--R---------------------------------------------------------S-----
PPS81814.1 -IAG-----A--RC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VLLDI--------ARLF-V-EE-R----DP-E-E-A---LA----G------V----------P-L----------PR--V-TT-D-G-Y--A-----------------------------GTLDF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------APA----------------VRVR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----Q-P-TP----LADRLVRAL--------------RT-C-G-V---PTAVVTDRAPE-PVTGYLRRR--G-L--L-D----------------------------A-L-P-G-D-VH-G-R-G----A---DLT---RL-------MPDP-----------------------------------D-V--LHRAL-D---------------R--LG-A-L--A-G-D-CV------LVGSSV-AEQSAARVIGL-PFI-GHG-RDE------------G-AR-----R-----E--L----AA-A--D----------AR--------V---PL--V---P---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A------------------------------------------------------------------
WP_063835775.1 -IAN-----S--RC--------VILGFDGVLAR-------LYR---P----GV------ERE---ALLDA--------ARLI-A-DR-R----AP-Q-D-A---LA----G------Q----------P-L--LD-A-GG-PV--T-AL-E-G-H--P-----------------------------STLDL---------------------------L--RA-F---------------------------A----------R-------------------------------------------------------------------------------HP-L------AED----------------LRRL------V----D-RH------D--E--R---------------------------------A-AL----T-A-----H-P-SR----TAEQLVRTL--------------HA-R-Q-A---PVAVVTDRALG-PVAGYLERR--G-L--T-H----------------------------C-L-R-G-G-LH-G-R-A----S---DLT---RL-------LPDP-----------------------------------R-G--LHPVL-D---------------R--LG-V-P--A-A-T-CV------LVGSTV-AESTAARATGI-RFI-GLA-RDE------------E-TR-----R-----R--L----RA-S--G-----------D--------V---PL--V---S---GL---------RL-L-------------------------------------L-----------------------------------------------------------S--------------------------------A---------------------------A--R---------------------------------------------------------S-----
OAH13288.1 -ITR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AEL---IAEGQ--------VRWL---EQ-R---------G-----LH----G-------------------L--LT-E--------V-ER-Q-V----P-----------------------------DPHEV---------------------------L--RA-V------D------------R-------R----------H--------------A-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--R---------------------------------A-VP----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-S---RLSITTNNSPR-AVREYLATR--G-L----E--ECF-L-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--LG-A-D--A-E-S-AL------MIGDTP-SDFQAAERAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RA-S--G----------AE--------H----I--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R---------------------------------------------------------------
EPJ36570.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVTDACAE-AAHRYLRPY--GTL-----------------------------------P-L-A-G-VH-G-R-A----E---DLG---LL-------TPHP-----------------------------------D-C--LLRAL-D---------------S--GA-G-T--A-T-T-GL------VIGCTV-AELAAAQRAGL-RFV-GLA-RNA------------T-TD-----R-----Q--L----RE-A--G----------CE--------T----T--V---T---SL---------TS-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------SL----
WP_078067232.1 -ITR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AEL---IAEGQ--------VRWL---EQ-R---------G-----LH----G-------------------L--LT-E--------V-ER-Q-V----P-----------------------------DPHEV---------------------------L--RA-V------D------------R-------R----------H--------------A-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--R---------------------------------A-VP----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-S---RLSITTNNSPR-AVREYLATR--G-L----E--ECF-L-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--LG-A-D--A-E-S-AL------MIGDTP-SDFQAAERAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RA-S--G----------AE--------H----I--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_125495693.1 -VAG-----A--DC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VLLDI--------ARLF-V-EE-R----DP-E-H-A---LA----G------V----------P-L----------PR--V-SS-D-G-Y--A-----------------------------GTLDF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------APD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----R-P-VP----LADRLVQAL--------------DA-R-R-V---RTAVVTDRAPA-PVTDHLRRR--G-L--L-D----------------------------A-L-A-G-D-VH-G-R-G----T---DLT---RL-------MPDP-----------------------------------D-V--LLRAL-E---------------R--LD-A-T--V-D-T-CV------MIGSSV-AEQSAARALGL-PFI-GHC-DRE------------R-VR-----R-----D--L----SA-A--D----------DD--------A---LL--V---P---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A--E---------------------------------------------------------S-----
WP_093909546.1 -LRS-----A--DA--------VILGFDGTLTR-------LFG---P----DE------AHE---LVRDL--------ARHV-G-EN-R----HP-D-D-T---LA-----------E-----Q----P-L--LP-G-AG-PV----RA-E-D-G--V-----------------------------TPIAL---------------------------L--RT-L---------------------------A----------G-------------------------------------------------------------------------------HP-A------ADA----------------VRTE------L----N-RK------E--T--W---------------------------------A-AR----T-V-----R-P-TP----FSDELVHTL--------------YS-R-G-M---GLAVVTDHAAS-AAETFLDLH--G-L--T-P----------------------------C-L-L-G-G-VH-G-R-S----S---HLT---RL-------MPHP-----------------------------------G-V--LLRAV-E---------------R--LG-A-S--R-S-R-CV------LIGSTL-DEQSAAHAAGM-RFI-GHA-RTE------------E-A---------------R----RR-F--D----------AA--------D---LT--V---P---GL---------RP-I-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--H---------------------------------------------------------SL----
WP_121746817.1 -IAR-----A--RC--------VLLGFDDVTAR-------LYR---P----AA------ERE---VLLDI--------AALL-V-EE-R----DP-E-D-A---LT----G------A----------A-L----------PR--V-AA-D-G-Y--A-----------------------------GTLDL---------------------------I--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------AHD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----R-P-TP----LADRLIQAL--------------HT-R-E-V---PTAVVTDRAPA-PVTAYLRRR--G-L--L-D----------------------------A-L-P-G-G-VH-G-R-D----A---GLT---RL-------MPDP-----------------------------------D-V--LRRAL-E---------------R--LD-A-T--P-G-E-CV------LIGSCA-AEQSAARAIGL-PFV-GYW-RAE------------R-VR-----R-----D--L----RA-A--D----------GD--------V---LL--V---P---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A------------------------------------------------------------------
WP_079155447.1 -IAG-----A--RC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VMLDI--------ARLL-V-ED-R----DP-G-D-A---LA----G------V----------P-L----------PR--A-AA-D-G-Y--G-----------------------------DTLGF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------ADD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----R-P-TP----LADRLVRAL--------------HV-R-R-V---PVAVVTDRAPG-PVTAHLRRR--G-L--L-D----------------------------A-L-P-G-G-VH-G-R-D----A---DLT---RL-------MPDP-----------------------------------D-V--LHRAL-E---------------R--LD-V-A--P-G-E-CV------LVGSRA-AEQSAARAIGM-PFI-GYW-RGE------------R-VR-----R-----D--L----RA-A--D----------GG--------A---FL--V---T---DL---------RP-L-------------------------------------L-----------------------------------------------------------S--------------------------------A---------------------------V------------------------------------------------------------------
WP_122620259.1 -IAG-----A--DC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VLLDI--------ARLF-V-EE-R----DP-E-H-A---LA----G------V----------P-L----------PR--V-SS-D-G-Y--A-----------------------------GTLDF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------APD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----R-P-VP----LADRLVQAL--------------DA-R-R-V---RTAVVTDRAPA-PVTDHLRRR--G-L--L-D----------------------------A-L-A-G-D-VH-G-R-G----T---DLT---RL-------MPDP-----------------------------------D-V--LLRAL-E---------------R--LD-A-T--A-D-T-CV------MIGSSV-AEQSAARALGL-PFI-GHC-FGE------------R-VR-----W-----E--M----SA-A--D----------DD--------A---LL--V---P---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A------------------------------------------------------------------
WP_079030148.1 -IAG-----A--RC--------VLLGFDDVLAR-------LYR---P----AA------ERE---VMLDI--------ARLL-V-ED-R----DP-G-D-A---LA----G------V----------P-L----------PR--A-AA-D-G-Y--G-----------------------------DTLGF---------------------------V--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-L------ADD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----R-P-TP----LADRLVRAL--------------HV-R-R-V---PVAVVTDRAPG-PVTAHLRRR--G-L--L-D----------------------------A-L-P-G-G-VH-G-R-D----A---DLT---RL-------MPDP-----------------------------------D-V--LHRAL-E---------------R--LD-V-A--P-G-E-CV------LVGSRA-AEQSAARAIGM-PFI-GYW-RGE------------R-VR-----R-----D--L----RA-A--D----------GG--------A---FL--V---T---DL---------RP-L-------------------------------------L-----------------------------------------------------------S--------------------------------A---------------------------V------------------------------------------------------------------
WP_107102090.1 SLAA-----P--SA--------VLLGFDGTLTR-------LFP---G----KA------SSD---AARRL--------ALLA-V-ER-R----DV-D-S-A---LS----G----EAA----------P-P--GA-P-GG-PT--S-EN-P-G-T--Y-----------------------------HPLDV---------------------------L--RA-Y---------------EQA---------D----------D-------------------------------------------------------------------------------ER-I------AHE----------------MSVL------L----E-EL------E--T--R---------------------------------A-AE----A-A-----R-P-LP----HSSTLLRSL---------------T-R-S-RIGARVAVVTDVSPR-AVSAYMEAH--G----L-P----------------------------S-P-R-G-G-IH-G-R-D----H---DRL---RL-------LPAA-----------------------------------D-C--LSRAL-E---------------R--LD-T-P--P-D-R-CL------MVGALA-QEATAAGALGI-PFI-GFA-GDD------------R-RR-----E-----R--L----LD-A--G----------AL--------R----T--V---S---SL---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107410166.1 SLAA-----P--SA--------VLLGFDGTLTR-------LFP---G----KA------SSD---AARRL--------ALLA-V-ER-R----DV-D-S-A---LS----G----EAA----------P-P--GA-P-GG-PT--S-EN-P-G-T--Y-----------------------------HPLDV---------------------------L--RA-Y---------------EQA---------D----------D-------------------------------------------------------------------------------ER-I------AHE----------------MSVL------L----E-EL------E--T--R---------------------------------A-AE----A-A-----R-P-LP----HSSTLLRSL---------------T-R-S-RIGARVAVVTDVSPR-AVSAYMEAH--G----L-P----------------------------S-P-R-G-G-IH-G-R-D----H---DRL---RL-------LPAA-----------------------------------D-C--LSRAL-E---------------R--LD-T-P--P-D-R-CL------MVGALA-QEATAAGALGI-PFI-GFA-GDD------------R-RR-----E-----R--L----LD-A--G----------AL--------R----T--V---S---SL---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107095220.1 -VAG-----A--RC--------VLLGFDDVTAR-------LYR---P----AA------ERE---VLLDI--------ARLV-A-EE-R----AP-E-D-A---LA----G------V----------P-L----------PR--V-AS-D-G-H--A-----------------------------GTLDF---------------------------I--RA-L---------------------------A----------G-------------------------------------------------------------------------------HR-I------AHD----------------VRLR------L----D-RH------E--A--R---------------------------------A-AR----T-A-----Q-P-TP----LADRLIRAL--------------HI-R-K-V---PTAVVTDRAPA-PVAGYLRRR--G-L--L-D----------------------------A-L-P-G-G-VH-G-R-D----A---DLT---RL-------MPDP-----------------------------------D-V--LHRAL-E---------------R--LD-A-P--P-G-E-CV------LIGSSP-AEQSAAHAIGL-PFV-GHW-HGE------------R-VR-----R-----A--L----RA-A--D----------GD--------V---LL--V---P---DL---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------A------------------------------------------------------------------
WP_086750812.1 -ITP-----V--RY--------VLFDFDGPICR-------LFA---G----HT------AEQ---VAKDL--------VAWL---EG-Q---------G-----LS----G-------------------L--LT-D--------E-ER-V-H----S-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-RQ------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-K-G-G---RLAVASNNSAR-TVLNYLEGR--G-L----A--ECF-V-----------------------P-----H-LY-G-R-T----S---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-P--P-S-A-AL------MIGDAP-TDCVAATRAGV-PFL-GYA-RND------------R-KE-----K-----L--L----RS-A--G----------AE--------V----V--V---R---SL---------QP-V-------------------------------------L-----------------------------------------------------------S--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_094103064.1 -LAP-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAVGL--------VEWL---EV-Q---------G-----LR----G-------------------L--LT-E--------G-ER-E-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----S-A-----M-P-TA----WADPLIRTL--------------TA-V-G-R---RLAITTNNSPR-VVTTYLTSR--G-L----T--SCF-V-----------------------P-----H-VY-G-R-T----R---DLR---LL-------KPDP-----------------------------------D-C--LNRAL-R---------------A--VG-A-A--P-S-A-AL------MIGDTP-SDCAAARQAGV-PFL-GYA-RNR------------K-KE-----Q-----L--L----RD-A--G----------AT--------N----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R--S------------------------------------------------------------
RII13866.1 -VGG-----A--ES--------VLFDFDGPLCR-------LFA---G----HP------AED---VADGL--------LDWL---DD-R---------A-----QT----A-------------------F--LT-G--------A-ER-R-G----G-----------------------------DPHAI---------------------------L--TA-A------G------------R-------A----------F--------------P-D--------------------------------------------------------------SA-L------VAS----------------LENR------L----S-DE------E--A--L---------------------------------A-AK----S-A-----A-P-TP----YVDRLVREW--------------HA-A-G-V---RLAVASNNSPE-AVFRYLESR--D-L----L--ECF-V-----------------------G-----G-IH-G-R-G----G---RPQ---LL-------KPDP-----------------------------------D-C--LHRAL-A---------------A--LG-H-G--A-G-T-AL------MIGDSP-NDLLAARSAGV-AFL-GYG-RDE------------P-HE-----R-----R--L----RE-A--G----------AG--------C----V--V---S---SL---------AP-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R----------------------------------GLER-------------------------
WP_109379237.1 -IRG-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AQR---VAKEL--------VDRL---EG-R---------G-----LH----G-------------------L--LT-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VEE----------------LEAR------L----T-EE------E--L--R---------------------------------A-TS----S-A-----L-P-TP----YADPLIRTW--------------TA-A-G-S---RLAITTNNSPR-VVRRYLADR--D-L----L--GCF-T-----------------------P-----H-VY-G-R-T----R---QLS---LL-------KPDP-----------------------------------H-C--VNRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-SDLYAAEAAGV-PFV-GYA-RNE------------R-KE-----K-----V--L----RD-A--G----------AT--------T----I--L---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------E--------------------------------H---------------------------I--R-------SGPQ----------------------------------------------------
ROP95623.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVADYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--P-S-A-AL------MIGDTP-TDLVAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------ET-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R-------------------------S-------------------------------------
OQD56165.1 ----------------------VLWDFDGPICR-------LFA---G----HS------AER---VAVGL--------VEWL---EV-Q---------G-----LR----G-------------------L--LT-E--------G-ER-E-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----S-A-----M-P-TA----WADPLIRTL--------------TA-V-G-R---RLAITTNNSPR-VVTTYLTSR--G-L----T--SCF-V-----------------------P-----H-VY-G-R-T----R---DLR---LL-------KPDP-----------------------------------D-C--LNRAL-R---------------A--VG-A-A--P-S-A-AL------MIGDTP-SDCAAARQAGV-PFL-GYA-RNR------------K-KE-----Q-----L--L----RD-A--G----------AT--------N----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R--S------------------------------------------------------------
SDM64672.1 -ITN-----A--RF--------VLFDFDGPICR-------LFA---G----HT------AEQ---VAKEL--------VAWL---EG-Q---------G-----LQ----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-Q--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QH------E--R--K---------------------------------A-VV----S-A-----M-P-TA----YADPLIRTW--------------KA-V-G-S---RLAVATNNSPR-TVSDYLSIR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----S---RLD---LL-------KPNP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-A-AL------MIGDAP-TDLYAAEEAGV-PFL-GYA-RNE------------D-KA-----R-----Q--L----RE-A--G----------AE--------V----V--V---G---SL---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
KUN45225.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
KOU68993.1 -ITG-----V--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAVDL--------VEWL---EG-R---------G-----LH----G-------------------L--LS-E--------A-ER-K-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TP----S-A-----M-P-TP----YADPLIRTW--------------KA-V-G-S---RLAIATNNSPQ-VVRTYLAGR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELN---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-S-A-AL------MIGDTP-SDLLAANEAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------T----V--V---A---SL---------EP-V-------------------------------------L-----------------------------------------------------------N--------------------------------L---------------------------I--R----T----------------------------------------------------------
WP_078973134.1 -ITG-----V--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAVDL--------VEWL---EG-R---------G-----LH----G-------------------L--LS-E--------A-ER-K-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TP----S-A-----M-P-TP----YADPLIRTW--------------KA-V-G-S---RLAIATNNSPQ-VVRTYLAGR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELN---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-S-A-AL------MIGDTP-SDLLAANEAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------T----V--V---A---SL---------EP-V-------------------------------------L-----------------------------------------------------------N--------------------------------L---------------------------I--R----T----------------------------------------------------------
WP_093718230.1 -VRH-----A--RV--------VMIGFDEVLTQ-------LFS---R----HE------ERE---VLQDV--------VRTL-V-EV-R----DP-A-D-A---LS----G------Q----------P-L----------PS--S-PR-T-D-R--P-----------------------------DTLGL---------------------------L--RA-F---------------------------A----------G-------------------------------------------------------------------------------HK-L------ANE----------------AREA------M----D-RH------E--I--R---------------------------------A-AD----R-A-----R-P-TP----HSRTLLRVL--------------AA-H-R-A---LPTVVTDRSVS-AMASYLRRN--G-L--Y-R----------------------------H-V-H-T-R-VF-G-R-P----A---DLT---RM-------MPHP-----------------------------------Y-I--LQEAL-D---------------R--LR-V-P--A-A-E-CV------LVASTT-AEQAAARAIGL-PFI-GY---AP------------A-GS-----R-----H--L----RA-A--D----------DD--------V---RL--V---S---SL---------SP-L-------------------------------------I-----------------------------------------------------------D--------------------------------A---------------------------A--L---------------------------------------------------------S-----
AJE84464.1 -VAA-----A--RF--------VLFDFDGPVCR-------LFA---G----HR------AEQ---VAAEQ--------VRWL---EE-R---------G-----LR----G-------------------L--LT-A--------E-EL-T-E----P-----------------------------DPQSV---------------------------L--RA-V------E------------E-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VA----T-A-----W-P-TP----YADPLIRTW--------------RA-T-G-V---PLAITTNNSAK-AARSYLEGR--G-L----A--ECF-S-----------------------P-----H-FY-G-R-T----E---DLR---LL-------KPDP-----------------------------------H-C--LRRAL-N---------------A--LG-A-E--P-S-A-AL------MIGDTP-TDLTAAESAGV-PFL-GYA-RNE------------D-SE-----R-----R--L----SE-A--G----------AE--------H----R--V---S---TL---------QP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------V--R---------------------------------------------------------------
SPF05375.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------N------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVAGYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--S-S-A-AL------MIGDTP-TDLIAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------EA-V-------------------------------------L-----------------------------------------------------------K-------------------------------------------------------------------------------------------------------------------------------
WP_079058720.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVADYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--P-S-A-AL------MIGDTP-TDLVAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------ET-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R-------------------------S-------------------------------------
SOE72914.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-T-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-HTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
KOV76222.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---R----HR------AEQ---VAADL--------VDCL---EG-H---------G-----LR----G-------------------L--LT-D--------T-ER-E-T----P-----------------------------DPHVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--V--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPL-AVRTYLDSR--G-I----T--GCF-T-----------------------P-----H-VY-G-R-T----E---DLH---HL-------EPHP-----------------------------------H-C--LTRAL-H---------------A--MG-A-V--P-A-A-AL------VIGDAV-SDLTAARETGV-PFL-GYA-HGE------------T-AE-----K-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_093904311.1 -ITN-----A--RF--------VLFDFDGPICR-------LFA---G----HT------AEQ---VAKEL--------VAWL---EG-Q---------G-----LQ----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-Q--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QH------E--R--K---------------------------------A-VV----S-A-----M-P-TA----YADPLIRTW--------------KA-V-G-S---RLAVATNNSPR-TVSDYLSIR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----S---RLD---LL-------KPNP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-A-AL------MIGDAP-TDLYAAEEAGV-PFL-GYA-RNE------------D-KA-----R-----Q--L----RE-A--G----------AE--------V----V--V---G---SL---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
PBC62947.1 -ITH-----A--RY--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---EQ-H---------G-----LL----G-------------------L--LT-E--------D-ER-V-H----P-----------------------------DPMAV---------------------------L--YA-V------N------------R-------R----------D--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-YQ------E--L--Q---------------------------------A-VP----S-A-----W-P-TA----FADPLIRTW--------------SA-V-G-V---RLAIATNNSPR-TAAGYLASR--G-L----T--ECF-A-----------------------P-----N-IY-G-R-T----R---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-A-AL------MIGDAP-SDLVAARQAGV-PFL-GYA-RNE------------D-KG-----K-----L--L----RD-A--G----------AE--------H----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-----------------DQ------G-------------------------------------
WP_128556992.1 -VGG-----A--QS--------VLFDFDGPLCR-------LFA---G----HP------AED---VADGL--------LDWL---DD-R---------G-----QS----G-------------------F--LT-A--------A-ER-L-A----R-----------------------------DPHAI---------------------------L--AA-A------G------------R-------A----------F--------------P-G--------------------------------------------------------------SA-L------VAS----------------LEGR------L----S-DE------E--A--L---------------------------------A-AK----S-A-----A-P-TP----GAESLVREW--------------HA-A-G-V---RLAVASNNCAE-AVFRHLEGR--D-L----L--ECF-V-----------------------G-----G-LH-G-R-A----G---DPQ---LL-------KPHP-----------------------------------D-C--VHRAL-A---------------A--LG-Q-R--A-G-T-AL------MIGDSP-NDLLAARSAGV-AFL-GYG-RDE------------R-HE-----R-----R--L----RE-A--G----------AG--------C----V--V---S---SP---------AP-V-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------L--R----------------------------------EL---------------------------
WP_067371530.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_078845454.1 -VAA-----A--RF--------VLFDFDGPVCR-------LFA---G----HR------AEQ---VAAEQ--------VRWL---EE-R---------G-----LR----G-------------------L--LT-A--------E-EL-T-E----P-----------------------------DPQSV---------------------------L--RA-V------E------------E-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VA----T-A-----W-P-TP----YADPLIRTW--------------RA-T-G-V---PLAITTNNSAK-AARSYLEGR--G-L----A--ECF-S-----------------------P-----H-FY-G-R-T----E---DLR---LL-------KPDP-----------------------------------H-C--LRRAL-N---------------A--LG-A-E--P-S-A-AL------MIGDTP-TDLTAAESAGV-PFL-GYA-RNE------------D-SE-----R-----R--L----SE-A--G----------AE--------H----R--V---S---TL---------QP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_079049716.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------N------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVADYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--P-S-A-AL------MIGDTP-TDLIAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------ET-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R-------------------------S-------------------------------------
WP_078865003.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---R----HR------AEQ---VAADL--------VDCL---EG-H---------G-----LR----G-------------------L--LT-D--------T-ER-E-T----P-----------------------------DPHVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--V--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPL-AVRTYLDSR--G-I----T--GCF-T-----------------------P-----H-VY-G-R-T----E---DLH---HL-------EPHP-----------------------------------H-C--LTRAL-H---------------A--MG-A-V--P-A-A-AL------VIGDAV-SDLTAARETGV-PFL-GYA-HGE------------T-AE-----K-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_031479080.1 -ITH-----A--RI--------VLWDFDGPICR-------LFA---G----HS------AER---VATDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------A-ER-E-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------RA-V-G-P---RMAIATNNSPR-VVRTYLTSR--G-L----V--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDHSAALQAGV-PFL-GFA-RNE------------R-KA-----K-----T--L----RE-A--G----------AE--------L----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------A--RSSG------------------------------------------------------------
WP_078629925.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---R----HR------AEQ---VAADL--------VDWL---EG-H---------G-----LR----G-------------------L--LT-D--------T-ER-E-T----P-----------------------------DPHVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--V--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPL-AVRAYLDSR--G-I----T--GCF-T-----------------------P-----H-VY-G-R-T----E---DLH---HL-------EPHP-----------------------------------H-C--LTRAL-H---------------A--MG-A-V--P-A-A-AL------VIGDAV-SDLTAARETGV-PFL-GYA-HGE------------T-AE-----K-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_095752228.1 -IAR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEK---VANDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-D--------D-ER-E-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----L-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRTYLESR--G-L----S--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELN---HL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-S-T-AL------MIGDTP-SDLLAANAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AE--------M----T--V---D---SL---------EP-L-------------------------------------L-----------------------------------------------------------M--------------------------------L---------------------------M--R----T----------------------------------------------------------
PBC98015.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-HTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_079054810.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------N------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVADYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--P-S-A-AL------MIGDTP-TDLIAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AG--------V----V--V---R---SL---------ET-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R-------------------------S-------------------------------------
WP_099963495.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----S-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------N------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QL------E--L--K---------------------------------A-VT----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVADYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--P-S-A-AL------MIGDTP-TDLVAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------EA-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------L--R-------------------------S-------------------------------------
WP_095935197.1 -ITH-----A--RY--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---EQ-H---------G-----LL----G-------------------L--LT-E--------D-ER-V-H----P-----------------------------DPMAV---------------------------L--YA-V------N------------R-------R----------D--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-YQ------E--L--Q---------------------------------A-VP----S-A-----W-P-TA----FADPLIRTW--------------SA-V-G-V---RLAIATNNSPR-TAAGYLASR--G-L----T--ECF-A-----------------------P-----N-IY-G-R-T----R---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-A-AL------MIGDAP-SDLVAARQAGV-PFL-GYA-RNE------------D-KG-----K-----L--L----RD-A--G----------AE--------H----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-----------------DQ------G-------------------------------------
WP_078629378.1 -ITR-----A--RY--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---EQ-H---------G-----LL----G-------------------L--LT-E--------D-ER-V-H----P-----------------------------DPMAV---------------------------L--YA-V------N------------R-------R----------D--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-YQ------E--L--Q---------------------------------A-VP----S-A-----W-P-TA----FADPLIRTW--------------SA-V-G-V---RLAIATNNSPR-TAAGYLASR--G-L----T--ECF-A-----------------------P-----N-IY-G-R-T----R---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-A-AL------MIGDAP-SDLVAARQAGV-PFL-GYA-RNE------------D-KG-----K-----L--L----RD-A--G----------AE--------H----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-----------------DQ------G-------------------------------------
WP_107466204.1 -IAP-----V--RY--------VVFDFDGPICR-------LFA---G----HS------AEQ---VAKDL--------VAWL---EG-Q---------G-----LH----G-------------------L--LT-D--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-I------N------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------F----T-QL------E--L--K---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------SA-L-G-S---RLAVATNNSPR-TVAGYLAGR--G-L----T--GCF-S-----------------------R-----H-IY-G-R-T----S---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--LG-A-T--S-S-A-AL------MIGDTP-TDLIAAERAGV-PFL-GYA-RDE------------D-KG-----R-----Q--L----RD-A--G----------AR--------V----V--V---R---SL---------EA-V-------------------------------------L-----------------------------------------------------------K-------------------------------------------------------------------------------------------------------------------------------
WP_097225478.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-T-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-S-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-HTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_086701749.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------P-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELS---YL-------KPHP-----------------------------------H-C--VQRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KT-----K-----V--L----EE-A--G----------AE--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R----EAGQ-------------------------------------------------------
WP_128379870.1 ---G-----A--RH--------ILFDFDGPICR-------LFA---G----HK------AER---VAGEL--------VEWL---EG-Q---------G-----LQ----G-------------------L--LT-A--------E-ER-V-H----P-----------------------------DPMEV---------------------------L--YA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QE------E--L--K---------------------------------A-VP----S-A-----W-P-TA----HVDPLIRTW--------------AA-L-G-A---RLAIATNNSPQ-AVRKYLDSR--A-L----S--ACF-A-----------------------P-----H-IY-G-R-T----E---NLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-H-T-AL------MIGDAP-TDHTAAKEAGV-PFL-GYA-RNE------------R-KE-----G-----L--L----RE-A--G----------VG--------C----V--V---R---SL---------DV-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------L--R--------------------GVG----------------------------------------
WP_111003130.1 -IAG-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AKR---VAAGL--------VQWL---EG-Q---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----P-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SV-L------VTK----------------LEAR------L----T-QE------E--M--R---------------------------------A-AS----S-A-----W-P-TP----YADALIRTW--------------TA-R-G-S---RLAITTNNSPR-VARAYLDGR--G-L----T--SCF-S-----------------------P-----H-VY-G-R-T----Q---DLQ---HL-------KPDP-----------------------------------Q-C--LNRAL-D---------------A--TG-A-T--P-A-Q-AL------MIGDTP-SDHEAAQRAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------A----I--V---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--R------------------A--------------------------------------------
WP_107080964.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------P-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEKR------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELS---YL-------KPHP-----------------------------------H-C--VQRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KT-----K-----V--L----EE-A--G----------AE--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R----EAGQ-------------------------------------------------------
REE31942.1 -ITR-----A--RY--------VLFDFDGPICR-------VFA---G----HS------ADG---VARGL--------VDWL---DG-Q---------D-----TG----H-------------------L--LT-E--------E-ER-R-T----T-----------------------------DPWDV---------------------------F--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SE-L------VAA----------------LEER------L----T-QE------E--L--R---------------------------------A-VR----S-A-----L-P-TA----HADPLVRTW--------------AA-T-G-A---RLAVTTNNSPL-AVRRYLEAR--G-L----N--NRF-------------------------E-----H-VY-G-R-T----Q---DPG---LL-------KPHP-----------------------------------H-C--LQQAL-A---------------A--FG-A-D--P-S-D-VL------MLGDSA-PDVEAAMRAGV-AFL-GYA-RND------------R-KE-----K-----E--L----RE-A--G----------AE--------H----I--V---C---SL---------LE-V-------------------------------------V-----------------------------------------------------------Q--------------------------------P---------------------------L--K--R------------------------------------------------------------
WP_067005242.1 -LTD-----A--GC--------VLFDFDGPICR-------LYP---R----GA------AV--------------------------------------------------------------------------------------EW-T-D----K-----------------------------DPYLV---------------------------L--RE-V------H------------R-------A----------R--------------A-E---------R----RP----------------------------------------------GD-L------VED----------------MDAK------L----T-EF------E--L--A---------------------------------A-VP----S-A-----L-P-TP----GADQLVTWL--------------HG-R-G-S---RLAVVTNNAAR-AADRYLRDH--G-L----R--PCF-------------------------E-----A-VH-G-R-S----A---DPD---LM-------KPDP-----------------------------------D-V--LHRAL-R---------------G--LG-L-R--P-D-E-AV------MIGDTP-ADFDAAERAGV-RFI-GYG-RNA------------E-KR-----L-----R--L----RD-A--G----------AK--------V----V--L---G---SY---------GP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-------------LARHAG----
WP_123965999.1 -IGH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VATDL--------VDWL---EG-R---------G-----LH----D-------------------L--LT-E--------D-ER-D-T----E-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-A--------------------------------------------------------------SD-L------VVE----------------VEER------L----T-QE------E--L--R---------------------------------A-VP----K-A-----Q-P-TP----YADPLIRTW--------------KA-V-G-A---RLAIATNNSPK-VVHAYLTGR--G-L----L--DCF-L-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-T---------------A--MG-V-A--P-T-G-AL------FIGDTP-TDCEAARQAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----QV-A--G----------AT--------D----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_095853913.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-T-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-HTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_048585401.1 SITR-----A--RV--------ILWDFDGPICR-------LFA---G----HS------AER---VATEL--------VEWL---AG-R---------G-----LH----G-------------------L--LN-E--------R-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-NE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----YADPLIRTW--------------TA-M-G-L---RLAIATNNSPR-VVRRYLTSR--D-L----V--SCF-T-----------------------P-----H-IY-G-R-T----H---DLH---QL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAAQQAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------S----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_093780186.1 AITR-----A--RV--------VLWDFDGPMCR-------LFA---G----HS------ARR---VAQDL--------MGWL---EG-R---------G-----LH----R-------------------L--LT-E--------A-ER-R-S----L-----------------------------DPHVV---------------------------V--RA-V------D------------R-------A----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-VA----S-A-----M-P-TA----YADPLIRTW--------------RA-T-G-P---RLAITTNNSPR-VVTSYLAGR--G-L----T--DCF-A-----------------------P-----H-IY-G-R-T----Q---DLG---LL-------KPHP-----------------------------------R-C--LHLAL-R---------------A--LG-S-A--P-E-D-AL------MIGDTP-SDFAAADAAGV-PFL-GYA-RNA------------D-KE-----R-----R--L----RG-A--G----------AT--------L----V--V---N---SL---------ET-V-------------------------------------L-----------------------------------------------------------E--------------------------------T---------------------------V--R---------------------------------------------------------------
WP_078877311.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---R----HR------AEQ---VAADL--------VDWL---EG-H---------G-----LR----G-------------------L--LT-D--------T-ER-E-T----P-----------------------------DPHVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--V--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPL-AVRTYLDSR--G-I----T--GCF-T-----------------------P-----H-VY-G-R-T----E---DLH---HL-------EPHP-----------------------------------H-C--LTRAL-H---------------A--MG-A-V--P-A-A-AL------VIGDAV-SDLTAARETGV-PFL-GYA-HGE------------T-AE-----K-----R--L----RA-A--G----------AA--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_122214803.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------P-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELS---HL-------KPHP-----------------------------------H-C--VQRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KD-----K-----V--L----RE-A--G----------AK--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_126900460.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAIDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-D--------E-QR-Q-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRAYLESR--G-L----L--SCF-S-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRGL-R---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLTAANSAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------V----V--V---D---SL---------WA-V-------------------------------------L-----------------------------------------------------------R--------------------------------S---------------------------V--R----A----------------------------------------------------------
WP_019524002.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-Q---------G-----LH----G-------------------L--LE-D--------S-ER-E-S----L-----------------------------DPHFV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-V----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--VQRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KH-----K-----V--L----RE-A--G----------AE--------R----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_100569091.1 -IAD-----A--HV--------VLWDFDGPICR-------LFA---G----HS------AER---VADEL--------VRWL---EG-Q---------G-----LH----G-------------------V--LT-G--------P-ER-Q-S----H-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEAR------L----T-EE------E--L--R---------------------------------A-VP----S-A-----Q-P-TP----YADPLIRTW--------------KA-L-G-S---RLAVTTNNSPL-VVREYLDGR--D-L----G--GCF-A-----------------------P-----H-VY-G-R-T----R---DLK---PL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-D-R-AL------MIGDTP-ADHEASLRAGV-SFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------V----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_125528883.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAIDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-E--------G-ER-Q-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRAYLESR--G-L----L--SCF-S-----------------------P-----H-IY-G-R-T----Q---DLH---QL-------KPDP-----------------------------------H-C--LNRGL-R---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLTAANSAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------V----V--V---D---SL---------WA-V-------------------------------------L-----------------------------------------------------------T--------------------------------L---------------------------I--R----A----------------------------------------------------------
WP_106963294.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------S-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--MG-A-A--P-A-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------L----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_093768597.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-Q---------G-----LR----G-------------------L--LD-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAVTTNNSPR-VVREYLTSR--G-L----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--IHRAL-N---------------A--TG-A-A--P-P-T-AL------MIGDTP-SDFQAARAAGV-PFL-GYA-RNE------------R-KN-----K-----L--L----RE-A--G----------AG--------F----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------Q--------------------------------C---------------------------V--R----EAGQ-------------------------------------------------------
GCB48121.1 ---------A--RV--------VLWDFDGPICG-------LFA---G----HS------AEK---VANDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-D--------D-ER-K-S----P-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----L-A-----M-P-TP----YADPLIRTW--------------KA-V-G-S---RLAIATNNSPR-VVRTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-I----Q---ELN---LL-------KPDP-----------------------------------H-C--LHRAL-N---------------A--MG-S-A--S-S-T-AL------MIGDTP-SDLLAADAAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----RD-A--G----------AE--------T----I--V---A---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------I--R----T----------------------------------------------------------
CCK29193.1 -ISN-----A--RV--------VLWDFDGPVCR-------LFA---G----HT------AER---VATEL--------VEWL---EG-R---------G-----LR----S-------------------L--LT-A--------D-ER-K-S----P-----------------------------DPQIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AV----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPR-VVRSYLASR--G-L----T--SCF-N-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-K-A-AL------MIGDTP-SDYLAARSAGV-PFL-GYA-RNG------------Y-KE-----R-----L--L----RD-A--G----------AR--------W----V--V---D---SL---------WP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R----D-QG-------------------------------------------------------
WP_100247954.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LA-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPQ-VVKEYLTSR--G-L----L--ECF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--VHRAL-N---------------A--TG-A-A--P-S-T-AL------MIGDTP-SDYQAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------T----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------V--R----ESGQ-------------------------------------------------------
RMI90949.1 -MEG-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------P-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELS---HL-------KPHP-----------------------------------H-C--VQRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KD-----K-----V--L----RE-A--G----------AK--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
SBT93501.1 -IKP-----A--RV--------VLWDFDGPVCR-------LFA---G----HR------AED---IATEL--------VQWL---EG-R---------G-----LH----G-------------------L--LT-P--------D-ER-K-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-SA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPK-VVRTYLASR--G-L----T--TCF-A-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPHP-----------------------------------H-C--LVRAL-N---------------A--MG-S-A--P-E-A-AL------MIGDTP-SDYLAARAAGV-PFL-GYA-RNE------------R-KE-----R-----L--L----RD-A--G----------AT--------H----L--V---S---SL---------QP-V-------------------------------------L-----------------------------------------------------------H--------------------------------A---------------------------V--R----G-IG-------------------------------------------------------
WP_078621095.1 -LMA-----A--DA--------VIVGFDTTLTR-------LFH---D----SR------AAE---VVRDL--------ARLA-V-EG-R----DP-E-D-A---LS----G------R-----R----P-L--AP-E-GR-PV--T-PA-G-D-G--I-----------------------------TPVEL---------------------------L--RA-L---------------------------T----------G-------------------------------------------------------------------------------HP-M------VEE----------------VRAA------L----D-RH------E--T--R---------------------------------A-AR----T-A-----R-P-EP----LSIDLVRAL--------------SA-R-R-L---RLAVVTDHAAG-AAEAFLNRV--G-L--T-P----------------------------Y-L-A-G-G-VH-G-R-S----A---DLS---LL-------MPHP-----------------------------------D-V--LRRAL-H---------------R--LG-T-V--P-A-R-CV------MIGSTA-VESAAAGAAGV-PFI-GCR-HTE------------G-V---------------L----RR-S--G----------PA--------S---LT--V---E---GL---------RP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------AL-P--
WP_093722949.1 -IKP-----A--RV--------VLWDFDGPVCR-------LFA---G----HR------AED---IATEL--------VQWL---EG-R---------G-----LH----G-------------------L--LT-P--------D-ER-K-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-SA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPK-VVRTYLASR--G-L----T--TCF-A-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPHP-----------------------------------H-C--LVRAL-N---------------A--MG-S-A--P-E-A-AL------MIGDTP-SDYLAARAAGV-PFL-GYA-RNE------------R-KE-----R-----L--L----RD-A--G----------AT--------H----L--V---S---SL---------QP-V-------------------------------------L-----------------------------------------------------------H--------------------------------A---------------------------V--R----G-IG-------------------------------------------------------
WP_093658715.1 -ISS-----A--EC--------VLFDFDGPVCR-------LFS---G----HP------SAG---IAQRM--------RDLV---AE-H---------G-----QE----R-------------------L--LG-E--------E-AR-S-T----G-----------------------------DPQVV---------------------------L--RT-V------A------------A-------A----------R--------------P-G--------------------------------------------------------------GE-L------AAL----------------LERA------L----T-EE------E--M--R---------------------------------A-AA----V-A-----R-P-TP----YADPLVQTL--------------AA-T-G-R---RLAVTTNNSAR-AAELYLTGR--R-L----A--PYF-S-----------------------G-----H-IH-G-R-R----P---DTR---LL-------KPHP-----------------------------------D-C--LHRAL-E---------------S--TG-T-R--P-E-R-AL------MIGDSP-VDLLAAGAAGV-RFL-GYA-RNG------------G-KA-----E-----Q--L----RE-A--G----------AS--------H----V--V---T---SL---------QD-V-------------------------------------L-----------------------------------------------------------T--------------------------------A-----------------------VRT--------------------------------------------------------------------
SED02182.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAIDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-E--------G-ER-Q-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRAYLESR--G-L----L--SCF-S-----------------------P-----H-IY-G-R-T----Q---DLH---QL-------KPDP-----------------------------------H-C--LNRGL-R---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLTAANSAGV-PFL-GYA-RNA------------R-KD-----K-----L--L----RE-A--G----------AT--------V----V--V---D---SL---------WA-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R----A----------------------------------------------------------
WP_125497165.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---R----HS------AER---VAKGM--------VDWL---AG-R---------G-----LR----G-------------------L--LS-E--------D-ES-E-L----S-----------------------------NPHAV---------------------------L--RA-V------A------------S-------Q----------R--------------P-D--------------------------------------------------------------SG-L------VIE----------------LEAR------L----T-EE------E--R--R---------------------------------A-AS----T-A-----W-P-TP----YADPLIRTW--------------TK-R-G-R---RLAVATNNSPV-AVRTYLKSR--G-L----D--ACF-T-----------------------P-----H-VY-G-R-T----R---DLS---LL-------KPNP-----------------------------------Y-C--LNRAL-D---------------A--TG-T-A--P-S-E-AL------MIGDSS-FDYEAAASADV-PFL-GYA-CTP------------E-KA-----R-----L--L----RE-S--G----------TT--------V----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--R---------------------------------------------------------------
WP_093547285.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VGWL---EG-Q---------G-----LH----G-------------------L--LD-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVREYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--TG-A-A--P-A-T-AL------MIGDTP-ADYLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RE-A--G----------AE--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_107115366.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------S-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--MG-A-A--P-A-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------L----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_107685381.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------S-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--MG-A-A--P-A-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------W----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
EMF27311.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LA-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPQ-VVKEYLTSR--G-L----L--ECF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--VHRAL-N---------------A--TG-A-A--P-S-T-AL------MIGDTP-SDYQAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------T----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------V--R----ESGQ-------------------------------------------------------
ALV54475.1 -MEG-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-E--------S-AR-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVKEYLTSR--G-L----L--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--MG-A-A--P-A-T-AL------MIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------L----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
KUJ53603.1 -IAK-----A--RF--------ILFDFDGPICR-------LFA---G----HT------AED---VARRL--------VEWL---ES-R---------G-----LR----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHYV---------------------------L--EA-I------H------------R-------R----------H--------------P-Q--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VT----S-A-----M-P-TP----YADPLIRTW--------------SA-L-G-G---QLAVATNNSAR-VATAYLARR--D-L----D--SCF-A-----------------------P-----Y-VF-G-R-T----H---DLD---LL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-D--R-T-A-SL------MIGDAP-SDFYAARNAGV-AFI-GFA-RNQ------------D-KE-----K-----R--L----RS-A--G----------AE--------V----V--V---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------M---------------------------L--R---------------------------------------------------------------
WP_093866389.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAIDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-E--------G-ER-Q-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRAYLESR--G-L----L--SCF-S-----------------------P-----H-IY-G-R-T----Q---DLH---QL-------KPDP-----------------------------------H-C--LNRGL-R---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLTAANSAGV-PFL-GYA-RNA------------R-KD-----K-----L--L----RE-A--G----------AT--------V----V--V---D---SL---------WA-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R----A----------------------------------------------------------
WP_031020176.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LA-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPQ-VVKEYLTSR--G-L----L--ECF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--VHRAL-N---------------A--TG-A-A--P-S-T-AL------MIGDTP-SDYQAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RG-A--G----------AE--------T----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------V--R----ESGQ-------------------------------------------------------
WP_124441107.1 ---------A--RV--------VLWDFDGPICG-------LFA---G----HS------AEK---VANDL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-D--------D-ER-K-S----P-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----L-A-----M-P-TP----YADPLIRTW--------------KA-V-G-S---RLAIATNNSPR-VVRTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-I----Q---ELN---LL-------KPDP-----------------------------------H-C--LHRAL-N---------------A--MG-S-A--S-S-T-AL------MIGDTP-SDLLAADAAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----RD-A--G----------AE--------T----I--V---A---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------I--R----T----------------------------------------------------------
SCD46157.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VGWL---EG-Q---------G-----LH----G-------------------L--LD-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPR-VVREYLTSR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--TG-A-A--P-A-T-AL------MIGDTP-ADYLAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RE-A--G----------AE--------M----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_099929814.1 -IGH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AES---VATDL--------VDWL---EG-R---------G-----LH----D-------------------L--LT-E--------D-ER-D-T----E-----------------------------DPQAV---------------------------L--RA-V------D------------R-------R----------H--------------P-A--------------------------------------------------------------SD-L------VLE----------------VEER------L----T-QE------E--L--R---------------------------------A-VH----K-A-----R-P-TP----YADPLIRTW--------------KA-V-G-A---RLAIATNNSPK-AVHAYLTGR--G-L----L--DCF-L-----------------------P-----H-IY-G-R-T----H---DLQ---YL-------KPHP-----------------------------------H-N--LNRAL-T---------------A--MG-V-A--P-A-G-AL------FIGDTP-TDCEAARQAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----QV-A--G----------AT--------D----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_031064137.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LA-E--------S-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEQR------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITTNNSPQ-VVKEYLTSR--G-L----L--ECF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--VHRAL-N---------------A--TG-A-A--P-S-T-AL------MIGDTP-SDYQAARAAGV-PFL-GYA-RNE------------R-KN-----K-----V--L----RD-A--G----------AE--------T----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------V--R----ESGQ-------------------------------------------------------
WP_079053105.1 -ITG-----A--RF--------VLFDFDGPICR-------LFA---G----HK------AEQ---VAVDQ--------VRWL---EA-R---------G-----LS----G-------------------L--LT-D--------E-ER-A-E----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------Q-G--------------------------------------------------------------SD-L------VIE----------------LEER------L----T-SQ------E--L--R---------------------------------A-VG----S-A-----Y-P-TP----YVDPLIRTW--------------HA-V-G-A---RLAIATNNSPL-VASRYLATR--G-L----T--DCF-A-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--LG-A-E--P-S-G-TL------MIGDAD-TDFQAAERAGV-RFL-GYA-RNE------------G-KE-----K-----I--L----RA-A--G----------AE--------F----V--V---G---SL---------QP-V-------------------------------------L-----------------------------------------------------------Q--------------------------------I---------------------------L--R---------------------------------------------------------------
REF57058.1 --RG-----A--GC--------VLFDFDGPLCR-------LFP---G----GS------SMD---VADDL--------RRAV---AD-A---------G-----AI----D-------------------V--LS-A--------A-ER-A-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------A----------R--------------W-N---------R----DL----------------------------------------------GD-L------VEC----------------LDAL------V----T-KG------E--L--E---------------------------------A-VP----D-A-----L-D-TA----DADRLVRWL--------------DG-R-G-D---RLAVVTNNAAR-AADAYLREK--R-L----R--RCF-------------------------E-----A-VH-G-R-S----A---DPD---LM-------KPHP-----------------------------------D-V--LHRAL-R---------------D--LR-L-E--P-D-D-AV------MIGDTP-TDFVAAERAGV-RFI-GYG-RNT------------E-KR-----L-----R--L----RE-S--G----------AK--------V----V--L---G---SY---------AP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-------------LAR-------
WP_030941500.1 -IGH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VATDL--------VGWL---EG-R---------G-----LH----D-------------------L--LT-E--------D-ER-D-T----E-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-A--------------------------------------------------------------SD-L------VVE----------------VEER------L----T-QE------E--L--R---------------------------------A-VP----K-A-----Q-P-TP----YADPLIRTW--------------KA-V-G-A---RLAIATNNSPK-VVHAYLAGR--G-L----L--DCF-L-----------------------P-----H-IY-G-R-T----H---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-T---------------A--MG-V-A--P-T-G-AL------FIGDTP-TDCEAARQAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----QV-A--G----------AT--------D----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_069783742.1 ----------------------VLWDFDGPICR-------LFA---R----HT------AER---VAAEL--------VDWL---AG-R---------G-----LH----N-------------------L--LS-D--------S-ER-D-S----L-----------------------------DPHEV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----Y-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPK-VVRTYLNDR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-T-A-AL------MIGDSP-SDLAAANVAGV-PFL-GYA-RNE------------R-KT-----K-----L--L----RE-A--G----------AA--------W----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_086769557.1 -LAP-----V--RV--------VLWDFDGPICR-------LFA---G----HS------AQR---VAVGL--------VEWL---EM-Q---------G-----LR----G-------------------L--LT-E--------G-ER-K-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----S-A-----M-P-TA----WADPLIRTL--------------AA-V-D-R---RLAITTNNSPR-VVTTYLKSR--G-L----T--SCF-V-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------D-C--LNRAL-R---------------A--VG-A-A--P-A-A-AL------MIGDTP-SDCLAAQRAGV-PFL-GYG-RNK------------E-KE-----E-----L--L----RD-A--G----------AT--------N----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R--S------------------------------------------------------------
REF57056.1 -ITA-----A--RV--------VLWDFDGPICR-------LFT---G----HK------AAR---VAAEL--------VEWL---EL-Q---------G-----LR----G-------------------L--LT-D--------T-ER-D-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----P---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AV------MIGDSP-SDLAAAQRAGV-PFL-GYA-RNG------------Q-KA-----K-----L--L----KA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------M--------------------------------V---------------------------L--R-----------S---------------------------------------------------
WP_061919331.1 ---------A--RV--------VLWDFDGPICR-------LFA---R----HK------AER---VAAEL--------VDWL---AG-R---------G-----LH----G-------------------L--LD-D--------T-AR-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AG----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDSR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----A---DLH---LL-------KPDP-----------------------------------H-C--LNQAL-N---------------A--MG-S-A--P-S-A-AL------MIGDSP-SDLAAARAAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----RE-A--G----------AE--------H----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R-----------APGRT-----------------------------------------------
WP_106413597.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LD-E--------T-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVHTW--------------TA-V-G-A---RLAVTTNNSPR-VVREYLTSR--G-A----L--PCF-A-----------------------P-----H-LY-G-R-T----R---ELQ---YL-------KPHP-----------------------------------H-C--LRRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLQAARAVGV-PFL-GYA-RND------------R-KH-----K-----L--L----RD-A--G----------AG--------A----I--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R----EAGR-------------------------------------------------------
WP_041821781.1 ----------------------VLWDFDGPVCR-------LFA---G----HT------AER---VATEL--------VEWL---EG-R---------G-----LR----S-------------------L--LT-A--------D-ER-K-S----P-----------------------------DPQIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AV----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPR-VVRSYLASR--G-L----T--SCF-N-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-K-A-AL------MIGDTP-SDYLAARSAGV-PFL-GYA-RNG------------Y-KE-----R-----L--L----RD-A--G----------AR--------W----V--V---D---SL---------WP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R----D-QG-------------------------------------------------------
WP_079053294.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----YS------AEK---VARQL--------VAWL---EG-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-I-H----P-----------------------------DPQVL---------------------------L--AA-V------N------------R-------R----------R--------------P-N--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-VS----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-T---RLAIATNNSAQ-TAISYLEGR--D-L----V--GCF-A-----------------------P-----N-VY-G-R-T----E---KLH---QL-------KPDP-----------------------------------Y-C--LVRAL-N---------------A--MG-A-A--P-N-K-AL------MIGDTP-TDFYAAQGADV-PFL-GYA-RNA------------E-RE-----K-----E--L----RS-A--G----------AE--------V----V--V---R---SL---------ES-V-------------------------------------L-----------------------------------------------------------Q--------------------------------I---------------------------V--R---------------------------------------------------------------
WP_073950937.1 -ISR-----A--RV--------VLWDFDGPVCG-------LFA---G----YS------SER---VAAEL--------VRGL---ES-R---------G-----PR----G-------------------L--LT-E--------R-ER-E-S----L-----------------------------DPLAV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEAR------L----T-QE------E--M--R---------------------------------A-AS----S-A-----R-P-TP----YADALIRAW--------------AA-R-G-S---RLAVTTNNSPL-VVRKYLDSR--G-L----A--PCF-D-----------------------P-----H-VY-G-R-T----R---DLE---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--TG-A-A--P-G-R-AL------MIGDTP-SDHEAARRAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------V----V--V---E---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ALO94615.1 -LRR-----A--RV--------VLWDFDGPVCR-------LFA---G----HK------AER---VAAGL--------VEWL---AG-R---------G-----LH----G-------------------L--LD-D--------T-ER-E-A----V-----------------------------DPHGV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-T---RLAITTNNSPR-VVRSYLDTR--G-L----T--ACF-S-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-S-A-AL------MIGDSP-SDLTAARDAGV-PFL-GYA-RNE------------Q-KG-----K-----L--L----RE-A--G----------AE--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_102637990.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VDWL---EG-Q---------G-----LH----G-------------------L--LD-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----R-P-TP----YADPLVRTW--------------TA-V-G-A---RLAITANNSPQ-VVKEYLTSR--G-L----L--PCF-V-----------------------P-----H-IY-G-R-T----R---ELR---HL-------KPHP-----------------------------------H-C--IQRAL-N---------------A--MG-A-A--P-V-T-AL------VIGDTP-SDFLAARAAGV-PFL-GYA-RNE------------R-RN-----K-----V--L----RD-A--G----------AE--------M----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V------------------------------------------------------------------
WP_122621115.1 -VGG-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----G-------------------M--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-D--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVGEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAAQRAGV-PFL-GYA-RNE------------E-KA-----K-----A--L----RE-A--G----------AE--------T----V--V---D---SL---------QP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079050242.1 -IAK-----A--RF--------ILFDFDGPICR-------LFA---G----HT------AED---VARRL--------VEWL---ES-R---------G-----LR----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHYV---------------------------L--EA-I------H------------R-------R----------H--------------P-Q--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VT----S-A-----M-P-TP----YADPLIRTW--------------SA-L-G-G---QLAVATNNSAR-VATAYLARR--D-L----D--SCF-A-----------------------P-----Y-VF-G-R-T----H---DLD---LL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-D--R-T-A-SL------MIGDAP-SDFYAARNAGV-AFI-GFA-RNQ------------D-KE-----K-----R--L----RS-A--G----------AE--------V----V--V---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------M---------------------------L--R---------------------------------------------------------------
WP_093628238.1 -ITG-----A--RF--------VLFDFDGPVCR-------LFA---G----LS------AEG---VAKDL--------VSWL---ER-Q---------G-----LK----E-------------------L--LT-Q--------S-ER-V-H----P-----------------------------DPHVV---------------------------L--HA-V------N------------K-------R----------H--------------P-R--------------------------------------------------------------SD-L------VDE----------------LEEL------L----T-QH------E--L--K---------------------------------A-VD----S-A-----Y-P-TP----YADPLIRTW--------------NA-V-G-I---RLAVATNNSPR-TVAEYLHGR--G-L----L--ECF-T-----------------------P-----H-VY-G-R-T----S---DLD---LL-------KPNP-----------------------------------H-C--LNRAL-R---------------A--MG-A-H--P-A-D-AL------MIGDTP-SDFEAARRAGI-PFL-GYA-RNE------------F-KE-----T-----L--L----RR-A--G----------AD--------S----V--V---H---SL---------RP-V-------------------------------------L-----------------------------------------------------------D--------------------------------L---------------------------V--R---------------------------------------------------------------
KMS85009.1 ----------------------MLWDFDGPICR-------LFA---R----HR------AEQ---VAADL--------VDWL---EG-H---------G-----LR----G-------------------L--LT-D--------T-ER-E-T----P-----------------------------DPHVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--V--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPL-AVRTYLDSR--G-I----T--GCF-T-----------------------P-----H-VY-G-R-T----E---DLH---HL-------EPHP-----------------------------------H-C--LTRAL-H---------------A--MG-A-V--P-A-A-AL------VIGDAV-SDLTAARETGV-PFL-GYA-HGE------------T-AE-----K-----R--L----RA-A--G----------AA--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_116130609.1 -MTA-----A--RV--------VLWDFDGPICR-------LFT---G----HK------AAR---VAAEL--------VEWL---EL-Q---------G-----LR----G-------------------L--LT-D--------T-ER-D-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----P---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AV------MIGDSP-SDLAAAQRAGV-PFL-GYA-RNG------------Q-KA-----K-----L--L----KA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------M--------------------------------V---------------------------L--R-----------S---------------------------------------------------
WP_030938246.1 ---------A--RV--------VLWDFDGPICR-------LFA---G----HA------ADK---VADDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-D--------E-ER-R-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----T-A-----M-P-TP----YADPLIRTW--------------KA-V-G-R---RLAIATNNSPS-VVRAYLENR--G-L----T--TCF-A-----------------------P-----H-IY-G-R-T----P---QLS---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-A-A-AL------MIGDTP-SDLSAAKAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------M----V--I---A---SL---------EP-I-------------------------------------L-----------------------------------------------------------N--------------------------------V---------------------------L--R----T-RP-------------------------------------------------------
SHI17536.1 -IRQ-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AES---VAEGL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------Q-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TS----T-A-----M-P-TP----YADPLIRTL--------------RA-R-G-L---RLAITTNNSPR-VVDTYLDTR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--LNRAL-R---------------A--MG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----T--L----RG-A--G----------AT--------R----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------Q--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_107443292.1 -MGS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADV---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TP----YADPLIRTL--------------TA-R-G-L---RLAITTNNSPR-VVATYLASR--G-L----T--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--LNLAL-R---------------A--MG-S-A--P-G-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-A--G----------AT--------L----V--V---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R--S------------------------------------------------------------
WP_014673492.1 ----------------------VLWDFDGPVCR-------LFA---G----HK------AER---VAAGL--------VEWL---AG-R---------G-----LH----G-------------------L--LD-D--------T-ER-E-A----V-----------------------------DPHGV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-T---RLAITTNNSPR-VVRSYLDTR--G-L----T--ACF-S-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-S-A-AL------MIGDSP-SDLTAARDAGV-PFL-GYA-RNE------------Q-KG-----K-----L--L----RE-A--G----------AE--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_093746504.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAIDL--------VDWL---EG-R---------G-----LH----G-------------------L--LD-D--------D-ER-Q-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------S-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------TA-M-G-S---RLAIATNNSPR-VVRAYLNSR--G-L----L--SCF-S-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------T--MG-A-A--P-S-S-AL------MIGDAP-TDLAAANNAGV-PFL-GYA-RNG------------R-KE-----K-----L--L----RE-A--G----------AT--------T----V--V---D---SL---------WA-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_078939663.1 -ITR-----A--RF--------VLWDFDGPICR-------LFA---G----HS------AER---VAGEL--------ADWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------MEER------L----T-NE------E--M--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRKYLAGR--G-L----I--SCF-T-----------------------P-----H-IY-G-R-T----Q---DLQ---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDAP-SDHEAAQQAGV-PFL-GYA-RNA------------R-KA-----K-----L--L----RE-A--G----------AE--------H----V--V---G---SL---------QP-L-------------------------------------L-----------------------------------------------------------A--------------------------------V---------------------------L--R-A-------------------------------------------------------------
WP_115913431.1 ----------------------MLFDFDGPICR-------VFA---G----HS------ADG---VARGL--------VDWL---DG-Q---------D-----TG----H-------------------L--LT-E--------E-ER-R-T----T-----------------------------DPWDV---------------------------F--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SE-L------VAA----------------LEER------L----T-QE------E--L--R---------------------------------A-VR----S-A-----L-P-TA----HADPLVRTW--------------AA-T-G-A---RLAVTTNNSPL-AVRRYLEAR--G-L----N--NRF-------------------------E-----H-VY-G-R-T----Q---DPG---LL-------KPHP-----------------------------------H-C--LQQAL-A---------------A--FG-A-D--P-S-D-VL------MLGDSA-PDVEAAMRAGV-AFL-GYA-RND------------R-KE-----K-----E--L----RE-A--G----------AE--------H----I--V---C---SL---------LE-V-------------------------------------V-----------------------------------------------------------Q--------------------------------P---------------------------L--K--R------------------------------------------------------------
WP_116129465.1 --RG-----A--GC--------VLFDFDGPLCR-------LFP---G----GS------SMD---VADDL--------RRAV---AD-A---------G-----AI----D-------------------V--LS-A--------A-ER-A-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------A----------R--------------W-N---------R----DL----------------------------------------------GD-L------VEC----------------LDAL------V----T-KG------E--L--E---------------------------------A-VP----D-A-----L-D-TA----DADRLVRWL--------------DG-R-G-D---RLAVVTNNAAR-AADAYLREK--R-L----R--RCF-------------------------E-----A-VH-G-R-S----A---DPD---LM-------KPHP-----------------------------------D-V--LHRAL-R---------------D--LR-L-E--P-D-D-AV------MIGDTP-TDFVAAERAGV-RFI-GYG-RNT------------E-KR-----L-----R--L----RE-S--G----------AK--------V----V--L---G---SY---------AP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-------------LAR-------
KUN21581.1 -ITG-----A--RF--------VLFDFDGPICR-------LFA---G----HL------AED---VAKDL--------VEWL---AR-Q---------G-----LK----G-------------------L--LT-E--------A-ER-K-H----P-----------------------------DPMAV---------------------------L--HA-V------N------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VD----S-A-----M-P-TA----FADPVIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLAQR--G-L----A--GCF-T-----------------------P-----H-VY-G-R-T----Q---DLE---HL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-A--P-S-A-AL------MIGDAP-SDLYAAQRAGV-PFL-GYA-RNG------------D-KE-----Q-----E--L----RK-A--G----------AK--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_094217404.1 -MTG-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAAGL--------VQWL---AG-R---------G-----LH----G-------------------L--LS-D--------T-ES-D-TGHDSL-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----P---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AV------MIGDSP-SDLAAAQRAGV-PFL-GYA-RNG------------Q-KA-----K-----L--L----RA-A--G----------AG--------L----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_053635218.1 -LMA-----A--DA--------VIVGFDTTLTR-------LFH---D----SR------AAE---VVRVL--------ARLA-V-EG-R----DP-E-D-A---LS----G------R-----R----P-L--AP-E-GR-PV--T-PA-G-D-D--I-----------------------------TPVEL---------------------------L--RA-L---------------------------T----------G-------------------------------------------------------------------------------HP-M------VEE----------------VRTT------L----D-RH------E--T--R---------------------------------A-AR----T-A-----R-P-EP----LAIDLVRAL--------------SA-R-R-L---RPAVVTDHAAG-AAEAFLNRV--G-L--T-P----------------------------Y-L-A-G-G-VH-G-R-S----A---DLS---LL-------MPHP-----------------------------------D-V--LRRAL-H---------------R--LG-T-V--P-A-R-CV------MIGSTA-VESAAAGAAGV-PFI-GCR-HTD------------G-V---------------L----RR-S--G----------PA--------S---LT--V---P---GL---------RP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------AL-P--
KPI10057.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATSYLASR--D-L----T--NCF-A-----------------------P-----N-VY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
SCK50745.1 AIDR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AER---VAADL--------VDWL---AG-Q---------G-----LR----G-------------------L--LG-E--------T-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------G----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--S--R---------------------------------A-AA----S-A-----R-P-TA----WADPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-VVREYLEGR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----R---ELR---LL-------KPDP-----------------------------------H-C--LIRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLLAARKAGV-PFL-GYA-RND------------R-KR-----Q-----V--L----SE-A--G----------AD--------L----V--V---D---SL---------EG-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--G------------TMNR-----------------------------------------------
SCF63085.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EPLL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125493869.1 -VGG-----A--RV--------VLWDFDGPICR-------LFA---G----YS------AER---VAGEL--------VDWL---ER-L---------G-----LK----G-------------------M--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-D--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVGEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYA-RNE------------E-KA-----K-----V--L----RQ-A--G----------AE--------T----V--V---D---SL---------QP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
GAP49088.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADG---VASDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-HE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---RLAIATNNSPR-VVRKYLESR--G-L----V--GCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--TG-T-A--P-A-D-AL------MIGDAP-SDREAAARAGV-PFL-GYA-RNS------------R-KA-----K-----L--L----RE-A--G----------AD--------A----V--V---Q---SL---------DP-V-------------------------------------L-----------------------------------------------------------R--------------------------------S---------------------------L--R---------------------------------------------------------------
WP_026179321.1 -ITG-----A--RF--------VLFDFDGPVCR-------LFA---G----LS------AEG---VAKDL--------VSWL---ER-Q---------G-----LK----E-------------------L--LT-Q--------S-ER-V-H----P-----------------------------DPHVV---------------------------L--HA-V------N------------K-------R----------H--------------P-R--------------------------------------------------------------SD-L------VDE----------------LEEL------L----T-QH------E--L--K---------------------------------A-VD----S-A-----Y-P-TP----WADPLIRTW--------------NA-V-G-I---HLAVATNNSPR-TVTEYLHGR--G-L----L--ECF-T-----------------------P-----H-VY-G-R-T----N---DLD---LL-------KPNP-----------------------------------H-C--LNRAL-R---------------A--MG-A-H--P-A-D-AL------MIGDTP-SDFEAARRAGI-PFL-GYA-RNE------------F-KE-----T-----L--L----RR-A--G----------AD--------S----V--V---H---SL---------RP-L-------------------------------------L-----------------------------------------------------------D--------------------------------L---------------------------V--R------------------Q------L-------------------------------------
SOD85586.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAAGL--------VQWL---AG-R---------G-----LH----G-------------------L--LS-D--------T-ES-D-TGHDSL-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----P---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AV------MIGDSP-SDLAAAQRAGV-PFL-GYA-RNG------------Q-KA-----K-----L--L----RA-A--G----------AG--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_128790681.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-T---RLAVTTDNSPR-VVRSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079661426.1 -IRQ-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AES---VAEGL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------Q-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TS----T-A-----M-P-TP----YADPLIRTL--------------RA-R-G-L---RLAITTNNSPR-VVDTYLDTR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--LNRAL-R---------------A--MG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----T--L----RG-A--G----------AT--------R----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------Q--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_110628947.1 -ISR-----A--QV--------VLWDFDGPICR-------LFA---V----HR------AEK---VAQDL--------VEWL---GF-Q---------G-----LH----G-------------------L--LT-E--------G-ER-D-S----L-----------------------------DPHAV---------------------------L--RA-L------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------IAE----------------LEER------L----T-QQ------E--L--R---------------------------------A-AV----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RLAITTNNSPR-VVEHYLAGR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-R---------------A--MG-C-A--P-T-S-AL------MIGDTP-SDYLAARAAGV-PFL-GYA-RDE------------T-KG-----H-----H--L----QQ-A--G----------AT--------T----I--V---S---SL---------ET-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------L--R--S------------------------------------------------------------
SFE96112.1 ---------A--HF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
PIG21099.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------D-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TAASYLASR--D-L----T--NCF-A-----------------------P-----N-VY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_106961037.1 -ITR-----A--RY--------VLFDFDGPICR-------VFA---G----HS------ADG---VAAGL--------VEWL---ED-R---------G-----ED----R-------------------L--LT-A--------E-ER-R-T----A-----------------------------DPWDV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------LAE----------------VEER------L----T-LE------E--I--C---------------------------------A-VT----S-A-----T-P-TV----HADPLIRTW--------------RA-R-G-A---QLAIATNNSPR-AVRKYLEGH--G-L----D--GCF-------------------------P-----H-VF-G-R-T----P---DPR---LL-------KPHP-----------------------------------H-C--LEQAL-T---------------A--FG-A-D--P-V-Q-AL------MLGDSP-PDVEAARRAGV-AFL-GYA-RND------------R-KE-----K-----E--L----RE-A--G----------AE--------N----I--V---Y---SL---------RE-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOV57522.1 AVAR-----A--RV--------VLWDFDGPICA-------LFA---G----HS------AQR---VAIDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LT-E--------E-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LERR------L----T-QE------E--L--R---------------------------------A-TE----R-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPL-VVRQYLASR--G-L----A--SCF-A-----------------------P-----H-IY-G-R-T----R---ELS---RL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-A--P-S-S-AL------MIGDTP-SDHLAAREAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----RD-A--G----------AE--------V----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_099281095.1 AIDR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AER---VAADL--------VDWL---AG-Q---------G-----LR----G-------------------L--LG-E--------T-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------G----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--S--R---------------------------------A-AA----S-A-----R-P-TA----WADPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-VVREYLEGR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----R---ELR---LL-------KPDP-----------------------------------H-C--LIRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLLAARKAGV-PFL-GYA-RND------------R-KR-----Q-----V--L----SE-A--G----------AD--------L----V--V---D---SL---------EG-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--G------------TMNR-----------------------------------------------
EPD57165.1 -VTR-----A--RF--------VLFDFDGPICR-------LFA---G----HT------AEE---VAKDL--------VAWL---ER-Q---------G-----LR----E-------------------L--LT-E--------E-ER-S-H----P-----------------------------DPMAV---------------------------L--YA-V------N------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--K---------------------------------A-IT----S-A-----M-P-TE----YADPLIRTW--------------SA-V-G-S---RLAVATNNSPR-TVSDYLSGR--G-L----S--DCF-S-----------------------P-----H-VY-G-R-T----N---DLD---LL-------KPNP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-D-A-AL------MIGDSP-TDLRAAKEAGV-PFL-GYA-RNA------------H-KA-----Q-----Q--L----KV-E--G----------AR--------H----I--V---G---SL---------LP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103809673.1 ----------------------VLWDFDGPICR-------LFA---G----HK------AER---VAAGL--------VEWL---AG-R---------G-----LH----G-------------------L--LD-D--------T-ER-E-A----M-----------------------------DPHGV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDTR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-S-A-AL------MIGDSP-SDLTAARDAGV-PFL-GYA-RNE------------Q-KG-----K-----L--L----RE-A--G----------AE--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_067121507.1 ----------------------VLWDFDGPICR-------LFA---R----HT------AER---VATGL--------VEWL---AG-H---------G-----LH----N-------------------L--LS-D--------S-ER-E-L----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----T-A-----L-P-TP----YADPLIRTW--------------SA-V-G-A---RPAITTNNSPK-VVRAYLESR--G-L----T--PCF-A-----------------------S-----H-IY-G-R-T----A---DLH---LL-------KPNP-----------------------------------H-C--LNRAL-T---------------A--MG-C-A--P-S-A-AL------MIGDSA-SDLAAANDAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RE-A--G----------AG--------Y----V--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_073729720.1 -IAG-----A--RV--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-H--------------------------------------------------------------SD-L------AAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----S-A-----R-P-TA----YADPLIRTW--------------AA-L-G-V---GLAVTTNNSPR-VVGEYLTTR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----R---NLG---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-Q-AL------MVGDTP-SDLTAARRAGV-PFL-GYA-RNE------------E-KA-----K-----L--L----RQ-A--G----------AD--------T----V--V---H---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_085571787.1 ---D-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VANDL--------ASWL---ES-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPHFL---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVREYLASR--G-L----G--ACF-A-----------------------P-----H-IY-G-R-T----Q---ELS---LL-------KPDP-----------------------------------H-C--VNRAL-N---------------A--MG-A-A--P-A-T-AL------LIGDAP-TDLLAAQAAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AT--------V----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------S---------------------------V--R---------------------------------------------------------------
WP_099503660.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----MR----G-------------------L--LT-E--------R-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------R--------------P-H--------------------------------------------------------------SD-L------VAE----------------LEER------F----T-QQ------E--L--K---------------------------------A-VA----S-A-----W-P-TP----YADPLIRTW--------------SA-V-G-A---RLAITTNNSPL-TAARYLASR--G-L----S--ACF-A-----------------------P-----N-IY-G-R-T----Q---NLH---HL-------KPDP-----------------------------------H-C--LNRAM-N---------------A--LG-A-A--P-S-A-SL------MIGDAV-SDFHAARQAGV-PFL-GYA-RNE------------A-KE-----K-----A--L----RE-A--G----------AE--------E----V--V---G---SL---------EL-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_126393172.1 -ITN-----A--RF--------VLFDFDGPVCR-------LFA---G----HT------AEQ---VAKEL--------VAWL---EQ-Q---------G-----LQ----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-Q--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QH------E--R--K---------------------------------A-VV----S-A-----M-P-TA----YADPLIRTW--------------KA-V-G-S---RLAVATNNSPR-TASDYLSLR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----S---RLD---LL-------KPNP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDAP-TDLYAAEEAGV-PFL-GYA-RNE------------D-KA-----R-----Q--L----RE-A--G----------AR--------V----V--V---G---SL---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
SDL09634.1 -ITG-----K--RA--------VLFDFDGPICR-------LFA---G----HP------ASD---VTRHL--------LGWL---AQ-H---------G-----GP------------------------G--AV-D--------P-AW-K-S----D-----------------------------DPHAL---------------------------L--RE-V------D------------R-------T----------H--------------T-D--------------------------------------------------------------RA-L------IER----------------LEDE------L----T-QQ------E--L--K---------------------------------A-TG----S-A-----Y-P-TP----YVDRLIQTW--------------SA-T-G-V---GLAVTTNNSPL-AVERYLTAR--R-L----R--QCF-T-----------------------G-----G-IH-G-R-T----H---EVH---HL-------KPDP-----------------------------------S-C--LHRAL-D---------------S--LQ-V-P--P-S-A-AL------MIGDTS-ADLHAARAAGV-AFL-GYG-RDP------------H-RQ-----S-----R--L----HT-A--G----------AD--------L----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_093682193.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EPLL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KES05554.1 -LLA-----A--DA--------VILGFDTTLTR-------LFD---D----DR------AAE---VVRDL--------ARLA-V-ET-R----DP-R-D-A---LS----G------R-----H----P-L--TP-E-GR-PV--T-LT-G-D-G--I-----------------------------LPVEL---------------------------L--RA-L---------------------------A----------A-------------------------------------------------------------------------------HP-S------AEE----------------LRGE------L----D-RR------E--T--R---------------------------------A-AR----T-A-----R-P-AG----LAVELVRAL--------------SL-R-Y-P---RLAVVTDHTAD-AAELFLARQ--A-L--A-P----------------------------H-V-T-G-G-VH-G-R-S----A---DLA---RL-------MPHP-----------------------------------D-V--VHRAL-K---------------R--LG-V-A--P-A-R-CV------MIGSTV-VESNTAGVAGV-PFV-GCR-PTD------------G-F---------------F----RG-A--G----------RA--------S---LT--V---A---GL---------RP-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--L---------------------------------------------------------SL-P--
EGX59434.1 -IGP-----A--RV--------VLWDFDGPICR-------LFA---R----HR------AER---VAADL--------VSWL---EG-R---------G-----LR----G-------------------L--LS-E--------E-ER-R-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----M-P-TM----YADPLIRTW--------------NA-V-G-A---RLAVATNNSPQ-VVRAYLGGR--G-L----L--ECF-L-----------------------P-----H-IY-G-R-T----Q---ELQ---YL-------KPHP-----------------------------------H-Y--LNRAL-S---------------A--MG-V-A--P-A-G-AL------FIGDTP-TDWQAAREAGV-PFL-GYA-RNE------------T-KE-----K-----R--L----RQ-A--G----------AA--------H----V--V---A---SL---------LP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------------------------------------------------------
KRD17624.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADV---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-D--------S-ER-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TP----YADPLIRTL--------------TA-R-G-L---RLAITTNNSPR-VVTTYLANR--G-L----T--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--LNLAL-R---------------A--MG-S-A--P-G-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----TG-A--G----------AT--------L----V--V---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R--S------------------------------------------------------------
WP_073934305.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VANDL--------ASWL---ES-R---------G-----LH----G-------------------L--LT-D--------A-ER-E-S----L-----------------------------DPHFV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TV----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVREYLASR--G-L----G--ACF-A-----------------------P-----H-IY-G-R-T----Q---ELS---LL-------KPDP-----------------------------------H-C--VNRAL-N---------------A--MG-A-A--P-A-T-AL------LIGDAP-TDLLAAQAAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AT--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R---------------------------------------------------------------
ELP68119.1 -IAR-----A--RF--------VLWDFDGPVCR-------LFA---G----HS------AEV---VAVEL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEKR------L----T-QE------E--L--R---------------------------------A-AS----L-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPL-VVREYLAGR--G-L----T--SCF-A-----------------------P-----H-VY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-S-AL------MIGDTP-SDYLAAKEAGV-PFL-GYA-RNG------------H-KE-----K-----L--L----RD-A--G----------AG--------T----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_078508548.1 -IGP-----A--RV--------VLWDFDGPICR-------LFA---R----HR------AER---VAADL--------VSWL---EG-R---------G-----LR----G-------------------L--LS-E--------E-ER-R-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----M-P-TM----YADPLIRTW--------------NA-V-G-A---RLAVATNNSPQ-VVRAYLGGR--G-L----L--ECF-L-----------------------P-----H-IY-G-R-T----Q---ELQ---YL-------KPHP-----------------------------------H-Y--LNRAL-S---------------A--MG-V-A--P-A-G-AL------FIGDTP-TDWQAAREAGV-PFL-GYA-RNE------------T-KE-----K-----R--L----RQ-A--G----------AA--------H----V--V---A---SL---------LP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_079083369.1 -ITG-----A--RF--------VLFDFDGPICR-------LFA---G----HL------AED---VAKDL--------VEWL---AR-Q---------G-----LK----G-------------------L--LT-E--------A-ER-K-H----P-----------------------------DPMAV---------------------------L--HA-V------N------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VD----S-A-----M-P-TA----FADPVIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLAQR--G-L----A--GCF-T-----------------------P-----H-VY-G-R-T----Q---DLE---HL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-A--P-S-A-AL------MIGDAP-SDLYAAQRAGV-PFL-GYA-RNG------------D-KE-----Q-----E--L----RK-A--G----------AK--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_107063094.1 -IRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VASDL--------VAWL---ES-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QD------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VARKYLESR--G-L----V--ACF-A-----------------------P-----H-VY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-D-AL------MIGDTP-SDLEAAERAGV-PFL-GYA-RNE------------R-KA-----K-----I--L----RD-A--G----------AG--------T----V--L---V---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--RT--------------------------------------------------------------
WP_078945381.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADG---VASDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-HE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---RLAIATNNSPR-VVRKYLESR--G-L----V--GCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--TG-T-A--P-A-D-AL------MIGDAP-SDREAAARAGV-PFL-GYA-RNS------------R-KA-----K-----L--L----RE-A--G----------AD--------A----V--V---Q---SL---------DP-V-------------------------------------L-----------------------------------------------------------R--------------------------------S---------------------------L--R---------------------------------------------------------------
WP_097257366.1 -MTR-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAAGL--------VQWL---AG-R---------G-----LH----G-------------------L--LS-D--------T-ES-D-TGHDSL-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----P---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AV------MIGDSP-SDLAAAQRAGV-PFL-GYA-RNG------------Q-KA-----K-----L--L----RA-A--G----------AG--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_109000405.1 -IRG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AES---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VGE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----R-P-TP----YADPLIRTL--------------TA-L-G-L---RLAITTNNSPR-VVTTYLATR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPHP-----------------------------------H-C--LNLAL-R---------------A--TG-S-A--P-G-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-A--G----------AT--------R----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------F--R---------------------------------------------------------------
WP_063818246.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATSYLASR--D-L----T--NCF-A-----------------------P-----N-VY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_030673516.1 ---------A--RV--------VLWDFDGPICR-------LFA---G----HA------ADK---VADDL--------VEWL---EG-R---------G-----LH----S-------------------L--LT-D--------E-ER-R-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----T-A-----M-P-TP----YADPLIRTW--------------TA-V-G-R---RLAIATNNSPS-VVRAYLENR--G-L----T--TCF-A-----------------------P-----H-IY-G-R-T----P---QLS---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-S-A--P-A-A-AL------MIGDTP-SDLLAAKAAGV-PFL-GYA-RNE------------Y-KE-----K-----L--L----RD-A--G----------AT--------M----I--T---A---SL---------EP-I-------------------------------------L-----------------------------------------------------------N--------------------------------V---------------------------L--R----T-RP-------------------------------------------------------
OKH96669.1 -MGR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AER---VAADL--------VDWL---AG-Q---------G-----LR----G-------------------L--LS-A--------T-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------G----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--S--R---------------------------------A-AA----S-A-----R-P-TA----WADPLIRTW--------------SA-V-G-V---RLAVTTNNSPR-VVREYLEGR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----R---ELR---LL-------KPDP-----------------------------------H-C--LIRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLLAARKAGV-PFL-GYA-RND------------H-KR-----Q-----V--L----SE-A--G----------AD--------L----V--V---D---SL---------EG-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--G------------TTNR-----------------------------------------------
PIG36071.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_078540767.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VARDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LN-E--------T-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-KE------E--L--K---------------------------------A-TV----S-A-----M-P-TP----YADPLVRTW--------------TA-V-G-A---RLAVATNNSPQ-VAREYLGTR--G-L----L--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--INRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDTP-SDFQAARAAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AR--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_079054102.1 -VAR-----A--RV--------VLWDFDGPICA-------LFA---G----HS------AQR---VAVDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEKR------L----T-QE------E--L--R---------------------------------A-TS----L-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVATNNSPL-VVHEYLASR--G-L----T--SCF-A-----------------------P-----H-VY-G-R-T----Q---ELS---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-S-AL------MIGDTP-SDYLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AG--------V----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
KOV64916.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----YS------AEG---VANDL--------VEWL---GG-R---------G-----LH----E-------------------L--LK-E--------S-ER-E-T----V-----------------------------DPQVV---------------------------L--RA-V------D------------C-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TA----YADILIRTW--------------TA-V-G-A---RLAITTNNSPR-MVRSYLSGR--G-L----L--DCF-A-----------------------P-----H-VY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNQAL-R---------------A--IG-A-A--P-Q-A-AL------MIGDAP-SDLIAAREAGV-PFL-GYA-RNE------------E-KE-----R-----P--L----RK-A--G----------AE--------H----V--V---S---SL---------LP-V-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------V--R---------------T-----------------------------------------------
WP_075026956.1 ---------A--HF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_079184250.1 -IGR-----A--RY--------VLFDFDGPICR-------LFA---G----HK------AER---VAADL--------VDWL---AG-Q---------G-----LR----G-------------------L--LS-A--------T-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------G----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--S--R---------------------------------A-AA----S-A-----R-P-TA----WADPLIRTW--------------SA-V-G-V---RLAVTTNNSPR-VVREYLEGR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----R---ELR---LL-------KPDP-----------------------------------H-C--LIRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLLAARKAGV-PFL-GYA-RND------------H-KR-----Q-----V--L----SE-A--G----------AD--------L----V--V---D---SL---------EG-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--G------------TTNR-----------------------------------------------
WP_078961058.1 AVAR-----A--RV--------VLWDFDGPICA-------LFA---G----HS------AQR---VAIDL--------VEWL---EG-Q---------G-----LH----G-------------------L--LT-E--------E-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LERR------L----T-QE------E--L--R---------------------------------A-TE----R-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPL-VVRQYLASR--G-L----A--SCF-A-----------------------P-----H-IY-G-R-T----R---ELS---RL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--MG-A-A--P-S-S-AL------MIGDTP-SDHLAAREAGV-PFL-GYA-RNE------------H-KE-----K-----L--L----RD-A--G----------AE--------V----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_107456747.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------VSWL---EG-R---------G-----LR----G-------------------L--LS-D--------N-ER-Q-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRKYLAGR--G-L----V--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-E-D-AL------MIGDAP-SDLAAAERAGV-PFL-GYA-RND------------R-KA-----K-----M--L----QE-A--G----------AE--------S----V--V---G---SL---------ET-L-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_078516708.1 -VTR-----A--RF--------VLFDFDGPICR-------LFA---G----HT------AEE---VAKDL--------VAWL---ER-Q---------G-----LR----E-------------------L--LT-E--------E-ER-S-H----P-----------------------------DPMAV---------------------------L--YA-V------N------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--K---------------------------------A-IT----S-A-----M-P-TE----YADPLIRTW--------------SA-V-G-S---RLAVATNNSPR-TVSDYLSGR--G-L----S--DCF-S-----------------------P-----H-VY-G-R-T----N---DLD---LL-------KPNP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-D-A-AL------MIGDSP-TDLRAAKEAGV-PFL-GYA-RNA------------H-KA-----Q-----Q--L----KV-E--G----------AR--------H----I--V---G---SL---------LP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079001008.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----YS------AEG---VANDL--------VEWL---GG-R---------G-----LH----E-------------------L--LK-E--------S-ER-E-T----V-----------------------------DPQVV---------------------------L--RA-V------D------------C-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TA----YADILIRTW--------------TA-V-G-A---RLAITTNNSPR-MVRSYLSGR--G-L----L--DCF-A-----------------------P-----H-VY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNQAL-R---------------A--IG-A-A--P-Q-A-AL------MIGDAP-SDLIAAREAGV-PFL-GYA-RNE------------E-KE-----R-----P--L----RK-A--G----------AE--------H----V--V---S---SL---------LP-V-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------V--R---------------T-----------------------------------------------
KJK34981.1 -MRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VASDL--------VAWL---ES-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QD------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VARKYLESR--G-L----V--ACF-A-----------------------P-----H-VY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-D-AL------MIGDTP-SDLEAAERAGV-PFL-GYA-RNE------------R-KA-----K-----I--L----RD-A--G----------AG--------T----V--L---V---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--RT--------------------------------------------------------------
WP_079041285.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADV---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-D--------S-ER-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TP----YADPLIRTL--------------TA-R-G-L---RLAITTNNSPR-VVTTYLANR--G-L----T--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------H-C--LNLAL-R---------------A--MG-S-A--P-G-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----TG-A--G----------AT--------L----V--V---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R--S------------------------------------------------------------
WP_079141973.1 -IRG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----R-P-TP----YADPLIRTL--------------TA-L-G-L---RLAITTNNSPR-VVTTYLANR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPHP-----------------------------------H-C--LNLAL-T---------------A--TG-S-A--P-G-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-A--G----------AT--------R----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------F--R---------------------------------------------------------------
WP_099921908.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------D-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TAASYLASR--D-L----T--NCF-A-----------------------P-----N-VY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
SOR80887.1 -IKS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VASDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---GLAITTNNSPR-VVRKYLETR--G-L----V--GCF-A-----------------------P-----H-LY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-A-D-AL------MIGDTP-SDREAAARAGV-PFL-GYA-SNP------------R-KA-----K-----L--L----RE-S--G----------AD--------A----V--I---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_042494465.1 -ITR-----A--RF--------VLFDFDGPICR-------LFA---G----HK------AER---VAVEL--------VEWL---EG-R---------G-----LH----A-------------------L--LS-E--------T-ER-E-A----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KQ------E--L--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-A---RLAIATNNSPR-VARKYVASR--G-L----S--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-SL------MIGDTP-SDYFAAQRAGV-PFL-GYA-RND------------R-KE-----K-----L--L----KE-A--G----------AE--------E----I--V---G---SL---------EL-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_079043782.1 ----------------------VLFDFDGPICH-------LFA---G----LA------AER---VAEDQ--------VRWL---EE-Q---------G-----LR----G-------------------L--LA-G--------G-VR-E-E----P-----------------------------DPYVV---------------------------L--RA-V------D------------A-------R----------S--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--S---------------------------------A-VT----S-A-----M-P-TA----YVDPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-AVGRYLASR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----H---DLH---LL-------KPHP-----------------------------------H-C--VQRAL-D---------------A--MG-A-D--P-A-R-TL------MIGDAP-SDYVAARRAGV-RFL-GYA-RND------------R-KA-----R-----P--L----RE-A--G----------AT--------H----L--V---E---SL---------KP-L-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--Y-------------------------AVGDT---------------------------------
EPJ38418.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---R----HS------ADG---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---GLAIATNNSPR-VVRKYLESR--G-L----V--GCF-A-----------------------P-----H-LY-G-R-T----P---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-A-D-AL------MIGDTP-SDREAAARAGV-PFL-GYA-SNP------------R-KA-----K-----I--L----KE-A--G----------AD--------A----V--I---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_093616301.1 -ITG-----K--RA--------VLFDFDGPICR-------LFA---G----HP------ASD---VTRHL--------LGWL---AQ-H---------G-----GP------------------------G--AV-D--------P-AW-K-S----D-----------------------------DPHAL---------------------------L--RE-V------D------------R-------T----------H--------------T-D--------------------------------------------------------------RA-L------IER----------------LEDE------L----T-QQ------E--L--K---------------------------------A-TG----S-A-----Y-P-TP----YVDRLIQTW--------------SA-T-G-V---GLAVTTNNSPL-AVERYLTAR--R-L----R--QCF-T-----------------------G-----G-IH-G-R-T----H---EVH---HL-------KPDP-----------------------------------S-C--LHRAL-D---------------S--LQ-V-P--P-S-A-AL------MIGDTS-ADLHAARAAGV-AFL-GYG-RDP------------H-RQ-----S-----R--L----HT-A--G----------AD--------L----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
PKW09095.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-A-D-AL------MIGDSV-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RT-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------L---------------------------L--R----------------------S----------------------------------------
SED45298.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-A-D-AL------MIGDSV-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_053759692.1 ----------------------VLWDFDGPICR-------LFA---G----YS------AEG---VANDL--------VEWL---GG-R---------G-----LH----E-------------------L--LK-E--------S-ER-E-T----V-----------------------------DPQVV---------------------------L--RA-V------D------------C-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TA----YADILIRTW--------------TA-V-G-A---RLAITTNNSPR-MVRSYLSGR--G-L----L--DCF-A-----------------------P-----H-VY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNQAL-R---------------A--IG-A-A--P-Q-A-AL------MIGDAP-SDLIAAREAGV-PFL-GYA-RNE------------E-KE-----R-----P--L----RK-A--G----------AE--------H----V--V---S---SL---------LP-V-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------V--R---------------T-----------------------------------------------
ANS66166.1 -IAR-----P--HV--------VLWDFDGPICR-------LFA---G----HA------ADR---VADDL--------VNWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-K-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------QA-V-G-S---RLAIATNNSPR-VVRTYLESR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-S-A--P-S-D-AL------MIGDTP-SDLLAADAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------A----I--V---P---SL---------KP-V-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--R----SGPQ-------------------------------------------------------
PKB36989.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGEL--------VDWL---EG-R---------G-----LH----G-------------------L--LS-A--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-D--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDDR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLR---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-T-A-AL------MIGDAP-SDLAAARQAGV-PFL-GYA-RNE------------R-KA-----K-----P--L----LD-A--G----------AA--------H----V--V---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------L--R-AV------------------------------------------------------------
KFG72136.1 -ITN-----A--RY--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------R--------------H-H--------------------------------------------------------------SD-L------AVE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----S-A-----R-P-TA----YADPLIRTW--------------AA-L-G-A---GLAVTTNNSPR-VVGEYLATR--G-L----L--GCF-S-----------------------P-----H-IY-G-R-T----R---NLG---LL-------KPDP-----------------------------------Y-C--LDRAL-S---------------A--MG-A-A--P-G-L-AL------MVGDTP-SDLTAARRAGV-PFL-GYA-RNE------------E-KA-----K-----L--L----RQ-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059005797.1 -IGN-----A--NC--------VLFDFDGPVCQ-------LFA---V----RT------AES---IAHRL--------RELT---AE-L---------S-----VS----A-------------------L--LT-A--------E-LR-T-S----P-----------------------------DPHQV---------------------------L--RG-I------A------------R-------R----------R--------------P-G--------------------------------------------------------------TA-I------VRR----------------LEAA------L----T-TE------E--I--S---------------------------------A-AA----T-A-----L-P-TP----YAAALIAAL--------------ST-R-G-R---QVAIATNNSPL-AAEEYLRRH--K-L----S--GYV-G-----------------------G-----R-VH-G-R-T----G---DIG---RL-------KPHP-----------------------------------D-S--LLRAL-A---------------S--TR-T-P--A-H-R-SL------MIGDSV-ADLGAATAAGV-PFI-GYA-PDE------------T-AA-----D-----R--L----ED-A--G----------AS--------Y----V--V---R---SL---------EQ-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_086562984.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---R----HS------AAG---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------K-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---GLAITTNNSPR-VVRTYLEGR--G-I----A--GCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-A-D-AL------MIGDTP-PDHEAAARAGV-PFL-GYA-SNP------------R-KA-----K-----I--L----KE-A--G----------AE--------T----V--I---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_128432245.1 -IAH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ASG---VAAGL--------VEWL---EG-R---------G-----LH----D-------------------L--LT-V--------D-EQ-E-T----E-----------------------------DPHGV---------------------------L--RA-V------D------------R-------R----------H--------------P-T--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AR----S-A-----M-P-TA----FADPLIHTW--------------KA-V-G-S---RLAIATNNSPR-VVRGYLESR--G-L----L--ACF-D-----------------------P-----H-IY-G-R-S----Q---DLR---LL-------KPHP-----------------------------------H-S--LNRAL-T---------------A--MG-A-A--P-S-T-AL------FIGDTP-TDCIAAREAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----KE-A--G----------AT--------D----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R---------------SKGR--------------------------------------------
BAC71732.1 -ITR-----A--RF--------VLFDFDGPICR-------LFA---G----HK------AER---VAVEL--------VEWL---EG-R---------G-----LH----A-------------------L--LS-E--------T-ER-E-A----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KQ------E--L--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-A---RLAIATNNSPR-VARKYVASR--G-L----S--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-SL------MIGDTP-SDYFAAQRAGV-PFL-GYA-RND------------R-KE-----K-----L--L----KE-A--G----------AE--------E----I--V---G---SL---------EL-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_078507210.1 -IAR-----A--RF--------VLWDFDGPVCR-------LFA---G----HS------AEV---VAVEL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEKR------L----T-QE------E--L--R---------------------------------A-AS----L-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVATNNSPL-VVREYLAGR--G-L----T--SCF-A-----------------------P-----H-VY-G-R-T----Q---ELR---YL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-S-AL------MIGDTP-SDYLAAKEAGV-PFL-GYA-RNG------------H-KE-----K-----L--L----RD-A--G----------AG--------T----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_020940864.1 ----------------------VLWDFDGPICR-------LFA---R----HK------AEL---VAAEL--------VEWL---AG-R---------G-----LH----G-------------------L--LS-D--------R-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRSYLDGR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----A---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-G-S-AL------MIGDSL-SDLDAADHAGV-PFL-GYA-RTE------------E-KG-----K-----L--L----RE-A--G----------AE--------H----V--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------G---------------------------L--R---------------------------------------------------------------
WP_051744821.1 -IAG-----A--RF--------VLFDFDGPICR-------LFA---G----HT------AEQ---VAKDQ--------VRWL---EE-R---------G-----LR----G-------------------L--LT-E--------E-EQ-A-E----P-----------------------------DPHVV---------------------------L--RM-V------D------------R-------R----------H--------------P-D--------------------------------------------------------------SD-L------VIE----------------LEKR------L----T-LQ------E--L--R---------------------------------A-VE----S-A-----Y-P-TA----HVDPLIRTW--------------RA-L-G-A---RLAVATNNSPL-AATRYLTTR--G-L----T--ECF-A-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--LG-A-E--P-S-E-TL------MIGDAA-TDFQAAESAGV-RFM-GYA-RNE------------H-KE-----K-----L--L----RA-A--G----------AE--------V----V--V---G---SF---------EP-V-------------------------------------L-----------------------------------------------------------G--------------------------------M---------------------------L--R---------------------------------------------------------------
OKK07424.1 ----------------------VLWDFDGPVCR-------LFA---G----HS------AER---VANDL--------ASWL---ES-R---------G-----LH----G-------------------L--LT-D--------A-ER-E-S----L-----------------------------DPHFV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TV----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVREYLASR--G-L----G--ACF-A-----------------------P-----H-IY-G-R-T----Q---ELS---LL-------KPDP-----------------------------------H-C--VNRAL-N---------------A--MG-A-A--P-A-T-AL------LIGDAP-TDLLAAQAAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AT--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_093475933.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-A-D-AL------MIGDSV-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RT-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_099942116.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--NCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RE-A--G----------AE--------D----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_055417595.1 -LAG-----A--RF--------VLWDFDGPICR-------LFA---G----YT------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-E--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----R-P-TA----YADPLIRTW--------------SA-L-G-V---GLAITTNNSPR-VVDEYLGTR--G-L----L--DCF-A-----------------------P-----H-VY-G-R-T----R---DLR---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--LG-A-A--P-G-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYA-RNE------------E-KA-----K-----L--L----RR-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OIJ64827.1 ----------------------ILWDFDGPICS-------LFA---R----HS------ATT---VADEL--------IGWL---GA-Q---------G-----LH----D-------------------L--LT-E--------D-ER-A-S----L-----------------------------DPHFV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-TH------E--L--K---------------------------------A-VP----T-A-----M-P-TG----YADVLIRTW--------------ST-L-G-P---RMAITTNNSPS-VVRKYLAGR--D-L----L--DHF-A-----------------------P-----H-IY-G-R-T----K---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-R---------------G--LG-S-S--P-K-D-AL------MIGDTP-SDFHAAEQAGV-PFL-GYA-RNP------------R-KE-----K-----L--L----RE-A--G----------AV--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R-------------TRP-----------------------------------------------
WP_023532066.1 -IRS-----A--DC--------VLFDFDGPVCR-------LFA---G----HP------APL---IAQNL--------RALI---RE-H---------G-----GR----D-------------------D--LA-L--------R-VA-R-I----D-----------------------------DPLVV---------------------------L--RA-A------E------------P-------H------------------------------------------------------------------------------------------GT-L------GAA----------------LERA------L----T-EE------E--V--R---------------------------------A-AK----S-A-----E-P-TP----HADRLARSL--------------VS-S-G-R---RVAVTTNNAAP-AVERYLSGH--G-L----L--PLF-A-----------------------G-----H-IH-G-R-L----G---DVD---LL-------KPHP-----------------------------------D-C--LLRAL-A---------------S--TD-T-P--P-D-R-AL------MIGDTV-HDLRAAEAAGV-GFV-GFS-PRA------------D-RR-----A-----E--L----RA-A--G----------PV--------D----A--V---G---DL---------RD-V-------------------------------------I-----------------------------------------------------------S--------------------------------A----------------------------------------------------------------------------------------------
WP_121546522.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VANDL--------TSWL---ES-R---------G-----LH----G-------------------L--LT-D--------S-ER-E-S----P-----------------------------DPHVL---------------------------L--RA-V------G------------H-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----S-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RPAVTTNNSPR-AVSEYLASR--G-L----G--ACF-A-----------------------T-----R-VY-G-R-T----Q---ELN---HL-------KPDP-----------------------------------H-C--VNRAL-E---------------A--MT-A-A--P-A-T-AL------MIGDAP-TDLYAARAAGV-PFL-GYA-RNE------------R-KE-----R-----L--L----RD-A--G----------AT--------T----V--V---G---SL---------AT-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------V--R-------TVAQ----------------------------------------------------
WP_085565417.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTA-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OOQ51263.1 -MTR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAERL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-E--------P-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-VV----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VASRYLEGR--G-L----M--ACF-A-----------------------P-----H-LY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LKRAL-N---------------A--MG-S-A--P-G-D-AL------MIGDTP-SDFLAASAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-V--G----------AT--------A----V--V---G---SL---------DV-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------I--R----R-QG-------------------------------------------------------
WP_093697036.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-A-D-AL------MIGDSV-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_125510280.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AAG---VATDL--------ASWL---ES-R---------G-----LH----G-------------------L--LT-E--------D-ER-E-S----P-----------------------------DPQFL---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------AA-V-G-A---RLAITTNNSPR-VAREYLDSR--G-L----A--ACF-A-----------------------P-----H-IY-G-R-T----Q---ELN---HL-------KPDP-----------------------------------H-C--INRAL-N---------------A--MG-A-A--P-T-S-AL------MIGDAP-SDLFAARAADV-PFL-GYA-RNE------------R-KS-----K-----R--L----RE-A--G----------AT--------T----V--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-------DLYR----------------------------------------------------
WP_078602765.1 -IKS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VASDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---GLAITTNNSPR-VVRKYLETR--G-L----V--GCF-A-----------------------P-----H-LY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-A-D-AL------MIGDTP-SDREAAARAGV-PFL-GYA-SNP------------R-KA-----K-----L--L----RE-S--G----------AD--------A----V--I---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R---------------------------------------------------------------
PKW37039.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-V--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--GCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RD-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_055566896.1 -ITS-----A--QY--------VLFDFDGPICR-------LFA---G----KP------DAV---VAREQ--------VAWL---DA-N---------G-----LG----D-------------------V--LT-S--------A-ER-E-D----D-----------------------------NPHGA---------------------------L--LA-L------G------------R-------E----------R--------------I-D--------------------------------------------------------------AE-L------TTE----------------LEEK------L----T-RE------E--L--Q---------------------------------A-VQ----S-A-----W-P-TE----YADPMIRVW--------------HA-R-G-V---HLAVTTNNSAE-AARRYLHGR--G-L----E--DCF-G-----------------------P-----H-IY-G-R-S----Q---NLQ---LL-------KPDP-----------------------------------Y-V--LQRAL-S---------------A--MG-G-T--P-A-A-AL------VIGDSP-ADLDAAQQAGV-PFL-GYA-RNQ------------R-KE-----A-----Q--L----RE-A--G----------AD--------N----V--I---G---SL---------EV-V-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--R-----------------------------A---------------------------------
WP_078967237.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078943367.1 AIDR-----A--RF--------VLFDFDGPVCR-------LYA---G----HA------AER---VARDL--------VEWL---ER-Q---------G-----MR----G-------------------L--LT-R--------E-ER-D-H----P-----------------------------DPLAV---------------------------L--HA-V------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEAR------F----T-QQ------E--L--K---------------------------------A-VD----K-A-----W-P-TE----YADALIRTW--------------TA-V-G-V---RLAITTNNSPL-TAARYLDGR--G-L----A--DCF-T-----------------------P-----H-IY-G-R-T----Q---DLR---HL-------KPDP-----------------------------------N-C--LNRAL-S---------------A--LG-A-A--P-S-Q-AL------MIGDTT-SDLHAAEGAGV-PFL-GYA-RNK------------E-RE-----E-----Q--L----RK-A--G----------AE--------H----V--V---D---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_062773314.1 -ITR-----A--HF--------ALLDFDGPICG-------LFA---G----HS------ARG---IAREQ--------IGWL---AE-R---------G-----LH----G-------------------L--LT-D--------D-VR-G-E----R-----------------------------DPFQV---------------------------L--RA-V------D------------A-------R----------Q--------------R-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--R---------------------------------A-VP----S-A-----F-P-TP----YADPLIRTW--------------SA-V-G-A---RLAIATNNSPR-AVTRYLDLR--G-L----T--PCF-A-----------------------P-----H-IY-G-R-T----S---RLD---LL-------KPDP-----------------------------------H-C--LRRAM-S---------------A--LG-A-A--P-A-E-TV------MIGDAP-SDCRAAREAGV-GFV-GFA-RNE------------T-KA-----R-----L--L----RE-A--G----------AN--------A----L--V---P---DW---------QP-V-------------------------------------L-----------------------------------------------------------A--------------------------------R---------------------------L--R-------------------------SRG-----------------------------------
WP_100830596.1 ----------------------VLWDFDGPICR-------LFA---G----HS------AER---VAGEL--------VDWL---EG-R---------G-----LH----G-------------------L--LS-A--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-D--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLDDR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLR---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-T-A-AL------MIGDAP-SDLAAARQAGV-PFL-GYA-RNE------------R-KA-----K-----P--L----LD-A--G----------AA--------H----V--V---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------L--R-AV------------------------------------------------------------
WP_043381977.1 -ITN-----A--RY--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------R--------------H-H--------------------------------------------------------------SD-L------AVE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----S-A-----R-P-TA----YADPLIRTW--------------AA-L-G-A---GLAVTTNNSPR-VVGEYLATR--G-L----L--GCF-S-----------------------P-----H-IY-G-R-T----R---NLG---LL-------KPDP-----------------------------------Y-C--LDRAL-S---------------A--MG-A-A--P-G-L-AL------MVGDTP-SDLTAARRAGV-PFL-GYA-RNE------------E-KA-----K-----L--L----RQ-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037669988.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---R----HS------ADG---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---GLAIATNNSPR-VVRKYLESR--G-L----V--GCF-A-----------------------P-----H-LY-G-R-T----P---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-A-D-AL------MIGDTP-SDREAAARAGV-PFL-GYA-SNP------------R-KA-----K-----I--L----KE-A--G----------AD--------A----V--I---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_004929796.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VANDL--------TSWL---ES-R---------G-----LH----G-------------------L--LT-D--------A-ER-D-S----P-----------------------------DPHVL---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----S-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RPAVTTDNSPR-AVSEYLASR--G-L----G--ACF-A-----------------------T-----R-VY-G-R-T----Q---ELN---HL-------KPDP-----------------------------------H-C--VNRAL-E---------------A--MT-A-A--P-A-T-AL------MIGDAP-TDLYAARAAGV-PFL-GYA-RNE------------R-KE-----R-----L--L----RD-A--G----------AT--------T----V--V---G---SL---------AT-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------V--R-------TVAQ----------------------------------------------------
OSP04065.1 -MTS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTA-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086806381.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-T-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_121747748.1 ---G-----A--RV--------VLLDFDGPVCR-------LFA---G----YS------ADR---VAAEL--------VDWL---AR-L---------G-----LK----E-------------------L--LS-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------AAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----R-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVAEYLATR--G-L----L--DCF-A-----------------------S-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-A--P-G-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYA-RDD------------E-KA-----K-----L--L----RQ-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079164635.1 -IAR-----P--HV--------VLWDFDGPICR-------LFA---G----HA------ADR---VADDL--------VNWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-K-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VDE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------QA-V-G-S---RLAIATNNSPR-VVRTYLESR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---QLN---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-S-A--P-S-D-AL------MIGDTP-SDLLAADAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------A----I--V---P---SL---------KP-V-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--R----SGPQ-------------------------------------------------------
WP_086602090.1 -IKG-----A--RV--------VLWDFDGPICR-------LFA---R----HS------ADG---VASDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-HE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------SA-V-G-S---RLAITTNNSPR-VVRKYLESR--G-L----V--GCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNQAL-N---------------A--MG-T-A--P-P-D-AL------MIGDTP-PDREAAAGAGV-PFL-GYA-SNP------------R-KA-----K-----I--L----RE-A--G----------AD--------T----V--V---E---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_081218090.1 -AITR----A--RF--------VLFDFDGPVCR-------LFA---G----HS------AER---VAQDL--------VEWL---ER-Q---------G-----MR----G-------------------L--LT-A--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--HA-V------N------------R-------R----------R--------------P-H--------------------------------------------------------------SD-L------VAE----------------LEAR------F----T-QQ------E--L--K---------------------------------A-VV----S-A-----W-P-TA----YADPVIRTW--------------SA-V-G-A---RLAITTNNSPQ-TASHYLADR--G-L----T--ECF-T-----------------------P-----N-IY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--LG-A-A--P-S-A-AL------MIGDAP-SDLQAAQRAGV-PFL-GYA-RNE------------R-KE-----K-----E--L----RD-A--G----------AE--------D----V--V---S---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--R---------------------------------------------------------------
WP_031047838.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------N----------R--------------H-Q--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VS----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLETR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARQAGV-PFL-GYG-HNE------------R-KV-----T-----A--L----KE-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EHN78850.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HA------ADR---VAGEL--------VDWL---ET-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPQVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TE----YAYPLIRTW--------------SA-L-G-V---GLAITTNNSPR-AVSEYLEMR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----E---ALH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-E-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNG------------R-KA-----K-----I--L----EE-A--G----------AE--------T----V--V---N---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123996650.1 ---------T--RC--------VLFDFDGPICR-------LFP---E----GS------SRE---VADNL--------RDIL---AE-A---------D-----FM----D-------------------A--LN-E--------V-ER-D-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------A----------G-RQ-----------R-D---------R----DV----------------------------------------------KD-L------VRR----------------LEAE------V----T-KG------E--L--A---------------------------------A-LP----D-S-----L-D-TD----NAAALIRCL--------------RD-S-G-L---ELAVVTNNSPL-AAAEYLRSK--N-L----L--DCF-------------------------D-----A-IH-G-R-G----A---DPD---LM-------KPDP-----------------------------------D-V--IERAL-N---------------DPHLS-A-A--A-T-E-AV------MIGDSP-SDFDAARAAGV-EFI-GYA-RNA------------D-KL-----R-----R--L----RD-A--K----------AE--------T----V--I---G---SY---------AP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----RAREM-------------
RPE73340.1 -ITN-----A--RF--------VLFDFDGPICQ-------LFA---G----HK------AEE---VAKEL--------VAWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QQ------E--L--K---------------------------------A-IA----T-A-----M-P-TA----YVDPLIRTW--------------SA-V-G-S---RLAVATNNSPR-TVTEYLLQR--G-L----V--DCF-T-----------------------P-----H-VY-G-R-T----S---ELD---RL-------KPDP-----------------------------------H-T--LIRGL-N---------------A--MG-A-A--P-E-A-AL------MIGDNV-SDLQAAVRAGV-PFL-GYA-RNE------------D-KA-----K-----E--F----HE-A--G----------AP--------V----V--V---Q---SF---------QP-L-------------------------------------L-----------------------------------------------------------T--------------------------------Q---------------------------L--R---------------------------------------------------------------
WP_107419111.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAERL--------VDWL---EG-R---------G-----LH----G-------------------L--LT-E--------P-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-VV----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-VASRYLEGR--G-L----M--ACF-A-----------------------P-----H-LY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LKRAL-N---------------A--MG-S-A--P-G-D-AL------MIGDTP-SDFLAASAAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-V--G----------AT--------A----V--V---G---SL---------DV-V-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------I--R----R-QG-------------------------------------------------------
WP_079133519.1 -ITP-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-A--------A-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLETR--G-L----A--GCF-T-----------------------P-----H-LY-G-R-T----G---QLH---HL-------KPHP-----------------------------------H-C--VHRAL-S---------------A--LG-A-P--P-E-A-AL------MIGDAA-SDLAAAREAGV-PFL-GYA-RNG------------T-KE-----L-----A--L----RA-A--G----------AE--------L----V--V---Q---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_114531951.1 -IGG-----V--RL--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---AR-L---------G-----LK----D-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-D--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLAPR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--RG-M-A--P-G-Q-AL------MVGDTT-SDLMAARGAGV-PFL-GYA-RNE------------E-KA-----K-----L--L----RQ-A--G----------AE--------T----V--V---Q---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_119100215.1 -ITR-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------ADR---VAREL--------VEWL---EG-R---------G-----LH----G-------------------L--VT-E--------T-ER-E-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TA----YADPLIRTW--------------KA-V-G-S---QLAIATNNSPR-VVRQYLAGR--G-L----T--SCF-T-----------------------P-----H-IY-G-R-T----Q---DLQ---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-A-GL------MIGDTP-TDFRAAREAEV-PFI-GYA-RNE------------R-KE-----K-----I--L----RE-A--G----------AA--------T----I--V---G---SL---------EL-L-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------V--R-SRRR----------------------------------------------------------
WP_041983293.1 -----------------------MFDFDGPVCH-------LFA---G----HP------AEQ---VADDL--------VSCL---RT-L---------N-----TE----E-------------------L--LR-A--------E-GV-N-W----K-----------------------------DPHAV---------------------------V--RL-A------G------------R-------L----------Y--------------P-N--------------------------------------------------------------SG-L------VET----------------LEER------L----T-AH------E--L--R---------------------------------A-AH----G-A-----I-P-TT----HADELIRAL--------------WA-K-S-Y---KLAVTTNNSAS-VVESYLSTK--G-L----L--DYF-A-----------------------P-----H-VH-G-R-T----K---DLL---RL-------KPDP-----------------------------------D-C--LIRAL-E---------------S--TG-A-A--A-A-E-SL------MIGDTG-ADCEAAHKAGI-AFI-GYA-KTE------------A-KR-----V-----Q--L----KS-A--G----------AE--------R----I--V---S---SL---------DQ-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------V--R---------------------------------------------------------------
ANJ11507.1 -MGG-----V--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAGEL--------VDWL---SR-L---------G-----LK----D-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-D--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--RG-M-A--P-G-Q-AL------MVGDTA-SDLTAARAAGV-PFL-GYA-RNE------------E-KA-----K-----I--L----RQ-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOX31005.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------S----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078612784.1 -ITR-----A--RV--------VLWDFDGPICS-------LFS---G----HS------AAK---VASEL--------VEWL---EG-R---------G-----LR----G-------------------V--VT-D--------G-ER-S-T----L-----------------------------DPHVV---------------------------L--RA-V------D------------A-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-NE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRKYLAGR--G-L----V--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-R-D-AL------MIGDTP-SDYLAARSAGV-PFL-GYA-RNE------------Y-KA-----K-----L--L----SD-A--G----------AE--------S----I--V---E---SL--WPVLVALRA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078992625.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-D--------A-ER-D-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-VARTYLDTR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPHP-----------------------------------H-C--VHRAL-S---------------A--MG-A-P--P-E-A-AL------MIGDAP-SDLAAAREAGV-PFL-GYA-RNE------------R-KE-----H-----D--L----RA-A--G----------AE--------L----V--V---Q---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_052848531.1 -ISN-----A--RC--------VLFDFDGPVCR-------LFA---V----HS------AEI---IAGKL--------RELT---AE-L---------S-----AS----A-------------------L--LT-E--------E-LR-T-S----P-----------------------------DPHEV---------------------------L--RQ-I------A------------R-------R----------R--------------P-G--------------------------------------------------------------GA-L------VER----------------LEAA------L----T-RE------E--V--S---------------------------------A-AA----S-A-----H-P-TP----YAAALIAAL--------------SR-R-G-R---QVAIATNNSAL-AAEHYLRRH--H-L----S--GYL-G-----------------------G-----R-VH-G-R-T----G---DIT---LL-------KPHP-----------------------------------D-S--LQRAL-A---------------S--TR-T-A--A-H-R-SL------MIGDSV-ADLDAARAAGV-PFL-GYA-PTE------------P-VA-----A-----A--F----RT-A--G----------AE--------H----V--V---T---SL---------EL-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_104787576.1 --RR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEQ---VATDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-D--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRTYLASR--G-L----V--GCF-A-----------------------P-----H-IY-G-R-T----R---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-V-A--P-G-D-AL------MIGDTP-SDHEAAGRAGV-PFL-GYA-RNG------------R-KA-----K-----L--L----RA-A--G----------AD--------V----V--L---E---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--RT--------------------------------------------------------------
WP_079048156.1 -ISG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VATDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------P-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-QE------E--M--L---------------------------------A-AS----S-A-----R-P-TP----YADPLIRTW--------------TA-V-G-P---RPAIATNNSPR-VVRTYLTDR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---QLS---RL-------KPDP-----------------------------------H-C--INRAL-N---------------A--MG-T-A--P-D-S-AL------MIGDTP-SDFHAATAAGV-PFL-GYA-RNE------------D-KG-----K-----V--L----RA-A--G----------AT--------V----I--L---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R-------TAPR----------------------------------------------------
WP_076689126.1 -ITR-----A--HF--------ALLDFDGPICG-------LFA---G----HS------ARG---IAREQ--------IGWL---AE-R---------G-----LH----G-------------------L--LT-D--------D-VR-G-E----R-----------------------------DPFQV---------------------------L--RA-V------D------------A-------R----------Q--------------R-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QQ------E--L--R---------------------------------A-VP----S-A-----F-P-TP----YADPLIRTW--------------SA-V-G-T---RLAIATNNSPR-AVTRYLDLR--G-L----T--PCF-T-----------------------P-----H-IY-G-R-T----S---RLD---LL-------KPDP-----------------------------------H-C--LRRAM-S---------------A--LG-A-A--P-A-E-TV------MIGDAP-SDCRAAREAGV-GFV-GFA-RNE------------T-KA-----G-----L--L----RE-A--G----------AN--------A----L--V---P---DW---------QP-V-------------------------------------L-----------------------------------------------------------A--------------------------------R---------------------------L--R-------------------------SRG-----------------------------------
KOV66461.1 -ITS-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-D--------A-ER-D-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-VARTYLDTR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPHP-----------------------------------H-C--VHRAL-S---------------A--MG-A-P--P-E-A-AL------MIGDAP-SDLAAAREAGV-PFL-GYA-RNE------------R-KE-----H-----D--L----RA-A--G----------AE--------L----V--V---Q---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_116512285.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AER---VAVEQ--------VRWL---EQ-R---------G-----LH----G-------------------L--LT-E--------E-ER-A-E----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QQ------E--L--T---------------------------------A-VA----S-A-----W-P-TQ----YADPLIRTW--------------YA-V-G-A---HLAVTTNNSPE-VASRYLATR--G-L----T--TCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--VQRAL-A---------------A--LG-A-T--P-E-A-SL------MIGDTP-SDFEAATAAGI-AFL-GYA-RNE------------R-KA-----K-----V--L----RE-A--G----------AE--------T----V--V---S---SL---------EP-L-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_079178140.1 ---------A--RV--------ILWDFDGPICS-------LFA---R----HS------ATT---VADEL--------IGWL---GA-Q---------G-----LH----D-------------------L--LT-E--------D-ER-A-S----L-----------------------------DPHFV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-TH------E--L--K---------------------------------A-VP----T-A-----M-P-TG----YADVLIRTW--------------ST-L-G-P---RMAITTNNSPS-VVRKYLAGR--D-L----L--DHF-A-----------------------P-----H-IY-G-R-T----K---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-R---------------G--LG-S-S--P-K-D-AL------MIGDTP-SDFHAAEQAGV-PFL-GYA-RNP------------R-KE-----K-----L--L----RE-A--G----------AV--------D----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R-------------TRP-----------------------------------------------
WP_108933414.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------S----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055700340.1 -----------------------LFDFDGPVCR-------LFA---G----RA------ADE---VAKDL--------VQRL---EE-R---------G-----LR----G-------------------L--LT-P--------G-ER-E-E----P-----------------------------DPYIV---------------------------L--RA-V------H------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VDE----------------LERW------L----T-QQ------E--L--D---------------------------------A-VA----S-A-----W-P-TA----HVDPLIQTW--------------YA-I-G-T---RLAVTTNNAPD-PVNRYLHSR--G-L----L--ACF-A-----------------------P-----H-IY-G-R-T----A---DLS---LL-------KPHP-----------------------------------H-C--VQRAL-G---------------A--MG-A-D--R-R-L-TL------MIGDAP-SDYEAARRAGV-RFL-GYA-RNK------------R-KA-----A-----L--L----HE-A--G----------AR--------H----L--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------T---------------------------V--R-------------------------AAG-----------------------------------
WP_078914050.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HS------AER---VANDL--------ASWL---ES-R---------G-----LH----G-------------------L--FT-E--------T-ER-T-S----L-----------------------------DPQVL---------------------------L--HA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-SG----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVREYLASR--G-L----G--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPDP-----------------------------------H-C--VNRAL-N---------------A--MG-A-A--P-A-T-AL------LIGDAP-TDFLAARAAGV-PFL-GYA-RDE------------G-KG-----R-----L--L----RD-A--G----------AT--------A----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_078655422.1 -ITR-----A--RV--------VLWDFDGPICS-------LFS---G----HS------ADR---VATEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------D-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAIATNNSPR-VVRKYLTSR--G-L----V--SCF-T-----------------------P-----H-IY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDFLAARSAGV-PFL-GYA-RNK------------R-KE-----K-----L--L----RE-A--G----------AT--------S----V--V---N---SLAPV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106971716.1 -ITK-----A--RH--------VLFDFDGPICR-------LFA---G----HT------AER---VAGEL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-D-S----L-----------------------------DPHMV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------SA-V-G-S---RLAIATNNSPR-VVRTYLAGR--G-L----V--PCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------H-C--LIRAL-N---------------G--LG-A-A--P-S-A-TL------MIGDTP-TDLEAAEGAGV-SFL-GYA-RND------------R-KE-----K-----V--L----RD-A--G----------AE--------H----V--V---G---SL---------DT-V-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_111665461.1 -VRG-----A--RY--------VLFDFDGPICR-------LFA---G----RP------AEW---IAREQ--------VAWL---DA-Q---------G-----LG----D-------------------A--LT-R--------E-ER-A-D----S-----------------------------DPHSA---------------------------L--RS-L------G------------L-------Q----------R--------------P-S--------------------------------------------------------------SD-L------VVE----------------MEKR------L----T-DQ------E--L--Q---------------------------------A-VP----T-A-----W-P-TP----YADPLIRTW--------------SA-V-G-A---RLAITTNNSPE-VARRYLEGR--G-L----S--ACF-E-----------------------P-----H-IY-G-R-T----Q---DLE---RL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--MG-A-A--H-A-A-TL------MIGDTP-TDLRAAEAAGV-AFL-GYA-RNE------------D-KK-----R-----T--L----RE-A--G----------AS--------Q----V--V---E---SL---------EG-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078625529.1 --RR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEQ---VASDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPR-VVRKYLAGR--G-L----A--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-D-AL------MIGDTP-SDHEAAGRAGV-PFL-GYA-RNG------------R-KA-----K-----L--L----RV-A--G----------AD--------V----V--L---E---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--RA--------------------------------------------------------------
WP_101404280.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AED---VAKDL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-V--------E-EQ-V-H----P-----------------------------DPMVV---------------------------L--YA-V------H------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VSE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VP----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-A---RLAIATNNSAR-TATGYLASR--D-L----T--GCF-A-----------------------P-----N-IY-G-R-G----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDAP-SDYEAARQAGV-PFL-GYA-RTA------------Y-KE-----K-----L--L----RD-A--G----------AE--------D----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_042822467.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----HA------ADR---VAGEL--------VDWL---ET-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPQVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TE----YAYPLIRTW--------------SA-L-G-V---GLAITTNNSPR-AVSEYLEMR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----E---ALH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-E-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNG------------R-KA-----K-----I--L----EE-A--G----------AE--------T----V--V---N---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EST28195.1 -------------ARV------ILWDFDGPICR-------LFA---R----HK------AER---VAAGL--------VDWL---AG-H---------G-----LH----N-------------------L--LS-E--------S-ER-E-L----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPK-VVRAYLDGR--G-L----S--SCF-A-----------------------S-----H-IY-G-R-T----A---DLH---LL-------KPNP-----------------------------------H-C--LNRAL-T---------------A--MG-C-A--P-S-A-AL------MIGDSG-SDLAAANNAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AG--------C----V--L---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
KKD07333.1 -ITH-----A--RV--------VLWDFDGPICR-------LFA---G----HT------ADG---VARGL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------D-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-I-G-S---RLAIATNNSPR-VVRRYLSSR--G-L----I--SCF-T-----------------------P-----H-IY-G-R-T----E---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAAQSAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AA--------V----V--V---N---SLA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KIE25142.1 -MAS-----V--RF--------VLWDFDGPICR-------LFA---R----HR------AER---VAADL--------VGWL---ER-Q---------G-----PR----E-------------------L--LT-D--------A-ER-V-S----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------S--------------P-D--------------------------------------------------------------SG-L------VAG----------------LEEQ------L----T-QQ------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPQ-AAGAYLEAR--G-L----T--RCF-A-----------------------T-----H-LY-G-R-T----R---QLD---HL-------KPHP-----------------------------------Q-C--LIRAL-D---------------A--MG-A-T--A-S-T-AL------MIGDSG-SDVAAAREAGV-PFL-GYA-CAE------------S-RE-----E-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R----------------------S----------------------------------------
WP_063793485.1 -ISG-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VATDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------P-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-QE------E--M--L---------------------------------A-AS----S-A-----R-P-TP----YADPLIRTW--------------TA-V-G-P---RPAIATNNSPR-VVRKYLTDR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---QLS---RL-------KPDP-----------------------------------H-C--INRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-SDFHAATAAGV-PFL-GYA-RNE------------D-KE-----K-----V--L----QA-A--G----------AT--------V----I--L---P---SL---------AP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R-------TAPQ----------------------------------------------------
WP_079163561.1 -IGG-----V--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAGEL--------VDWL---SR-L---------G-----LK----D-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------R----------R--------------H-D--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--RG-M-A--P-G-Q-AL------MVGDTA-SDLTAARAAGV-PFL-GYA-RNE------------E-KA-----K-----I--L----RQ-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUO10612.1 -MAR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AED---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----WADPLIRTW--------------TA-L-G-L---RLAITTNNSPR-VVAKYLTGR--G-L----T--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELH---LL-------KPHP-----------------------------------H-C--LQRAL-R---------------A--TG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-A--G----------AT--------V----V--V---N---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------A--R---------------------------------------------------------------
KES07616.1 --GG-----V--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VANDL--------AAWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPR-VAREYLASR--R-L----V--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELS---HL-------KPDP-----------------------------------H-C--IHRAL-N---------------A--MG-A-A--P-A-S-AL------MIGDTP-SDLRAARAAGV-PFL-GYA-RNA------------R-KS-----E-----L--L----RD-A--G----------AS--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-------DL------------------------------------------------------
WP_121893592.1 -IAR-----A--RV--------VLWDFDGPICR-------LFA---G----HA------AER---VAVDL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------P-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----YADPVIRTW--------------TA-V-G-S---RLAIATNNSPR-VVREYLLGR--G-L----T--SCF-V-----------------------P-----H-IY-G-R-T----Q---ELQ---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDLAAANAAGV-PFL-GYA-RND------------R-KE-----K-----I--L----RE-A--G----------AT--------V----I--V---H---SL---------ST-V-------------------------------------L-----------------------------------------------------------T--------------------------------L---------------------------L--R----A----------------------------------------------------------
WP_031086046.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------S----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_127832462.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AER---VAVDQ--------VRWL---EE-R---------G-----LH----G-------------------L--LT-E--------E-ER-A-E----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------S--------------P-G--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QQ------E--L--T---------------------------------A-VA----S-A-----W-P-TQ----YADPLIRTW--------------FA-V-G-A---HLAVTTNNSPA-VASRYLATR--G-L----T--TCF-A-----------------------P-----H-VY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--VQRAL-G---------------A--LG-A-T--P-E-A-SL------MIGDTP-SDFEAATAAGI-AFL-GYA-RNE------------R-KA-----K-----V--L----RE-A--G----------AE--------A----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------Q--------------------------------V---------------------------V--R--------------------ERG----------------------------------------
WP_079040646.1 -ISG-----A--RV--------VLWDFDGPVCR-------LFA---D----HS------AQR---VATDL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-E--------S-ER-E-S----P-----------------------------DPYAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------PAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-VS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RSAIATDNSPR-AVRDYLADR--G-L----L--GCF-A-----------------------P-----H-VY-G-R-T----R---QLG---RL-------EPDS-----------------------------------H-R--VHRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-ADLHAATAAGV-PFL-GYA-RDE------------E-KG-----R-----L--L----RA-A--G----------AT--------T----V--L---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------G---------------------------L--R-------AAPRT---------------------------------------------------
WP_071377667.1 ----------------------MLWDFDGPICR-------LFA---R----HT------AER---VAAEL--------VDWL---AG-R---------G-----LH----N-------------------L--LS-D--------S-ER-G-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----S-HE------E--L--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPT-VVRAYLNGR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-S-A--P-G-A-AL------MIGDSP-SDLTAAHDAGV-PFL-GYA-RNE------------H-KR-----K-----L--L----RE-A--G----------AG--------C----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------M---------------------------L--R---------------------------------------------------------------
WP_010351615.1 -IGR-----A--RV--------VLWDFDGPVCG-------LFA---G----HP------AEQ---VAAEL--------MERL---EL-R---------G-----LR----G-------------------L--LS-E--------G-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------S-------R----------R--------------P-S--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-KE------E--L--T---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------VA-V-G-A---RMAITTNNSPR-VVGKYLASR--G-L----S--ACF-A-----------------------P-----H-VY-G-R-T----A---DIQ---LL-------KPDP-----------------------------------H-C--LNKAL-R---------------A--MG-S-A--P-A-D-AL------MIGDTP-SDLEAARRAGV-PFL-GYA-RNK------------V-KE-----D-----L--L----RE-E--G----------AE--------V----V--V---S---SL---------ES-V-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_123996646.1 -ITN-----A--RF--------VLFDFDGPICQ-------LFA---G----HK------AEE---VAKEL--------VAWL---ER-Q---------G-----LR----G-------------------L--LT-E--------E-ER-V-H----P-----------------------------DPMVV---------------------------L--YA-V------N------------R-------R----------H--------------P-H--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QQ------E--L--K---------------------------------A-IA----T-A-----M-P-TA----YVDPLIRTW--------------SA-V-G-S---RLAVATNNSPR-TVTEYLLQR--G-L----V--DCF-T-----------------------P-----H-VY-G-R-T----S---ELD---RL-------KPDP-----------------------------------H-T--LIRGL-N---------------A--MG-A-A--P-E-A-AL------MIGDNV-SDLQAAVRAGV-PFL-GYA-RNE------------D-KA-----K-----E--F----HE-A--G----------AP--------V----V--V---Q---SF---------QP-L-------------------------------------L-----------------------------------------------------------T--------------------------------Q---------------------------L--R---------------------------------------------------------------
KOU00808.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------S----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KR-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079060891.1 -ISG-----A--RV--------VLWDFDGPVCR-------LFA---D----HS------AQR---VATDL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-E--------S-ER-E-S----P-----------------------------DPYAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------PAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-VS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RSAIVTDNSPR-AVRDYLADR--G-L----L--GCF-A-----------------------P-----H-VY-G-R-T----R---QLG---RL-------EPDS-----------------------------------H-R--VHRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-ADLHAATAAGV-PFL-GHA-RDE------------E-KG-----R-----L--L----RA-A--G----------AT--------T----V--L---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------G---------------------------L--R-------TAPRT---------------------------------------------------
AKJ12323.1 ----------------------VLWDFDGPICR-------LFA---R----HR------AEA---VAAEL--------VDWL---AG-R---------G-----LH----N-------------------L--LS-D--------S-ER-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLQGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-A---------------A--TG-S-A--P-S-A-AL------MIGDSP-SDLAAANDAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RE-A--G----------AG--------S----V--V---A---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_031225456.1 ----------------------ILWDFDGPICR-------LFA---R----HK------AER---VAAGL--------VDWL---AG-H---------G-----LH----N-------------------L--LS-E--------S-ER-E-L----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPK-VVRAYLDGR--G-L----S--SCF-A-----------------------S-----H-IY-G-R-T----A---DLH---LL-------KPNP-----------------------------------H-C--LNRAL-T---------------A--MG-C-A--P-S-A-AL------MIGDSG-SDLAAANNAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AG--------C----V--L---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
ATL28792.1 -----EGG-----C--------VLFDFDGPICR-------LFP---H----GA------SRR---VADDF--------WRLV---GE-G---------G-----LL----D-------------------M--ID-L--------A-DR-Y-S----K-----------------------------DPYDV---------------------------L--RD-V------A------------Q-------E----------R--------------P-G--------------------------------------------------------------SE-A------VAA----------------LEDV------L----T-RG------E--V--R---------------------------------A-AQ----H-A-----P-A-TD----GAHDLIREL--------------SR-R-G-C---RIAVVTNNSPR-AVESYLHRH--G-L----S--EAF-G-----------------------P-----H-VY-G-R-G----P---DAD---QL-------KPDP-----------------------------------D-M--LLRAL-A---------------G--LG-A-E--P-G-D-AV------MIGDTV-SDLVAAREAKV-RFV-GYA-RDD------------R-KV-----A-----P--L----RA-A--G----------AE--------A----V--V---R---E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071659273.1 -IAS-----V--RF--------VLWDFDGPICR-------LFA---R----HR------AER---VAADL--------VGWL---ER-Q---------G-----PR----E-------------------L--LT-D--------A-ER-V-S----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------S--------------P-D--------------------------------------------------------------SG-L------VAG----------------LEEQ------L----T-QQ------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPQ-AAGAYLEAR--G-L----T--RCF-A-----------------------T-----H-LY-G-R-T----R---QLD---HL-------KPHP-----------------------------------Q-C--LIRAL-D---------------A--MG-A-T--A-S-T-AL------MIGDSG-SDVAAAREAGV-PFL-GYA-CAE------------S-RE-----E-----R--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R----------------------S----------------------------------------
WP_079079036.1 -IAR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AED---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----WADPLIRTW--------------TA-L-G-L---RLAITTNNSPR-VVAKYLTGR--G-L----T--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELH---LL-------KPHP-----------------------------------H-C--LQRAL-R---------------A--TG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RG-A--G----------AT--------V----V--V---N---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------A--R---------------------------------------------------------------
WP_027731959.1 -ING-----A--DH--------VLFGFDGPLCR-------LFV---R----HP------AAG---IAHSL--------VRWL---DR-H---------G-----GQ----V-------------------R--LT-D--------G-QR-T-T----D-----------------------------DPHEV---------------------------L--RT-V------G------------L-------R----------H--------------P-G--------------------------------------------------------------CD-V------AEA----------------LERE------L----T-RQ------E--L--L---------------------------------A-AR----S-A-----W-P-TA----YADPLIRTW--------------SA-V-A-Q---GLAVAGDNSSR-AMEEYLAGR--G-L----R--ECF-A-----------------------T-----H-IH-G-R-T----P---DLV---HL-------TPDP-----------------------------------D-C--VLRAL-D---------------S--LG-A-T--P-E-T-SL------MIGSTP-ADLLAARAVGV-GFL-GYA-PDA------------G-RA-----E-----R--L----RA-A--G----------GA--------V----V--V---E---SL---------DP-V-------------------------------------L-----------------------------------------------------------A--------------------------------I---------------------------V--R---------------------------------------------------------------
WP_078903165.1 --GG-----V--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VANDL--------AAWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPR-VAREYLASR--R-L----V--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELS---HL-------KPDP-----------------------------------H-C--IHRAL-N---------------A--MG-A-A--P-A-S-AL------MIGDTP-SDLRAARAAGV-PFL-GYA-RNA------------R-KS-----E-----L--L----RD-A--G----------AS--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-------DL------------------------------------------------------
WP_095046474.1 -ITH-----A--RV--------VLWDFDGPICR-------LFA---G----HT------ADG---VARGL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------D-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----YADPLIRTW--------------TA-I-G-S---RLAIATNNSPR-VVRRYLSSR--G-L----I--SCF-T-----------------------P-----H-IY-G-R-T----E---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAAQSAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AA--------V----V--V---N---SLA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079130784.1 -ISG-----A--RV--------VLWDFDGPVCR-------LFA---D----HS------AQR---VATDL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-E--------S-ER-E-S----P-----------------------------DPYAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------PAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-VS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RSAIVTDNSPR-AVRDYLADR--G-L----L--GCF-A-----------------------P-----H-VY-G-R-T----R---QLG---RL-------EPDS-----------------------------------H-R--VHRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-ADLHAATAAGV-PFL-GHA-RDE------------E-KG-----R-----L--L----RA-A--G----------AT--------T----V--L---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------G---------------------------L--R-------TAPRT---------------------------------------------------
OBQ49990.1 -MSG-----A--RV--------VLWDFDGPVCR-------LFA---D----HS------AQR---VATDL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-E--------S-ER-E-S----P-----------------------------DPYAV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------PAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-VS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RSAIVTDNSPR-AVRDYLADR--G-L----L--GCF-A-----------------------P-----H-VY-G-R-T----R---QLG---RL-------EPDS-----------------------------------H-R--VHRAL-N---------------A--MG-A-A--P-D-S-AL------MIGDTP-ADLHAATAAGV-PFL-GHA-RDE------------E-KG-----R-----L--L----RA-A--G----------AT--------T----V--L---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------G---------------------------L--R-------TAPRT---------------------------------------------------
WP_103541220.1 -MEN-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------ASWL---EG-R---------G-----LH----G-------------------L--LT-D--------D-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----Q-P-TP----YADPLIRTL--------------TA-V-G-T---RLAITTNNSPR-VVRGYLASR--D-L----V--PCF-A-----------------------P-----H-IY-G-R-T----Q---ELN---HL-------KPHP-----------------------------------H-C--IHRAL-N---------------A--IG-A-A--P-A-T-AL------MIGDTP-SDLLAARAAGV-PFL-GYA-RND------------R-KS-----K-----L--L----SD-A--G----------AT--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R-------EL------------------------------------------------------
WP_058924540.1 --RQ-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AQR---VASDL--------VHWL---ET-Q---------G-----LR----G-------------------V--LT-D--------D-ER-S-T----A-----------------------------DPHVV---------------------------L--RV-V------D------------R-------R----------H--------------P-A--------------------------------------------------------------SE-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-VP----S-A-----L-P-TA----FADPLIRTW--------------KA-V-G-A---RLAVATNNSPE-VARAYLSSR--G-L----L--DAF-L-----------------------P-----H-IY-G-R-T----H---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-T---------------A--MG-A-A--P-T-S-AL------FIGDTP-TDCEAARQAGV-PFL-GYA-RNE------------H-KE-----R-----L--L----QE-A--G----------AT--------D----I--V---R---SL---------RP-L-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
KOX47286.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------G----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLAAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079061945.1 -IAR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AED---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----WADPLIRTW--------------TA-L-G-L---RLAITTNNSPR-VVAKYLTGR--G-L----A--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELQ---LL-------KPHP-----------------------------------H-C--LHRAL-R---------------A--TG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------S----V--V---N---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------V--R--ERP----------------------------------------------------------
WP_105974739.1 -IDP-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEQ---VAIEL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-E--------A-ER-V-S----P-----------------------------DPHVV---------------------------L--RA-V------D------------H-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-VP----R-A-----F-P-TP----YVDILIQTW--------------RA-V-G-S---RLAITTNNSAR-TVGTYLTER--Q-L----T--GCF-A-----------------------P-----H-LY-G-R-T----Q---ALH---QL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--MG-A-A--P-S-A-AL------MIGDSP-ADFLAARRAGV-PFL-GYA-RND------------R-KE-----K-----E--L----RA-V--G----------AE--------T----I--V---N---SF---------AP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_037791509.1 -IRS-----A--DC--------ILFDFDGPICR-------LFA---H----HP------APL---IAENL--------RSLI---RE-Q---------G-----GQ----D-------------------E--LL-R--------R-VA-D-T----G-----------------------------DPLAV---------------------------L--RA-A------E------------A-------H------------------------------------------------------------------------------------------SS-L------AAT----------------LQKA------L----T-EE------E--L--R---------------------------------A-AE----S-A-----E-P-TL----HADALARSL--------------VA-A-G-R---RVAVTTNNSAP-AVEHYLTRH--G-L----M--PLF-A-----------------------E-----H-VH-G-R-Q----D---DAR---LL-------KPHP-----------------------------------D-C--LLRAL-T---------------A--TS-T-P--A-S-R-AL------MIGDTV-HDLRAARAARV-PFL-GFS-PRP------------E-RR-----A-----D--L----AA-A--E----------AD--------E----V--V---G---DL---------GE-V-------------------------------------V-----------------------------------------------------------S--------------------------------A----------------------------------------------------------------------------------------------
WP_075825160.1 -IGR-----A--RV--------VLWDFDGPVCG-------LFA---G----HP------AEQ---VAAEL--------MERL---EL-R---------G-----LR----G-------------------L--LS-E--------G-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------S-------R----------R--------------P-S--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-KE------E--L--T---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------VA-V-G-A---RMAITTNNSPR-VVGKYLASR--G-L----S--ACF-A-----------------------P-----H-VY-G-R-T----A---DIQ---LL-------KPDP-----------------------------------H-C--LNKAL-R---------------A--MG-S-A--P-A-D-AL------MIGDTP-SDLEAARRAGV-PFL-GYA-RNK------------V-KE-----D-----L--L----RE-E--G----------AE--------A----V--V---S---SL---------ES-V-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_030403576.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------S----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLTAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KR-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEC44746.1 ----------------------MLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-A-D-AL------MIGDSV-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RT-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_079175144.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-T---RLAVTTNNSPR-VVRSYLETR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-K---------------A--MG-A-A--P-A-A-AL------MIGDAP-SDLAAARDAGV-PFL-GYA-RDE------------A-RE-----R-----P--L----RT-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------A----------------------------------------
WP_078947956.1 -ITR-----A--RV--------VLWDFDGPICN-------LFA---G----HP------AEQ---VANDL--------VDWL---GG-R---------G-----LH----G-------------------L--LT-D--------A-ER-Q-A----L-----------------------------DPQTV---------------------------L--RA-L------H------------R-------R----------H--------------R-H--------------------------------------------------------------SD-L------VAE----------------AGER------L----T-QA------E--L--K---------------------------------A-AV----S-A-----R-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNHPR-AVVAYLDSR--G-T----T--SCF-A-----------------------P-----H-VY-G-R-T----E---DPH---LL-------KPDP-----------------------------------D-C--LNRAL-N---------------A--MG-C-E--P-S-A-AL------MIGDAP-TDFVAAAQAGV-PFL-GYA-RNE------------R-KA-----K-----P--L----RD-A--G----------AQ--------C----L--V---D---SL---------LP-V-------------------------------------L-----------------------------------------------------------E--------------------------------S---------------------------V--R-------------------------T-------------------------------------
WP_107429358.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VAEGL--------VKWL---EG-R---------G-----LR----D-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHIV---------------------------L--DA-V------D------------Q-------R----------H--------------P-G--------------------------------------------------------------SE-L------VAL----------------LEER------L----T-RE------E--L--K---------------------------------A-VD----K-A-----W-P-TA----YADALIRTW--------------TA-V-G-V---RLAVTTNNSPL-AAAGYLEGR--G-L----L--ECF-A-----------------------P-----H-LY-G-R-T----Q---DLH---LR-------KPHP-----------------------------------H-C--LNRAL-L---------------A--MG-S-A--P-S-D-AL------MIGDAP-SDFIAARKAGV-PFL-GYA-RNE------------L-KE-----K-----R--L----RD-A--G----------AT--------T----V--V---N---SL---------EP-V-------------------------------------L-----------------------------------------------------------E--------------------------------E---------------------------V--R---------------------------------------------------------------
WP_055706606.1 ----------------------VLWDFDGPICR-------LFA---R----HR------AER---VAAEL--------VDWL---AG-R---------G-----LH----N-------------------L--LS-D--------S-ER-D-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--R---------------------------------A-AG----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRAYLQGR--E-L----T--GCF-A-----------------------P-----H-IY-G-R-T----T---DLH---LL-------KPDP-----------------------------------H-C--LNRAL-A---------------A--TG-S-A--P-S-A-AL------MIGDSP-SDLAAANDAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RE-A--G----------AG--------F----V--V---A---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033281411.1 ----------------------VLWDFDGPICR-------LFA---G----HK------AEL---VAREL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPHIV---------------------------L--RA-V------D------------R-------R----------R--------------S-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--M--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------RA-A-G-S---RLAITTNNSPR-VVREYLVSR--G-L----V--TCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-A-AL------MIGDSP-TDFDAAREAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----RA-G--G----------AE--------H----V--V---D---SL---------EP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_113687338.1 -ISD-----A--EC--------VLFDFDGPVCR-------LFA---V----HT------AES---IAQLL--------RELA---AE-L---------S-----LS----A-------------------L--LS-A--------D-LR-A-S----P-----------------------------DPHRV---------------------------L--RG-I------A------------S-------Q----------R--------------P-G--------------------------------------------------------------PG-V------VER----------------FEAA------L----T-RE------E--I--T---------------------------------A-AG----S-A-----R-P-TP----YAATLIAAL--------------ST-R-G-R---QVAIATNNSPL-AAQHYLDRQ--Q-L----S--GYV-G-----------------------G-----R-VH-G-R-T----A---DIA---LL-------KPHP-----------------------------------D-S--LHRAL-A---------------S--AR-T-R--P-E-R-AL------MIGDSV-SDLRAAEAAGV-PFL-GYA-DDD------------A-GA-----Q-----A--L----RG-A--G----------AR--------H----V--V---R---SL---------EQ-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_079129839.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---E----HT------SER---VAAEL--------VRWL---TD-R---------G-----MH----G-------------------L--LT-D--------A-ER-Q-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VGE----------------LEAR------L----T-QE------E--M--R---------------------------------A-AA----S-A-----R-P-TP----YADPLIRTW--------------AA-L-G-S---RLAVTTNNSPL-VARAYLDRR--G-L----A--SCF-S-----------------------S-----H-VY-G-R-T----Q---DLR---HL-------KPDP-----------------------------------Y-C--LNQAL-S---------------A--TG-T-T--P-A-R-AL------MIGDTP-SDHQAARRAGV-PFL-GYA-CNA------------R-KE-----R-----L--L----RE-A--G----------AT--------V----V--V---G---SL---------EP-I-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--S------------------ARRRS----------------------------------------
KUN80156.1 -MAR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AED---VADGL--------VEWL---EG-R---------G-----LH----H-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TA----WADPLIRTW--------------TA-L-G-L---RLAITTNNSPR-VVAKYLTGR--G-L----A--SCF-T-----------------------P-----H-VY-G-R-T----Q---ELQ---LL-------KPHP-----------------------------------H-C--LHRAL-R---------------A--TG-S-A--P-D-T-AL------MIGDTP-SDFLAAREAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----RD-A--G----------AT--------S----V--V---N---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------V--R--ERP----------------------------------------------------------
OIK25826.1 -MTS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-T---RLAVTTNNSPR-VVRSYLETR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-K---------------A--MG-A-A--P-A-A-AL------MIGDAP-SDLAAARDAGV-PFL-GYA-RDE------------A-RE-----R-----P--L----RT-A--G----------AE--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------A----------------------------------------
EOY49140.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055471179.1 -IAG-----T--RC--------VLFDFDGPICR-------LFA---A----HP------SAG---IAQRL--------KGWL---TD-Q---------G-----HR----T-------------------L--VA-A----------LT-G-T----A-----------------------------DPQDV---------------------------L--RA-V------G------------A-------A----------H--------------P-G--------------------------------------------------------------SE-L------VRA----------------LEHR------L----T-EE------E--E--L---------------------------------A-TA----G-A-----R-P-TP----YADPLIRTL--------------VA-V-E-R---RVAVTTNNSPR-AAARYLASR--G-L----S--DCF-G-----------------------P-----H-IH-G-R-T----D---DPA---LL-------KPHP-----------------------------------D-C--LTRAL-R---------------S--LG-H-P--P-Q-E-SL------MIGDTR-ADAVAARSAGA-QFL-GYA-HDE------------R-RE-----D-----A--L----YA-A--G----------AS--------L----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053663820.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAREL--------VDWL---ET-Q---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------D------------R-------G----------R--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLENR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---RL-------KPDP-----------------------------------S-C--LNRAL-S---------------A--TG-V-A--P-E-R-AL------MVGDSP-SDLAAARRAGV-PFL-GYG-HNE------------R-KV-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078619914.1 --AS-----A--RC--------VLFDFDGPLVG-------LFA---N----HP------APG---VARVL--------KERL---RE-W---------G-----EL----T-------------------------P--------A-MS-S-C----D-----------------------------DPLEV---------------------------I--RA-F------A------------H-------H----------P--------------R-T-------------------------------------------------------------------------EE----------------LEKL------L----T-DQ------E--I--H---------------------------------A-AS----L-A-----V-P-AP----HSDELVRLL--------------VD-R-G-R---QVAVTTNNSPQ-AASHYLAGR--G-L----E--ELF-G-----------------------P-----H-IY-G-R-T----Q---DPA---LM-------KPDP-----------------------------------H-C--LNCAM-E---------------K--TG-H-E--P-A-D-CL------MIGDSV-SDYVAAEEAGV-TFL-GYA-RRA------------E-KE-----A-----D--L----RA-A--G----------AE--------F----V--I---D---SL---------EL-L-------------------------------------C-----------------------------------------------------------S--------------------------------A---------------------------A--R---------------------------------------------------------------
SED26232.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---IAADL--------VGWL---ER-Q---------G-----LH----G-------------------L--LT-E--------S-ER-T-T----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------S----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----L-P-TA----YADPVIRTW--------------TA-V-G-A---RLAVTTNNSPR-VVRTYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-S---------------A--TG-A-T--P-A-D-AL------MIGDAP-SDFAAARDAGV-PFL-GYA-RNE------------D-KE-----K-----P--L----RA-A--G----------AT--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100202060.1 ---A-----A--AC--------VLLDFDGPVCR-------LFS---G----HP------SAA---IAGSL--------RDLL---RE-S---------G-----ER----E-------------------L--LT-A--------E-VL-G-T----G-----------------------------DTHLI---------------------------L--RT-V------A------------E-------H----------R--------------H-G--------------------------------------------------------------TE-L------ARR----------------IEAR------M----T-EE------E--L--R---------------------------------A-AD----T-A-----R-P-TP----YADPLIWTL--------------VA-T-G-R---RVAVATNNSPL-AVERYLRGR--R-L----A--AHF-A-----------------------G-----H-VH-G-R-S----R---DLR---LL-------KPHP-----------------------------------H-C--LLEAL-R---------------S--TG-T-A--A-R-D-AL------MIGDAP-SDLAAARATGV-PFL-GFA-RNG------------R-KE-----A-----E--L----RG-A--G----------AG--------H----V--V---R---SM---------QE-V-------------------------------------L-----------------------------------------------------------A--------------------------------S-----------------------VTGTP------------------------------------------------------------------
WP_086159077.1 -ISN-----A--SC--------VLFDFDGPVCR-------LFA---V----HT------AES---IARRL--------RGLA---AE-L---------S-----VS----A-------------------L--LT-P--------E-LR-T-S----P-----------------------------DPHRV---------------------------L--RG-I------A------------R-------A----------R--------------P-A--------------------------------------------------------------PG-V------LSR----------------LEAA------L----T-RE------E--I--S---------------------------------A-AA----T-A-----P-P-TP----YAAALIAAL--------------ST-R-G-R---QVAIATNNSPL-AAEHYLNRH--K-L----A--GYV-G-----------------------G-----R-VH-G-R-T----Q---DVS---LL-------KPHP-----------------------------------D-S--LLRAL-A---------------S--TR-T-A--P-R-E-AL------MIGDSV-ADFEAARAAGV-AFL-GYA-FEE------------S-GE-----E-----Q--L----LA-A--G----------AR--------D----V--V---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
SCD74416.1 ----------------------VLWDFDGPVCR-------LFA---G----YP------ARD---VAADL--------IGWL---EG-R---------G-----LR----N-------------------L--LT-D--------D-EQ-E-T----H-----------------------------DPQVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-RH------E--L--D---------------------------------A-EP----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVATNNSAT-VVRAYLEGR--G-L----L--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--TG-T-A--P-E-A-AL------MIGDAP-SDCAAAAEAGV-PFL-GFA-RNE------------R-KA-----A-----L--L----RQ-A--G----------AE--------T----V--V---D---SL---------QP-L-------------------------------------F-----------------------------------------------------------T--------------------------------L---------------------------L--R---------------------------------------------------------------
GAT83208.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---E----HT------SER---VAAEL--------VRWL---TD-R---------G-----MH----G-------------------L--LT-D--------A-ER-Q-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VGE----------------LEAR------L----T-QE------E--M--R---------------------------------A-AA----S-A-----R-P-TP----YADPLIRTW--------------AA-L-G-S---RLAVTTNNSPL-VARAYLDRR--G-L----A--SCF-S-----------------------S-----H-VY-G-R-T----Q---DLR---HL-------KPDP-----------------------------------Y-C--LNQAL-S---------------A--TG-T-T--P-A-R-AL------MIGDTP-SDHQAARRAGV-PFL-GYA-CNA------------R-KE-----R-----L--L----RE-A--G----------AT--------V----V--V---G---SL---------EP-I-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--S------------------ARRRS----------------------------------------
WP_120697072.1 -ISD-----A--EC--------VLFDFDGPVCR-------LFA---V----HT------AES---IARLL--------RELA---AE-L---------S-----LS----A-------------------L--LS-A--------D-LR-A-S----P-----------------------------DPHSV---------------------------L--RG-I------A------------G-------Q----------R--------------P-G--------------------------------------------------------------PG-V------VER----------------FEAA------L----T-RE------E--I--T---------------------------------A-AA----S-A-----R-P-TP----YAATLIAAL--------------ST-R-G-R---QVAIATNNSPL-AAQHYLDRQ--Q-L----S--GYV-G-----------------------G-----R-VH-G-R-T----A---DIA---LL-------KPHP-----------------------------------D-S--LHRAL-A---------------S--AR-T-R--P-E-R-AL------MIGDSV-SDLRAAEAAGV-PFL-GYA-DDG------------A-GA-----E-----A--L----RG-A--G----------AR--------H----V--V---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_121788110.1 -ITP-----A--RF--------VLWDFDGPICR-------LFA---T----HR------AER---VAADL--------VEWL---ER-Q---------G-----LR----G-------------------L--LT-D--------A-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIHTW--------------TA-V-G-A---HLAVTTNNSPR-AARTYLESR--G-T----A--RCF-T-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-T-AL------MIGDSL-SDLTAARRAGV-PFL-GYA-RRA------------Q-KA-----K-----A--L----RA-A--G----------AD--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------GAHR-------------------------------------
AMW15391.1 -MRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------ASWL---AG-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRKYLAGR--G-L----A--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-V-A--P-G-D-AL------MIGDAP-SDHEAAGRAGV-PFL-GYA-RNG------------R-KA-----K-----L--L----RV-A--G----------AD--------V----V--L---E---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--RA--------------------------------------------------------------
WP_067020486.1 -IAS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAREL--------VEWL---AA-G---------G-----LG----G-------------------L--LT-V--------A-ER-E-H----P-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-VP----T-A-----M-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVATNNSPR-TVRTYLADR--D-L----I--SCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDSA-TDFFAAQKAGV-PFL-GYA-RNT------------R-KA-----G-----L--L----RE-A--G----------VG--------D----V--V---E---SF---------RP-L-------------------------------------L-----------------------------------------------------------S--------------------------------L---------------------------L--R---------------------------------------------------------------
EPH46008.1 -------SAA--RC--------VLFDFDGPLCR-------LFP---D----GA------SGR---VARDL--------KALA---AR-R---------G-----VR----G-------------------V--LT-D--------E-EE-S-S----I-----------------------------DPHVV---------------------------L--RA-M------D------------R-------A----------G--------------V-G--------------------------------------------------------------AA-L------VRE----------------LEER------L----T-RG------E--L--R---------------------------------A-VP----D-A-----L-P-TP----DAGRLVRAL--------------RA-A-G-C---AVAIVTNNSAR-AAAAFLGRPDVG-L----S--DAF-G-----------------------P-----H-VH-G-R-S----H---RPD---LL-------KPDP-----------------------------------D-V--VTRAL-L---------------G--LD-A-K--P-G-D-AL------LVGDTV-PDLEAARAAGVGFFV-GYA-RNE------------G-KA-----K-----P--L----RA-A--G----------AP--------V----V--V---D---SL---------LP-L-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_078885203.1 -IGR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRTYLAGR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-R---------------A--MG-A-A--P-G-E-AL------MIGDAP-TDHEAAERAGV-PFL-GYA-RND------------R-KA-----K-----L--L----LE-A--G----------AE--------S----V--V---G---SL---------ET-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_103844352.1 -ING-----A--RC--------VLFDFDGPICR-------LFA---G----YS------ARN---IAQEM--------VGWL---AR-Q---------G-----LQ----G-------------------L--LT-E--------Q-ER-A-H----P-----------------------------DPQFV---------------------------L--RT-L------D------------E-------R----------Q--------------P-D--------------------------------------------------------------SD-L------VDA----------------LKDM------L----T-RE------E--L--K---------------------------------A-VP----S-A-----W-P-TP----YADPVIRTW--------------DA-R-G-A---RLAVTTNNAAD-TVHRYLQSR--E-L----V--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---QQ-------KPDP-----------------------------------Y-H--LNRAL-R---------------A--MG-S-D--S-K-S-AL------MIGDTA-DDLEAARRAGV-PFL-GYG-STD------------R-KE-----K-----L--L----RE-A--G----------AQ--------T----V--V---R---SL---------DS-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
OAA98590.1 ----------------------MLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-A--------A-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLETR--G-L----A--GCF-T-----------------------P-----H-LY-G-R-T----G---QLH---HL-------KPHP-----------------------------------H-C--VHRAL-S---------------A--LG-A-P--P-E-A-AL------MIGDAA-SDLAAAREAGV-PFL-GYA-RNG------------T-KE-----L-----A--L----RA-A--G----------AE--------L----V--V---Q---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_098243397.1 ----------------------VLFDFDGPICH-------LFP---G----DT------AKR---VAEAQ--------VRWL---EE-R---------G-----LR----D-------------------L--LA-D--------G-VR-E-E----P-----------------------------DPYKV---------------------------L--RA-V------D------------L-------R----------S--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEEH------L----T-QQ------E--L--G---------------------------------L-VA----T-A-----M-P-TA----YVDPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-AVGRYLASR--G-L----T--ECF-A-----------------------P-----H-VY-G-R-T----P---DLH---LL-------KPHP-----------------------------------H-C--VRRAL-D---------------A--MG-A-A--P-D-E-TL------MIGDAP-SDHVAARAAGV-RFL-GYA-RNA------------R-KA-----E-----R--L----RA-A--G----------AT--------H----L--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------V--Y-------------------------AVG-----------------------------------
WP_102909318.1 -ISR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------VSWL---EG-R---------G-----MH----G-------------------L--LS-D--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-T---RLAITTNNSPR-VVREYLASR--G-L----V--DCF-A-----------------------P-----H-LY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-D-AL------MIGDAP-SDLQAAERAGV-PFL-GYA-RND------------R-KA-----K-----F--L----LE-A--G----------AE--------W----V--V---G---SM---------ET-L-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_100595780.1 ---------A--RF--------VLFDFDGPICR-------LFA---G----HS------AER---VAVEQ--------VRWL---EE-R---------G-----LH----G-------------------L--LT-E--------E-ER-A-E----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-QQ------E--L--T---------------------------------A-VA----S-A-----W-P-TQ----FADPLIRTW--------------FA-V-G-A---HLAVTTNNSPA-VASRYLATR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--VQRAL-G---------------A--LG-A-T--P-E-T-SL------MIGDTP-SDFEAATAAGI-AFL-GYA-RTD------------R-KA-----K-----V--L----RE-A--G----------AE--------V----V--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------L--R--------------------GRG----------------------------------------
WP_102929135.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-Q---------G-----LR----E-------------------L--LT-P--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------H--------------H-R--------------------------------------------------------------SD-L------AAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAITTNNSPR-VVSEYLAGR--G-L----L--DCF-A-----------------------P-----H-LY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-H-AL------MVGDST-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----I--L----KQ-A--G----------AA--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086694136.1 -LIG-----A--RV--------VLWDFDGPVCR-------LFA---R----HR------AER---VAAGL--------VEWL---AG-R---------G-----LR----G-------------------L--LT-E--------D-ER-Q-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QD------E--L--L---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------SA-V-G-S---RLAVTTNNSPR-VVHAYLAGR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----A---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-A---------------A--LG-A-G--P-E-S-AL------MIGDSP-TDFVAAERAGV-RFL-GYA-SGE------------R-RA-----G-----Q--L----RA-A--G----------AD--------T----V--L---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_079129016.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------ASWL---AG-R---------G-----LH----G-------------------L--LT-D--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRKYLAGR--G-L----A--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-V-A--P-G-D-AL------MIGDAP-SDHEAAGRAGV-PFL-GYA-RNG------------R-KA-----K-----L--L----RV-A--G----------AD--------V----V--L---E---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--RA--------------------------------------------------------------
WP_125935538.1 ALDS-----A--KC--------VFFDFDGPICR-------LFS---A----RP------ADL---IARRL--------LNLL---DD-E---------E-----PL----L----------------------LA-E--------E-TY-L-P----H-----------------------------DPLGI---------------------------L--SA-A------L------------R-------A----------A--------------P-D--------------------------------------------------------------HE-L------IPT----------------AEQQ------L----T-QE------E--Q--R---------------------------------A-AR----H-A-----T-S-TP----DAHALIEEL--------------YG-Q-G-R---VLAITSNNSAA-AIRVYLDRH--G-L----A--PYF-S-----------------------P-----H-VH-G-R-R----A---DPI---RL-------KPDP-----------------------------------D-C--LWRAL-E---------------S--TG-T-M--P-G-E-CL------MIGDSP-SDWKAAENAGV-SFV-GYA-RAP------------H-KA-----E-----A--L----EQ-A--G----------VR--------L----I--V---H---SM---------KE-I-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------I------------------------------------------------------------------
WP_078506232.1 -VRR-----A--RY--------VLFDFDGPICR-------LFA---G----RP------ADL---IAREQ--------VDWL---DA-Q---------G-----LG----E-------------------A--LT-A--------Q-ER-V-D----T-----------------------------DPHSA---------------------------L--RS-L------G------------L-------Q----------R--------------P-R--------------------------------------------------------------SD-L------VVE----------------MEKR------L----T-AE------E--L--R---------------------------------A-VP----T-A-----W-P-TP----YADPLIRTW--------------TA-M-G-A---RLAITTNNSPE-VARRYLEGR--G-L----S--GCF-H-----------------------P-----H-VY-G-R-T----Q---DLT---RL-------KPDP-----------------------------------Y-C--LHRAL-N---------------A--MG-A-A--P-A-S-AL------MIGDTP-TDYLASRAAGV-EFL-GYA-RNE------------R-KA-----G-----L--L----RD-A--G----------AR--------V----L--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------G--------------------------------A---------------------------L--R-----------------------------A---------------------------------
WP_003974780.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098247349.1 ----------------------MLFDFDGPICR-------LFP---H----GA------SRR---VADDF--------WRLV---GE-G---------G-----LL----D-------------------M--ID-L--------A-DR-Y-S----K-----------------------------DPYDV---------------------------L--RD-V------A------------Q-------E----------R--------------P-G--------------------------------------------------------------SE-A------VAA----------------LEDV------L----T-RG------E--V--R---------------------------------A-AQ----H-A-----P-A-TD----GAHDLIREL--------------SR-R-G-C---RIAVVTNNSPR-AVESYLHRH--G-L----S--EAF-G-----------------------P-----H-VY-G-R-G----P---DAD---QL-------KPDP-----------------------------------D-M--LLRAL-A---------------G--LG-A-E--P-G-D-AV------MIGDTV-SDLVAAREAKV-RFV-GYA-RDD------------R-KV-----A-----P--L----RA-A--G----------AE--------A----V--V---R---E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PSK56277.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079192293.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AL-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-D-AL------MIGDSA-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AG--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
OKJ87423.1 -MTS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AL-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-D-AL------MIGDSA-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AG--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_123437205.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AL-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VVA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-D-AL------MIGDSA-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AG--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_097217432.1 -IGR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRTYLAGR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-R---------------A--MG-A-A--P-D-E-AL------MIGDAP-TDHEAAARAGV-PFL-GYA-RND------------R-NA-----K-----L--L----LE-A--G----------AE--------T----V--V---G---SL---------ET-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
KPI23932.1 -ITR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VEWL---EA-R---------G-----LH----S-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-L-K-L---RLAITTNNSPQ-VATTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-S--P-G-T-AL------MIGDTT-SDFLAAREAGV-PFL-GYA-RNA------------H-KE-----K-----L--L----RG-A--G----------AT--------T----V--V---D---SL---------EL-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R--Q-L----------------------------------------------------------
WP_079172383.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---G----HK------AER---IAADL--------VGWL---ER-Q---------G-----LH----G-------------------L--LT-E--------S-ER-T-T----P-----------------------------DPQVV---------------------------L--RA-V------G------------R-------S----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----L-P-TA----YADPVIRTW--------------TA-V-G-A---RLAVTTNNSPR-VVRTYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-S---------------A--TG-A-T--P-A-D-AL------MIGDAP-SDFAAARDAGV-PFL-GYA-RNE------------D-KE-----K-----P--L----RA-A--G----------AT--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070012953.1 ---A-----A--KA--------VLFDFDGPVCH-------LFQ---A----RP------SSD---IAKRL--------RQLA---AA------DT---G------S----G----------------------------------R-LP-Q-T----G-----------------------------DPLEI---------------------------L--RA-A------F------------D-------Q----------P--------------D-L----------------------------------------------------VE--------RG-V------ARD----------------IERA------L----T-EE------E--V--E---------------------------------A-AP----H-A-----F-P-TA----YADALVRTL--------------AA-T-G-R---QLAVTTNNSQQ-AVERYLETR--R-T----E--ELF-A-----------------------G-----R-IH-G-R-D----A---EGGSL-RL-------KPDP-----------------------------------D-C--LLRAL-K---------------S--TG-T-P--A-Q-E-AL------MIGDAP-RDLEAARAAGV-AFL-GYA-RDE------------R-KE-----E-----Q--L----RE-A--G----------AE--------H----V--T---D---SL---------RG-I-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SOD46301.1 -IGR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AT----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPR-VVRTYLAGR--G-L----A--DCF-A-----------------------P-----H-VY-G-R-T----Q---ELR---HL-------KPDP-----------------------------------H-C--LNRAL-R---------------A--MG-A-A--P-D-E-AL------MIGDAP-TDHEAAARAGV-PFL-GYA-RND------------R-NA-----K-----L--L----LE-A--G----------AE--------T----V--V---G---SL---------ET-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
OEV06224.1 ---A-----A--KA--------VLFDFDGPVCH-------LFQ---A----RP------SSD---IAKRL--------RQLA---AA------DT---G------S----G----------------------------------R-LP-Q-T----G-----------------------------DPLEI---------------------------L--RA-A------F------------D-------Q----------P--------------D-L----------------------------------------------------VE--------RG-V------ARD----------------IERA------L----T-EE------E--V--E---------------------------------A-AP----H-A-----F-P-TA----YADALVRTL--------------AA-T-G-R---QLAVTTNNSQQ-AVERYLETR--R-T----E--ELF-A-----------------------G-----R-IH-G-R-D----A---EGGSL-RL-------KPDP-----------------------------------D-C--LLRAL-K---------------S--TG-T-P--A-Q-E-AL------MIGDAP-RDLEAARAAGV-AFL-GYA-RDE------------R-KE-----E-----Q--L----RE-A--G----------AE--------H----V--T---D---SL---------RG-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079195336.1 -IGR-----A--RV--------VLWDFDGPVCG-------LFA---G----HP------AEV---IAAGL--------VERL---EL-R---------G-----LR----G-------------------L--LD-E--------S-EI-L-S----L-----------------------------DPQVM---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-KE------E--L--T---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------IA-V-G-T---RMAITTNNSPR-VVGKYLASR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----A---DLQ---LL-------KPDP-----------------------------------N-C--LNKAL-R---------------A--MG-S-A--P-A-D-AL------MIGDTP-TDLEAARRAGV-PFL-GYA-RSE------------G-KG-----E-----R--L----RE-E--G----------AE--------V----V--V---S---SL---------ES-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_121715203.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-G---------------A--MG-A-A--P-A-R-TL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093827528.1 ----------------------VLWDFDGPVCR-------LFA---G----YP------ARD---VAADL--------IGWL---EG-R---------G-----LR----N-------------------L--LT-D--------D-EQ-E-T----H-----------------------------DPQVV---------------------------L--RA-V------D------------R-------L----------R--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-RH------E--L--D---------------------------------A-EP----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVATNNSAT-VVRAYLEGR--G-L----L--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPHP-----------------------------------H-C--LNQAL-N---------------A--TG-T-A--P-E-A-AL------MIGDAP-SDCAAAAEAGV-PFL-GFA-RNE------------R-KA-----A-----L--L----RQ-A--G----------AE--------T----V--V---D---SL---------QP-L-------------------------------------F-----------------------------------------------------------T--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_055569004.1 ----------------------ILLGFDGVFTH-------LFR---D----AA------ARA---AALSL--------LSVV-S-EY-R----RL-D-D-A---LS----GVPLLDSR----------D-A--VV-S-GG-DR--A-----------------------------------------HPLDV---------------------------L--RA-L-----------------A---------H----------H-------------------------------------------------------------------------------QE-Y------AAE----------------LHAR------L----T-AL------E--T--E---------------------------------R-AA----S-A-----K-P-LA----QAGALRGLL---------------T-N-H-R----VAIVTDTSHE-AVSTYLEAH--G----L-P----------------------------A-P-R-G-G-IH-G-R-T----A---DLT---RL-------MPDP-----------------------------------D-C--PNRAV-R---------------R--LG-D-A--P-D-R-CL------MLGASA-PELRAAGTAGI-AFI-GYA-PDR------------R-AS-----T-----H--L----TG-A--G----------AP--------R----T--V---D---SL---------RA-F-------------------------------------V-----------------------------------------------------------D--------------------------------L---------------------------V--R---------------------------------------------------------A-----
WP_128802290.1 ---------T--RV--------VLWDFDGPICR-------LFA---G----YS------AKR---VASDL--------VEWL---EV-R---------G-----LR----G-------------------L--LT-E--------D-EQ-G-L----E-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-D--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-NE------E--L--R---------------------------------A-VP----S-A-----L-P-TA----FADPLIRTW--------------KA-V-G-A---RLAIATNNSPE-VVRTYLAGR--D-L----W--ECF-R-----------------------P-----H-IY-G-R-S----R---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-T---------------A--MG-A-A--P-G-D-AL------FIGDTP-TDWQAARQAGV-PFL-GYA-RNE------------H-KA-----E-----L--L----QV-A--G----------AK--------D----I--V---G---SL---------LP-L-------------------------------------L-----------------------------------------------------------E--------------------------------T---------------------------L--R---------------A-----------------------------------------------
WP_078621343.1 ---D-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VANDL--------ATWL---ES-R---------G-----LH----G-------------------L--LT-E--------D-ER-E-L----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--S--R---------------------------------A-TV----S-A-----M-P-TP----YADPLIRTW--------------AA-V-G-T---RLAITTNNSPR-VVREYLASR--G-L----G--ACF-A-----------------------P-----H-VY-G-R-T----Q---ELN---HL-------KPDP-----------------------------------H-C--INRAL-N---------------A--IG-A-A--P-G-N-AL------MIGDAP-TDLLAAQAAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----YD-A--G----------AE--------T----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_079173101.1 -ITP-----A--RF--------VLWDFDGPICR-------LFA---G----RR------ASL---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-E--------A-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLDSR--G-L----T--GCF-A-----------------------P-----H-LY-G-R-T----D---QLH---HL-------KPHP-----------------------------------H-C--LHRAL-A---------------A--MG-A-P--P-G-A-AL------MIGDAV-TDLAAAREAGV-AFL-GYA-RND------------G-KE-----R-----V--L----RA-A--G----------AD--------L----V--V---Q---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_107059119.1 ----------------------MLFDFDGPICR-------LFA---R----HS------AVG---VAREQ--------VRWL---EG-R---------G-----LH----G-------------------L--LT-N--------G-VR-N-D----P-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-HE------E--L--T---------------------------------A-VA----S-A-----W-P-TE----YADALIRTW--------------SA-V-G-A---RLAITTNNSPR-AAVRYLAGR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---DLR---LL-------KPNP-----------------------------------Y-C--VRRAL-S---------------A--MG-A-D--P-A-G-SL------MIGDTP-SDFHAARAAGV-HFL-GYA-RDA------------R-KE-----G-----L--L----RE-A--G----------AD--------R----I--V---T---SL---------KP-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------V--Y-------------------------GLG-----------------------------------
WP_030868461.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078858339.1 -LIG-----A--RV--------VLWDFDGPVCR-------LFA---R----HR------AER---VAAGL--------VEWL---AG-R---------G-----LR----G-------------------L--LT-E--------D-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QD------E--L--L---------------------------------A-AA----S-A-----W-P-TA----YADPLIRTW--------------SA-V-G-S---RLAVTTNNSPR-VVHAYLAGR--G-L----T--GCF-S-----------------------P-----H-IY-G-R-T----A---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-A---------------A--LG-A-A--P-E-S-AL------MIGDSP-TDLVAAERAGV-RFL-GYA-SGE------------R-RA-----K-----Q--L----RA-S--G----------AD--------T----V--L---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_115913428.1 -ITR-----A--RF--------VLFGFDGPVCR-------LFA---R----HP------APE---IAACL--------VSWL---ES-R---------G-----FR----E-------------------L--LT-S--------E-ER-Q-H----P-----------------------------DPQVV---------------------------L--HA-V------N------------E-------R----------S--------------P-R--------------------------------------------------------------SD-L------LSE----------------LEEF------L----T-QH------E--L--E---------------------------------A-AR----T-A-----F-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVVTNNSAP-AVIRYLAGR--Q-L----R--GCF-D-----------------------P-----H-IY-A-R-T----S---DLD---LL-------KPHP-----------------------------------H-I--LNQAV-H---------------A--MG-A-T--P-A-A-AL------VIGDSP-ADYEAARRAGI-PFL-GHA-RTE------------T-SA-----C-----R--L----RE-A--G----------AE--------T----V--V---S---SL---------QP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_107095710.1 -ITR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VEWL---EA-R---------G-----LH----S-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-L-K-L---RLAITTNNSPQ-VATTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-S--P-G-T-AL------MIGDTT-SDFLAAREAGV-PFL-GYA-RNA------------H-KE-----K-----L--L----RG-A--G----------AT--------T----V--V---D---SL---------EL-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R--Q-L----------------------------------------------------------
WP_062153249.1 -ITR-----T--RF--------VLWDFDGPICR-------LFA---G----HK------ADF---VATEL--------VRWL---DG-S---------G-----WR----H-------------------V--LT-H--------E-ER-Q-L----T-----------------------------DPYEV---------------------------L--RA-V------A------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-AS----S-A-----W-P-TA----HADRLVRAW--------------AA-R-G-A---RLAVTTNNSPA-AARTYLRQR--G-L----E--SCF-G-----------------------P-----H-IY-G-R-V----Q---DPG---LL-------KPHP-----------------------------------H-S--LRQAL-A---------------A--LG-A-D--P-S-D-AL------MVGDGP-SDLLAAQRAGV-AFI-GYA-RND------------R-KE-----K-----L--L----RE-A--E----------AQ--------H----I--V---L---SL---------SE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_114253846.1 -IRR-----A--HV--------VLWDFDGPICR-------LFA---R----HS------AER---VARDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-G--------D-ER-D-S----L-----------------------------DPHMV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEKR------L----T-QE------E--S--R---------------------------------A-AV----T-A-----M-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVASNNSPR-VIRQYLTSR--G-L----L--PCF-S-----------------------P-----H-VY-G-R-T----S---DLQ---LL-------KPDP-----------------------------------H-S--LNRAL-S---------------A--MG-A-A--P-S-S-AL------MIGDTP-TDYLAAKHAGV-PFL-GYA-RSD------------R-TA-----E-----P--L----RE-A--G----------AE--------V----V--L---P---SL---------EP-L-------------------------------------L-----------------------------------------------------------Q--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_078916911.1 -VTR-----A--GA--------VLWDFDGPICR-------LFA---G----HS------SER---VATGL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------G-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-HE------E--L--H---------------------------------A-AS----S-A-----W-P-TP----YADPLIRTW--------------VA-L-G-S---RLAIATNNSPL-VVRAYLESR--G-L----T--ACF-D-----------------------P-----H-IY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--TG-A-A--P-A-E-AL------MIGDTP-SDHEASLRAGV-PFL-GYA-HNA------------R-KE-----K-----L--L----KE-A--G----------AT--------L----I--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--R---------------------------------------------------------------
WP_031173335.1 ----------------------MLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AR-Q---------G-----LH----G-------------------L--LT-D--------T-ER-D-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLETR--G-L----T--GCF-S-----------------------P-----H-LY-G-R-T----D---QLH---HL-------KPHP-----------------------------------Q-C--LNRAL-N---------------A--MG-A-A--P-S-A-AL------MIGDAP-SDLAAARAAGV-PFL-GYA-RNE------------A-KE-----A-----V--L----RA-A--G----------AQ--------R----V--V---R---SL---------QP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_047016446.1 ALDS-----A--KC--------VFFDFDGPICR-------LFS---A----HP------AGL---IAGQL--------LDLL---DH-W---------A-----PR----L----------------------LG-P--------G-MY-R-P----N-----------------------------DPLGI---------------------------L--SA-A------L------------Q-------V----------A--------------P-D--------------------------------------------------------------HE-V------IPT----------------AEQL------L----T-QE------E--Q--K---------------------------------A-AR----H-A-----T-S-TP----DAHALIEEL--------------DG-Q-G-R---ALAITSNNSAA-AIRVYLDRH--G-L----A--PCF-S-----------------------P-----H-VH-G-R-R----A---DPI---RL-------KPDP-----------------------------------D-C--LWRAL-E---------------S--TG-A-M--P-G-E-CL------MIGDSP-SDWKAAETAGV-NFV-GYA-RAP------------H-KA-----E-----A--L----EQ-A--G----------VR--------L----I--V---H---SM---------KE-I-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------I------------------------------------------------------------------
OIK05657.1 -MTP-----A--RF--------VLWDFDGPICR-------LFA---G----RR------ASL---VAADL--------VEWL---ER-Q---------G-----LH----G-------------------L--LT-E--------A-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLDSR--G-L----T--GCF-A-----------------------P-----H-LY-G-R-T----D---QLH---HL-------KPHP-----------------------------------H-C--LHRAL-A---------------A--MG-A-P--P-G-A-AL------MIGDAV-TDLAAAREAGV-AFL-GYA-RND------------G-KE-----R-----V--L----RA-A--G----------AD--------L----V--V---Q---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_107476109.1 -VSG-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VDWL---EH-R---------G-----LR----G-------------------V--LT-D--------E-ER-E-S----P-----------------------------DPHAV---------------------------L--RG-V------D------------R-------R----------C--------------P-R--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------TA-L-G-V---RLAVATNNSPR-VVHTYLSGR--G-L----L--PSF-A-----------------------P-----H-IY-G-R-T----E---ELR---LL-------KPDP-----------------------------------H-T--LVQAL-N---------------A--LG-A-V--P-S-A-SL------FIGDSP-SDCEAARRAGV-PFL-GYG-RDG------------R-KT-----R-----L--L----AD-A--G----------AD--------T----V--V---G---SF---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_030849035.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VSGDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-S---RLAITTNNAPR-VVRTYLAGR--G-L----A--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---HL-------KPDP-----------------------------------H-C--LNRAL-R---------------A--MG-T-A--P-G-E-AL------MIGDAP-TDHAAAERAGV-PFL-GYA-RND------------R-KA-----K-----L--L----LE-A--G----------AE--------T----V--V---G---SL---------ET-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_031044007.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---AG-Q---------G-----LR----E-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAVTTNNAPR-VASEYLGTR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----R---DLN---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-R-AL------MVGDSA-SDLTAARAAGV-PFL-GYA-REE------------H-KH-----K-----A--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEE95254.1 -VRS-----A--SV--------VLWDFDGPICR-------LFA---G----HS------AAG---VAGEL--------VDWL---AV-R---------G-----LH----G-------------------L--VT-E--------A-ER-A-S----L-----------------------------DPHLV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----T-A-----M-P-TA----FADILIQTW--------------RA-R-G-A---RMAVTTNNSPR-VVRAYLDDR--A-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-A-AL------MIGDSP-TDYQAARTAGV-PFL-GYA-RNA------------R-KA-----K-----L--L----TE-A--G----------AE--------Y----V--V---G---SL---------WP-L-------------------------------------L-----------------------------------------------------------E--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_055567181.1 ----------------------VLFDFDGPICR-------LFA---G----RP------AST---VAQDL--------VQWL---KE-R---------G-----LR----G-------------------L--LT-A--------D-EK-K-L----P-----------------------------DPYVV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEQW------L----T-RQ------E--L--A---------------------------------A-VT----T-A-----M-P-TA----YVDPLIRTW--------------AA-V-G-V---RLAVTTNNAPC-AVGRYLEMR--G-L----L--ECF-S-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPDP-----------------------------------Y-C--VERAL-H---------------A--MG-A-E--R-G-A-AL------MIGDAP-SDYVAAERAGV-RFL-GYA-RNE------------R-KA-----E-----L--L----RL-A--G----------AE--------H----L--V---D---SL---------EQ-L-------------------------------------S-----------------------------------------------------------R--------------------------------V---------------------------V--Y-------------------------AIGRT---------------------------------
WP_103552365.1 -LAG-----A--RG--------VLFDFDGPVCR-------LFP---E----GS------SGP---VADEL--------RELV---AR-E---------G-----AR----G-------------------L--LT-A--------E-EA-G-D----K-----------------------------DPHAV---------------------------L--RA-V------H------------R-------G----------R---------H---------------------GH----------------------------------------------EG-L------VAV----------------LEEL------V----S-VR------E--L--E---------------------------------A-AR----K-A-----W-P-TP----DAARLIRML--------------AG-R-G-L---RLAVVTNNSSR-AASFYLESK--G-L----R--GFF-------------------------D-----A-VH-G-R-T----R---DVH---LM-------KPHP-----------------------------------D-V--VVRAL-R---------------S--LG-L-R--P-E-D-TV------MIGDSP-ADVGAAARAGV-RFV-GYG-RNL------------H-KE-----S-----E--L----RD-A--G----------AA--------V----V--L---G---SY---------AR-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------D-----------------------
WP_086726019.1 -VTR-----A--RA--------VLWDFDGPICR-------LFA---G----HS------SEL---VATGL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VEE----------------LEAH------L----T-QE------E--L--R---------------------------------A-AA----S-A-----W-P-TP----YADPLIRTW--------------VT-L-G-P---RLAIATNNSPL-VVRAYLESR--G-L----T--DCF-A-----------------------P-----H-VY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--TG-A-A--P-G-E-AL------MIGDTP-SDHEASLRAGV-PFL-GYA-RNA------------R-KE-----K-----L--L----RE-A--G----------AT--------V----V--V---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------L--R---------------------------------------------------------------
WP_115743334.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------D------------R-------R----------H--------------R-Q--------------------------------------------------------------SD-L------VVE----------------FEDR------L----T-RE------E--R--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--D-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPQ---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AE--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_016639063.1 -IED-----A--QC--------VLFDFDGPICR-------LFA---G----HS------AGK---VAEEQ--------VRWL---EE-Q---------G-----LH----G-------------------L--LE-S--------G-VR-D-E----A-----------------------------DPYVV---------------------------L--RA-V------D------------E-------R----------H--------------P-D--------------------------------------------------------------SD-L------VVE----------------LEAR------L----T-RE------E--Q--K---------------------------------A-VP----S-A-----W-P-TP----YADALVRTW--------------TA-T-G-A---RLAVTTNNSPG-PVAGYLADR--G-L----I--DCF-A-----------------------P-----R-IY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------Y-C--VNRAL-T---------------A--MG-A-D--P-A-R-AL------MIGDAA-SDYQAATAAGV-RFL-GYA-RNA------------R-KE-----A-----A--L----RR-A--G----------AA--------H----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_079143768.1 -AARADAG--------------VLLDFDGPICR-------LFP---D----GS------SKR---VADDL--------RALA---RR-H---------G-----LD----G-------------------V--LG-P--------E-EK-A-T----I-----------------------------DPHDV---------------------------L--RA-M------D------------R-------A----------L--------------S-D--------------------------------------------------------------SA-L------IAE----------------FEKV------L----T-KG------E--V--A---------------------------------A-AR----K-A-----R-P-TP----GAHRLIRAL--------------RA-R-G-V---RIAVVTNNSPH-AVAAHLRRQ--G-L----T--EAF-G-----------------------P-----H-VY-G-R-T----D---RPA---LL-------KPHP-----------------------------------D-S--LERAL-R---------------A--LG-V-E--P-A-D-AL------MVGDTV-ADLGAARDAKV-LFV-GYA-RNE------------G-KE-----K-----R--L----RA-A--G----------AG--------L----V--L---G---SL---------EA-L-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_093501334.1 -VRS-----A--SV--------VLWDFDGPICR-------LFA---G----HS------AAG---VAGEL--------VDWL---AV-R---------G-----LH----G-------------------L--VT-E--------A-ER-A-S----L-----------------------------DPHLV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----T-A-----M-P-TA----FADILIQTW--------------RA-R-G-A---RMAVTTNNSPR-VVRAYLDDR--A-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-A-AL------MIGDSP-TDYQAARTAGV-PFL-GYA-RNA------------R-KA-----K-----L--L----TE-A--G----------AE--------Y----V--V---G---SL---------WP-L-------------------------------------L-----------------------------------------------------------E--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_108008971.1 ---------A--RV--------VLWDFDGPICR-------LFA---G----YS------AKR---VASDL--------VEWL---EV-R---------G-----LR----G-------------------L--LT-E--------D-EQ-G-L----E-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-D--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-NE------E--L--R---------------------------------A-VS----S-A-----L-P-TA----FADPLIRTW--------------KA-V-G-A---RLAIATNNSPE-TVRTYLAGR--D-L----L--ECF-R-----------------------P-----H-IY-G-R-S----R---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-T---------------A--IG-A-A--P-G-D-AL------FIGDTP-TDCQAARQAGV-PFL-GYA-RNE------------H-KA-----E-----L--L----QV-A--G----------AK--------D----I--V---G---SL---------LP-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------L--R---------------A-----------------------------------------------
WP_079036729.1 -AARADAG--------------VLLDFDGPICR-------LFP---D----GS------SKR---VADDL--------RALA---RR-H---------G-----LD----G-------------------V--LG-P--------E-EK-A-T----I-----------------------------DPHDV---------------------------L--RA-M------D------------R-------A----------L--------------S-D--------------------------------------------------------------SA-L------IAE----------------FEKV------L----T-KG------E--V--A---------------------------------A-AR----K-A-----R-P-TP----GAHRLIRAL--------------RA-R-G-V---RIAVVTNNSPH-AVAAHLRRQ--G-L----T--EAF-G-----------------------P-----H-VY-G-R-T----D---RPA---LL-------KPHP-----------------------------------D-S--LERAL-R---------------A--LG-V-E--P-A-D-AL------MVGDTV-ADLGAARDAKV-LFV-GYA-RNE------------G-KE-----K-----R--L----RA-A--G----------AG--------L----V--L---G---SL---------EA-L-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
ATL28793.1 ----------------------MLFDFDGPICH-------LFP---G----DT------AKR---VAEAQ--------VRWL---EE-R---------G-----LR----D-------------------L--LA-D--------G-VR-E-E----P-----------------------------DPYKV---------------------------L--RA-V------D------------L-------R----------S--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEEH------L----T-QQ------E--L--G---------------------------------L-VA----T-A-----M-P-TA----YVDPLIRTW--------------SA-V-G-A---RLAVTTNNSPR-AVGRYLASR--G-L----T--ECF-A-----------------------P-----H-VY-G-R-T----P---DLH---LL-------KPHP-----------------------------------H-C--VRRAL-D---------------A--MG-A-A--P-D-E-TL------MIGDAP-SDHVAARAAGV-RFL-GYA-RNA------------R-KA-----E-----R--L----RA-A--G----------AT--------H----L--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------K--------------------------------V---------------------------V--Y-------------------------AVG-----------------------------------
WP_078615741.1 -ITR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VEWL---EA-R---------G-----LH----S-------------------L--LT-E--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-L-E-L---RLAITTNNSPQ-VATTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELR---HL-------KPHP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-S--P-G-T-AL------MIGDTT-SDFLAAREAGV-PFL-GYA-RNA------------H-KE-----K-----L--L----RG-A--G----------AT--------T----V--V---D---SL---------EL-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R--Q-I----------------------------------------------------------
WP_078603331.1 -IRR-----A--RV--------VLWDFDGPICR-------LFA---N----HS------AER---VASDL--------VSWL---EG-R---------G-----LH----G-------------------L--LS-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTD----------------LEER------L----T-QE------E--R--Q---------------------------------A-AS----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAIATNNSPR-VAVEYLTGR--G-I----V--SCF-H-----------------------P-----H-IY-G-R-T----Q---DLH---QL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-S-D-AL------MIGDTP-SDREAAGRAGV-PFL-GYA-RNE------------R-KA-----K-----A--L----QQ-A--G----------AD--------V----V--L---E---SL---------EP-L-------------------------------------L-----------------------------------------------------------K--------------------------------L---------------------------L--R---------------------------------------------------------------
KQX83612.1 -MTR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VRWL---EA-R---------G-----LH----G-------------------L--LT-D--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEQR------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-R-E-L---RLAITTNNSPR-VATTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELS---HL-------KPHP-----------------------------------H-C--LNRAL-R---------------A--MG-S-S--P-G-T-AL------MIGDTT-SDFLAAREAGV-PFL-GYA-RNA------------H-KE-----K-----L--L----RG-A--G----------AT--------T----V--V---D---SL---------EL-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_107104251.1 -ITR-----T--RV--------VLWDFDGPICR-------LFA---G----HS------AEG---VADGL--------VRWL---EA-R---------G-----LH----G-------------------L--LT-D--------S-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEQR------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-R-E-L---RLAITTNNSPR-VATTYLASR--G-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---ELS---HL-------KPHP-----------------------------------H-C--LNRAL-R---------------A--MG-S-S--P-G-T-AL------MIGDTT-SDFLAAREAGV-PFL-GYA-RNA------------H-KE-----K-----L--L----RG-A--G----------AT--------T----V--V---D---SL---------EL-L-------------------------------------L-----------------------------------------------------------N--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_004000128.1 -ITR-----A--RF--------VLWDFDGPICR-------LFA---G----HR------ADF---VATEL--------VRWL---DG-S---------G-----WR----H-------------------V--LT-H--------E-ER-Q-L----T-----------------------------DPYEV---------------------------L--RA-V------A------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-RE------E--L--R---------------------------------A-AS----S-A-----R-P-TA----HADRLVRAW--------------AA-R-G-A---GLAVTTNNSPA-AARTYLGKR--G-L----E--SCF-G-----------------------P-----H-IY-G-R-V----Q---DPG---LL-------KPHP-----------------------------------H-S--LRQAL-A---------------A--LG-A-D--P-S-E-AL------MVGDGP-SDLLAAQRAGV-AFI-GYA-RND------------R-KE-----K-----L--L----RE-A--E----------AQ--------H----I--V---L---SL---------SE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_127179231.1 ----------------------VLWDFDGPVCR-------LFA---G----HP------ARD---VAADL--------VGWL---AG-R---------G-----LR----D-------------------L--LT-D--------E-ER-E-T----Y-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-RH------E--L--N---------------------------------A-AP----S-A-----W-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVATNNSAT-VVRAYLEGR--G-L----L--SCF-D-----------------------P-----H-LY-G-R-T----Q---DLH---RL-------KPHP-----------------------------------H-C--LNQAL-S---------------A--LD-T-A--P-E-D-AL------MIGDAP-SDCEAAAQARV-PFL-GFA-RND------------R-KA-----E-----L--L----RR-A--G----------AD--------I----V--V---D---SL---------QP-L-------------------------------------L-----------------------------------------------------------S--------------------------------L---------------------------V--H---------------------------------------------------------------
WP_127893432.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YA------ADR---VAGEL--------VDWL---ER-L---------G-----LR----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHAL---------------------------L--AA-V------N------------R-------R----------H--------------R-R--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--TG-T-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----RD-A--G----------AK--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086758294.1 -VAH-----A--RY--------VLWDFDGPVCS-------LFS---G----HS------AEQ---VATDL--------VRWL---EG-R---------G-----LR----G-------------------L--VT-E--------E-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------A-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----S-A-----M-P-TA----YADPLIRTW--------------SA-M-G-V---RLAVATNNAPV-VVRQYLTGR--G-L----L--SCF-A-----------------------P-----H-IY-G-R-T----Q---NLH---LL-------KPHP-----------------------------------Y-C--LSRGL-S---------------A--MG-A-A--P-T-D-AL------MIGDTP-SDFHAAKSAGV-PFL-GYA-RNE------------D-KE-----K-----L--L----RD-A--G----------AT--------S----T--V---R---SL---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------L--S---------------A-----------------------------------------------
WP_087884724.1 -IHG-----A--RF--------VLFDFDGPICR-------LFA---G----HS------AER---VARQQ--------VDWL---EE-Q---------G-----LH----G-------------------L--LA-N--------G-VR-D-D----P-----------------------------DPHSV---------------------------L--RA-V------D------------L-------R----------H--------------P-D--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-HE------E--L--K---------------------------------A-VV----S-A-----W-P-TA----YADALIRTW--------------TA-T-G-V---RLAVATNNSPR-VAVSYLTDR--G-L----I--ECF-S-----------------------P-----H-IY-G-R-T----Q---NLH---LL-------KPDP-----------------------------------Y-C--VNRAV-M---------------A--MG-A-D--P-S-C-TL------MIGDTA-SDYLAARAAGV-NFL-GYA-RND------------R-KK-----R-----Q--L----WD-A--G----------AR--------T----I--V---P---SL---------RP-V-------------------------------------L-----------------------------------------------------------D--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_103552316.1 -VAQ-----T--RY--------VLFDFDGPICQ-------LFA---R----HK------AED---IARDQ--------VKWL---KE-R---------G-----LY----A-------------------V--LT-E--------D-ER-S-R----P-----------------------------DPHGV---------------------------L--ST-V------A------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QQ------E--L--K---------------------------------A-VR----T-A-----M-P-TA----FADPLIRTW--------------AA-V-G-A---RLAIATNNSAR-TVTSYLSGR--G-L----M--PCF-A-----------------------P-----Y-VY-G-R-T----Q---DLS---LL-------KPHP-----------------------------------A-T--LKRAL-S---------------A--MG-A-P--L-E-A-SL------MIGDTP-SDHAAAARAGV-RFL-GYA-RTP------------A-KV-----E-----L--L----RE-A--G----------VP--PQ----S----I--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_125630422.1 ---G-----A--RV--------VLWDFDGPLCR-------LFA---G----YS------AAR---VAGEL--------FDWL---DT-Q---------G-----MG----E-------------------L--LT-Q--------E-ER-A-R----P-----------------------------DPHVL---------------------------L--NA-V------N------------R-------R----------H--------------H-R--------------------------------------------------------------SD-L------AAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADPLIRTW--------------SA-L-G-V---GLAITTNNSPR-VVSEYLTTR--D-L----L--GCF-A-----------------------P-----H-LY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-A-A--P-A-H-AL------MVGDSA-SDLAAAQRAGV-PFL-GYG-HNE------------R-KT-----K-----I--L----KE-A--G----------AQ--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
REE31936.1 -ITR-----A--RF--------VLFGFDGPVCR-------LFA---R----HP------APE---IAACL--------VSWL---ES-R---------G-----FR----E-------------------L--LT-S--------E-ER-Q-H----P-----------------------------DPQVV---------------------------L--HA-V------N------------E-------R----------S--------------P-R--------------------------------------------------------------SD-L------LSE----------------LEEF------L----T-QH------E--L--E---------------------------------A-AR----T-A-----F-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVVTNNSAP-AVIRYLAGR--Q-L----R--GCF-D-----------------------P-----H-IY-A-R-T----S---DLD---LL-------KPHP-----------------------------------H-I--LNQAV-H---------------A--MG-A-T--P-A-A-AL------VIGDSP-ADYEAARRAGI-PFL-GHA-RTE------------T-SA-----C-----R--L----RE-A--G----------AE--------T----V--V---S---SL---------QP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------V--R---------------------------------------------------------------
WP_100048651.1 -VSG-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAADL--------VDWL---EH-R---------G-----LR----G-------------------V--LT-D--------E-ER-E-S----P-----------------------------DPHAV---------------------------L--RG-V------D------------R-------R----------C--------------P-R--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------TA-L-G-V---RLAVATNNSPR-VVRTYLSGR--G-L----L--PSF-A-----------------------P-----H-IY-G-R-T----E---ELR---LL-------KPDP-----------------------------------H-T--LVQAL-N---------------A--LG-A-V--P-S-A-SL------FIGDSP-SDCEAARRAGV-PFL-GYG-RDG------------R-KA-----R-----L--L----AD-A--G----------AD--------T----V--V---G---SF---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_127440030.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RA-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_086876333.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPQ---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_028437810.1 ---A-----A--KA--------VLFDFDGPICH-------LFR---Q----RP------SAS---IADRL--------REAV---LK------RH---SDAGG-SA----D----------------------------------W-LP-D-T----G-----------------------------DPLEI---------------------------L--RA-A------F------------E-------Q----------P--------------A-L----------------------------------------------------VE--------SG-V------ARD----------------IERA------L----T-EE------E--V--E---------------------------------A-AP----G-A-----F-P-TA----YADALIRTL--------------VA-T-G-R---ELAVTTNNSQQ-AVERYLESR--T-T----H--ELF-T-----------------------G-----R-IH-G-R-S----A---EG-EL-RL-------KPDP-----------------------------------D-C--LLRAL-E---------------S--TK-T-P--A-Q-D-AL------MIGDAA-RDLEAARAAGV-AFL-GYA-RNE------------R-KE-----E-----E--L----RA-A--G----------AE--------H----V--V---D---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107440636.1 -VSR-----A--QV--------VLWDFDGPVCR-------LFA---G----HS------AER---VAHGL--------LDWL---GE-Q---------G-----LH----G-------------------L--LS-E--------A-ER-E-P----L-----------------------------DPHAL---------------------------L--RA-V------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVTSNNSPA-VVRAYLQGR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----A---ELH---HL-------KPHP-----------------------------------H-C--LQRAL-N---------------A--MG-A-A--P-A-S-AL------MIGDTP-TDLRAAERAGV-PFL-GYA-RNP------------G-KS-----K-----I--L----AA-A--G----------AR--------M----I--V---H---SL---------DT-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_079077002.1 -VAS-----A--RY--------VLWDMDGPMCR-------LFA---G----YP------AHE---IAGQL--------VDMI---DG-L---------G-----MG----A-------------------L--LT-E--------R-ER-S-G----D-----------------------------DPHVA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VS----K-A-----M-P-TP----HADPLIRTW--------------SA-R-G-V---RFAITTNNAAL-AAAAYVESR--G-L----A--DCF-------------------------P-----Y-IY-G-R-T----A---NLD---LM-------KPDP-----------------------------------H-C--LEEAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQRAGV-QFL-GYA-RNA------------G-KE-----Q-----I--L----RE-A--G----------AE--------V----V--V---H---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------M--R-----------------------------------SLP-------------------------
WP_003991213.1 -IRP-----A--RV--------VLWDFDGPICR-------LFA---V----RK------AEQ---VARDL--------VEWL---ES-Q---------G-----LH----G-------------------L--MT-Q--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------Y------------S-------R----------H--------------P-G--------------------------------------------------------------SD-L------AAQ----------------LEKR------L----T-DE------E--L--R---------------------------------A-AA----T-A-----W-P-TA----WADPLIRTW--------------TA-V-G-S---RLAIASNNSPR-VIREYLTGR--D-L----L--SCF-S-----------------------P-----H-VY-G-R-T----E---NLQ---QL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-A--P-G-S-AL------MIGDTP-SDHRAAQLAGV-PFL-GYA-RGD------------R-NA-----K-----L--L----RE-A--G----------AE--------V----V--V---Q---SL---------EP-L-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_079178800.1 -IRS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AEL---VADGL--------VAWL---ES-R---------G-----LR----G-------------------L--VT-D--------T-ER-D-S----L-----------------------------DPHLV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----T-A-----M-P-TE----YADVLIQTW--------------RA-L-G-A---RMAVTTNNSPR-VVRAYLDDR--D-L----T--SCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-G-A-AL------MIGDSP-TDLEAARGAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----TE-A--G----------AA--------H----V--V---A---SL---------EP-V-------------------------------------L-----------------------------------------------------------D--------------------------------L---------------------------L--R---------------------------------------------------------------
ELS54278.1 -LEW-----A--SG--------VLFDFDGPVCR-------LFP---R----DS------SRP---LADEL--------RRLV---TA-F---------G-----LD----D-------------------V--LT-G--------D-ER-T-G----K-----------------------------DPHLV---------------------------L--RA-V------H------------R-------A----------A---------ARSAVR-R---------RFAYVDF----------------------------------------------AR-L------VGV----------------LEAT------L----T-EG------E--L--A---------------------------------A-VR----V-A-----W-P-TP----DADAFIGSL--------------AD-R-G-L---SLAVVTNNSPS-AVERYLGER--G-L----E--GRF-------------------------K-----A-IH-G-R-T----A---DPG---LM-------KPHP-----------------------------------D-V--VRRAL-A---------------G--LG-L-P--P-Q-D-AV------MIGDTP-TDLEAALEAGV-GFI-GYG-RNE------------A-KR-----K-----L--L----RD-A--G----------AK--------V----V--L---G---AY---------AA-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----GA----------------
WP_049567804.1 -ISN-----A--EC--------VLFDFDGPVCH-------LFA---E----HT------AES---IAHLL--------RELA---TR-M---------S-----LS----S-------------------L--LS-A--------D-LR-A-S----P-----------------------------DPHRV---------------------------L--RG-I------A------------G-------Q----------R--------------P-G--------------------------------------------------------------PD-V------VER----------------FEAA------L----T-RE------E--V--T---------------------------------A-AA----S-A-----R-P-TP----YAATLIAAL--------------ST-R-G-R---QVAIATNNSPL-AARHYLDRH--Q-L----A--GYV-G-----------------------G-----R-VH-G-R-T----G---DIA---LL-------KPHP-----------------------------------D-S--LHRAL-A---------------S--TG-A-R--P-E-R-AL------MIGDSV-SDLAAARAADV-PFL-GYA-EGD------------S-GA-----E-----A--L----RE-A--G----------AR--------H----V--V---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_089101770.1 -VRS-----A--RV--------VLWDFDGPICG-------LFA---V----HS------AEG---VADDL--------VEWL---AS-R---------G-----LS----G-------------------L--VT-D--------T-ER-D-S----L-----------------------------DPQVL---------------------------L--RA-V------D------------D-------R----------H--------------S-G--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-KE------E--L--R---------------------------------A-TS----T-A-----R-P-TA----FADVLIQTW--------------RA-L-G-A---RMAVTTNNSPR-AVRAYLEDR--G-L----T--PCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---RL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-A-AL------MIGDSL-SDLEAAARAGV-PFL-GYA-RNE------------P-KA-----K-----L--L----TE-A--G----------AG--------H----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------A--------------------------------I---------------------------L--R---------------------------------------------------------------
AKZ56549.1 -VSG-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAGDL--------VEWL---ER-R---------G-----LR----E-------------------L--LT-E--------A-ER-E-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-HE------E--L--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-V---RLAVATNNSPR-IVRAYLTGR--G-L----L--PCF-A-----------------------P-----H-VY-G-R-T----R---ELG---LL-------KPDP-----------------------------------H-T--LVRAL-S---------------A--LG-A-D--P-S-G-SL------FIGDTP-SDCEAARRAGV-PFL-GYA-RDE------------R-KA-----K-----L--L----RD-A--G----------AD--------T----L--V---A---SF---------EP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078623140.1 -ITK-----T--RN--------VLFDFDGPICR-------LFA---G----HT------AER---VAGEL--------VEWL---EG-R---------G-----LH----G-------------------L--LT-E--------T-ER-D-S----L-----------------------------DPHMV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TD----S-A-----M-P-TA----YADPLIQTW--------------SA-V-G-S---RLAIATNNSPR-VVRTYLSGR--G-L----L--SRF-A-----------------------P-----H-IY-G-R-T----Q---DLQ---LL-------KPDP-----------------------------------H-C--LNRAL-K---------------G--LG-A-A--P-S-A-TL------MIGDTP-TDFEAAEAAGV-SFL-GYA-RND------------R-KE-----K-----V--L----RD-A--G----------AE--------H----V--V---G---SL---------DT-V-------------------------------------L-----------------------------------------------------------Q--------------------------------M---------------------------L--R---------------------------------------------------------------
WP_125209722.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTTDNSPR-VARSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---QLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-A-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AE--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077968760.1 -IAR-----T--EC--------VLFDFDGPICR-------LFP---P----SR------ARE---VVERQ--------LHWL---EN-R---------G-----LE----A-------------------P--LT-S--------E-EI-A-E----G-----------------------------DTMAV---------------------------L--GA-V------D------------T-------R----------Y--------------R-G--------------------------------------------------------------SD-L------AVE----------------FEAW------L----T-RE------E--M--A---------------------------------A-AR----S-A-----Y-P-TE----WADPLIRTW--------------HA-T-G-C---RLAIVTNNSPA-AAARYVENR--G-I----G--YCF-A-----------------------P-----H-VY-G-R-T----H---DLD---RL-------KPDP-----------------------------------D-S--LMRGL-E---------------G--LG-A-D--P-A-A-TL------MIGDSA-SDCQAAYAAGV-SFL-GYG-PRA------------D-KE-----T-----R--L----RK-G--G----------AE--------L----V--V---R---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109204520.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_062153253.1 -LEW-----A--SG--------VLFDFDGPVCR-------LFP---R----DS------SRP---LADEL--------RRLV---TA-F---------G-----LD----D-------------------V--LT-G--------D-ER-T-G----K-----------------------------DPHLV---------------------------L--RA-V------H------------R-------A----------A---------ARSAVR-R---------RFADVDF----------------------------------------------AR-L------VGV----------------LEAT------V----T-EG------E--L--A---------------------------------A-VR----V-A-----W-P-TP----DADAFIGSL--------------AD-R-G-L---SLAVVTNNSPR-AVERYLGER--G-L----E--GRF-------------------------K-----A-IH-G-R-T----A---DPG---LM-------KPHP-----------------------------------D-V--VRRAL-A---------------G--LG-L-P--P-Q-D-AV------MIGDTP-TDLEAALEAGV-GFI-GYG-RNE------------A-KR-----K-----L--L----RD-A--G----------AK--------V----V--L---G---AY---------AP-L-------------------------------------T-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----GTGGL-------------
PPS79730.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----I--L----RE-A--G----------AE--------T----V--V---H---SL---------QP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ROP51949.1 ----------------------MLWDFDGPICR-------LFA---G----HK------AER---VAADL--------VEWL---AL-Q---------G-----LH----G-------------------L--LT-D--------T-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VVA----------------LEER------L----T-QE------E--E--R---------------------------------A-AG----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVTTNNSPR-AARTYLESR--G-L----T--GCF-T-----------------------P-----H-LY-G-R-T----Q---ALQ---HL-------KPHP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-D-AL------MIGDSA-SDLDAAREAGV-PFL-GYA-GGE------------D-KE-----K-----R--L----RA-A--G----------AG--------H----V--V---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R----------------------S----------------------------------------
WP_127442528.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RA-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_100246981.1 -LEW-----A--SG--------VLFDFDGPVCR-------LFP---R----DS------SRP---LADEL--------RRLV---TA-F---------G-----LD----D-------------------V--LT-G--------D-ER-T-G----K-----------------------------DPHLV---------------------------L--RA-V------H------------R-------A----------A---------ARSAVR-R---------RFAYVDF----------------------------------------------AR-L------VGV----------------LEAT------L----T-EG------E--L--A---------------------------------A-VR----V-A-----W-P-TP----DADAFIGSL--------------AD-R-G-L---SLAVVTNNSPS-AVERYLGER--G-L----E--GRF-------------------------K-----A-IH-G-R-T----A---DPG---LM-------KPHP-----------------------------------D-V--VRRAL-A---------------G--LG-L-P--P-Q-D-AV------MIGDTP-TDLEAALEAGV-GFI-GYG-RNE------------A-KR-----K-----L--L----RD-A--G----------AK--------V----V--L---G---AY---------AA-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----GA----------------
WP_030124041.1 -LEA-----A--DC--------VLFDFDGPLCD-------LFS---G----RP------ASG---VAERL--------AGEL---R------------D-----VD----P-----------------------V-V--------A-AS-A-A----G-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------H--------------G-S--------------------------------------------------------------ST-A------TDR----------------AERF------L----T-TE------E--A--E---------------------------------A-AG----V-A-----T-P-TA----YALELIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVIRFLERH--G-L----S--VPA-V-----------------------A-----H-IH-G-R-T----S---DPG---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-Q-E-AV------MIGDSP-ADCLAAKVVGV-PFI-GYA-VNG------------R-KR-----R-----A--L----ED-V--G----------AR--------C----T--V---P---SL---------RG-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------------
AXE86876.1 ----------------------MLWDFDGPICR-------LFA---R----HS------AER---VARDL--------VSWL---EG-R---------G-----LH----G-------------------L--LT-G--------D-ER-D-S----L-----------------------------DPHMV---------------------------L--RA-V------D------------G-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEKR------L----T-QE------E--S--R---------------------------------A-AV----T-A-----M-P-TA----YADPLIRTW--------------TA-V-G-A---RLAVASNNSPR-VIRQYLTSR--G-L----L--PCF-S-----------------------P-----H-VY-G-R-T----S---DLQ---LL-------KPDP-----------------------------------H-S--LNRAL-S---------------A--MG-A-A--P-S-S-AL------MIGDTP-TDYLAAKHAGV-PFL-GYA-RSD------------R-TA-----E-----P--L----RE-A--G----------AE--------V----V--L---P---SL---------EP-L-------------------------------------L-----------------------------------------------------------Q--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_109496908.1 -VRH-----A--QV--------VLWDFDGPICR-------LFA---G----HS------ADR---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------E-EQ-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AS----S-A-----M-P-TM----YADPLIRTW--------------AA-V-G-S---RLAIATNNSPR-VVRKYLAGR--G-L----T--SCF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYVAARSAGV-PFL-GYA-RNG------------R-KE-----R-----L--L----RE-A--G----------AS--------V----V--V---G---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078619303.1 ---------A--HC--------VLFDFDGPVCR-------LFA---G----RS------AEK---VAEEQ--------VRWL---EE-Q---------G-----LH----G-------------------L--LA-A--------G-MR-D-E----P-----------------------------DPYVV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEAR------L----T-YE------E--Q--K---------------------------------A-VI----S-A-----W-P-TP----YADALIRTW--------------RA-T-G-A---RLAVATNNAPG-PVATYLTGR--G-L----I--DCF-A-----------------------P-----H-IY-G-R-T----Q---NLR---LL-------KPDP-----------------------------------Y-C--VKRAL-A---------------A--MG-A-D--P-S-R-TL------MIGDAA-SDYLAARDAGV-HFV-GYA-RND------------R-KM-----R-----V--L----RE-I--G----------AE--------L----I--V---P---SL---------KP-L-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_043448736.1 ---D-----A--RF--------VLFDFDGPICR-------LFA---G----YS------AAG---IAREL--------VQRL---ER-Q---------G-----LL----R-------------------L--LT-E--------E-ER-R-D----P-----------------------------DPQAV---------------------------L--HA-V------D------------R-------R----------R--------------R-G--------------------------------------------------------------SE-V------VAD----------------LEER------L----T-QG------E--L--K---------------------------------A-VT----G-A-----Q-A-TE----HADDLIRTW--------------SA-A-G-A---RLAVTTNNSAR-AAHEYLVNR--G-L----A--GCF-T-----------------------P-----H-IY-G-R-T----R---ELR---RQ-------KPDP-----------------------------------Y-H--LNRAL-R---------------A--MG-T-A--P-GAA-AL------MIGDSP-SDLQAAVRAGV-RFL-GYA-RDE------------R-VE-----E-----R--L----RT-A--G----------AE--------T----V--V---R---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_046248494.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-R-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_062131569.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------T-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
RAJ58666.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-T---RLAVTTNNSPR-VVRSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-A-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AA--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOW00133.1 ---------A--RV--------VLWDFDGPVCR-------LFA---R----HS------AER---VSSDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVRTYLAGR--G-L----T--DCF-A-----------------------P-----H-IY-G-R-T----R---ELH---HL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-V-A--P-G-D-AL------MIGDTP-SDREAAEGAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----KA-A--G----------AD--------V----V--L---D---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EST25311.1 ---A-----T--TC--------VLFDFDGPVCR-------LFA---G----YP------ADG---VADDL--------VDWL---RR-Q---------G-----RA----D-------------------L--LS-E--------D-DA-R-S----G-----------------------------DPHAV---------------------------L--RA-V------A------------L-------A----------A--------------P-G--------------------------------------------------------------SA-F------LAE----------------LEDQ------L----T-EH------E--R--R---------------------------------A-TE----A-A-----E-P-TP----DADKLIRTL--------------RA-G-G-H---GLAITTNNSAS-IVERYLTAR--G-L----L--DCF-A-----------------------P-----H-IH-G-R-T----Q---DLL---RL-------KPDP-----------------------------------D-C--LLRAL-D---------------S--TG-A-A--A-G-R-AL------MIGDTP-ADCVAARKAGV-AFV-GYA-RNE------------R-KR-----K-----L--L----LG-V--G----------AT--------T----I--V---P---SM---------GL-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--Q---------------------------------------------------------------
WP_078559968.1 ALDS-----A--TC--------VFFDFDGPICR-------LFS---E----HP------ADL---VAGRL--------LKLL---DD-E---------A-----PR----L----------------------LE-D--------E-DY-R-P----H-----------------------------DPHSI---------------------------L--SA-A------L------------R-------A----------A--------------P-G--------------------------------------------------------------HE-L------IRT----------------VEHR------L----T-QE------E--E--T---------------------------------A-AG----S-A-----A-S-TP----SAHALIEEL--------------HG-Q-G-R---TLAVTSNNSAT-AIRVYLNRH--G-L----D--KYF-S-----------------------P-----H-IH-G-R-Q----A---DRI---RL-------KPDP-----------------------------------D-C--LRRAL-E---------------S--TG-A-K--P-G-E-CL------MIGDTL-PDWEAAKDAGV-DFV-GYA-RTE------------P-KA-----E-----A--L----AQ-E--E----------VQ--------L----I--V---R---SM---------QE-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------I--R---------------------------------------------------------------
WP_125538101.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_078956004.1 ---------A--RV--------VLWDFDGPVCR-------LFA---R----HS------AER---VSSDL--------VSWL---ES-R---------G-----LH----G-------------------L--LT-E--------T-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AS----S-A-----L-P-TA----YADPLIRTW--------------TA-V-G-S---RLAVTTNNSPR-VVRTYLAGR--G-L----T--DCF-A-----------------------P-----H-IY-G-R-T----R---ELH---HL-------KPHP-----------------------------------H-C--LNRAL-N---------------A--MG-V-A--P-G-D-AL------MIGDTP-SDREAAEGAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----KA-A--G----------AD--------V----V--L---D---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_087808602.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LR----D-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHAL---------------------------L--AA-V------D------------R-------R----------H--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNAPR-VVSEYLATR--D-L----L--GCF-S-----------------------P-----H-IY-G-R-T----G---DPH---RL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-T-A--P-G-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----RD-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ANH95452.1 ----------------------VLWDFDGPVCR-------LFA---G----HS------AER---VAHGL--------LDWL---GE-Q---------G-----LH----G-------------------L--LS-E--------A-ER-E-P----L-----------------------------DPHAL---------------------------L--RA-V------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVTSNNSPA-VVRAYLQGR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----A---ELH---HL-------KPHP-----------------------------------H-C--LQRAL-N---------------A--MG-A-A--P-A-S-AL------MIGDTP-TDLRAAERAGV-PFL-GYA-RNP------------G-KS-----K-----I--L----AA-A--G----------AR--------M----I--V---H---SL---------DT-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_103504672.1 --AH-----V--EC--------VIFDFDGPLCS-------LFA---I----RT------AAS---VAARL--------RALA---AE-H---------R-----LP----A-------------------------------------P-E-T----D-----------------------------DPHAV---------------------------L--RA-V------A------------A-------A----------R--------------P-G--------------------------------------------------------------TA-G------SRL----------------VEQA------L----T-RE------E--V--R---------------------------------A-AA----T-A-----R-P-TP----GAAALVHAL--------------DE-R-G-R---RLAVASNNSAH-AVAAYLDTR--R-L----S--DRF-G-----------------------G-----H-VH-G-R-A----G---DTA---LL-------KPHP-----------------------------------D-C--LHRAL-C---------------S--TG-T-A--P-E-R-AL------MIGDTP-TDLAAARAAGV-GFL-GFA-PDP------------A-RA-----E-----Q--L----HA-A--G----------AA--------H----V--V---T---SL---------GK-V-------------------------------------L-----------------------------------------------------------S--------------------------------T---------------------VNSLP--------------------------------------------------------------------
WP_104635632.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-N---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----I--L----RE-A--G----------AE--------T----V--V---H---SL---------QP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OPG07282.1 -IRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-D--------D-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AT----S-A-----M-P-TM----YADPLIRTW--------------AA-V-G-S---RLAIATNNSPR-VVRKYLAGR--G-L----T--ACF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAAQSAGV-SFL-GYA-RNG------------R-KE-----R-----L--L----RE-A--G----------AS--------V----V--V---N---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_029393640.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RA-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_079030249.1 -VSG-----A--RF--------VLWDFDGPICR-------LFA---G----HR------AER---VAGDL--------VEWL---ER-R---------G-----LR----E-------------------L--LT-E--------A-ER-E-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-HE------E--L--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-V---RLAVATNNSPR-IVRAYLTGR--G-L----L--PCF-A-----------------------P-----H-VY-G-R-T----R---ELG---LL-------KPDP-----------------------------------H-T--LVRAL-S---------------A--LG-A-D--P-S-G-SL------FIGDTP-SDCEAARRAGV-PFL-GYA-RDE------------R-KA-----K-----L--L----RD-A--G----------AD--------T----L--V---A---SF---------EP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015578149.1 -LEA-----A--DC--------VLFDFDGPLCD-------LFS---G----RP------ASG---VAERL--------AGEL---R------------D-----VD----P-----------------------V-V--------A-AS-A-A----G-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------H--------------G-S--------------------------------------------------------------SP-A------TDR----------------AERF------L----T-TE------E--A--E---------------------------------A-AG----V-A-----T-P-TA----YALELIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVIRFLERH--G-L----S--VPA-V-----------------------A-----H-IH-G-R-T----S---DPG---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-Q-E-AV------MIGDSP-ADCLAAKVVGV-PFI-GYA-VNG------------R-KR-----R-----A--L----ED-V--G----------AR--------C----T--V---P---SL---------RG-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------------
KQW17041.1 ---------------------------DGPMCR-------LFA---G----YP------AHE---IAGQL--------VDMI---DG-L---------G-----MG----A-------------------L--LT-E--------R-ER-S-G----D-----------------------------DPHVA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VS----K-A-----M-P-TP----HADPLIRTW--------------SA-R-G-V---RFAITTNNAAL-AAAAYVESR--G-L----A--DCF-------------------------P-----Y-IY-G-R-T----A---NLD---LM-------KPDP-----------------------------------H-C--LEEAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQRAGV-QFL-GYA-RNA------------G-KE-----Q-----I--L----RE-A--G----------AE--------V----V--V---H---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------M--R-----------------------------------SLP-------------------------
WP_030187933.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---ER-L---------G-----LK----D-------------------L--LT-R--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--AA-V------N------------R-------R----------H--------------R-Q--------------------------------------------------------------SD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-R-V---GLAVTTNNAPR-VVGEYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPQ---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDSA-SDLMAARRAGV-PFL-GYG-HNE------------R-KA-----K-----V--L----RE-A--G----------AE--------S----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_127434583.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEEQ------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-I-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_111583963.1 -ITS-----A--RV--------VLWDFDGPICR-------LFA---T----HK------AER---IAADL--------VAWL---ER-Q---------G-----LH----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------G------------R-------R----------R--------------P-G--------------------------------------------------------------SD-L------VTG----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----L-P-TA----WADPLIRTW--------------TA-V-G-T---RLAVTTNNSPR-VVRSYLESR--G-L----T--ACF-A-----------------------P-----H-LY-G-R-T----E---HLH---HL-------KPDP-----------------------------------H-C--LLRAL-G---------------A--MG-A-A--P-A-A-AL------MIGDTP-SDLAAARDAGV-PFL-GYA-RNE------------A-KE-----K-----P--L----RA-A--G----------AA--------H----V--V---R---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_121703739.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----I--L----QE-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079025034.1 -VTG-----A--RV--------VLWGFDGPLCR-------LFA---G----DA------AER---VAAGL--------LRWL---EG-R---------G-----LH----G-------------------L--PG-E--------P-GQ-E-A----P-----------------------------DPWAV---------------------------L--RA-V------H------------R-------R----------Q--------------P-G--------------------------------------------------------------GA-L------ADE----------------LEER------L----T-QE------E--L--R---------------------------------A-AP----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RPAVVTGRSPR-AVRAYLAER--G-L----L--ACF-E-----------------------P-----H-IY-G-R-T----R---DAR---RG-------EPDP-----------------------------------D-R--LRHAL-R---------------A--TG-A-V--P-S-T-AV------LIGDTP-SAFAAAREAGV-GFL-GYA-RAE------------P-RA-----H-----A--L----RR-A--G----------AP--------V----V--V---R---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_062051958.1 -LAD-----A--RC--------VLFDFDGPICR-------LFP---D----DS------SKQ---VADEL--------RELI---DE-A---------G-----AG----S-------------------V--LT-N--------D-ER-D-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------E----------R--------------R-D---------R----DV----------------------------------------------TR-L------LAD----------------LEAK------L----E-VG------E--L--K---------------------------------A-AR----T-A-----W-P-TP----DADTLIELL--------------AK-R-R-V---RLAVVTNNSPR-AAEAYLGRR--D-L----L--RHF-------------------------T-----T-IQ-G-R-T----S---DPG---RM-------KPDP-----------------------------------D-V--LDRAL-R---------------Y--LR---H--P-E-D-AVMIGDAVMIGDTG-TDAEAAEKAGV-PFI-GYG-RNP------------D-KR-----A-----R--L----RD-A--G----------AG--------V----V--L---G---SY---------AP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------P-----GLGGARRLSR--------
WP_079309006.1 -IRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-D--------D-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AT----S-A-----M-P-TM----YADPLIRTW--------------AA-V-G-S---RLAIATNNSPR-VVRKYLAGR--G-L----T--ACF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAAQSAGV-SFL-GYA-RNG------------R-KE-----R-----L--L----RE-A--G----------AS--------V----V--V---N---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099053658.1 -VTG-----A--RV--------VLWGFDGPLCR-------LFA---G----DA------AER---VAAGL--------LRWL---EG-R---------G-----LH----G-------------------L--PG-E--------P-GQ-E-A----P-----------------------------DPWAV---------------------------L--RA-V------R------------R-------R----------Q--------------P-G--------------------------------------------------------------GA-L------TDE----------------LEER------L----T-QE------E--L--R---------------------------------A-AP----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RPAVVTGRSPR-AVRAYLAER--G-L----L--ACF-G-----------------------P-----H-IY-G-R-T----R---DAR---RG-------EPDP-----------------------------------D-R--LRHAL-R---------------A--TG-A-V--P-S-T-AV------LIGDTP-SAFAVAREAGV-GFL-GYA-RAE------------P-RA-----Q-----A--L----RR-A--G----------AP--------V----V--V---R---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
KMS78770.1 -VTG-----A--RV--------VLWGFDGPLCR-------LFA---G----DA------AER---VAAGL--------LRWL---EG-R---------G-----LH----G-------------------L--PG-E--------P-GQ-E-A----P-----------------------------DPWAV---------------------------L--RA-V------H------------R-------R----------Q--------------P-G--------------------------------------------------------------GA-L------ADE----------------LEER------L----T-QE------E--L--R---------------------------------A-AP----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RPAVVTGRSPR-AVRAYLAER--G-L----L--ACF-E-----------------------P-----H-IY-G-R-T----R---DAR---RG-------EPDP-----------------------------------D-R--LRHAL-R---------------A--TG-A-V--P-S-T-AV------LIGDTP-SAFAAAREAGV-GFL-GYA-RAE------------P-RA-----H-----A--L----RR-A--G----------AP--------V----V--V---R---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_078620962.1 ----------------------MLFDFDGPLCR-------LFP---D----GA------SGR---VARDL--------KALA---AR-R---------G-----VR----G-------------------V--LT-D--------E-EE-S-S----I-----------------------------DPHVV---------------------------L--RA-M------D------------R-------A----------G--------------V-G--------------------------------------------------------------AA-L------VRE----------------LEER------L----T-RG------E--L--R---------------------------------A-VP----D-A-----L-P-TP----DAGRLVRAL--------------RA-A-G-C---AVAIVTNNSAR-AAAAFLGRPDVG-L----S--DAF-G-----------------------P-----H-VH-G-R-S----H---RPD---LL-------KPDP-----------------------------------D-V--VTRAL-L---------------G--LD-A-K--P-G-D-AL------LVGDTV-PDLEAARAAGVGFFV-GYA-RNE------------G-KA-----K-----P--L----RA-A--G----------AP--------V----V--V---D---SL---------LP-L-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_029386040.1 -VTG-----A--RV--------VLWGFDGPLCR-------LFA---G----DA------AER---VAAGL--------LRWL---EG-R---------G-----LH----G-------------------L--PG-E--------P-GQ-E-A----P-----------------------------DPWAV---------------------------L--RA-V------R------------R-------R----------Q--------------P-G--------------------------------------------------------------GA-L------TDE----------------LEER------L----T-QE------E--L--R---------------------------------A-AP----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RPAVVTGRSPR-AVRAYLAER--G-L----L--ACF-G-----------------------P-----H-IY-G-R-T----R---DAR---RG-------EPDP-----------------------------------D-R--LRHAL-R---------------A--TG-A-V--P-S-T-AV------LIGDTP-SAFAVAREAGV-GFL-GYA-RAE------------P-RA-----Q-----A--L----RR-A--G----------AP--------V----V--V---R---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
RLK41719.1 ---------A--RF--------VLFDFDGPICG-------LFA---G----HK------AER---VAGDL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------K-ER-E-S----L-----------------------------DPHTV---------------------------L--HA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TP----YADPLVRTW--------------TA-V-G-A---RLAVATNNSPR-VARRYLGSR--G-L----A--GCF-E-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--LHRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDTP-SDFLAADEAGV-PFL-GYA-RNE------------A-KE-----G-----L--L----RA-A--G----------VT--------T----L--V---N---SL---------QP-V-------------------------------------L-----------------------------------------------------------A--------------------------------T---------------------------L--R---------------------------------------------------------------
CQR63294.1 -VTG-----A--RV--------VLWGFDGPLCR-------LFA---G----DA------AER---VAAGL--------LRWL---EG-R---------G-----LH----G-------------------L--PG-E--------P-GQ-E-A----P-----------------------------DPWAV---------------------------L--RA-V------R------------R-------R----------Q--------------P-G--------------------------------------------------------------GA-L------TDE----------------LEER------L----T-QE------E--L--R---------------------------------A-AP----S-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RPAVVTGRSPR-AVRAYLAER--G-L----L--ACF-G-----------------------P-----H-IY-G-R-T----R---DAR---RG-------EPDP-----------------------------------D-R--LRHAL-R---------------A--TG-A-V--P-S-T-AV------LIGDTP-SAFAVAREAGV-GFL-GYA-RAE------------P-RA-----Q-----A--L----RR-A--G----------AP--------V----V--V---R---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------L---------------------------L--R---------------------------------------------------------------
WP_127436597.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-H--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_106436137.1 -VSR-----A--QV--------VLWDFDGPVCR-------LFA---G----HS------AER---VAHGL--------LDWL---GE-Q---------G-----LH----G-------------------L--LS-E--------A-ER-E-P----L-----------------------------DPHAL---------------------------L--RA-V------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AA----S-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RLAVTSNNSPA-VVRAYLQGR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----A---ELR---HL-------KPHP-----------------------------------H-C--LQRAL-N---------------A--MG-A-A--P-A-A-AL------MIGDTP-TDLRAAERAGV-PFL-GYA-GTP------------R-KG-----R-----I--L----AE-A--G----------AR--------M----I--V---H---SL---------DT-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_078957678.1 ALRQ-----A--DA--------VLLGFDGTLTR-------LWT---K----AG------QAA---AVREL--------TRVL-A-EL-R----DP-E-D-A---LA----G------K----------P-L--LP-A-NG-PV--P-PH-S-G-D--L-----------------------------HPVDL---------------------------L--RA-L---------------------------Q----------E-------------------------------------------------------------------------------TA-Y------EPV----------------LRDV------L----T-RA------E--R--E---------------------------------A-VR----S-A-----R-A-LS----HADLLVRTL--------------AD-K-G-L---TLALVTDAAEA-TATGYLELR--G-L--L-D----------------------------D-F-G-G-G-VH-G-R-S----A---------RL-------MPDP-----------------------------------E-T--VQRAL-A---------------R--IG-V-P--P-A-R-CL------LAGSTA-VEERAAGAAGV-AFL-RVA-DET------------G-FR----------------------D--L----------LD--------AA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_031019910.1 ---G-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-F------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-P--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RA-A--G----------AP--------V----L--V---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_078873710.1 -LIG-----A--RV--------VLWDFDGPVCR-------LFA---R----HR------AER---VAAGL--------VEWL---AG-R---------G-----LR----G-------------------L--LT-E--------D-ER-E-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QD------E--L--L---------------------------------A-AA----S-A-----W-P-TP----YADPLIRTW--------------AA-V-G-S---RLAVTTNNSPR-VVHAYLADR--G-L----T--GCF-A-----------------------P-----H-IY-G-R-T----A---ELH---RL-------KPDP-----------------------------------Y-C--LDRAL-A---------------A--LG-A-A--P-G-S-AL------MIGDSP-TDLVAAERAGV-RFL-GFA-TGE------------R-RA-----K-----Q--L----RA-S--G----------AD--------T----V--L---T---SL---------EP-L-------------------------------------L-----------------------------------------------------------L--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_030729762.1 -LSN-----A--RC--------VLFDFDGPICR-------LFA---A----RP------ADG---IAHRL--------RALA---VE-L---------G-----AA----S-------------------L--LT-P--------Q-LR-A-S----P-----------------------------DPQQV---------------------------L--RG-I------A------------H-------H----------H--------------P-S--------------------------------------------------------------PT-V------VHR----------------IEAA------L----T-RE------E--I--S---------------------------------A-AA----T-A-----S-P-TP----YAASLIAAL--------------ST-R-G-R---QVAIVTNNSPL-AAEFYLRRQ--Q-L----T--GYV-G-----------------------G-----R-VH-G-R-T----R---DIT---LL-------KPHP-----------------------------------D-P--VLRAL-R---------------S--TG-T-A--A-G-R-AL------MIGDTS-TDLAAARSAGV-EFL-GYA-MDD------------A-QA-----E-----A--F----RR-A--G----------AD--------Y----V--T---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_109878478.1 -LEA-----A--DC--------VLFDFDGPLCD-------LFS---G----RP------ASG---VAERL--------AGEL---R------------D-----VE----P-----------------------V-V--------A-AS-A-A----G-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------H--------------G-S--------------------------------------------------------------SP-A------TDR----------------AERF------L----T-AE------E--A--E---------------------------------A-AG----V-A-----T-P-TA----YALELIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVIRFLERH--G-L----S--VPA-V-----------------------A-----H-IH-G-R-T----S---DPG---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-Q-E-AV------MIGDSP-ADCLAAKVVGV-PFI-GYA-VNG------------R-KR-----R-----A--L----ED-V--G----------AR--------C----T--V---P---SL---------RG-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_120679825.1 -ISN-----A--RC--------VLFDFDGPVCR-------LFA---V----RS------AAS---VARRL--------RELA---VE-M---------S-----LS----P-------------------L--LT-P--------E-LR-A-S----D-----------------------------DPHQV---------------------------L--RA-I------A------------G-------R----------R--------------P-G--------------------------------------------------------------AA-V------VGR----------------LEGA------L----A-DE------E--V--A---------------------------------A-AA----T-A-----H-P-TP----YAAALIAAL--------------ST-R-G-R---QVAIATNNSPR-AAEHYLSRH--K-L----S--GYV-G-----------------------G-----R-VH-G-R-S----R---DMA---LL-------KPHP-----------------------------------D-S--VLRAL-A---------------S--TG-A-P--A-R-Q-AL------MIGDSV-SDLVAARAARV-PFL-GYA-PTP------------P-LA-----E-----A--F----AA-A--R----------AE--------H----V--V---S---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_107015273.1 -VGR-----A--GC--------VLFDFDGPICR-------LFA---G----HS------AKS---IATDQ--------AEWL---AA-R---------G-----LA----G-------------------V--LT-E--------G-ER-S-S----R-----------------------------DPHWV---------------------------L--SE-V------A------------G-------R----------H--------------R-G--------------------------------------------------------------SD-L------VVE----------------LEEW------L----S-QQ------E--L--K---------------------------------A-VP----R-A-----M-P-TA----YADPLIRTW--------------RS-V-G-A---RLAIVTNNSDR-AVRAYLESR--H-L----V--GYF-A-----------------------P-----N-IY-G-R-T----R---DLS---LL-------KPHP-----------------------------------Y-T--LNRAL-S---------------A--LG-A-A--P-G-T-TL------MIGDTP-SDHAAALSAGV-HFL-GYA-RND------------E-KA-----Q-----L--L----LN-A--G----------VP--RW----G----M--V---R---SL---------ET-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_076975448.1 ---G-----A--RV--------VLWDFDGPICR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----I--L----QE-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RPE59333.1 -VAS-----A--RY--------VLWDMDGPICR-------LFA---G----YP------AHE---IAGQL--------VAMI---DG-L---------G-----MG----A-------------------L--LT-Q--------Q-ER-S-G----D-----------------------------DPHVA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VP----K-A-----M-P-TP----HADPLIRTW--------------SA-R-G-A---RFAITTNNAAV-AAMAYVESR--G-L----A--DCF-------------------------P-----F-VY-G-R-T----P---NLD---LM-------KPHP-----------------------------------H-C--LEQAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQQAGV-EFL-GYA-RND------------D-KA-----R-----V--L----RD-A--G----------AE--------V----V--V---G---SL---------EQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--P-----------------------------------SFP-------------------------
WP_121402169.1 ---------A--RF--------VLFDFDGPICG-------LFA---G----HK------AER---VAGDL--------VRWL---EG-R---------G-----LH----G-------------------L--LT-E--------K-ER-E-S----L-----------------------------DPHTV---------------------------L--HA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TP----YADPLVRTW--------------TA-V-G-A---RLAVATNNSPR-VARRYLGSR--G-L----A--GCF-E-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--LHRAL-N---------------A--LG-A-A--P-A-A-AL------MIGDTP-SDFLAADEAGV-PFL-GYA-RNE------------A-KE-----G-----L--L----RA-A--G----------VT--------T----L--V---N---SL---------QP-V-------------------------------------L-----------------------------------------------------------A--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_097265800.1 -IRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------E-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AT----S-A-----M-P-TM----YADPLIRTW--------------AA-V-G-S---RLAIATNNSPR-VVRKYLAGR--G-L----T--ACF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAARSAGV-PFL-GYA-RNG------------R-KE-----R-----L--L----RD-A--G----------AL--------V----V--V---N---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063803823.1 -VSS-----A--RY--------VLWDMDGPMCR-------LFA---G----YP------AHQ---IAGEL--------VDKI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-G----N-----------------------------DPHDA---------------------------L--RG-V------H------------E-------R----------R--------------P-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--Q---------------------------------A-VP----K-A-----M-P-TP----HADPLIRTW--------------SA-L-G-V---RFAITTNNAAL-AAAAYVASR--G-L----S--DCF-------------------------P-----Y-VY-G-R-T----A---NLD---LM-------KPNP-----------------------------------H-C--LEEAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQRAGV-QFL-GYA-RNA------------D-KE-----Q-----I--L----RE-A--G----------AE--------A----V--V---G---SL---------AQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-----------------------------------PVP-------------------------
KUN94954.1 -MAR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ATR---VAAEL--------VEWL---EV-R---------G-----LH----G-------------------L--LA-E--------N-ER-G-T----S-----------------------------DPHAV---------------------------L--RA-V------N------------V-------R----------H--------------P-D--------------------------------------------------------------GD-L------VAE----------------LEQR------L----T-AE------E--I--R---------------------------------A-VR----T-A-----M-P-TA----YADPLIRTW--------------TA-T-G-A---RLAITTNNSPR-AACLYLTQR--D-M----L--GCF-H-----------------------P-----H-IY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-F--LGSAL-D---------------A--MG-S-E--P-S-D-AL------MIGDSP-SDHTAALRAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----GE-A--G----------AE--------V----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R-------------S-------------------------------------------------
WP_050371358.1 -IGR-----A--RV--------VLWDFDGPVCG-------LFA---G----HP------AEQ---VAVGL--------VERL---EL-R---------G-----LR----G-------------------L--LS-E--------E-ER-A-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------S-------R----------R--------------S-G--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-EE------E--L--K---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------VA-V-G-A---RMAITTNNSPR-VVGKYLASR--G-L----S--ACF-A-----------------------P-----H-VY-G-R-T----A---DIQ---LL-------KPDP-----------------------------------H-C--LNKAL-R---------------A--MG-S-A--P-A-D-AL------MIGDTP-SDLEAARRAGV-PFL-GYA-RNK------------V-KE-----D-----L--L----RE-E--G----------AE--------A----V--V---S---SL---------ES-V-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_067234549.1 ---------A--RV--------VLWDFDGPVCR-------LFA---G----HP------AAD---VARGL--------IGHL---EK-L---------G-----LG----E-------------------L--LT-P--------D-ER-R-S----T-----------------------------DPHVL---------------------------L--RA-V------D------------R-------H----------R--------------P-G--------------------------------------------------------------SD-L------VAR----------------LEDH------L----T-AE------E--L--K---------------------------------A-AE----S-A-----M-P-TP----YADPVIRTW--------------VA-V-G-S---RMVITTNNAPR-VVRSYLTER--G-L----L--SCF-A-----------------------P-----H-IY-G-R-T----N---DLQ---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--TG-S-A--P-G-D-AL------MIGDTA-SDFQAARAAGV-PFL-GYA-RNE------------R-KE-----K-----V--L----RE-A--G----------AT--------A----V--V---D---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078494536.1 ----------------------MLFDFDGPVCR-------LFA---G----YP------ADG---VADDL--------VDWL---RR-Q---------G-----RA----D-------------------L--LS-E--------D-DA-R-S----G-----------------------------DPHAV---------------------------L--RA-V------A------------L-------A----------A--------------P-G--------------------------------------------------------------SA-F------LAE----------------LEDQ------L----T-EH------E--R--R---------------------------------A-TE----A-A-----E-P-TP----DADKLIRTL--------------RA-G-G-H---GLAITTNNSAS-IVERYLTAR--G-L----L--DCF-A-----------------------P-----H-IH-G-R-T----Q---DLL---RL-------KPDP-----------------------------------D-C--LLRAL-D---------------S--TG-A-A--A-G-R-AL------MIGDTP-ADCVAARKAGV-AFV-GYA-RNE------------R-KR-----K-----L--L----LG-V--G----------AT--------T----I--V---P---SM---------GL-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--Q---------------------------------------------------------------
OSZ60679.1 -VTR-----A--EV--------VLWDFDGPICR-------LFA---G----HP------APR---VADSL--------VDWL---AG-R---------G-----LR----A-------------------L--LT-E--------A-ER-H-T----A-----------------------------DPQEV---------------------------L--RA-V------D------------R-------A----------R--------------P-G--------------------------------------------------------------PG-V------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTSDNSPR-VIGAYLAGR--D-L----A--GCF-G-----------------------P-----H-VY-G-R-D----A---DLH---RL-------EPDP-----------------------------------C-H--LHRAL-A---------------A--LT-A-A--P-S-T-AL------FIGDSP-TDHEAARRAGV-PFL-GYA-RND------------R-KA-----R-----L--L----RE-A--G----------AS--------D----V--I---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
ANB07139.1 ----------------------MLWDFDGPICR-------LFA---G----HR------AER---VAGDL--------VEWL---ER-R---------G-----LR----E-------------------L--LT-E--------A-ER-E-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VEE----------------LEER------L----T-HE------E--L--R---------------------------------A-TA----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-V---RLAVATNNSPR-IVRAYLTGR--G-L----L--PCF-A-----------------------P-----H-VY-G-R-T----R---ELG---LL-------KPDP-----------------------------------H-T--LVRAL-S---------------A--LG-A-D--P-S-G-SL------FIGDTP-SDCEAARRAGV-PFL-GYA-RDE------------R-KA-----K-----L--L----RD-A--G----------AD--------T----L--V---A---SF---------EP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OKI97350.1 -LAA-----A--EC--------VLLDFDGPLCR-------LFA---G----RP------AEG---VAARL--------AREL---RA-F---------G-----CD----P-----------------------G-V--------A-AD-G-T----D-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------Y--------------G-D--------------------------------------------------------------DP-V------TVH----------------AERC------L----T-AE------E--V--E---------------------------------A-AA----S-A-----T-P-TE----HALDLIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVVRFLGRH--E-P----S--VLA-H-----------------------E-----H-IH-G-R-T----S---DPA---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-A-A-AV------MIGDSP-ADCLAAKAVGV-PFI-GYA-VNE------------D-KR-----R-----A--L----VD-V--G----------AG--------W----T--V---P---SL---------RG-L-------------------------------------V-----------------------------------------------------------E--------------------------------T---------------------------A--R---------------------------------------------------------------
WP_123990141.1 -VAS-----A--RY--------VLWDMDGPICR-------LFA---G----YP------AHE---IAGQL--------VAMI---DG-L---------G-----MG----A-------------------L--LT-Q--------Q-ER-S-G----D-----------------------------DPHVA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VP----K-A-----M-P-TP----HADPLIRTW--------------SA-R-G-A---RFAITTNNAAV-AAMAYVESR--G-L----A--DCF-------------------------P-----F-VY-G-R-T----P---NLD---LM-------KPHP-----------------------------------H-C--LEQAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQQAGV-EFL-GYA-RND------------D-KA-----R-----V--L----RD-A--G----------AE--------V----V--V---G---SL---------EQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--P-----------------------------------SFP-------------------------
WP_055483934.1 -IEA-----A--KA--------VLFDFDGPICH-------LFR---K----RP------PAA---IAQRL--------EEVA---LA------HH---S---G-AA----D----------------------------------W-LPRG-T----R-----------------------------DPQEI---------------------------L--RA-V------F------------E-------Q----------P--------------G-L----------------------------------------------------VE--------SG-V------ARD----------------IERA------L----T-EE------E--V--Q---------------------------------A-AP----G-A-----F-P-TA----YADALIRTL--------------VA-T-G-R---ELAVTTNNSQQ-AVERYLETR--T-T----H--ELF-A-----------------------G-----R-VH-G-R-S----A---EG-AL-RL-------KPDP-----------------------------------D-C--LLRAL-E---------------S--TK-T-P--A-Q-E-AL------MIGDAP-RDLEAARAAGV-AFL-GYA-RNE------------R-KE-----Q-----E--L----RA-A--G----------AG--------H----V--V---G---SL---------RD-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086168939.1 -VTR-----A--EV--------VLWDFDGPICR-------LFA---G----HP------APR---VADSL--------VDWL---AG-R---------G-----LR----A-------------------L--LT-E--------A-ER-H-T----A-----------------------------DPQEV---------------------------L--RA-V------D------------R-------A----------R--------------P-G--------------------------------------------------------------PG-V------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTSDNSPR-VIGAYLAGR--D-L----A--GCF-G-----------------------P-----H-VY-G-R-D----A---DLH---RL-------EPDP-----------------------------------C-H--LHRAL-A---------------A--LT-A-A--P-S-T-AL------FIGDSP-TDHEAARRAGV-PFL-GYA-RND------------R-KA-----R-----L--L----RE-A--G----------AS--------D----V--I---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_061443986.1 ---G-----A--RV--------VLWDFDGPLCR-------LFA---G----HS------AAR---VAGEL--------VDWL---ET-Q---------G-----LA----E-------------------P--LT-Q--------E-ER-A-R----P-----------------------------DPHVL---------------------------L--GA-V------S------------R-------R----------H--------------H-R--------------------------------------------------------------GD-L------VAE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----T-A-----W-P-TP----YADPLIRTW--------------SA-L-G-V---GLAVTTNNSPR-AVSEYLATR--G-L----L--DCF-A-----------------------P-----H-LY-G-R-T----R---NPH---LL-------KPDP-----------------------------------Y-T--LDRAL-G---------------A--MG-V-A--P-A-Q-AL------MVGDSA-SDLAAAERAGV-PFL-GYG-HNE------------R-KT-----K-----I--L----KD-A--G----------AR--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUN70023.1 ---------------------------DGPMCR-------LFA---G----YP------AHQ---IAGEL--------VDKI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-G----N-----------------------------DPHDA---------------------------L--RG-V------H------------E-------R----------R--------------P-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--Q---------------------------------A-VP----K-A-----M-P-TP----HADPLIRTW--------------SA-L-G-V---RFAITTNNAAL-AAAAYVASR--G-L----S--DCF-------------------------P-----Y-VY-G-R-T----A---NLD---LM-------KPNP-----------------------------------H-C--LEEAI-K---------------A--MG-A-V--P-S-A-TL------MIGDAA-TDLQAAQRAGV-QFL-GYA-RNA------------D-KE-----Q-----I--L----RE-A--G----------AE--------A----V--V---G---SL---------AQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-----------------------------------PVP-------------------------
WP_103782728.1 -IAR-----A--RV--------VLWDFDGPICR-------LFA---S----HP------AEK---VADDM--------VRWL---EG-Q---------G-----LH----G-------------------L--LT-D--------G-ER-E-S----L-----------------------------DPHAV---------------------------L--RA-V------D------------R-------R----------H--------------P-R--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-KE------E--L--H---------------------------------A-AS----S-A-----M-P-TP----WADPLVRTW--------------TA-V-G-A---RMAITTNNSPR-VVGTYLTGR--G-L----L--PCF-T-----------------------P-----H-VY-G-R-T----Q---DLH---LL-------KPHP-----------------------------------H-C--LNRAL-I---------------A--MG-C-D--P-A-D-AL------MIGDSP-SDHHAAAQAGV-PFL-GYA-RAP------------R-KA-----A-----L--L----MS-A--G----------AT--------H----V--T---R---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------L--Q---------------------------------------------------------------
WP_079056400.1 -IAR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ATR---VAAEL--------VEWL---EV-R---------G-----LH----G-------------------L--LA-E--------N-ER-G-T----S-----------------------------DPHAV---------------------------L--RA-V------N------------V-------R----------H--------------P-D--------------------------------------------------------------GD-L------VAE----------------LEQR------L----T-AE------E--I--R---------------------------------A-VR----T-A-----M-P-TA----YADPLIRTW--------------TA-T-G-A---RLAITTNNSPR-AACLYLTQR--D-M----L--GCF-H-----------------------P-----H-IY-G-R-T----Q---DLH---HL-------KPDP-----------------------------------H-F--LGSAL-D---------------A--MG-S-E--P-S-D-AL------MIGDSP-SDHTAALRAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----GE-A--G----------AE--------V----I--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R-------------S-------------------------------------------------
WP_033174151.1 -LAA-----A--HC--------VLFDFDGPLTA-------VFG---G----HE------ARV---VAAAL--------SS-----RI-----------A-----SW----P-------------------R---A-P--------E-LT-D-R----T-----------------------------DPMQI---------------------------L--LD----------VA--L------A-------F----------Q--------------G-S--------------------EH----------------------------------------DH-R------VAE----------------LNKL------L----A-DQ------E--A--I---------------------------------A-IA----S-A-----R-P-TP----YADSLVRRL--------------AA-R-G-T---PVAVTTNNSAA-AVRGYLELR--G-L----A--VCF-G-----------------------P-----H-VH-G-R-A----A---DPR---LM-------KPHP-----------------------------------S-C--VLEAV-R---------------S--TG-V-A--A-E-R-CL------MIGDSP-RDYEAASAAGV-AFL-GYA-KNA------------R-KQ-----R-----Q--L----AD-A--G----------VE--------H----M--V---D---SL---------AQ-V-------------------------------------Y-----------------------------------------------------------E--------------------------------A--------------------------------------------------------------------AGA-----------------------
WP_123761638.1 -LSG-----I--RG--------VLFDFDGPVCR-------LFP---G----ES------SRP---VADEL--------RDLL---RR-A---------G-----AK----Q-------------------V--LT-A--------R-ER-D-H----K-----------------------------DPHVV---------------------------L--QA-V------H------------R-------V----------S---------P---------------------WR----------------------------------------------ED-L------IDA----------------MDRH------V----S-SR------E--V--D---------------------------------A-AR----K-A-----E-T-TP----GVVELIRRL--------------AK-N-G-F---LLAVVTNNSPR-AADRYLRDL--G-L----R--DHF-------------------------A-----A-IH-G-R-V----L---DPE---LM-------KPHP-----------------------------------D-V--VLRAL-R---------------S--LD-L-R--P-E-E-AV------MIGDTP-TDLEAARQAGV-RFI-GYG-RNE------------A-KR-----K-----L--L----RD-S--G----------AA--------V----V--L---G---AY---------AP-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------H---EMGEKGAAHGLG--------
KUM82631.1 ----------------------MLWDLDGPICR-------LFA---G----YP------AHQ---IAGEL--------VKKI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-S----D-----------------------------DPHDA---------------------------L--RG-V------H------------D-------R----------R--------------P-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--Q---------------------------------A-VP----K-A-----R-P-TP----YADPLIRTW--------------SS-R-G-V---RFAITTNNAAL-AAAAYVESR--R-L----T--DCF-------------------------P-----Y-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------Y-C--LEEAI-K---------------A--MG-A-V--P-A-A-TL------MIGDAP-TDLKAAQQARV-AFL-GYA-RNE------------D-KE-----R-----I--L----RE-A--G----------AE--------V----V--V---G---SM---------EQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_030784817.1 -IGP-----V--RF--------VLFDFDGPMCD-------LFA---G----LL------AED---VAREM--------VRRL---EG-W---------G-----LR----D-------------------L--LT-T--------D-ER-R-E----P-----------------------------DPYVL---------------------------L--RA-V------D------------R-------R----------S--------------P-R--------------------------------------------------------------GE-L------VEE----------------LEAW------L----T-QQ------E--L--K---------------------------------A-VA----N-A-----W-P-TA----HVDPLIRTW--------------TA-V-G-V---RLAVTTNNAPA-AVRTYLASR--G-L----L--ECF-A-----------------------P-----H-IY-G-R-T----Q---DLG---LL-------KPHP-----------------------------------H-C--VHRAL-R---------------A--MG-A-D--P-A-A-AL------MIGDRP-SDFLAARRAGV-GFL-GFA-RNP------------R-KA-----G-----L--L----RG-A--G----------GT--------H----L--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------C---------------------------V--------------------------------R---------------------------------
WP_078902902.1 -VAS-----A--RY--------VLWDLDGPICR-------LFA---G----YP------AHQ---IAGEL--------VKKI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-S----D-----------------------------DPHDA---------------------------L--RG-V------H------------D-------R----------R--------------P-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--Q---------------------------------A-VP----K-A-----R-P-TP----YADPLIRTW--------------SS-R-G-V---RFAITTNNAAL-AAAAYVESR--R-L----T--DCF-------------------------P-----Y-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------Y-C--LEEAI-K---------------A--MG-A-V--P-A-A-TL------MIGDAP-TDLKAAQQARV-AFL-GYA-RNE------------D-KE-----R-----I--L----RE-A--G----------AE--------V----V--V---G---SM---------EQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_115508220.1 ---------A--RV--------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-SA----S-A-----M-P-TA----YADVLIHTW--------------AE-I-G-A---RLAVATNNSPR-VVRTYLTGR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-S---------------A--VG-A-A--P-G-S-AL------FIGDTP-TDWQAAGEAGV-PFL-GYA-RDE------------H-KE-----K-----Q--L----RR-A--G----------AD--------H----V--V---T---NL---------HD-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------A-AG--------------------------------------------
KUL40498.1 -MAG-----A--RV--------VLWDFDGPICT-------LFA---R----HP------SVG---VAAGF--------VEWL---NR-L---------G-----LA----E-------------------L--LD-E--------K-ER-R-L----E-----------------------------DPQAV---------------------------L--RA-I------D------------R-------R----------H--------------R-G--------------------------------------------------------------SD-L------VAE----------------MEER------L----T-KE------E--L--H---------------------------------A-AA----G-A-----M-P-TA----WADPLIRTW--------------KA-V-G-S---RLAITTNNSPQ-AVRKYLKSR--D-L----L--SCF-A-----------------------P-----H-IY-G-R-T----R---DLG---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-H--P-S-T-AL------MIGDSL-FDATAAHRAGV-SFL-GYA-RDE------------D-KE-----K-----S--L----RE-A--E----------VE--------D----I--V---G---S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SNX62173.1 ----------------------MLWDFDGPICR-------LFA---G----HS------AER---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------E-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AT----S-A-----M-P-TM----YADPLIRTW--------------AA-V-G-S---RLAIATNNSPR-VVRKYLAGR--G-L----T--ACF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYEAARSAGV-PFL-GYA-RNG------------R-KE-----R-----L--L----RD-A--G----------AL--------V----V--V---N---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037981044.1 -LVP-----A--EC--------VLFDFDGPVCR-------LFA---G----RP------ARG---VAAAL--------CAAA---DR-H---------G-----AD----L------------------------------------TP-S-A----P----------A------------------GPHAV---------------------------L--RA-A------L------------S-------H----------P--------------D-G--------------------------------------------------------------DE-V------VRS----------------VAEA------L----S-AE------E--W--E---------------------------------A-AE----T-A-----W-P-TA----YADRLIRTL--------------HA-T-G-H---RLAVTTDNAPE-AVERYLASR--G-L----G--RLL-A-----------------------G-----H-VH-G-R-R----P---DAT---RL-------KPDS-----------------------------------D-C--LLRAL-E---------------S--TG-T-H--P-D-R-AL------MIGDAA-RDLHAAKSAEV-PFL-GYA-RTP------------A-KE-----I-----A--L----RE-A--G----------AE--------H----V--T---G---SL---------LD-V-------------------------------------L--------------------------------------------------------------------------------------------------------------------E----------------------------------------------------------------------
SDN49987.1 -ING-----A--DH--------VLFDFDGPICR-------LFA---R----HP------ASG---VAESL--------VGWL---DR-H---------G-----GE----V-------------------R--LT-D--------E-QR-A-A----E-----------------------------DPHDV---------------------------L--RA-V------A------------R-------L----------H--------------P-G--------------------------------------------------------------SD-V------VEG----------------LERE------L----T-RQ------E--L--L---------------------------------A-TR----S-A-----W-P-TA----WADPLIRTW--------------SA-V-A-D---GLAVATNNSPR-AAEEYLSGR--G-L----R--DCF-A-----------------------R-----H-VH-G-R-A----P---DLG---LL-------KPDP-----------------------------------D-C--VLRAL-D---------------S--LG-A-T--P-A-S-AL------MIGDTP-SDLFAARAAGV-NFL-GYA-QDA------------R-RA-----E-----R--L----RA-A--G----------AT--------V----V--V---D---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------I---------------------------V--R---------------------------------------------------------------
WP_055624769.1 ---------A--RV--------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-SA----S-A-----M-P-TA----YADVLIHTW--------------AE-I-G-A---RLAVATNNSPR-VVRTYLTGR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-S---------------A--MG-A-A--P-G-S-AL------FIGDTP-TDWQAAGEAGV-PFL-GYA-RDE------------H-KE-----K-----Q--L----RR-A--G----------AD--------H----V--V---T---NL---------HD-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------A-AG--------------------------------------------
EDY53794.1 -IAS-----A--RY--------VLWDMDGPICR-------LFA---G----YP------AHQ---IAGEL--------VAKI---DQ-L---------G-----MG----G-------------------L--LT-E--------E-ER-S-G----N-----------------------------DPQDA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLE----------------LETW------L----T-RR------E--L--T---------------------------------A-VA----T-A-----M-P-TP----YVDPLIRTW--------------SS-Y-D-V---RFAITTNNAAV-AASAYVESR--Q-L----T--DCF-------------------------P-----Y-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------H-C--LEQAI-K---------------A--MG-A-V--P-A-A-TL------MIGDTP-TDFQAARQAGV-TFL-GYA-RNE------------Y-KE-----Q-----I--L----KE-A--G----------AE--------V----M--V---D---SM---------KV-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------L--R-----------------------------------SLP-------------------------
WP_078890235.1 --AR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VADGL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-A--------D-ER-R-S----P-----------------------------DPHVV---------------------------L--HA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-R-R-L---RLAITTNNSPQ-AATAYLTGR--G-L----A--SCF-T-----------------------P-----H-VY-G-R-T----R---ELR---HL-------KPDP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-A--P-G-T-AL------MIGDTP-SDFLAASEAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----LG-A--G----------AT--------T----V--V---N---SL---------EA-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R--T------------------------------------------------------------
OKJ84236.1 -VTR-----A--DV--------VLWDFDGPICR-------LFA---G----HP------APD---VAGGL--------VGWL---DG-R---------G-----LR----G-------------------L--LT-E--------A-EQ-G-T----A-----------------------------DPQVV---------------------------L--RA-A------H------------R-------A----------G--------------L-G--------------------------------------------------------------RS-V------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTW--------------SA-V-G-A---RLAVASNNSPR-VVGAYLAGR--G-L----T--GCF-G-----------------------P-----H-IY-G-R-D----T---DLH---RL-------KPDP-----------------------------------Y-H--LNRAL-T---------------A--LA-A-E--P-S-A-AL------FIGDTP-TDHEAARSAGV-PFL-GYA-RND------------R-KE-----R-----L--L----RD-A--G----------AN--------D----V--I---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
ROO94638.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----V--L----QD-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037900619.1 ----------------------MLWDMDGPICR-------LFA---G----YP------AHQ---IAGEL--------VAKI---DQ-L---------G-----MG----G-------------------L--LT-E--------E-ER-S-G----N-----------------------------DPQDA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLE----------------LETW------L----T-RR------E--L--T---------------------------------A-VA----T-A-----M-P-TP----YVDPLIRTW--------------SS-Y-D-V---RFAITTNNAAV-AASAYVESR--Q-L----T--DCF-------------------------P-----Y-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------H-C--LEQAI-K---------------A--MG-A-V--P-A-A-TL------MIGDTP-TDFQAARQAGV-TFL-GYA-RNE------------Y-KE-----Q-----I--L----KE-A--G----------AE--------V----M--V---D---SM---------KV-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------L--R-----------------------------------SLP-------------------------
WP_125772192.1 -VAG-----A--RL--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAAAL--------VDWL---EK-A---------G-----LK----E-------------------L--LP-P--------E-ER-D-H----P-----------------------------DPHVL---------------------------L--GA-V------H------------R-------S----------H--------------P-K---------------------------------------------------------------D-L------VDE----------------FEER------L----T-RE------E--L--R---------------------------------A-VP----G-A-----R-P-TA----YADPLIRAW--------------AA-L-G-V---GLAITTNNSPR-AVREYLATR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----Q---DPH---LL-------KPDP-----------------------------------Y-C--LDRAL-D---------------A--MR-V-H--P-A-K-AL------MIGDSP-ADVAAARKAGV-PFL-GYA-RND------------R-KA-----E-----Q--L----RS-A--G----------AP--------V----L--G---D---SL---------EA-V-------------------------------------L-----------------------------------------------------------G--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_073743568.1 -LAA-----A--EC--------VLLDFDGPLCR-------LFA---G----RP------AEG---VAARL--------AREL---RA-F---------G-----CD----P-----------------------G-V--------A-AD-G-T----D-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------Y--------------G-D--------------------------------------------------------------DP-V------TVH----------------AERC------L----T-AE------E--V--E---------------------------------A-AA----S-A-----T-P-TE----HALDLIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVVRFLGRH--E-P----S--VLA-H-----------------------E-----H-IH-G-R-T----S---DPA---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-A-A-AV------MIGDSP-ADCLAAKAVGV-PFI-GYA-VNE------------D-KR-----R-----A--L----VD-V--G----------AG--------W----T--V---P---SL---------RG-L-------------------------------------V-----------------------------------------------------------E--------------------------------T---------------------------A--R---------------------------------------------------------------
WP_062208170.1 -ISH-----A--HC--------VLFDFDGPVCQ-------LFA---V----RS------AAS---VADRL--------RELT---DE-L---------A-----VS----A-------------------L--LT-A--------E-LR-T-S----P-----------------------------DPHQV---------------------------L--RG-I------A------------R-------Q----------R--------------P-A--------------------------------------------------------------PE-V------LSR----------------LEAA------L----T-RE------E--V--R---------------------------------A-AA----S-A-----A-P-TP----YAATVIAAL--------------AT-R-G-R---QVAIATNNSPL-AAVRYLERL--R-L----S--GYV-G-----------------------G-----R-VH-G-R-T----A---NLS---LL-------KPHP-----------------------------------D-S--VLRAL-G---------------S--TG-T-T--P-A-R-AV------MIGDSL-ADHAAATAAGV-PFL-GYA-LDD------------A-GE-----D-----A--F----RS-A--G----------AE--------H----V--V---R---SL---------QW-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
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WP_055490566.1 -ITG-----A--RF--------VLFDFDGPICR-------LFA---G----YS------AEE---IAREL--------VEWL---ER-Q---------G-----LL----W-------------------L--LT-D--------D-EK-V-H----P-----------------------------DPQVV---------------------------L--LA-V------N------------Q-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEEM------L----T-QQ------E--L--R---------------------------------A-VP----T-A-----Q-P-TA----YADPLIRTW--------------TA-L-G-A---RLAVTTNNSAR-TVAEYLAVR--G-T----A--ECF-A-----------------------P-----H-IY-G-R-T----R---ELH---QQ-------KPDP-----------------------------------Y-H--LNRAL-Q---------------A--MG-A-A--S-G-T-AL------MIGDAP-SDLRAAEQAGV-PFL-GYA-RDE------------D-RA-----N-----L--L----RD-A--G----------AE--------V----V--V---R---SL---------EA-V-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_126272869.1 -IRH-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VAAEL--------VEWL---ES-R---------G-----LH----G-------------------L--VT-E--------E-ER-K-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--H---------------------------------A-AT----S-A-----M-P-TA----YADPLIQTW--------------AA-M-G-A---RLAIATNNSPR-VVRKYLAGR--G-L----T--SCF-H-----------------------P-----H-IY-G-R-T----Q---NLH---HL-------KPHP-----------------------------------H-C--LNHAL-N---------------A--MG-A-A--P-S-A-AL------MIGDTP-SDYVAARSAGV-PFL-GYA-RNG------------R-KE-----G-----L--L----RE-A--G----------AS--------V----V--V---N---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019431822.1 -LSN-----A--HC--------VLFDFDGPVCR-------LFS---A----RP------ADA---IAHRL--------RALA---VE-L---------G-----AD----S-------------------L--LT-P--------Q-LR-A-S----P-----------------------------DPQQV---------------------------L--RG-I------A------------R-------H----------H--------------P-S--------------------------------------------------------------PT-V------VHR----------------IEAA------L----T-RE------E--I--S---------------------------------A-AA----T-A-----A-P-TP----YAAPLIAAL--------------ST-R-G-R---QVAIVTNNSPL-AAEFYLRRQ--Q-L----S--GYV-A-----------------------G-----R-VH-G-R-T----R---DIT---LL-------KPHP-----------------------------------D-V--VLRAL-R---------------S--TG-T-P--A-G-R-AL------MIGDTS-TDLTAARSAGV-RFL-GYA-LDD------------A-QA-----A-----A--F----RR-A--G----------AD--------Y----V--T---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_112471794.1 -IGR-----A--RV--------VLWDFDGPVCR-------LFA---G----YP------AAN---IAAGL--------VERL---EL-R---------G-----LR----G-------------------L--LS-E--------V-ER-D-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------S-------R----------C--------------S-G--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-EE------E--L--T---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------VA-V-G-A---RMAITTNNSPR-VVGKYLAGR--G-L----S--ACF-A-----------------------P-----H-VY-G-R-T----A---DLQ---LL-------KPDP-----------------------------------H-C--LNKAL-R---------------A--MG-S-A--P-E-D-AL------MIGDTP-TDLEAARRAGV-PFL-GYA-RND------------L-KE-----N-----L--L----RD-E--G----------AE--------V----V--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_125513663.1 -IGS-----V--RF--------VLFDFDGPLCR-------LFA---G----RS------AEG---VAKAQ--------VRWL---ES-R---------G-----LR----G-------------------L--LT-A--------D-LR-E-D----P-----------------------------DPFVV---------------------------L--RA-V------D------------R-------R----------L--------------P-G--------------------------------------------------------------SD-L------SAE----------------LEAM------L----T-RH------E--V--S---------------------------------A-VA----S-A-----W-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITSNNAPE-AVSRYLASR--G-L----M--DCF-A-----------------------P-----H-IY-G-RCT----R---NLA---LL-------KPDP-----------------------------------H-C--VRRAL-T---------------A--MG-A-D--P-K-S-TL------LIGDAP-SDFLAARRAGV-GFL-GYA-RND------------R-KA-----G-----L--L----HD-A--G----------AG--------H----L--V---S---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--V-------------------------SAA-R---------------------------------
WP_123625066.1 ---G-----A--RV--------VLWDFDGPVCR-------LFA---G----YS------ADR---VAGEL--------VDWL---EG-L---------G-----LK----E-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHVL---------------------------L--GA-V------N------------R-------R----------R--------------H-R--------------------------------------------------------------SD-L------VAD----------------FEER------L----T-RE------E--L--R---------------------------------A-VA----T-A-----W-P-TA----YADPLIRTW--------------SA-L-D-V---GLAITTNNSPR-VVSEYLATR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----Q---ELH---LL-------KPDP-----------------------------------Y-C--LNRAL-S---------------A--MG-V-A--P-A-Q-AL------MVGDTT-SDLTAARRAGV-PFL-GYG-HNE------------R-KA-----K-----V--L----QD-A--G----------AE--------T----V--V---H---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_045862004.1 -IGA-----A--KS--------VLFDFDGPVCH-------LFR---D----RP------TPA---IAARL--------REAV---LT------DEFA-G---D-TG----S----------------------------------R-LP-E-T----D-----------------------------DPLEI---------------------------L--RA-S------F------------E-------Q----------P--------------E-L----------------------------------------------------VD--------RG-L------ARD----------------IERA------L----T-KE------E--V--Q---------------------------------A-AP----G-A-----F-P-TA----YADTLVRTL--------------SA-T-G-R---HLAITTNNSQQ-AVERYLQTR--K-T----G--ELF-A-----------------------D-----R-IH-G-R-S----A---EG-PP-RL-------KPDP-----------------------------------H-C--LLQAL-E---------------S--TG-T-S--P-Q-D-AL------MIGDAV-RDLEAARAAGV-AFL-GYA-PGE------------R-KA-----E-----Q--L----RA-A--G----------AE--------H----I--V---D---SL---------RE-V-------------------------------------V---------------------------------------------------------L-A--------------------------------V----------------------------------------------------------------------------------------------
SDC89824.1 -VRG-----A--RA--------VLWDFDGSVCR-------LFA---G----RA------ARR---AAADL--------VEWL---ED-R---------G-----LH----G-------------------L--LT-E--------S-ER-G-A----P-----------------------------HPHAV---------------------------L--RA-V------A------------R-------G----------H--------------P-G--------------------------------------------------------------GD-L------VAE----------------LEER------V----T-RQ------E--M--P---------------------------------A-AS----S-A-----W-P-TP----YADPLIRTW--------------TA-A-G-A---RLAIASDTSPR-VIRAYLATR--G-L----V--DCF-A-----------------------P-----R-IH-G-R-T----R---DLG---QL-------KPDP-----------------------------------G-S--LHRAL-S---------------A--TG-V-A--A-S-R-AL------MIGNMP-ADHEAALRAGV-PFL-GYA-PSP------------A-QG-----E-----A--L----RD-S--G----------AG--------T----V--L---D---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079141258.1 -VAS-----A--RY--------VLWDMDGPMCQ-------LFA---G----YP------AHE---IAGQL--------VAMI---DG-L---------G-----MG----A-------------------L--LT-A--------Q-ER-S-G----D-----------------------------DPHVA---------------------------L--RG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VS----K-A-----M-P-TP----HADPLIRTW--------------SS-L-G-V---KFAITTNNAAL-AAAAYVESR--G-L----A--DCF-------------------------P-----H-VY-G-R-T----A---NLD---LM-------KPDP-----------------------------------H-C--LEEAI-K---------------A--MG-A-V--P-S-A-TL------MIGDTA-TDLQAAQRAGV-SFL-GYA-RNA------------G-KE-----Q-----V--L----RD-A--G----------AE--------V----V--V---G---SL---------EQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-----------------------------------S---------------------------
WP_078536784.1 ALDS-----A--KC--------VFFDFDGPICR-------LFS---E----HP------ADL---VAGRL--------LKLL---DD-E---------A-----PR----L----------------------LE-D--------E-DY-R-P----H-----------------------------DPHSV---------------------------L--SA-A------L------------R-------A----------A--------------P-G--------------------------------------------------------------HE-L------IRT----------------VEQE------L----T-QE------E--E--T---------------------------------A-AG----S-A-----A-S-TL----NAHALIEEL--------------HG-Q-G-R---TLAVTSNNSAT-AIRVYLDRH--G-L----D--TYF-S-----------------------P-----H-VH-G-R-Q----A---GPI---LL-------KPDP-----------------------------------D-C--LWRAL-E---------------S--TG-A-E--P-G-E-CL------MIGDTP-SDWAAAKEAGV-DFV-GYA-RTT------------P-KA-----E-----A--L----KQ-E--E----------VQ--------L----I--V---G---SM---------KE-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------I--R---------------------------------------------------------------
WP_028429878.1 ---A-----A--KC--------VLFDFDGPVCH-------LFR---D----RP------TPA---IAQRL--------REVA---LT------AD---G---D-R-----V----------------------------------R-LP-E-T----S-----------------------------DPLEI---------------------------L--RA-A------F------------E-------L----------P--------------D-L----------------------------------------------------VA--------HG-V------ARD----------------IERA------L----T-EE------E--V--E---------------------------------A-AP----G-A-----F-P-TA----YADTLIRTL--------------AA-T-G-R---QLAIASNNSPQ-AVERYLDTR--L-T----G--ELF-T-----------------------G-----H-IH-G-R-S----P-DPEG-TP-RL-------KPDP-----------------------------------D-C--VLRAL-A---------------S--TG-T-P--A-R-D-AL------MIGDAP-RDLEAARAAGV-PFL-GYA-RNE------------H-KA-----A-----L--L----RE-A--G----------AE--------H----T--V---D---SL---------RE-V-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_081548308.1 --AR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AER---VADGL--------VEWL---EG-R---------G-----LR----G-------------------L--LT-A--------D-ER-R-S----P-----------------------------DPHVV---------------------------L--HA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--K---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTL--------------VA-R-R-L---RLAITTNNSPQ-AATAYLTGR--G-L----A--SCF-T-----------------------P-----H-VY-G-R-T----G---ELR---HL-------KPDP-----------------------------------Y-C--LNRAL-R---------------A--MG-S-A--P-G-T-AL------MIGDTP-SDFLAAGEAGV-PFL-GYA-RNE------------R-KE-----K-----L--L----LG-A--G----------AT--------T----V--V---N---SL---------EA-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R--T------------------------------------------------------------
WP_078960115.1 -VAS-----A--RY--------VLWDLDGPICR-------LFA---G----YP------AHQ---IAGQL--------VEEI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-G----N-----------------------------DPHDA---------------------------L--RG-V------H------------E-------R----------R--------------P-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--Q---------------------------------A-VP----K-A-----M-P-TP----HADPLIRTW--------------ST-L-D-V---RFAITTNNAAL-AAVAYVESR--G-L----A--DCF-------------------------P-----H-VY-G-R-T----P---NLD---LM-------KPSP-----------------------------------H-C--LEEAI-K---------------A--MG-A-A--P-S-A-TL------MIGDAA-TDLVAAQRAGV-SFL-GYA-RNA------------D-KE-----R-----I--L----RD-A--G----------AD--------V----V--V---G---SL---------KQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-----------------------------------PVG-------------------------
KUL70984.1 ----------------------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TA----YADVLIHTW--------------AE-V-G-A---RLAVATNNAPR-VVRSYLTDR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-N---------------A--MG-A-A--P-G-S-AL------FIGDTP-TDWQAAAEAGV-PFL-GYA-RDE------------H-KG-----K-----L--L----RR-A--G----------AD--------H----V--V---M---DL---------DE-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------A-AG--------------------------------------------
WP_079052015.1 -IAG-----A--RV--------VLWDFDGPICT-------LFA---R----HP------SVG---VAAGF--------VEWL---NR-L---------G-----LA----E-------------------L--LD-E--------K-ER-R-L----E-----------------------------DPQAV---------------------------L--RA-I------D------------R-------R----------H--------------R-G--------------------------------------------------------------SD-L------VAE----------------MEER------L----T-KE------E--L--H---------------------------------A-AA----G-A-----M-P-TA----WADPLIRTW--------------KA-V-G-S---RLAITTNNSPQ-AVRKYLKSR--D-L----L--SCF-A-----------------------P-----H-IY-G-R-T----R---DLG---LL-------KPDP-----------------------------------H-C--LNRAL-N---------------A--MG-A-H--P-S-T-AL------MIGDSL-FDATAAHRAGV-SFL-GYA-RDE------------D-KE-----K-----S--L----RE-A--E----------VE--------D----I--V---G---S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUM92683.1 -IAR-----A--RV--------VVWDFDGPVCR-------LFA---G----YT------AQR---VAAGL--------MAWL---EQ-R---------G-----LR----D-------------------L--LT-D--------T-ER-D-T----V-----------------------------DPQAV---------------------------V--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------VDEW------L----A-QE------E--L--R---------------------------------A-VS----S-A-----M-P-TA----YADPLIRTW--------------TA-L-G-V---RMAIATGHSPR-AVTGYLDGR--G-L----T--ECF-A-----------------------P-----R-IY-G-R-D----R---LFD---GL-------KPDP-----------------------------------H-H--LSRAL-H---------------A--TG-T-A--P-D-A-VL------ALGDSP-LDLAAAQAAGV-PFL-GYA-RHE------------D-TE-----Q-----R--L----RA-A--G----------AP--------V----V--V---R---SL---------ES-V-------------------------------------L-----------------------------------------------------------S--------------------------------V---------------------------L--R-------------------------T-------------------------------------
WP_073941711.1 -VTR-----A--DV--------VLWDFDGPICR-------LFA---G----HP------APD---VAGGL--------VGWL---DG-R---------G-----LR----G-------------------L--LT-E--------A-EQ-G-T----A-----------------------------DPQVV---------------------------L--RA-A------H------------R-------A----------G--------------L-G--------------------------------------------------------------RS-V------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTW--------------SA-V-G-A---RLAVASNNSPR-VVGAYLAGR--G-L----T--GCF-G-----------------------P-----H-IY-G-R-D----T---DLH---RL-------KPDP-----------------------------------Y-H--LNRAL-T---------------A--LA-A-E--P-S-A-AL------FIGDTP-TDHEAARSAGV-PFL-GYA-RND------------R-KE-----R-----L--L----RD-A--G----------AN--------D----V--I---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_086869672.1 ---------A--RV--------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TA----YADVLIHTW--------------AE-V-G-A---RLAVATNNAPR-VVRSYLTDR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-N---------------A--MG-A-A--P-G-S-AL------FIGDTP-TDWQAAAEAGV-PFL-GYA-RDE------------H-KG-----K-----L--L----RR-A--G----------AD--------H----V--V---R---DL---------DE-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------A-AG--------------------------------------------
WP_079039887.1 -VRG-----A--RA--------VLWDFDGSVCR-------LFA---G----RA------ARR---AAADL--------VEWL---ED-R---------G-----LH----G-------------------L--LT-E--------S-ER-G-A----P-----------------------------HPHAV---------------------------L--RA-V------A------------R-------G----------H--------------P-G--------------------------------------------------------------GD-L------VAE----------------LEER------V----T-RQ------E--M--P---------------------------------A-AS----S-A-----W-P-TP----YADPLIRTW--------------TA-A-G-A---RLAIASDTSPR-VIRAYLATR--G-L----V--DCF-A-----------------------P-----R-IH-G-R-T----R---DLG---QL-------KPDP-----------------------------------G-S--LHRAL-S---------------A--TG-V-A--A-S-R-AL------MIGNMP-ADHEAALRAGV-PFL-GYA-PSP------------A-QG-----E-----A--L----RD-S--G----------AG--------T----V--L---D---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_108707556.1 ---------A--RV--------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-SA----S-A-----M-P-TA----YADVLIHTW--------------AE-I-G-A---RLAVATNNSPR-VVRTYLTGR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-S---------------A--MG-A-A--P-S-E-AL------FIGDAP-TDYSAAMEAGV-PFV-GYA-RDE------------R-KE-----K-----Q--L----RQ-A--G----------AA--------H----I--V---T---DF---------LD-V-------------------------------------L-----------------------------------------------------------K--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_107115689.1 ---------A--RV--------VVWDFDGPICR-------LFA---G----HK------AEG---VARDL--------VSWL---EG-R---------G-----LH----S-------------------L--LD-E--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------N------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-QE------E--L--R---------------------------------A-AA----S-A-----M-P-TA----YADVLIHTW--------------AE-V-G-A---RLAVATNNAPR-VVRSYLTDR--R-L----L--HRF-Q-----------------------P-----H-IY-G-R-T----Q---DLQ---YL-------KPHP-----------------------------------H-Y--LNRAL-N---------------A--MG-A-A--P-G-S-AL------FIGDTP-TDWQAAAEAGV-PFL-GYA-RDE------------H-KG-----K-----L--L----RR-A--G----------AD--------H----V--V---M---DL---------DE-V-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------V--R---------------A-AG--------------------------------------------
WP_069990843.1 -ISS-----A--EC--------VIFDFDGPLCH-------LFA---R----RT------AAS---VADAL--------RAAY---AD-----------G-PGG-PA----A----------------------------------G-WP-E-T----S-----------------------------DPLRL---------------------------L--TA-A------F------------D-------D----------G--------------T-L----------------------------------------------------LP--------PE-S------ARR----------------MEQS------L----S-SE------E--V--A---------------------------------A-AA----I-A-----F-P-TG----YADTLVRTL--------------HA-T-G-R---TVAVATDNSAD-AVRRYLAGR--N-L----L--EPF-G-----------------------E-----R-LC-G-R-V----C---NGTGL-RL-------KPDP-----------------------------------D-C--VLRAL-E---------------S--TG-T-A--P-D-A-TT------MIGDSA-QDAAAARAAGV-GFV-GYA-RNE------------R-KA-----R-----E--L----RA-A--G----------AE--------W----V--V---G---SL---------RE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026249034.1 ----------------------VLWDFDGPICR-------LFA---G----HT------AES---VAVGL--------VDWL---AE-R---------G-----LT----G-------------------L--LT-P--------A-ER-G-T----L-----------------------------DPQVV---------------------------L--RA-V------D------------R-------A----------H--------------P-G--------------------------------------------------------------SE-L------VAE----------------LERL------L----T-EE------E--L--R---------------------------------A-AA----S-A-----M-P-TA----YADPLIRTW--------------TA-V-G-S---RLAITTNNSPL-VVHAYLAGR--G-L----T--GCF-G-----------------------P-----H-VY-G-R-T----P---DLH---RL-------KPDP-----------------------------------D-C--LNRAL-D---------------A--LG-A-Q--P-S-A-AL------MIGDSP-ADVVAARHAGV-RFV-GYA-RDE------------R-RA-----K-----L--L----GD-S--G----------AG--------L----V--L---P---SL---------EP-L-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------L--R--S------------------------------------------------------------
WP_019354316.1 -ISS-----A--EC--------VIFDFDGPLCH-------LFA---R----RT------AAS---VADAL--------RAAY---AE-----------G-PGG-PA----A----------------------------------G-WP-E-T----S-----------------------------DPLRL---------------------------L--TA-A------F------------D-------D----------G--------------T-L----------------------------------------------------LP--------PE-S------ARR----------------MEQS------L----S-SE------E--V--A---------------------------------A-AA----I-A-----F-P-TG----YADTLVRTL--------------HA-T-G-R---TVAVATDNSAD-AVRRYLAGR--N-L----L--EPF-G-----------------------E-----R-LC-G-R-V----C---NGTGL-RL-------KPDP-----------------------------------D-C--VLRAL-E---------------S--TG-T-A--P-D-A-TT------MIGDSA-QDAAAARAAGV-GFV-GYA-RNE------------R-KA-----R-----E--L----RA-A--G----------AE--------W----V--V---G---SL---------RE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079057895.1 -IAR-----A--RV--------VVWDFDGPVCR-------LFA---G----YT------AQR---VAAGL--------MAWL---EQ-R---------G-----LR----D-------------------L--LT-D--------T-ER-D-T----V-----------------------------DPQAV---------------------------V--RA-V------D------------R-------R----------H--------------P-G--------------------------------------------------------------SD-L------VAA----------------VDEW------L----A-QE------E--L--R---------------------------------A-VS----S-A-----M-P-TA----YADPLIRTW--------------TA-L-G-V---RMAIATGHSPR-AVTGYLDGR--G-L----T--ECF-A-----------------------P-----R-IY-G-R-D----R---LFD---GL-------KPDP-----------------------------------H-H--LSRAL-H---------------A--TG-T-A--P-D-A-VL------ALGDSP-LDLAAAQAAGV-PFL-GYA-RHE------------D-TE-----Q-----R--L----RA-A--G----------AP--------V----V--V---R---SL---------ES-V-------------------------------------L-----------------------------------------------------------S--------------------------------V---------------------------L--R-------------------------T-------------------------------------
WP_076087431.1 ----------------------ILWDFDGPICR-------LFA---R----HK------AER---VAAGL--------VDWL---AG-H---------G-----LH----N-------------------L--LS-D--------S-ER-E-L----L-----------------------------DPHVV---------------------------L--RA-V------D------------L-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-RE------E--L--R---------------------------------A-AG----S-A-----L-P-TP----YADPLIRTW--------------TA-V-G-A---RLAITTNNSPK-VVRAYLDGR--G-L----S--SCF-A-----------------------S-----H-IY-G-R-T----A---DLH---LL-------KPNP-----------------------------------H-C--LNRAL-T---------------A--MG-C-A--P-S-A-AL------MIGDSG-SDLAAANNAGV-PFL-GYA-RNE------------R-KG-----K-----L--L----RD-A--G----------AG--------C----V--V---A---SL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------L--R---------------------------------------------------------------
WP_127357154.1 -VAS-----A--KC--------VLFDFDGPVAR-------LFA---G----YP------AAD---VAGVL--------KRQL---ID-W---------G-----LK----A-------------------------P--------D-AP-D-V----D-----------------------------DPLRV---------------------------L--RD-S------M------------G-------L----------G--------------R-D-------------------------------------------------------------------------RE----------------LEEL------L----T-KH------E--L--K---------------------------------A-VK----S-A-----I-P-TA----YADKLVRLL--------------SA-K-G-S---SVAVTTNNSPL-VAERYLDGR--G-L----R--ECF-G-----------------------S-----H-IH-G-R-T----G---DPG---LM-------KPDP-----------------------------------S-C--LIRAL-R---------------S--TE-T-T--P-A-E-CL------MIGDSA-DDFIAAHKVGV-TFL-GYG-RDA------------E-KM-----A-----N--L----YD-A--G----------AS--------H----V--V---S---SL---------ED-V-------------------------------------C-----------------------------------------------------------R--------------------------------A---------------------------V------------------------------------------------------------------
SCE10779.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLI---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
RPE42803.1 -IRS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AAE---VAVGL--------VQWL---EG-R---------G-----LH----G-------------------L--VA-D--------T-GR-D-S----V-----------------------------DPQLVVRVADRRQFGGEPADDAEGNVPDPHRVL--RV-V------D------------S-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-EE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----YADVLIQTW--------------RA-L-G-V---RMAVTTNNSPR-VARAYLDAR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-V--P-D-A-AL------MIGDSP-SDLEAARRAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----TA-A--G----------AD--------R----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------M---------------------------L--R---------------------------------------------------------------
EGG48216.1 -VTR-----A--RF--------VLWDFDGPICR-------LFA---G----HP------ADE---VAREM--------REWL---RG-Q---------G-----LL----H-------------------L--LT-E--------E-EQ-G-A----A-----------------------------DPHVI---------------------------L--RA-V------D------------E-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTA----------------LEEL------L----T-HH------E--L--L---------------------------------A-VP----D-A-----W-P-TP----YADPVIRTW--------------TA-V-G-A---RLAVTTNNSAR-TASAYLRGR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----H---ELH---QL-------KPDP-----------------------------------H-H--LNRAL-G---------------A--LG-A-A--P-E-D-AL------MIGDSP-SDAQAAAQAGV-PFL-GYA-RND------------E-KE-----K-----A--L----RA-A--D----------AT--------T----I--V---G---SL---------EQ-V-------------------------------------L-----------------------------------------------------------S--------------------------------G---------------------------L--R---------------------------------------------------------------
WP_027761305.1 -ISS-----A--EC--------VIFDFDGPLCH-------LFA---R----RT------AAS---VADAL--------RAAY---AD-----------G-PGG-PA----A----------------------------------G-WP-E-T----S-----------------------------DPLRL---------------------------L--TA-A------F------------D-------D----------G--------------T-L----------------------------------------------------LP--------PE-S------ARR----------------MEQS------L----S-SE------E--V--A---------------------------------A-AA----I-A-----F-P-TG----YADTLVRTL--------------HA-T-G-R---TVAVATDNSAD-AVRHYLAGR--N-L----L--EPF-G-----------------------E-----R-LC-G-R-V----C---NGTGL-RL-------KPDP-----------------------------------D-C--VLRAL-E---------------S--TG-T-A--P-D-A-TT------MIGDSA-QDAAAARAAGV-GFV-GYA-RNE------------R-KA-----R-----E--L----RA-A--G----------AE--------W----V--V---G---SL---------RE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123765039.1 -VAG-----T--RY--------VLFDFDGPICD-------LFW---R----YP------AAE---IARAQ--------VDWL---DS-H---------G-----LK----Q-------------------F--LR-P--------E-ER-F-S----P-----------------------------DPHGV---------------------------L--SA-I------A------------E-------R----------Y--------------P-E--------------------------------------------------------------SD-L------VVG----------------LEEN------L----T-LH------E--L--K---------------------------------A-AG----C-A-----R-P-AG----YADPLIRTW--------------VA-V-G-A---RLAIVTNNSAR-TVLSYLRGR--G-L----D--SCF-T-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPHP-----------------------------------E-T--LNRAL-R---------------A--MG-A-D--K-Q-A-TL------MIGDAV-SDYDAAQSAGV-GFL-GYA-RNP------------V-KE-----Q-----R--L----LQ-A--G----------VR--PE----R----V--L---H---SL---------KP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_056797864.1 -LSS-----A--AC--------VFFDFDGPVCR-------LFA---G----HP------AAG---VAQRL--------AVRL---EA-L---------G-----RD----P-------------------A--PV-A--------V-SV-R-D----A-----------------------------DPLGV---------------------------L--LA-V------R------------K-------H----------Y--------------P--------------------------------------------------------------QDRA-L------MAV----------------LEEQ------L----T-EE------E--V--V---------------------------------A-AG----S-A-----T-P-TP----GAAALVRAL--------------AA-A-G-T---RLAVTTNNSPA-AVASYLARD--G-L----G--PCF-D-----------------------G-----H-IH-G-R-G----P---DPA---LL-------KPDP-----------------------------------D-C--LHRAL-E---------------S--TG-V-A--A-A-D-AL------MIGDSA-ADRLAAGKAGV-PFL-GYA-ENA------------E-KY-----G-----R--L----RD-A--G----------AE--------V----S--V---S---TL---------EG-L-------------------------------------V---------------------------------------------------------R-A--------------------------------A----------------------------------------------------------------------------------------------
WP_014154923.1 -LEV-----A--DC--------VLFDFDGPLCD-------LFS---G----RP------ASG---VAERL--------AGEL---R------------D-----VA----P-----------------------V-V--------A-AS-A-A----G-----------------------------DPLAL---------------------------L--QA-V------A------------K-------H----------H--------------G-S--------------------------------------------------------------SP-A------TDR----------------AERF------L----T-AE------E--A--E---------------------------------A-AG----V-A-----T-P-TA----YALELIGAL--------------DA-G-G-W---RQAVTTNNSPA-AVIRFLERH--G-L----S--VPA-V-----------------------A-----H-IH-G-R-T----S---EPG---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-T--A-Q-E-AV------MIGDSP-ADCLAAKVVGV-PFI-GYA-VNG------------R-KR-----R-----A--L----ED-V--G----------AR--------C----T--V---P---SL---------RG-L-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------------
WP_107065248.1 -ITP-----V--RF--------VLWDLDGPICR-------LFS---G----HP------AHQ---VARDL--------VELI---DR-R---------G-----LG----G-------------------L--LT-E--------R-ER-S-T----T-----------------------------DPQVV---------------------------L--LG-L------S------------R-------R----------H--------------P-S--------------------------------------------------------------SD-L------IID----------------LEKW------L----T-QQ------E--L--T---------------------------------A-AP----K-A-----Y-P-TT----WADPLIRTW--------------SR---R-A---RFAITTNNSAL-AAARYIESR--G-L----T--DCF-------------------------P-----Y-MY-G-R-T----R---DLD---LM-------KPHP-----------------------------------H-T--LRQAL-N---------------A--MG-A-D--P-S-R-AL------MLGDAP-TDFEAAREAGV-PFL-GYA-RNE------------H-KL-----K-----A--L----RE-V--G----------VP--------L--SST--V---D---SL---------KP-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-------------------------------VLP-----------------------------
WP_123976010.1 -IRS-----A--RV--------VLWDFDGPICR-------LFA---G----HS------AAE---VAVGL--------VQWL---EG-R---------G-----LH----G-------------------L--VA-D--------T-GR-D-S----V-----------------------------DPQLVVRVADRRQFGGEPADDAEGNVPDPHRVL--RV-V------D------------S-------R----------R--------------P-G--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-EE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----YADVLIQTW--------------RA-L-G-V---RMAVTTNNSPR-VARAYLDAR--G-L----T--ACF-A-----------------------P-----H-IY-G-R-T----Q---DLD---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-V--P-D-A-AL------MIGDSP-SDLEAARRAGV-PFL-GYA-RNE------------R-KA-----K-----L--L----TA-A--G----------AD--------R----V--V---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------E--------------------------------M---------------------------L--R---------------------------------------------------------------
WP_107474283.1 -VSR-----T--QV--------VLWDFDGPICR-------LFA---G----HS------AER---VAHGL--------LDWL---GQ-Q---------G-----LH----G-------------------L--LS-D--------D-ER-E-P----L-----------------------------DPHAL---------------------------L--RA-V------D------------R-------R----------R--------------P-R--------------------------------------------------------------SD-L------VTE----------------LEER------L----T-QE------E--L--K---------------------------------A-AV----T-A-----M-P-TP----YADPLIRTW--------------TA-V-G-A---RPAVTSNNSPA-VVRAYLQGR--G-L----L--PCF-Q-----------------------P-----H-LY-G-R-T----G---ELR---HL-------KPDP-----------------------------------H-C--LHRAL-S---------------A--MG-A-A--P-S-T-AL------MIGDTP-TDLEAARRAGV-HFL-GYA-RNE------------H-KA-----H-----L--L----EE-A--G----------AR--------T----V--L---R---SL---------GD-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_077060700.1 -ISN-----A--RC--------VLFDFDGPVCR-------LFA---V----HT------AES---IAHRL--------RDLA---TD-L---------S-----VS----A-------------------L--LS-A--------E-LR-A-S----T-----------------------------DPHQV---------------------------L--RG-I------A------------R-------R----------R--------------P-A--------------------------------------------------------------PG-V------VSR----------------LEAA------L----T-RE------E--I--S---------------------------------A-AA----T-A-----P-P-TP----YAAALIAAL--------------ST-R-G-R---QVAIATNNSPL-AAEHYLNRH--E-L----A--GYV-A-----------------------G-----R-VH-G-R-T----Q---DMT---RL-------KPHP-----------------------------------D-S--LHRAL-A---------------S--TR-T-E--P-R-H-AL------MIGDSV-ADYAAARAAEV-PFL-GYA-FDD------------S-GV-----E-----R--L----LA-A--G----------AR--------D----V--V---R---SL---------EH-V-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_086732765.1 -VTR-----A--EV--------VLWDFDGPICR-------LFA---G----HP------APR---VAGSL--------VDWL---AG-R---------G-----LR----A-------------------L--LT-E--------A-ER-H-T----A-----------------------------DPQEV---------------------------L--RA-V------D------------R-------A----------R--------------P-G--------------------------------------------------------------PG-V------VAA----------------LEEH------L----T-QE------E--L--R---------------------------------A-TA----T-A-----M-P-TA----WADPLIRTW--------------TA-V-G-A---RLAVTSDNSPR-VIGAYLAGR--D-L----A--GCF-G-----------------------P-----H-IH-G-R-D----A---APH---RL-------EPDP-----------------------------------C-H--LHRAL-A---------------S--LT-A-A--P-S-A-AL------FIGDTP-TDHEAARRAGV-PFL-GYA-RND------------R-KA-----R-----L--L----RE-A--G----------AS--------D----V--I---G---SL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_093787972.1 -LDN-----V--RC--------LLFDFDGPLCG-------LFA---G----HP------AEV---VAERM--------VAWL---EE-----------R-----GL----D-------------------F--Y-----------A-GA-A-P----T-----------------------------DPMEV---------------------------L--RD-AG-----HKL--------------------------------------------------------------------G----------------------------------------EQ-D------VAR----------------LEEF------L----T-GE------E--V--A---------------------------------A-VD----A-A-----E-P-TP----DADRVVRAL--------------AA-G-G-V---RLAVASNNGRA-AVAHYLDRR--G-L----T--AYF-G-----------------------D-----R-LH-G-R-A----A---DPA---LM-------KPHP-----------------------------------D-S--VRRAL-R---------------S--AG-T-A--P-A-E-AL------MVGDSA-TDFQAADQLGI-PFL-GFA-KSP------------R-HD-----L-----A--L----RH-A--G----------AT--------H----T--I---S---AW---------RP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A----------------------------------------------------------------------------------------------
WP_055520061.1 -IGR-----A--KC--------VLFDFDGPICR-------LFA---G----RS------AKD---IAAGQ--------EEWL---AA-R---------G-----LA----G-------------------V--LA-E--------G-ER-G-S----R-----------------------------DPHWV---------------------------L--SE-V------A------------G-------R----------H--------------P-D--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-QQ------E--L--R---------------------------------A-VA----C-A-----M-P-TA----YADPLIRTW--------------GA-V-G-A---RLAVVTNNSGR-AVRAYLESR--H-L----V--GYF-A-----------------------P-----N-IY-G-R-T----R---DLS---LL-------KPHP-----------------------------------Y-T--LNRAL-S---------------A--LG-A-A--P-D-T-TL------MIGDTP-SDHAAAVSAGV-HFL-GYA-RNA------------R-KA-----E-----L--L----LA-A--G----------VA--RW----N----I--V---H---SL---------DT-V-------------------------------------L-----------------------------------------------------------R--------------------------------V---------------------------V--R---------------------------------------------------------------
ROQ11727.1 -VAG-----T--RY--------VLFDFDGPICD-------LFW---R----YP------AAE---IARAQ--------VDWL---DS-H---------G-----LK----Q-------------------F--LR-P--------E-ER-F-S----P-----------------------------DPHGV---------------------------L--SA-I------A------------E-------R----------Y--------------P-E--------------------------------------------------------------SD-L------VVG----------------LEEN------L----T-LH------E--L--K---------------------------------A-AG----C-A-----R-P-AG----YADPLIRTW--------------VA-V-G-A---RLAIVTNNSAR-TVLSYLRGR--G-L----D--SCF-T-----------------------P-----H-IY-G-R-T----Q---DLS---LL-------KPHP-----------------------------------E-T--LNRAL-R---------------A--MG-A-D--K-Q-A-TL------MIGDAV-SDYDAAQSAGV-GFL-GYA-RNP------------V-KE-----Q-----R--L----LQ-A--G----------VR--PE----R----V--L---H---SL---------KP-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_039933011.1 -LAG-----A--RG--------VLFDFDGPICR-------LFP---E----DG------SRP---IADEL--------RDVI---DA-F---------G-----AG----H-------------------V--LG-E--------A-ER-A-D----K-----------------------------DPHVV---------------------------L--RA-V------H-------E----R-------G----------G---------P---------------------AL----------------------------------------------RG-L------LSD----------------LEGR------V----T-AG------E--L--A---------------------------------A-AE----R-VAAQEKW-H-TP----YVDALIRTL--------------SG-R-G-A---RLAVVTNNSPL-AAEAHLDRR--G-L----L--RYF-------------------------T-----T-VQ-GRR-P----D---DPG---LM-------KPHP-----------------------------------D-V--LSRAL-R---------------E--LR-L-G--P-E-D-AV------MIGDTG-TDVRAAARAGV-DFI-GYG-RDE------------R-KI-----D-----A--L----RR-A--A----------AA--------M----V--I---T---SY---------EP-L-------------------------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------E---S-------------------
WP_078630822.1 -VTR-----A--RF--------VLWDFDGPICR-------LFA---G----HP------ADE---VAREM--------REWL---RG-Q---------G-----LL----H-------------------L--LT-E--------E-EQ-G-A----A-----------------------------DPHVI---------------------------L--RA-V------D------------E-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTA----------------LEEL------L----T-HH------E--L--L---------------------------------A-VP----D-A-----W-P-TP----YADPVIRTW--------------TA-V-G-A---RLAVTTNNSAR-TASAYLRGR--G-L----L--DCF-A-----------------------P-----H-IY-G-R-T----H---ELH---QL-------KPDP-----------------------------------H-H--LNRAL-G---------------A--LG-A-A--P-E-D-AL------MIGDSP-SDAQAAAQAGV-PFL-GYA-RND------------E-KE-----K-----A--L----RA-A--D----------AT--------T----I--V---G---SL---------EQ-V-------------------------------------L-----------------------------------------------------------S--------------------------------G---------------------------L--R---------------------------------------------------------------
EFL33099.1 -LAG-----A--RG--------VLFDFDGPICR-------LFP---E----DG------SRP---IADEL--------RDVI---DA-F---------G-----AG----H-------------------V--LG-E--------A-ER-A-D----K-----------------------------DPHVV---------------------------L--RA-V------H-------E----R-------G----------G---------P---------------------AL----------------------------------------------RG-L------LSD----------------LEGR------V----T-AG------E--L--A---------------------------------A-AE----R-VAAQEKW-H-TP----YVDALIRTL--------------SG-R-G-A---RLAVVTNNSPL-AAEAHLDRR--G-L----L--RYF-------------------------T-----T-VQ-GRR-P----D---DPG---LM-------KPHP-----------------------------------D-V--LSRAL-R---------------E--LR-L-G--P-E-D-AV------MIGDTG-TDVRAAARAGV-DFI-GYG-RDE------------R-KI-----D-----A--L----RR-A--A----------AA--------M----V--I---T---SY---------EP-L-------------------------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------E---S-------------------
AWE54635.1 -ISR-----G--RC--------VLFDFDGPLCR-------LFP--------NG------SAA---LADEL--------RKVV---AT-R---------G-----AM----A-------------------S--LP-A--------D-AL-I-S----D-----------------------------DPQVV---------------------------L--RA-V------D------------L-------H----------C--------------S-D--------------------------------------------------------------DA-L------LAA----------------LEAC------L----V-RG------E--I--D---------------------------------A-AR----D-A-----P-A-TE----GAVDFVRLL--------------TR-E-R-V---RLAVTTNNSPQ-AVAVYVDRM--G-L----A--KSF-G-----------------------G-----R-IH-G-R-T----G---DPK---RL-------KPDP-----------------------------------D-C--LLRAL-G---------------Q--LG-A-D--A-A-D-AV------MIGDTA-TDLAAAEAAGV-SFM-GYA-FDE------------Q-AA-----K-----V--L----RE-A--G----------AP--------V----V--I---TRFEDL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037649912.1 ------------------------------MCR-------LFA---G----RR------AHD---VAAGL--------ADWL---EK-R---------G-----HH----V-------------------P--SA-Q--------E-GL-A-S----D-----------------------------DPLAV---------------------------L--RA-V------A------------R-------I----------R--------------P-G--------------------------------------------------------------GD-L------VQA----------------LEEE------L----T-RE------E--L--R---------------------------------A-AA----T-A-----R-P-TP----YADPLVRTW--------------SA-V-G-G---RLAITTNNSPL-VAEQYLTGR--G-L----A--GCF-A-----------------------P-----H-FY-G-R-T----T---DLS---RL-------KPDP-----------------------------------D-C--VKRAL-T---------------G--LG-A-C--P-D-A-TL------MIGDTP-SDLFAAQEAGV-RFL-GYA-RDE------------T-RA-----R-----R--L----RG-A--G----------AE--------V----V--V---D---TL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------T---------------------------V--R----------------------------------AM---------------------------
WP_079056737.1 -IGR-----A--RV--------VLWDFDGPVCR-------LFA---G----YP------AAN---IAAGL--------VERL---EL-R---------G-----LR----G-------------------L--LS-E--------V-ER-D-S----P-----------------------------DPHAV---------------------------L--RA-V------D------------S-------R----------C--------------S-G--------------------------------------------------------------SD-L------VVE----------------LEEW------L----T-EE------E--L--T---------------------------------A-AT----S-A-----Q-P-TP----YADPLIRTW--------------VA-V-G-A---RMAITTNNSPR-VVGKYLAGR--E-L----S--ACF-A-----------------------P-----H-VY-G-R-T----A---DLQ---LL-------KPDP-----------------------------------H-C--LNKAL-R---------------A--MG-S-A--P-E-D-AL------MIGDTP-TDLEAARRAGV-PFL-GYA-RND------------L-KG-----S-----L--L----RD-E--G----------AE--------A----V--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_109035127.1 ---G-----A--RF--------VLWDFDGPICR-------LFA---G----YS------ADL---VAAEL--------VDWL---ER-L---------G-----LK----D-------------------L--LT-Q--------E-EQ-V-H----P-----------------------------DPHAL---------------------------L--AA-V------N------------R-------R----------H--------------R-Q--------------------------------------------------------------SD-L------VVE----------------FEER------L----T-RE------E--R--R---------------------------------A-VP----T-A-----W-P-TA----YADALIRTW--------------SA-L-G-V---GLAVTTNNSPR-VVSEYLETR--G-L----L--GCF-A-----------------------P-----H-IY-G-R-T----G---DPH---LL-------KPDP-----------------------------------H-C--LNRAL-S---------------A--MG-A-A--P-A-R-AL------MVGDSA-SDVTAARRAGV-PFL-GYG-HNE------------R-KT-----K-----L--L----KQ-A--G----------AD--------T----V--V---D---SL---------EP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RPK79305.1 -LSS-----A--AC--------VFFDFDGPVCR-------LFA---G----HP------AAG---VAQRL--------AVRL---EA-L---------G-----RD----P-------------------A--PV-A--------V-SV-R-D----A-----------------------------DPLGV---------------------------L--LA-V------R------------K-------H----------Y--------------P--------------------------------------------------------------QDRA-L------MAV----------------LEEQ------L----T-EE------E--V--V---------------------------------A-AG----S-A-----T-P-TP----GAAALVRAL--------------AA-A-G-T---RLAVTTNNSPA-AVASYLARD--G-L----G--PCF-D-----------------------G-----H-IH-G-R-G----P---DPA---LL-------KPDP-----------------------------------D-C--LHRAL-E---------------S--TG-V-A--A-A-D-AL------MIGDSA-ADRLAAGKAGV-PFL-GYA-ENA------------E-KY-----G-----R--L----RD-A--G----------AE--------V----S--V---S---TL---------EG-L-------------------------------------V---------------------------------------------------------R-A--------------------------------A----------------------------------------------------------------------------------------------
WP_058846451.1 -IGR-----A--RF--------VLFDFDGPVCR-------LFA---S----HS------AAL---VARQQ--------VEWL---AE-Q---------G-----LH----G-------------------L--LE-D--------G-VR-D-D----P-----------------------------DPHSV---------------------------L--RA-V------D------------H-------R----------H--------------P-D--------------------------------------------------------------SD-L------VVE----------------LEER------L----T-RE------E--L--K---------------------------------A-VV----S-A-----W-P-TP----YADALIRTW--------------TA-V-G-V---RLAIATNNSPR-VAATYLSDR--G-L----L--DCF-T-----------------------P-----H-IY-G-R-T----H---DLQ---LL-------KPNP-----------------------------------Y-C--VTRAL-S---------------A--MG-A-H--P-S-S-AL------LIGDSP-TDYEAARAAGV-EFL-GYA-RNE------------H-KE-----G-----L--L----RE-V--G----------AE--------V----V--V---R---SL---------GA-V-------------------------------------L-----------------------------------------------------------D--------------------------------C---------------------------L--R---------------------------------------------------------------
WP_027753171.1 ALDS-----A--KC--------VFFDFDGPICR-------LFA---G----HP------ADR---VAARL--------LELL---NG-R---------A-----PR----L----------------------LA-D--------A-AY-R-P----H-----------------------------DPLDV---------------------------L--SA-A------L------------R-------A----------A--------------P-A--------------------------------------------------------------HE-L------IRT----------------AEDR------L----S-RE------E--Q--T---------------------------------A-AR----S-A-----T-P-TP----GADALIEEL--------------RR-Q-G-R---TLAVTSNNSAA-AIRVYLRRH--G-L----T--DHF-SA----------------------A-----H-IH-G-R-Q----A---HPI---RL-------KPDP-----------------------------------D-C--LWRAL-E---------------S--TG-A-M--P-G-E-CL------MIGDAP-SDCAAADELGV-AFV-GYA-RTP------------D-KA-----A-----A--L----AG-A--G----------AR--------L----I--V---G---SM---------HE-M-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
KFG02604.1 -ITP-----V--RF--------VLWDLDGPICR-------LFS---G----HP------AHQ---VARDL--------VELI---DR-R---------G-----LG----G-------------------L--LT-E--------R-ER-S-T----T-----------------------------DPQVV---------------------------L--LG-L------S------------R-------R----------H--------------P-S--------------------------------------------------------------SD-L------IID----------------LEKW------L----T-QQ------E--L--T---------------------------------A-AP----K-A-----Y-P-TT----WADPLIRTW--------------SR---R-A---RFAITTNNSAL-AAARYIESR--G-L----T--DCF-------------------------P-----Y-MY-G-R-T----R---DLD---LM-------KPHP-----------------------------------H-T--LRQAL-N---------------A--MG-A-D--P-S-R-AL------MLGDAP-TDFEAAREAGV-PFL-GYA-RNE------------H-KL-----K-----A--L----RE-V--G----------VP--------L--SST--V---D---SL---------KP-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-------------------------------VLP-----------------------------
WP_062052025.1 ---------A--RC--------VLFDFDGPICQ-------LFA---G----HS------AKV---IAEDQ--------ETWL---AA-R---------G-----LA----G-------------------V--LT-E--------G-ER-T-S----R-----------------------------DPHRV---------------------------L--SE-V------A------------A-------R----------H--------------P-G--------------------------------------------------------------SD-L------VTE----------------LEEW------L----T-QQ------E--L--K---------------------------------A-VP----R-A-----M-P-TA----YADPLIRTW--------------SA-M-G-V---RLAIATNNSDR-TVRVYLESR--R-L----I--GCF-A-----------------------P-----N-IY-G-R-T----Q---ELH---LL-------KPNP-----------------------------------Y-N--LKRAL-R---------------A--LG-A-A--A-D-T-TL------MIGDTP-SDHEAAQGAGV-HFL-GYA-RNE------------E-QQ-----Q-----L--L----LE-A--G----------VA--PW----S----I--V---S---SL---------ET-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_047465946.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AADSL--------TGLL-A-EH-G----VP-A-G-D---VA----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VVGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-TY-----D-----R--L----RA-A--G----------AP--------L----I--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_030698323.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AADSL--------TGLL-A-EH-G----VP-A-G-D---VA----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VVGSTP-EDLRAAREAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----I--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_095710571.1 -VAA-----A--KT--------VIIGFDGPLCR-------LYD---P----LT------ARA---ATDSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------S------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-S---------------A--LG-A-D--P-T-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_079190109.1 -LAA-----A--HC--------VLFDFDGPLTS-------VFG---G----HE------ATE---VAAAL--------NT-----RI-----------A-----SW----P-------------------Q---A-P--------D-LT-D-R----T-----------------------------DPMQI---------------------------L--LD----------VA--T------A-------F----------D--------------G-S--------------------RH----------------------------------------DH-R------VAE----------------LDKL------L----A-DQ------E--A--I---------------------------------A-VA----S-A-----R-P-TP----YADSLVRRL--------------AA-R-G-R---AVAVTTNNSAA-AVVSYLDMR--G-L----A--ACF-G-----------------------P-----H-VH-G-R-A----A---DPR---LM-------KPHP-----------------------------------S-C--LWEAM-R---------------S--TG-T-G--P-G-E-CL------MIGDSP-RDYEAACAAGV-AFL-GYA-KDA------------R-KQ-----R-----Q--L----AD-A--G----------VK--------H----M--V---D---SL---------VH-V-------------------------------------Y-----------------------------------------------------------Q--------------------------------A--------------------------------------------------------------------A-------------------------
WP_083869266.1 ---------A--HT--------LLLDFDGPICA-------VFS---G----IT------NRE---AAQRL--------LINL----------------D-----HS---------------------------IP-D--------D-VL-A-T----H-----------------------------DPFDV---------------------------L--QF-A------A--------------------T-------------------------L-G--------------------------------------------------------------PD-Q------ANA----------------TDLQ------F----R-QI------E--V--E---------------------------------A-VQ----S-A-----R-P-TA----GSEELIRSS--------------AQ-S-G-R---RVAIVSNNSSA-AVRQYLTQH--E-L----I--DCV-------------------------Q-----G-VF-G-R-E----S-G-DVS---RL-------KPQP-----------------------------------H-L--LLDAL-S---------------A--LQ-S-K--P-K-D-SV------FVGDSA-SDVIAARAADV-PCI-AFA-NRP------------A-KA-----A-----V--L----AA-Q--A----------PA--------A----I--I---T---QL---------SE-L-----------------------LSA-A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078616854.1 -VAS-----A--RY--------VLWDLDGPICR-------LFA---G----YP------AHE---IAGEL--------VEKI---DL-L---------G-----MG----A-------------------L--LT-E--------Q-ER-S-S----N-----------------------------DPQEV---------------------------L--RG-V------H------------E-------R----------R--------------R-G--------------------------------------------------------------SA-L------VLE----------------LEEW------L----T-RR------E--L--E---------------------------------A-VA----L-A-----R-P-TP----YADPLIRTW--------------WS-L-G-V---KFAITTNSAAL-AAEAYVETR--D-L----T--DCF-------------------------P-----H-VY-G-R-T----P---NLE---LM-------KPNP-----------------------------------Y-C--LEEAI-K---------------A--MG-A-V--P-A-A-TL------MIADAV-TDLEAARLAGV-EFL-GYA-RNE------------H-KE-----R-----L--L----TE-A--G----------AE--------V----V--V---R---SL---------DQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------I---------------------------L--R---------------------------------------------------------------
WP_087773815.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-I---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-D-AL------VVGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----I--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_078947953.1 ---------A--RV--------VLWDFDGPICR-------LFA---G----HA------AED---VAVEL--------TDWL---EG-H---------G-----PS----G-------------------L--LT-R--------A-ER-E-S----L-----------------------------DPHVV---------------------------L--RA-V------D------------R-------R----------L--------------P-G--------------------------------------------------------------SE-L------AVE----------------LEER------L----T-RE------E--L--R---------------------------------A-AE----S-A-----M-P-TG----YADILIQTW--------------TA-A-G-V---RLAIATNNSAR-AVLTYLASR--E-L----V--QCF-G-----------------------R-----H-VY-G-R-T----Q---DLH---LL-------KPDP-----------------------------------D-T--LERAL-E---------------A--LR-T-P--A-S-A-AL------FIGDTP-SDVQAAREAGV-AFV-GYA-RNE------------R-KA-----K-----L--L----RE-A--G----------AE--------H----V--V---S---SL---------SL-L-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_117349521.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AAGSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-S---------------A--LG-A-D--P-A-E-AL------VVGSTS-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_008415472.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-S---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_047140751.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-S---------------A--LG-A-D--P-A-E-SL------VVGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----I--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_030653566.1 ---G-----P--DC--------ALFDFDGPLCR-------LFP---D----GS------SMA---VANAL--------RTTV---EA-A---------G-----LL----G-------------------V--LS-E--------G-ER-T-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------A----------R--------------R-D---------H----DV----------------------------------------------GD-L------VAR----------------LEQQ------V----T-EG------E--R--T---------------------------------A-AR----T-A-----W-P-TP----GAAEFVRWL--------------AG-R-G-T---RLAVVTNNAAV-AADDYLRDR--N-L----R--ESF-------------------------E-----A-VH-G-R-A----A---DPD---LM-------KPHP-----------------------------------D-V--LHRAL-R---------------G--LG-L-P--P-D-E-AV------MIGDTP-TDFMAAERAGV-RFV-GIG-RTA------------A-KR-----Q-----R--M----RD-A--G----------AK--------V----V--L---A---SY---------DR-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOG42657.1 -VAR-----T--RH--------VLFDFDGPICR-------LFA---G----YP------AKD---IARAQ--------VEWL---DS-S---------G-----RG----A-------------------V--LT-E--------E-ER-F-S----P-----------------------------DPHGT---------------------------L--SA-L------A------------E-------R----------H--------------P-G--------------------------------------------------------------TD-L------VAE----------------LEER------L----T-WH------E--L--R---------------------------------A-AK----K-A-----R-P-TP----YADPLIRTW--------------VA-V-G-A---RLAIVTNNSAR-TVTAYLRDR--G-V----F--SCF-H-----------------------P-----H-VY-G-R-T----Q---DLS---VL-------KPHP-----------------------------------K-T--LILAL-T---------------A--MG-A-A--P-E-A-SL------MIGDTP-SDHLAARAAGV-DFL-GYA-RNE------------A-SE-----L-----R--M----LE-A--G----------VP--RE----S----I--I---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------A---------------------------V--R---------------------------------------------------------------
KDN78617.1 -LAP-----V--RY--------VLWDLDGPICR-------LFA---G----YP------ADD---VARKL--------VKLI---QG-R---------G-----LG----G-------------------L--LR-E--------E-ER-S-H----P-----------------------------DPQAV---------------------------L--LG-V------N------------E-------R----------H--------------P-D--------------------------------------------------------------SD-L------ITL----------------LEDW------L----T-QQ------E--L--A---------------------------------A-VP----T-A-----W-P-TP----YADPLIRTW--------------SA-L-G-A---RFAITTNNSAL-AAASYIETR--Y-L----K--GCF-------------------------P-----Y-IY-G-R-T----K---DLA---QM-------KPHP-----------------------------------H-F--LSQAL-K---------------S--LG-A-D--P-S-Q-AL------MLGDAR-TDYEAAQELHV-PFL-GYA-RDD------------E-KL-----N-----L--L----VN-A--G----------VE--------P--THI--V---R---SL---------EE-V-------------------------------------L-----------------------------------------------------------V--------------------------------A---------------------------L--K---------------------------------------------------------------
WP_018470041.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-Y-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_037846078.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_078936084.1 -VAS-----A--RY--------VLWDMDGPICQ-------LFA---G----YP------AHQ---IAGEL--------VAKI---DQ-L---------G-----MG----G-------------------L--LT-E--------Q-ER-S-G----N-----------------------------DPQDA---------------------------L--LG-V------H------------E-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLE----------------LEEW------L----T-RR------E--L--T---------------------------------A-VA----T-A-----M-P-TP----YADPLIRTW--------------SS-Y-G-V---RFAITTNNAGA-AATAYIESR--R-L----T--DCF-------------------------P-----Y-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------Y-C--LEQAI-K---------------A--MG-A-V--P-S-A-TL------MIGDTH-TDLEAARQAGV-AFL-GYA-RNE------------G-KE-----R-----L--L----KE-A--G----------AE--------V----V--V---G---SM---------GL-V-------------------------------------L-----------------------------------------------------------E--------------------------------V---------------------------L--R-----------------------------------SLP-------------------------
WP_037804439.1 -VAR-----T--RH--------VLFDFDGPICR-------LFA---G----YP------AKD---IARAQ--------VEWL---DS-S---------G-----RG----A-------------------V--LT-E--------E-ER-F-S----P-----------------------------DPHGT---------------------------L--SA-L------A------------E-------R----------H--------------P-G--------------------------------------------------------------TD-L------VAE----------------LEER------L----T-WH------E--L--R---------------------------------A-AK----K-A-----R-P-TP----YADPLIRTW--------------VA-V-G-A---RLAIVTNNSAR-TVTAYLRDR--G-V----F--SCF-H-----------------------P-----H-VY-G-R-T----Q---DLS---VL-------KPHP-----------------------------------K-T--LILAL-T---------------A--MG-A-A--P-E-A-SL------MIGDTP-SDHLAARAAGV-DFL-GYA-RNE------------A-SE-----L-----R--M----LE-A--G----------VP--RE----S----I--I---G---SL---------EP-L-------------------------------------L-----------------------------------------------------------H--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_003949028.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_122399513.1 -VSN-----A--HC--------VLFDFDGPVCQ-------LFA---V----RS------AES---VAVRL--------RSLT---EE-L---------A-----VS----A-------------------L--LT-A--------E-LR-T-S----T-----------------------------DPHRV---------------------------L--RE-I------A------------R-------R----------R--------------P-E--------------------------------------------------------------PG-V------LSR----------------LEAA------L----T-AE------E--V--S---------------------------------A-AG----S-A-----R-P-TP----YAGALIAAL--------------AG-Q-G-R---RVAIATNNSPL-AAARYLERQ--R-L----A--GYV-A-----------------------G-----R-VY-G-R-T----A---DLA---LL-------KPHP-----------------------------------D-S--VLRAL-A---------------G--TG-A-D--P-A-R-SL------MIGDSL-ADHAAATAAGV-PFL-GYA-LDD------------A-GE-----H-----A--L----RA-A--G----------AE--------C----V--V---R---SL---------QW-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_030989278.1 ---G-----P--DC--------ALFDFDGPLCR-------LFP---D----GS------SMA---VANAL--------RTTV---EA-A---------G-----LL----G-------------------V--LS-E--------G-ER-T-D----K-----------------------------DPHVV---------------------------L--RA-V------H------------R-------A----------R--------------R-D---------H----DV----------------------------------------------GD-L------VAR----------------LEQQ------V----T-EG------E--R--T---------------------------------A-AR----T-A-----W-P-TP----GAAEFVRWL--------------AG-R-G-T---RLAVVTNNAAV-AADDYLRDR--N-L----R--ENF-------------------------E-----D-VH-G-R-A----A---DPD---LM-------KPHP-----------------------------------D-V--LHRAL-R---------------G--LG-L-P--P-D-E-AV------MIGDTP-TDFMAAERAGV-RFV-GIG-RTA------------A-KR-----Q-----R--M----RD-A--G----------AK--------V----V--L---A---SY---------DR-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097233204.1 -VSN-----A--HC--------VLFDFDGPVCR-------LFA---V----RS------AES---VAVRL--------RSLT---DE-L---------A-----AS----A-------------------L--LT-D--------E-LR-T-S----R-----------------------------DPHRV---------------------------L--RG-I------A------------G-------N----------G--------------P-S--------------------------------------------------------------AA-V------LSR----------------LEAA------L----T-QE------E--V--S---------------------------------A-AA----S-A-----R-P-TP----YAATLIAAL--------------AS-R-G-R---QVAIATNNSPL-AAGRYLERL--R-L----T--GYV-G-----------------------G-----R-VY-G-R-T----G---DLA---LL-------KPHP-----------------------------------D-S--VLRAL-A---------------G--TG-A-E--P-A-R-SL------MIGDSL-ADHAAATAAGV-PFL-GYA-LDD------------A-GE-----D-----A--F----RA-A--G----------AR--------H----V--V---R---SL---------QW-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_048584752.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VANRL--------VQWL---DT-R---------R-----RL----G-------------------L--LT-D--------E-ER-E-T----P-----------------------------DPYAV---------------------------L--LA-V------G------------R-------R----------H--------------P-S--------------------------------------------------------------LD-L------VLE----------------LEER------L----T-RE------E--L--R---------------------------------A-VA----S-A-----M-P-TA----YADSLIRTW--------------TA-V-G-A---RLAIATDNSPR-VVGEYLESR--G-L----M--SCF-F-----------------------P-----H-VY-G-R-T----Q---DLH---LF-------KPNP-----------------------------------Y-G--LNRAL-N---------------A--MG-A-A--P-S-K-AL------VIGSTP-ADCQAALQAGI-PFL-GYA-RNA------------R-KA-----K-----E--L----RS-V--G----------AG--------L----V--V---E---SL---------EQ-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------V--R-------------------------S-------------------------------------
WP_103516123.1 ---A-----A--TC--------VLFDFDGPLCR-------LFP---G----RR------GVE---VAQRL--------SRRL---AG-F---------G-----HD----P-------------------A--SV-A--------A-SV-E-R----G-----------------------------DPLGV---------------------------L--VE-A------S------------K-------L----------F--------------P--------------------------------------------------------------DDQA-L------LTA----------------LDDL------L----TAEE------E--A--L---------------------------------A-AG----D-A-----V-P-TT----GAAELVRTL--------------GA-A-G-T---RLAVTTNNSRR-AVEAYLARE--G-L----V--ASF-D-----------------------G-----H-IH-G-R-T----A---DPA---RL-------KPDP-----------------------------------D-C--LHRAL-G---------------S--TG-A-S--A-A-G-AL------MIGDSA-ADRLAAGKAGV-AFL-GYA-ENA------------R-KH-----E-----E--L----HN-A--G----------TD--------V----S--V---S---TF---------AV-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067164177.1 ----------------------MLFDFDGPVCR-------LFA---GVGAPAV------AAA---IAERL--------SGRL---EH-G---------A-----LR----P----------------------------------K-GK-A-A----G-----------------------------DPLAL---------------------------L--LA-A------W------------K-------Q----------G--------------E-S--------------------------------------------------------------KA-V------VKE----------------AEST------L----T-AQ------E--I--R---------------------------------A-AT----S-A-----H-S-TA----YANSLILAL--------------SA-A-G-F---RLAVTTNNSPK-AVAAYLRRE--G-L----D--GCF-G-----------------------E-----H-IH-G-R-T----A---DLA---LL-------KPHP-----------------------------------H-C--LERAL-D---------------S--TG-S-S--P-A-E-TL------MIGDSP-ADWIAADAIGV-SFL-GYA-PDG------------A-KV-----A-----Q--L----AD-A--G----------VK--------D----I--V---R---SL---------EP-L-------------------------------------Y-----------------------------------------------------------D--------------------------------A---------------------------V------------------------------------------------------------------
WP_053199414.1 -ITR-----A--RV--------VLWDFDGPICR-------LFA---G----HS------ADR---VANRL--------VQWL---DT-R---------R-----RL----G-------------------L--LT-D--------E-ER-E-T----P-----------------------------DPYAV---------------------------L--LA-V------G------------R-------R----------H--------------P-S--------------------------------------------------------------LD-L------VLE----------------LEER------L----T-RE------E--L--R---------------------------------A-VA----S-A-----M-P-TA----YADSLIRTW--------------TA-V-G-A---RLAIATDNSPR-VVGEYLESR--G-L----M--SCF-F-----------------------P-----H-VY-G-R-T----Q---DLH---LF-------KPNP-----------------------------------Y-G--LNRAL-N---------------A--MG-A-G--P-S-K-AL------VIGSTP-ADCQAALQAGI-PFL-GYA-RNA------------R-KA-----K-----E--L----RS-V--G----------AG--------L----V--V---E---SL---------EQ-V-------------------------------------L-----------------------------------------------------------R--------------------------------I---------------------------V--R-------------------------S-------------------------------------
WP_030765533.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLI---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_078851967.1 ----------------------MLWDMDGPMCQ-------LFA---G----YP------AHD---IAEQL--------VAMI---DQ-L---------G-----MG----A-------------------L--LT-T--------Q-ER-S-S----N-----------------------------DPHEP---------------------------L--RG-V------H------------N-------R----------H--------------R-G--------------------------------------------------------------SD-L------VLA----------------LEEW------L----T-RR------E--L--E---------------------------------A-VA----K-A-----H-P-TP----YADPLIRTW--------------WS-L-G-A---RFAITTNNAAV-AASAYVRSR--R-L----T--DCF-------------------------P-----H-VY-G-R-T----P---NLD---LM-------KPNP-----------------------------------Y-C--LEEAV-K---------------A--MG-A-V--P-A-A-TL------MIGDAA-TDLEAARLAGV-EFL-GYA-RNE------------H-KE-----R-----I--L----RE-A--G----------AE--------V----V--V---R---SL---------EQ-V-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
AYC40322.1 -VAS-----A--RY--------VLWDLDGPICR-------LFA---G----YP------AHE---IAGEL--------VAKI---EL-L---------G-----MG----A-------------------L--LT-E--------Q-ER-S-S----N-----------------------------DPQEA---------------------------L--RG-V------H------------E-------R----------R--------------R-G--------------------------------------------------------------SD-L------VLE----------------LEGW------L----T-RR------E--L--E---------------------------------A-VA----L-A-----R-P-TP----YADPLIRTW--------------WS-L-G-V---KFAITTNNAAL-AAEAYVETR--D-L----T--GCF-------------------------P-----H-VY-G-R-T----P---DLD---LM-------KPNP-----------------------------------Y-C--LEEAI-K---------------A--MG-A-V--P-A-A-TL------MIGDAP-TDLEAARLAGV-EFL-GYA-RNE------------H-KE-----E-----I--L----RE-A--G----------AE--------V----V--V---R---SL---------DQ-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_093837758.1 -LSG-----V--DS--------VLLDFDGPVCS-------LFA---A----RP------AAD---VAQRL--------RELA---CE-L---------G-----VA----PR------------------L--LA-Q--------G-PA-A-S----E-----------------------------DPHAV---------------------------L--LA-L------A------------G-------T----------T--------------G-V--------------------------------------------------------------RG-L------ARR----------------LEHA------L----T-QQ------E--V--R---------------------------------A-AT----T-A-----R-P-TP----GARELIHAL--------------QE-R-G-I---RPAIVTNNSPL-AVTAYLTGQ--R-L----L--APF-A-----------------------G-----R-VH-G-R-V----A---DLS---LL-------KPHP-----------------------------------D-P--VRRAL-R---------------S--TG-T-A--A-E-R-SV------LIGDSP-SDLAAARAAGV-PFL-GFA-PHA------------A-AE-----S-----A--L----CA-A--G----------AR--------H----I--T---S---SL---------RR-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A----------------------------------------------------------------------------------------------
WP_103487856.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-KLLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-A---------------A--LG-A-D--P-A-E-AL------VLGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
WP_099882423.1 -ISS-----A--QC--------VIFDFDGPLCH-------LFA---R----RT------AAS---VADRL--------REAY---AT-----------A-PDG-TP----R----------------------------------T-WP-E-T----T-----------------------------DPLRL---------------------------L--TA-A------F------------E-------G----------G--------------A-P----------------------------------------------------LP--------QE-S------ALR----------------MEHS------L----S-LE------E--V--A---------------------------------A-AE----M-A-----F-P-TG----YADTLVRTL--------------RA-T-G-R---TVAVATDNCAD-AVKRYLAKR--S-L----L--EAF-SAERRP--------------SGAPS-----R-VC-G-R-V----C---DSAGP-RL-------KPDP-----------------------------------D-C--VLRAL-E---------------S--TG-A-D--A-A-K-TV------MIGDSA-RDVAAAHAAGV-GFV-GYA-RNE------------R-KG-----R-----E--L----HG-A--G----------AE--------W----V--V---P---SL---------RE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_082414950.1 ----------------------VLWDLDGPICR-------LFA---G----YP------AAE---VARRM--------VGLV---ER-L---------G-----LV----D-------------------A--LT-E--------Q-ER-T-S----E-----------------------------DPHFA---------------------------L--LG-V------N------------R-------R----------H--------------P-A--------------------------------------------------------------SD-L------LLD----------------LEEW------L----T-RQ------E--L--E---------------------------------A-VP----S-A-----L-P-TP----YADPLIQTW--------------SA-F-G-V---RFAVTTNNSPL-VAAEYVKTR--G-L----A--DYF-------------------------P-----H-IY-G-R-T----Q---NLG---LM-------KPDP-----------------------------------Y-C--LRQAM-N---------------A--LG-A-S--P-E-T-TL------MIGDAP-TDLLAARAAGV-SFL-GYA-RNA------------K-KE-----S-----E--L----RN-A--G----------AE--------L----V--V---R---SL---------NP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_108154819.1 ----------------------MIFDFDGPVCA-------LFA---G----YP------ASG---IAESL--------VDLL---EQ-R---------G-----AP----R-------------------L--LP-E--------Q-TR-H-S----R-----------------------------DPLEI---------------------------L--KV-L------A------------E-------V----------A--------------P-A--------------------------------------------------------------SP-L------VRN----------------MEEW------L----T-VE------E--L--K---------------------------------A-AV----S-A-----T-P-TL----GAASLIREL--------------RG-R-D-R---KLAVASNNSPR-ALKTYLARH--D-L----L--AYF-E-----------------------P-----H-IH-G-R-T----F---DPA---LL-------KPHP-----------------------------------D-S--ICRAL-K---------------S--TG-T-E--P-D-R-TL------MIGDTP-ADVIAAGQAGV-PFL-GYA-RNR------------R-KE-----D-----L--L----LR-S--G----------AS--------D----V--V---G---AI---------SE-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------L--R------------------------------------AV-------------------------
WP_101276297.1 -VAA-----A--KT--------VILGFDGPLCR-------LYD---P----LT------ARA---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---GLAVATGHSAD-AVHAYLAGR--G-L--T-A----------------------------C-F-G-P-H-VY-G-R-T----D---GLT---HL---------------------GH-----------------------D-A--PPRAL-S---------------A--LG-A-D--P-A-E-AL------VVGSTP-EDLRAARDAGA-PFL-GYA-RDL------------P-AY-----D-----R--L----RA-A--G----------AP--------L----V--T---G---TL---------EP-V-------------------------------------R-----------------------------------------------------------Q--------------------------------A---------------------------V--W---------------------------------------------------------EL----
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WP_028568500.1 -LGE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VTGEL--------VDVL---RR-R---------D-----VK---------------------------VS-S--------D-RA-T-E----T-----------------------------DPLEV---------------------------L--RR-I------G--------------------T---------------S---------G-D--------------------------------------------------------------QD-A------TRA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-VK----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSPG-AVSAYLAAH--R-L----A--GHI-------------------------S-----P-VV-G-R-A----Y-A-DPD---RM-------KPHP-----------------------------------E-P--ILQAV-R---------------A--LG-H-L--P-N-Q-CV------LVGDSV-TDIEGAQASGT-RVI-GYA-NRA------------A-KV-----E-----L--F----RT-A--N----------AD--------V----V--I---T---SM---------RE-L-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
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WP_070018989.1 ---------A--KA--------VFFDFDGPVCH-------LFQ---G----RS------LAP---LTERL--------RREV---TAGAE---EA---G-S-D-AE----S----------------------------------W-LP-P-T----D-----------------------------DPVEI---------------------------V--RA-V------F------------Q-------Q----------P--------------A-L----------------------------------------------------VE--------RG-V------ARE----------------AERA------L----A-EE------E--Y--A---------------------------------A-AR----D-A-----Y-P-TA----YADALVRTL--------------AA-T-G-R---QIAITTNNSQR-AVESYLASR--G-T----D--GLF-A-----------------------G-----R-VH-G-R-S----E---TG-EL-RL-------KPDP-----------------------------------D-C--LLRAL-E---------------S--TG-T-S--A-R-D-AL------MIGDAP-RDLEAAQAAGV-AFL-GYA-RNE------------R-KA-----G-----R--L----RA-A--G----------AE--------E----L--V---D---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OFA49692.1 -LAS-----V--KC--------VLFDFDGPVCD-------LFA---R----HP------APD---VADTM--------RARL---RR-L-------RPA-----AR----P-------------------A--PV-T--------A-AA-A-G----ASGSAGGSPGTAHGTPGSGLPGVPDVPATRDPHAL---------------------------LHTLA-F------G------------A-------G----------A--------------P-G---G------------------------------------------------PDDPSGPAARSG-I------VAE----------------LERL------L----A-AE------E--V--R---------------------------------A-AA----S-A-----E-P-TP----YADELVQRL--------------HA-T-G-H---ALAVTTNNTAG-AAEAYLERR--G-L----A--ELF-R-----------------------P-----H-IH-G-R-V----T---EPW---LL-------KPDP-----------------------------------D-C--LHRAL-R---------------S--TG-H-D--A-A-M-AL------MIGDST-ADLLAARAAGV-RFL-GYA-RDE------------T-RR-----R-----R--L----RD-A--G----------AE--------S----V--V---T---SL---------GD-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_078503431.1 -LDQ-----A--ES--------VLLDFDGPICR-------VFS---A----VP------AAE---VAERL--------RRRY---SE-T---------Y-----GA---------------------------AA----------H-LA-R-G----D-----------------------------DPLEV---------------------------V--RQ-G------S--------------------I-------------------------Q-G--------------------------------------------------------------VP-H------IEA----------------LETM------L----T-DL------E--L--T---------------------------------A-VE----L-A-----E-P-TT----HAEEAIEAL--------------LK-N-G-H---RLAAVSNNSTA-AVRRYLELR--G-I----E--AHV-------------------------S-----P-VI-G-R-E----D-T-RVP---LM-------KPSP-----------------------------------A-M--VSMAL-Q---------------A--HG-V-P--P-E-N-AV------FVGDSV-TDIEAARAAGT-MSI-GYA-NKP------------G-KA-----E-----R--L----SQ-A--G----------AT--------V----V--I---E---DM---------AE-L-------------------------------------I-----------------------------------------------------------Q------------------------DA-----------------------------------------------------------------------------------------------------
WP_018825588.1 -LGK-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VTGEL--------VNVL---RR-R---------D-----VK---------------------------VS-S--------D-LA-T-E----T-----------------------------DPLEV---------------------------L--RR-I------G--------------------T---------------T---------G-D--------------------------------------------------------------QD-A------TRA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-VK----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSPG-AVSAYLAAH--R-L----A--GHI-------------------------S-----P-VV-G-R-A----Y-A-NPD---RM-------KPHP-----------------------------------E-S--ILQAV-R---------------D--LG-H-L--P-N-R-CV------LIGDSV-TDIEGAQASGT-RVI-GYA-NRA------------A-KV-----E-----L--F----RT-A--G----------AD--------V----V--I---T---SM---------RE-L-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_073958192.1 ALAG-----A--SV--------VLFDFDGPLCD-------VFA---G----RP------ADQ---VAREL--------STLA---AE-G---------K-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-AA------E--I--E---------------------------------A-VG----V-A-G---D-P-VS----GAVASLEAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-IV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-AAI-GFA-NKP------------R-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_124441202.1 -VAR-----T--RY--------VLFDFDGPICR-------LFA---H----LP------AET---IARAQ--------VQWL---ES-H---------G-----GD----G-------------------V--LT-E--------E-ER-F-N----P-----------------------------DPHGV---------------------------L--IT-L------A------------E-------R----------Y--------------P-G--------------------------------------------------------------TD-L------VAE----------------LEEW------L----T-QQ------E--L--K---------------------------------A-AR----V-A-----M-P-TA----YADPLIQTW--------------VA-V-G-A---RLAIVSNNSAR-TVASYLQQR--G-L----F--SCF-D-----------------------------H-IY-G-R-T----Q---DLS---VL-------KPHP-----------------------------------Q-T--LNLAL-R---------------A--MG-A-A--P-D-V-SL------MIGDSP-SDHAAALRAGV-RFL-GYA-RSD------------A-AV-----P-----K--L----LA-A--G----------VP--EH----C----I-MV---G---SM---------KR-L-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------V--R---------------------------------------------------------------
SFF69028.1 -LER-----A--VC--------VLLDFDGPVCR-------LFG---G----SP------AAH---IAYDM--------RRYL---AS-----------R-----GL----A-------------------A--DP-A--------A-PA-A-G----D-----------------------------DPHRL---------------------------L--AP-G--------R--------------------------------------------------------------------D----------------------------------------RD-V------MAE----------------LEHI------L----A-VG------E--E--A---------------------------------A-AG----S-A-----V-P-TP----GADAFVRAV--------------RD-S-G-R---LLAVTTNNAPT-AVGIYLKQQ--G-L----D--DLF-D-----------------------G-----G-VF-G-RDP----G---DPR---LM-------KPAP-----------------------------------D-C--LLRAM-D---------------A--VG-V-R--P-A-D-CL------MIGDSP-SDVAAARAAEV-PFL-GYA-RSA------------D-RV-----E-----R--L----RR-A--R----------AG--------T----V--V---V---GM---------AG-L-------------------------------------V-----------------------------------------------------------A--------------------------------A--------------------------------------------------------------------A-GGLAR-------------------
WP_078649796.1 -LAS-----V--KC--------VLFDFDGPVCD-------LFA---R----HP------APD---VADTM--------RARL---RR-L-------RPA-----AR----P-------------------A--PV-T--------A-AA-A-G----ASGSAGGSPGTAHGTPGSGLPGVPDVPATRDPHAL---------------------------LHTLA-F------G------------A-------G----------A--------------P-G---G------------------------------------------------PDDPSGPAARSG-I------VAE----------------LERL------L----A-AE------E--V--R---------------------------------A-AA----S-A-----E-P-TP----YADELVQRL--------------HA-T-G-H---ALAVTTNNTAG-AAEAYLERR--G-L----A--ELF-R-----------------------P-----H-IH-G-R-V----T---EPW---LL-------KPDP-----------------------------------D-C--LHRAL-R---------------S--TG-H-D--A-A-M-AL------MIGDST-ADLLAARAAGV-RFL-GYA-RDE------------T-RR-----R-----R--L----RD-A--G----------AE--------S----V--V---T---SL---------GD-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_084792241.1 -LTT-----K--SC--------VMLDFDGPVCA-------VFT---G----LA------AST---VAARA--------LDAI----------------R-----HA-------------GY-------A----DL-A--------Q-RC-E-T----N-----------------------------DPLEL---------------------------L--SL-L------A--------------------A-------------------------D-G--------------------------------------------------------------PE-L------VED----------------VEAV------V----R-SS------E--I--E---------------------------------A-VS----S-A-----A-P-TP----GAVELIERC--------------HA-S-G-R---SLCIVSNNADS-AVSAYLAEH--G-L----T--DPV-------------------------D-----A-IA-A-R-R----P-D-DAT---YL-------KPDT-----------------------------------R-L--LQRAA-E---------------A--TG-T-S--P-A-A-CT------LVGDSP-SDVKAAHAFGA-PAI-GYA-NKP------------D-KF-----E-----R--L----TN-A--G----------AD--------T----V--T---E---QL---------KP-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028675098.1 -LGE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VTGEL--------VNVL---RR-R---------D-----VK---------------------------VS-S--------D-LA-T-E----T-----------------------------DPLEV---------------------------L--RR-I------G--------------------T---------------T---------G-D--------------------------------------------------------------QD-A------TRA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-VK----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSGG-AVSAYLAAH--R-L----A--GHI-------------------------S-----P-VV-G-R-A----Y-A-NPD---RM-------KPHP-----------------------------------E-S--ILQAV-R---------------A--LG-H-L--P-N-R-CV------LIGDSV-TDIEGAQASGT-RVI-GYA-NRA------------A-KV-----E-----L--F----RT-V--G----------AD--------V----V--I---T---SM---------RE-L-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
EKX65290.1 -ITP-----V--RY--------VLWDLDGPICR-------LFA---G----HP------AHE---VAQAL--------RQMI---ER-R---------G-----LG----G-------------------L--LE-E--------E-EL-G-T----E-----------------------------DPQAV---------------------------L--LG-L------A------------G-------R----------H--------------P-S--------------------------------------------------------------SD-L------IAD----------------LEEW------L----T-QQ------E--L--I---------------------------------A-SP----K-A-----Y-P-TV----YADVLIRTW--------------SS---G-A---RFAITTNNSAL-AAARYIETR--G-L----T--DCF-------------------------P-----Y-IY-G-R-T----Q---NLD---HM-------KPDP-----------------------------------Y-I--LRQAL-N---------------A--MG-A-D--P-R-L-AL------MIGDAP-TDFQAAREAGI-GFL-GYA-RNE------------R-KL-----K-----E--L----LK-A--H----------VD--------P--RHI--V---N---TL---------AP-V-------------------------------------L-----------------------------------------------------------D--------------------------------I---------------------------V--R-------------------------------T-------------------------------
WP_111506670.1 -LRG-----V--QA--------VFFDFDGPLVE-------LFR---N----HD------AQG---IADRI--------FDA----EK-S-----L---T-------------------------------R--SD------------FR-R-P----N-----------------------------DPHAV---------------------------V--AQ-L-------------------P-ELY-------------------------------A----------------------------------------------------QD--------SD-L------VAR----------------VEKL------L----T-GE------E--L--L---------------------------------A-AR----H-P-----G-R-IA----GACELVRAL--------------HE-R-G-I---LLAVTSNNSPE-AIQVCLGPG--G-ILGAVG--ECF-------------------------E-----GRIS-G-R-D----P---DPR---LM-------KPHP-----------------------------------S-C--VERAI-G---------------S--VG-L-P--A-S-K-CL------LIGDSV-SDIEAADRAGV-PFL-GFA-AST------------R-AL-----K-----R--L----AE-R--G----------AP-------------L--V---R---SH---------VE-L-------------------------------------L-----------------------------------------------------------R--------------------------------A----------------------------------------------------------------------------------------------
WP_078965716.1 -IGR-----A--RF--------VLFDFDGPICR-------LFA---R----HS------AAR---VARQQ--------VDWL---EE-Q---------G-----LH----G-------------------L--LA-D--------G-VR-D-D----P-----------------------------DPHSV---------------------------L--RA-V------D------------H-------R----------H--------------P-D--------------------------------------------------------------SD-L------VAE----------------LEER------L----T-RE------E--L--K---------------------------------A-VV----S-A-----W-P-TP----YADALIRTW--------------TA-V-G-A---RLAIATNNSPR-VAASYLTDR--G-L----I--DCF-A-----------------------P-----H-IY-G-R-T----Q---DLH---LL-------KPNP-----------------------------------Y-C--VNRAL-S---------------A--MG-A-H--P-S-T-AL------MIGDSP-ADYFAARDAGV-EFL-GYA-RNE------------R-KE-----G-----V--L----RG-V--G----------VG--------V----V--V---G---SL---------ER-V-------------------------------------L-----------------------------------------------------------E--------------------------------C---------------------------V--K---------------------------------------------------------------
WP_010049024.1 -LAQ-----S--EA--------VLFSFDGLLCR-------LFG--------RN------LQT---VSERL--------LSGA------Q---------S-----LQ---------------------------LV-L--------P-PQ-T-P----T-----------------------------DPVGM---------------------------L--RA-L----------------V--R---------------------------------H-G-----------------------------T--------------------------------PA-Q------INQ----------------LDRL------L----S-QF------E--M--E---------------------------------A-AR----H-V-----A-P-LP----GVSQLLRAL--------------AD-S-P-R---RLAVVTDHASD-AVNVFLE----R-L----P--TDI-P-----------------------P-GRI-A-VF-G-R-P----G---DPE---LM-------KPNP-----------------------------------H-G--LSQAT-A---------------A--LK-A-P--H-A-R-VL------LMGESI-ADALAAQTAGI-PFV-GVA-ATT------------R-QA-----R-----M--L----RD-A--G----------AS--------R----T--V---A---SV---------RT-I-------------------------------------T-----------------------------------------------------------A--------------------------------V---------------------------V--R---------------------------------------------------------------
WP_111602339.1 ---------A--KA--------VFFDFDGPVCH-------LFQ---G----RS------LAP---LTERL--------RREV---TAGAE---EA---G-S-D-AE----S----------------------------------W-LP-P-T----D-----------------------------DPVEI---------------------------V--RA-V------F------------Q-------Q----------P--------------V-L----------------------------------------------------VE--------RG-V------ARE----------------AERA------L----A-EE------E--Y--A---------------------------------A-AR----D-A-----Y-P-TA----YADALVRTL--------------AA-T-G-R---QIAITTNNSQR-AVESYLASR--G-T----D--GLF-A-----------------------G-----R-VH-G-R-S----E---TG-EL-RL-------KPDP-----------------------------------D-C--LLRAL-E---------------S--TG-T-S--A-R-D-AL------MIGDAP-RDLEAARAAGV-AFL-GYA-RNE------------R-KA-----G-----R--L----RA-A--G----------AE--------E----L--V---D---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106435648.1 AFRS-----V--RA--------VLFDFDGPVCD-------LFA---G----ST------TTD---VAEQI--------KRTA---RR-H-----W---G-------------------------------P--LD-P--------S-VE-E-C----G-----------------------------DSHGV---------------------------L--GP-L-------------------R-EMYER-S----------A--------------R-G----------------------------------------------------LS--------AL-P------LEL----------------AEAA------V----T-AL------E--R--R---------------------------------A-AR----T-A-----V-P-TP----HLHALVDLL--------------LA-H-G-K---RLVVVSNNAEG-PIRDCLGRL--G-L----E--PKF-------------------------D-----G-VF-G-R-S----P-H-DAR---LM-------KPHP-----------------------------------D-C--VHRAM-R---------------H--LA-L-P--S-S-D-CL------LVGDQL-TDLDAARSAGT-GFL-GLT-RAA------------E-RA-----R-----R--M----AE-R--G----------AD--------A----V--V---S---SY---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A-----------------------ADA-L------------------------------------------------------------------
AQA12800.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----FS------AGD---VARSL--------VALL------R---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------E-------------------------T-R--------------------------------------------------------------ED-L------VSA----------------ADSH------L----T-QL------E--V--E---------------------------------A-VE----R-A-----R-P-TP----GGVAFMEAC--------------AA-T-G-R---SVWVVSNNATA-AIDRYLSDH--G-L----S--GLV-------------------------A-----G-TF-G-R-T----A-G-RPE---SM-------KPSP-----------------------------------E-L--LIAAM-R---------------A--AD-A-K--P-G-E-CV------FIGDAV-RDVEAAHAADM-KTI-GYA-NKP------------G-KA-----D-----A--L----SA-A--G----------AV--------A----V--V---T---SM---------ET-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067010480.1 ALRT-----A--GA--------VILGFDGTLTR-------LAL---D----AT------GL--------V--------QEFL-P-EA-A----GW-Y-D----------------------------------------------------------------------------------------DPLDL---------------------------L--RP-S---------------------------R----------R-------------------------------------------------------------------------------HR-P------SER----------------LEEE------L----A-SL------E--T--A---------------------------------A-AR----E-A-----E-P-LP----CSDLLVRTL--------------AD-K-G-R---PLAVVTDHSTR-AAFAYLGER--R-L--L-G----------------------------C-L-P-G-G-VH-G-R-H----A---LHT---PL-------MPDP-----------------------------------H-H--LVQAA-R---------------H--FY-L-P--P-S-D-CL------VIGSTG-PEQDAALTAGM-RFV-HV---DT------------E-PT----------------------P--P----------SP--------DSPGLT--S---R---GI---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------A--Q---------------------------------------------------------TL----
WP_010270616.1 -LDR-----T--RW--------VLFDFDGPVCR-------LFA---G----HP------ARG---IARRM--------ASWL---DA-R---------P-----GG----R-------------------A--LA-A--------G-AA-L-S----K-----------------------------NPQAL---------------------------L--RA-V------G------------T-------R----------D--------------T-E--------------------------------------------------------------GG-T------VRA----------------LESL------L----T-QE------E--L--K---------------------------------A-VE----S-A-----R-P-TP----HLAELLHTW--------------YE-A-G-R---RFAVTTNNSPL-AARRYLELQ--H-L----D--GYF-------------------------A-----D-HYHG-R-S----L---PLR----L-------KPDP-----------------------------------Y-C--LTEAV-R---------------S--LD-A-D--P-R-A-TL------MIGDEP-GDAKAARAAGI-PFL-GYA-ERP------------S-RR-----A-----E--L----CA-A--G----------AK--------H----V--V---A---SY---------AE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_126900458.1 -LGR-----A--DA--------VLLDFDGPVCD-------LFR---G----AC------TAY---IADEV--------KERA---RR-E-----W---G-------------------------------R--LD-A--------G-VR-D-C----A-----------------------------DSHGV---------------------------L--RC-L-------------------A-DMAV--R----------R-----------T--G-D----------------------------------------------------HR--------GT-R------LSW----------------ADDI------V----T-RH------E--Y--K---------------------------------A-VN----Q-A-----A-P-TP----GARELVHTL--------------AG-L-G-K---ALMIVSNNAAG-PVREYLEQQ--G-L----L--HHF-------------------------T-----A-VL-G-R-D----P-E-DPH---LM-------KPHP-----------------------------------D-V--VTRAL-T---------------E--LG-G-PS-P-S-R-TL------LIGDQL-TDLTAARAAKV-PFL-GFT-PDK------------K-TE-----A-----L--M----RD-E--G----------AR--------D----V--V---G---SF---------EP-V-------------------------------------M-----------------------------------------------------------Q--------------------------------A----------------------------------------------------------------------------------------------
WP_037680611.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LERL------L----A-AE------E--V--R---------------------------------A-AA----C-A-----E-P-AP----YADELVQRL--------------HA-T-G-H---ALAVTTNNAAE-AAETYLERR--G-L----A--ELF-R-----------------------P-----H-VH-G-R-V----A---EPW---LL-------KPDP-----------------------------------D-C--LHRAL-R---------------S--TG-H-D--A-A-M-AL------MIGDST-ADLLAARAAGV-RFL-GYA-RDE------------A-HR-----R-----R--L----LD-A--G----------AE--------L----V--V---T---SY---------RD-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_037628052.1 ----------------------MLWDLDGPICR-------LFS---G----HP------AHQ---VARDL--------VELI---DR-R---------G-----LG----G-------------------L--LT-E--------W-ER-D-T----E-----------------------------DPQVV---------------------------L--LG-L------G------------R-------R----------H--------------P-S--------------------------------------------------------------SD-L------IVD----------------LEEW------L----T-QQ------E--L--T---------------------------------A-AP----K-A-----Y-P-TS----WADPLIRTW--------------SR---R-A---RFAITTNNSAL-AAARYIDTR--G-L----A--ECF-------------------------P-----Y-MY-G-R-T----R---DLD---LM-------KPHP-----------------------------------H-I--LRQAL-N---------------A--MG-A-D--P-A-R-AL------MVGDAP-TDFEAARDAGV-PFL-GYA-HNE------------R-KL-----K-----A--L----LD-A--G----------VP--------L--PHT--V---N---SL---------KL-V-------------------------------------L-----------------------------------------------------------D--------------------------------V---------------------------L--R-------------------------------A-------------------------------
WP_097325258.1 -LAE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APK---IAAEL--------VVVL---QQ-M---------S-----AS---------------------------MP-P--------A-LT-D-E----Q-----------------------------DPLEV---------------------------L--RW-A------G--------------------S---------------T---------G-N--------------------------------------------------------------QA-T------TQA----------------VEDA------L----C-AA------E--L--R---------------------------------A-VE----S-A-----A-P-TR----YGREVIVAA--------------RQ-A-G-L---PVAVVSNNSAG-AVTAYLARH--R-L----A--AYV-------------------------S-----P-VI-G-R-A----Y-A-DPM---RM-------KPNP-----------------------------------E-P--ILRAT-Q---------------L--LG-I-S--P-A-R-SV------LVGDSL-SDIEGSRAAGV-RSV-GYA-NRP------------T-KA-----D-----P--F----RG-A--G----------AD--------V----V--I---D---SM---------GQ-L-------------------------------------A-----------------------------------------------------------E-A-----------------------------------------------------------------------------------------------------------------------------
WP_124273968.1 ------------EC--------VLLDFDGPLCH-------LFA---G----RP------AAG---VAARL--------ADEL---RR-F---------G-----CD----P-----------------------G-V--------A-AG-A-T----D-----------------------------DPLAL---------------------------L--QK-V------A------------K-------H----------Y--------------G-D--------------------------------------------------------------SP-T------TAH----------------AERC------L----T-AE------E--V--E---------------------------------A-AA----D-A-----T-P-TE----YALDLLDAL--------------DA-G-G-W---RQAVTTNNSAA-AVARFLGRH--R-P----A--ARA-G-----------------------A-----H-IH-G-R-T----S---DPG---LL-------KPDP-----------------------------------H-C--LVRAL-E---------------S--TG-S-A--A-A-A-AV------MIGDSP-ADCLAAQALGV-PFI-GYA-VNE------------R-KR-----R-----A--L----ED-V--G----------AR--------R----A--V---R---SL---------RG-L-------------------------------------V-----------------------------------------------------------E--------------------------------T---------------------------A--R---------------------------------------------------------------
WP_052862371.1 -LDR-----T--RW--------VLFDFDGPVCR-------LFA---G----HP------ARG---IARRM--------ASWL---DA-R---------P-----GG----R-------------------A--LA-A--------G-AA-L-S----K-----------------------------NPQAL---------------------------L--RA-V------G------------T-------R----------D--------------T-E--------------------------------------------------------------GG-T------VRA----------------LESL------L----T-QE------E--L--K---------------------------------A-VE----S-A-----R-P-TP----HLAELLHTW--------------YE-A-G-R---RFAVTTNNSPL-AARRYLELQ--H-L----D--GYF-------------------------A-----D-HYHG-R-S----L---PLR----L-------KPDP-----------------------------------Y-C--LTEAV-R---------------S--LD-A-D--P-R-A-TL------MIGDEP-GDAKAARAAGI-PFL-GYA-ERP------------S-RR-----A-----E--L----CA-A--G----------AK--------H----V--V---A---SY---------AE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093815616.1 -LDR-----T--RW--------VLFDFDGPVCR-------LFA---G----HP------ARG---IARRM--------ASWL---DA-R---------P-----GG----R-------------------A--LA-A--------G-AA-L-S----K-----------------------------NPQAL---------------------------L--RA-V------G------------T-------R----------D--------------T-E--------------------------------------------------------------GG-T------VRA----------------LESL------L----T-QE------E--L--M---------------------------------A-VE----S-A-----R-P-TP----HLAELLHTW--------------YE-A-G-R---RFAVTTNNSPL-AARRYLELQ--H-L----D--GYF-------------------------A-----D-HYHG-R-S----L---PLR----L-------KPDP-----------------------------------Y-C--LTEAV-R---------------S--LD-A-D--P-R-A-TL------MIGDEP-GDAKAARAAGI-PFL-GYA-ERP------------S-RR-----E-----E--L----CA-A--G----------AK--------H----V--V---A---SY---------AE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079158724.1 -LGG-----A--RA--------VLLDFDGPVCD-------LFA---G----RS------TRP---VAREI--------KAMA---RE-K-----W---N-------------------------------V--LD-P--------A-VE-A-C----D-----------------------------DSHAV---------------------------L--QL-L-------------------R-DMLDR-RRDAALGPTALA--------------P-A----------------------------------------------------LD--------PA-V------LRA----------------ASDI------V----T-RY------E--E--E---------------------------------A-VD----A-A-----V-P-AP----GVDLLLDSL--------------VE-H-G-K---RLAIVTNNAEG-PVRRFLGLH--K-M----S--GKF-------------------------E-----A-VC-G-R-D----P-R-DPR---RM-------KPDP-----------------------------------S-V--VRLAL-E---------------H--LG-H-IA-P-E-A-AV------LIGDQP-GDLRAAASAGV-RFL-GYA-PDP------------E-RD-----R-----R--L----RR-A--G----------AR--------T----V--V---A---SH---------IE-L-------------------------------------V-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
SFN02087.1 -LGG-----A--RA--------VLLDFDGPVCD-------LFA---G----RS------TRP---VAREI--------KAMA---RE-K-----W---N-------------------------------V--LD-P--------A-VE-A-C----D-----------------------------DSHAV---------------------------L--QL-L-------------------R-DMLDR-RRDAALGPTALA--------------P-A----------------------------------------------------LD--------PA-V------LRA----------------ASDI------V----T-RY------E--D--E---------------------------------A-VD----A-A-----V-P-AP----GVDLLLDSL--------------AE-H-G-K---RLAIVTNNAEG-PVRKFLGLH--K-M----S--GKF-------------------------E-----A-VC-G-R-D----P-R-DPR---RM-------KPDP-----------------------------------S-V--VRLAL-E---------------H--LG-H-IA-P-E-A-AV------LIGDQP-GDLRAAASAGV-RFL-GYA-PDP------------E-RD-----R-----R--L----RR-A--G----------AR--------T----V--V---T---SH---------IE-L-------------------------------------V-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_087684435.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----FS------AGD---VARSL--------VALL------R---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------E-------------------------T-R--------------------------------------------------------------ED-L------VSA----------------ADSH------L----T-QL------E--V--E---------------------------------A-VE----R-A-----R-P-TP----GGVAFMEAC--------------AA-T-G-R---SVWVVSNNATA-AIDRYLSDH--G-L----S--GLV-------------------------A-----G-TF-G-R-T----A-G-RPE---SM-------KPSP-----------------------------------E-L--LIAAM-R---------------A--AD-A-K--P-G-E-CV------FIGDAV-RDVEAAHAADM-KTI-GYA-NKP------------G-KA-----D-----A--L----SA-A--G----------AV--------A----V--V---T---SM---------ET-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RAK40523.1 -VGS-----A--GF--------FLIDFDGPICS-------VFA---G----HP------APV---VADDL--------RDVI---RR-H--N------G-----GE---------------------------LP-T--------K-LA-E-P----H-------G---------------------DPLRL---------------------------L--VD-V------G--------------------E---------------L---------G-D--------------------------------------------------------------DE-L------TGK----------------VANA------S----R-DA------E--V--T---------------------------------A-VQ----S-A-----A-P-TQ----GADEVLRAA--------------SL-T-G-R---KVAVVSNNATT-AIGEYLALH--G-M----A--SYV-------------------------D-----G-IA-S-RFD----G-M-DPC---LL-------KPHP-----------------------------------F-L--LERAL-S---------------S--AG-V-P--R-D-R-AV------FIGDSV-TDVEAGRAAGI-RTI-GYA-NKP------------G-KQ-----Q-----R--L----TD-A--G----------AD--------I----V--I---H---SM---------RA-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107439383.1 -LGP-----V--RH--------VLLDFDGPVCS-------VFA---G----FP------AED---VARRL--------VDLL------R---------D-----AD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------E-------------------------A-R--------------------------------------------------------------KD-L------VPA----------------ADEH------L----T-RL------E--V--E---------------------------------A-VK----R-A-----R-P-TP----GGVGFMEAC--------------AA-T-G-R---AVWVVSNNATA-AIERYLSVH--G-L----T--ELV-------------------------A-----G-TF-G-R-I----A-G-RPE---SM-------KPSP-----------------------------------E-L--LIAAM-R---------------A--AD-A-K--P-G-E-CV------FIGDAV-RDVEAAHAAGM-EAI-GYA-NKP------------H-KV-----D-----A--L----TA-A--G----------SV--------A----V--V---T---SM---------ET-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_102637987.1 -LAR-----A--RC--------VLFDFDGPICR-------LFP---E----DR------SQP---VADDL--------RREI---AA-H---------G-----AS----R-------------------V--LT-A--------A-ER-T-D----K-----------------------------DPHVV---------------------------L--RA-V------H-------RASR-R-------G----------V---------P---------------------GL----------------------------------------------QG-L------LSV----------------LEKR------L----T-AG------E--V--A---------------------------------A-AE----F-AAAQPEW-H-TP----HADALIREL--------------AR-R-G-V---ALAVVTNNSPL-AAEVHLDRR--G-L----L--PYF-------------------------I-----T-VQ-GRR-T----D---DPG---LM-------KPHP-----------------------------------D-V--LHRAL-R---------------V--LG-V-D--A-D-D-AL------MLGDAP-SDVEAANQAGV-AFV-GYG-RNE------------R-KI-----R-----A--L----CQ-A--K----------AW--------I----V--L---T---SY---------GP-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
REF36881.1 -VAR-----T--GP--------VLLDFDGPVCG-------LFA---G----GR------VAT---VAARL--------RDVL---AA-H---------G-----VD---------------------------LG-T--------I-WN-N-D----Q-----------------------------DLLNL---------------------------L--QR-F------Q--------------------R-------------------------F-A--------------------------------------------------------------PD-L------LPV----------------VENA------L----V-HE------E--V--T---------------------------------A-AK----V-A-----P-P-TT----HAHEAIRAC--------------HA-N-G-R---PIVIVSNNAPQ-AVRAYLDQH--E-L----S--HLI-------------------------R-----G-VV-G-R-A----H-A-RPD---LM-------KPHP-----------------------------------D-P--VRRAL-A---------------M--LG-A-R--P-D-E-CV------LVGDSD-TDMQVARATGV-HPV-GFA-NRP------------G-KR-----T-----Q--L----ER-A--G----------AE--------V----V--I---D---SM---------AA-F-------------------------------------A-----------------------------------------------------------A-A-----------------VST---------------------------------------------------------------------------------------------------------
WP_078613973.1 -ITP-----V--RY--------VLWDLDGPICR-------LFA---G----HP------AHE---VAQAL--------RQMI---ER-R---------G-----LG----G-------------------L--LE-E--------E-EL-G-T----E-----------------------------DPQAV---------------------------L--LG-L------A------------G-------R----------H--------------P-S--------------------------------------------------------------SD-L------IAD----------------LEEW------L----T-QQ------E--L--I---------------------------------A-SP----K-A-----Y-P-TV----YADVLIRTW--------------SS---G-A---RFAITTNNSAL-AAARYIETR--G-L----T--DCF-------------------------P-----Y-IY-G-R-T----Q---NLD---HM-------KPDP-----------------------------------Y-I--LRQAL-N---------------A--MG-A-D--P-R-L-AL------MIGDAP-TDFQAAREAGI-GFL-GYA-RNE------------R-KL-----K-----E--L----LK-A--H----------VD--------P--RHI--V---N---TL---------AP-V-------------------------------------L-----------------------------------------------------------D--------------------------------I---------------------------V--R-------------------------------T-------------------------------
WP_093789908.1 -LGG-----A--RA--------VLLDFDGPVCD-------LFA---G----RS------TRP---VAREI--------KAMA---RE-K-----W---N-------------------------------V--LD-P--------A-VE-A-C----D-----------------------------DSHAV---------------------------L--QL-L-------------------R-DMLDR-RRDAALGPTALA--------------P-A----------------------------------------------------LD--------PA-V------LRA----------------ASDI------V----T-RY------E--D--E---------------------------------A-VD----A-A-----V-P-AP----GVDLLLDSL--------------AE-H-G-K---RLAIVTNNAEG-PVRKFLGLH--K-M----S--GKF-------------------------E-----A-VC-G-R-D----P-R-DPR---RM-------KPDP-----------------------------------S-V--VRLAL-E---------------H--LG-H-IA-P-E-A-AV------LIGDQP-GDLRAAASAGV-RFL-GYA-PDP------------E-RD-----R-----R--L----RR-A--G----------AR--------T----V--V---T---SH---------IE-L-------------------------------------V-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_063816518.1 --AR-----T--ST--------VLLDFDGPVCS-------VFS---D----FE------PVA---VAAEL--------QSRL----------------D----------------------------------VV-D--------A-PP-D-A----------------------------------GMFDT---------------------------L--RY-I------A--------------------A-------------------------N-R--------------------------------------------------------------PG-E------IVK----------------AEAI------L----T-DL------E--L--R---------------------------------A-VQ----T-A-----E-P-TP----YADAVIRRL--------------HE-L-G-R---PVIIVSNNSSA-CVNAYLNHH--G-L----T--RFV-------------------------S-----G-VA-S-R-K----K-P-DPA---LL-------KPHP-----------------------------------H-L--LREAM-Q---------------L--TE-S-R--N-V-ESCV------MVGDSV-SDVEAARAAGT-AAV-AYA-NKP------------G-KR-----E-----R--F----GQ-L--H----------PD--------A----I--I---D---SM---------SE-L----------------LDAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_115850438.1 -VAR-----T--GP--------VLLDFDGPVCG-------LFA---G----GR------VAT---VAARL--------RDVL---AA-H---------G-----VD---------------------------LG-T--------I-WN-N-D----Q-----------------------------DLLNL---------------------------L--QR-F------Q--------------------R-------------------------F-A--------------------------------------------------------------PD-L------LPV----------------VENA------L----V-HE------E--V--T---------------------------------A-AK----V-A-----P-P-TT----HAHEAIRAC--------------HA-N-G-R---PIVIVSNNAPQ-AVRAYLDQH--E-L----S--HLI-------------------------R-----G-VV-G-R-A----H-A-RPD---LM-------KPHP-----------------------------------D-P--VRRAL-A---------------M--LG-A-R--P-D-E-CV------LVGDSD-TDMQVARATGV-HPV-GFA-NRP------------G-KR-----T-----Q--L----ER-A--G----------AE--------V----V--I---D---SM---------AA-F-------------------------------------A-----------------------------------------------------------A-A-----------------VST---------------------------------------------------------------------------------------------------------
WP_018800906.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------ASQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVETYLKTH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_091629390.1 ---E-----V--GA--------VLLDFDGPVCS-------VFA---G----YP------APR---VAAEL--------VEVL---HR-R---------G-----IE---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------T---------G-D--------------------------------------------------------------QK-V------TQA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-VE----T-A-----E-P-TP----YGREVVVAA--------------RQ-A-G-L---PVAVVSNNSAG-AVSAYLAAH--R-L----A--VHV-------------------------S-----P-IV-G-R-A----Y-A-APE---RM-------KPNP-----------------------------------E-P--IRQAA-H---------------A--VG-G-A--P-A-R-CV------LIGDSL-SDIDGARAAGA-RVI-GYA-NRP------------A-KV-----E-----K--F----QE-A--G----------AD--------V----V--V---T---SM---------RE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_028191340.1 -LGH-----V--DA--------LLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RR-H---------G-----VD---------------------------VP-P--------E-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------QG-V------TRA----------------IEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-S-G-M---PVAVVSNNSAG-AVSAYLAAH--R-L----S--TYV-------------------------C-----P-VV-G-R-A----H-A-DPD---RM-------KPSP-----------------------------------E-P--ILQAV-R---------------A--LG-E-P--A-A-R-CL------LVGDSI-SDIEGARAAGV-PVI-GYA-NRP------------A-KV-----D-----A--F----RL-A--G----------AK--------A----V--V---T---SM---------GK-I-------------------------------------A-----------------------------------------------------------S-A-----------------------------------------------------------------------------------------------------------------------------
WP_055613549.1 -LHG-----V--DA--------VFFDFDGPVCD-------LFG---K----KP------TAH---IAEEI--------KVMA---RL-E-----W---G-------------------------------A--LD-R--------D-VE-D-C----H-----------------------------DSHGI---------------------------L--HR-L-------------------R-DMLD--G----------T-----------P--A-Q----------------------------------------------------RC--------RE-P------LDE----------------ANTI------V----T-RH------E--Y--D---------------------------------A-VN----S-A-----V-Q-AP----DVEPLLDVL--------------LD-L-R-K---RLVVVSNNAKE-PVQRYLERT--D-L----Q--SRF-------------------------E-----A-VC-G-R-D----P-R-EPR---RM-------KPHP-----------------------------------D-A--VRRAL-T---------------A--VG-G-MD-P-A-K-AL------LVGDQL-TDLQAAKAAGI-RFL-GYT-QDR------------R-RL-----R-----R--M----KQ-H--G----------AD--------G----V--V---A---SH---------AP-V-------------------------------------L-----------------------------------------------------------V--------------------------------A-----------------------ARA-L------------------------------------------------------------------
WP_109204519.1 AFRS-----V--RA--------VLFDFDGPVCD-------LFA---G----ST------TTD---VAEQI--------KRTA---RR-H-----W---G-------------------------------P--LD-P--------S-VE-E-C----G-----------------------------DSHGV---------------------------L--GP-L-------------------R-EMYER-S----------A--------------R-G----------------------------------------------------LS--------AL-P------LEL----------------AEAA------V----T-AL------E--R--R---------------------------------A-AR----T-A-----V-P-TP----HLHALLDLL--------------LA-H-G-K---RLVVVSNNAEG-PIRDCLGRL--G-L----E--PKF-------------------------D-----G-VF-G-R-S----P-H-DAR---LM-------KPHP-----------------------------------D-C--VHRAL-R---------------H--LA-L-P--S-S-D-CL------LVGDQL-TDLDAARSAGT-GFL-GLT-RAA------------E-RA-----R-----Q--M----AE-R--G----------AD--------A----V--V---S---SY---------LP-V-------------------------------------L-----------------------------------------------------------R--------------------------------A-----------------------ADA-L------------------------------------------------------------------
WP_078853344.1 -LGG-----A--RA--------VLLDFDGPVCD-------LFA---G----RS------TRP---VAREI--------KAMA---RE-K-----W---N-------------------------------V--LD-P--------A-VE-A-C----D-----------------------------DSHAV---------------------------L--QL-L-------------------R-DMLDR-RRDAALGPTALA--------------P-A----------------------------------------------------LD--------PA-V------LRA----------------ASDI------V----T-RY------E--E--E---------------------------------A-VD----A-A-----V-P-AP----GVDLLLDSL--------------AE-H-G-K---RLAIVTNNAEG-PVRKFLGLH--K-M----S--GKF-------------------------E-----A-VC-G-R-D----P-R-DPR---RM-------KPDP-----------------------------------S-V--VRLAL-E---------------H--LG-H-IA-P-E-A-AV------LIGDQP-GDLRAAASAGV-RFL-GYA-PDP------------E-RD-----R-----R--L----RR-A--G----------AR--------T----V--V---A---SH---------IE-L-------------------------------------V-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_079147301.1 -IAP-----A--RV--------VVWDFDGPICR-------LFA---G----HE------AER---AAAAL--------VAPL---ER-Q---------G-----LS----G-------------------L--LT-D--------A-ER-E-T----R-----------------------------DPRVV---------------------------L--RA-A------H------------R-------L----------P--------------P-G--------------------------------------------------------------TD-L------RAE----------------LEEL------L----A-RE------E--L--R---------------------------------A-VS----S-A-----M-P-TA----YADPLIRTW--------------TA-I-G-A---RMAIATDTSAR-AVRAYLDSR--G-L----I--SCF-G-----------------------P-----H-IH-G-R-T----Q---D----------------AP-----------------------------------Y-R--LDRAL-D---------------A--MG-T-A--P-A-D-AL------VIGGTP-ADLRAAQTAGV-PFL-GHA-RNQ------------D-EE-----N-----L--L----RQ-A--G----------AS--------A----I--V---R---SF---------EP-V-------------------------------------L-----------------------------------------------------------S--------------------------------A---------------------------L--R---------------------------A-----------------------------------
WP_017985628.1 -LDQ-----A--RA--------LLLDFDGPVCS-------VFA---G----IP------APV---VADQL--------RTVL----------------A-----DA-------------GHA------S-----P-E--------P-VA-S-S----S-----------------------------DPFDV---------------------------L--EY-A------A--------------------S-------------------------L-G--------------------------------------------------------------DD-D------ARY----------------VEAA------F----T-AH------E--V--E---------------------------------A-MT----T-A-----A-P-TE----GAHELMQAW--------------HG-S-G-R---PLAIVSNNSAA-AISAYLDFY--G-L----R--PLV-------------------------D-----T-VS-A-R-E----S-A-DIR---LL-------KPRP-----------------------------------H-L--LNQAL-R---------------A--LG-I-P--A-E-R-CV------FVGDSL-TDIEAAKAAGV-RSI-GYA-NKP------------G-KR-----E-----R--F----TS-A--G----------AD--------A----I--T---D---VL---------TE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020940861.1 -LHD-----A--HA--------VLFDFDGPVTD-------LFG---R----KS------TAP---VAAEI--------KRKV---LG-I-----W---G-------------------------------H--LD-P--------D-VE-A-C----D-----------------------------DSHGI---------------------------L--RR-L-------------------S-DMYGR-P----------A-----------A--T-P----------------------------------------------------WD--------PR-A------LKE----------------AEAI------V----T-EA------E--H--V---------------------------------A-VR----T-A-----V-P-AP----HVERLVEAL--------------SH-C-G-R---RLVIVSNNADG-PVREFLDKW--R-L----H----F-------------------------D-----F-VV-G-R-D----P-Q-RLD---LM-------KPHP-----------------------------------A-S--VKRAL-E---------------R--LG-G-PA-P-E-R-AF------LIGDQL-TDLQAAHAAGI-RFL-GYT-QSE------------E-RA-----E-----L--L----RV-K--R----------AN--------W----V--V---K---SH---------EP-L-------------------------------------I-----------------------------------------------------------E--------------------------------A-----------------------AEF-LVRS---------------------------------------------------------------
WP_094793702.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----FP------AAD---VARRL--------VEAL------S---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------D-------------------------E-R--------------------------------------------------------------ED-L------VPV----------------ADEH------L----A-RL------E--T--E---------------------------------A-VD----R-A-----R-P-TP----GGVEFLEAC--------------AA-S-G-R---SVWMVSNNATV-AIERYLGTH--E-L----G--RLV-------------------------A-----G-QF-G-R-V----S-G-EPK---SM-------KPSP-----------------------------------R-L--LTAAM-R---------------A--AH-A-K--P-G-T-CI------FVGDAV-RDVEAAHAAGM-EAI-GYA-NKP------------G-KD-----A-----A--L----TN-A--G----------AV--------A----V--V---T---SM---------ED-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------V------------------------------------------------------------------------
ANP57194.1 -MAP-----A--RV--------VVWDFDGPICR-------LFA---G----HE------AER---AAAAL--------VAPL---ER-Q---------G-----LS----G-------------------L--LT-D--------A-ER-E-T----R-----------------------------DPRVV---------------------------L--RA-A------H------------R-------L----------P--------------P-G--------------------------------------------------------------TD-L------RAE----------------LEEL------L----A-RE------E--L--R---------------------------------A-VS----S-A-----M-P-TA----YADPLIRTW--------------TA-I-G-A---RMAIATDTSAR-AVRAYLDSR--G-L----I--SCF-G-----------------------P-----H-IH-G-R-T----Q---D----------------AP-----------------------------------Y-R--LDRAL-D---------------A--MG-T-A--P-A-D-AL------VIGGTP-ADLRAAQTAGV-PFL-GHA-RNQ------------D-EE-----N-----L--L----RQ-A--G----------AS--------A----I--V---R---SF---------EP-V-------------------------------------L-----------------------------------------------------------S--------------------------------A---------------------------L--R---------------------------A-----------------------------------
WP_114253844.1 -LAG-----A--RC--------VLFDFDGPICR-------LFP---E----GR------SQP---VADDL--------RREI---QA-F---------G-----AS----H-------------------L--LS-A--------A-ER-T-H----K-----------------------------DPHVV---------------------------L--RA-V------H-------RALR-A-------G----------S---------P---------------------GL----------------------------------------------GG-L------LRL----------------LEER------V----T-AG------E--L--A---------------------------------A-AE----L-VAAHHEW-H-TP----DADALLRKL--------------DS-R-G-V---ALAVVTNNSAL-AAEAYLERR--G-L----L--SYF-------------------------T-----T-VQ-GRR-A----D---DPG---LM-------KPHP-----------------------------------D-V--LFRAL-R---------------V--LG-L-G--P-D-D-AV------MIGDTA-TDVQAAARAGV-GFV-GYG-RNE------------R-KI-----R-----A--L----CQ-A--E----------AA--------A----V--I---T---SY---------GP-L-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----------------------
WP_093581707.1 -LDR-----T--RW--------VLFDFDGPVCR-------LFA---G----HP------ARG---IARRM--------ASWL---DA-R---------P-----GG----R-------------------A--LA-A--------G-AA-L-S----K-----------------------------NPQAL---------------------------L--RA-V------G------------T-------R----------D--------------T-E--------------------------------------------------------------GG-T------VRA----------------LESL------L----T-QE------E--L--K---------------------------------A-AE----S-A-----R-P-TP----HLAELLHTW--------------YE-A-G-R---RFAVTTNNSPL-AARRYLELQ--H-L----D--GYF-------------------------A-----D-HYHG-R-S----L---PLR----L-------KPDP-----------------------------------Y-C--LTEAV-R---------------S--LD-A-D--P-R-A-TL------MIGDEP-GDAKAARAAGI-PFL-GYA-ERP------------S-RR-----E-----E--L----CA-A--G----------AK--------H----V--V---A---SY---------AE-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050494096.1 AFAG-----A--SV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------SKLA---AE-G---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VS----GAVASLEAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-IV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-AAI-GFA-NKP------------R-KH-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_111137619.1 -LAG-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RR-H---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------S---------------A---------G-E--------------------------------------------------------------HG-I------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-AP----YGREVIVAA--------------RH-A-G-M---PVAVVSNNSAG-AVSAYLAAH--R-L----A--VYV-------------------------S-----S-VV-G-R-A----Y-A-DPN---RM-------KPNP-----------------------------------E-P--ILQAA-R---------------A--VG-E-P--P-S-R-CV------LVGDSL-SDIDGARAAGV-GVI-GYA-NRP------------A-KV-----E-----T--F----RA-A--G----------AD--------V----V--I---A---SM---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_111648535.1 -VGS-----A--GF--------FLIDFDGPICS-------VFA---G----HP------APV---VADDL--------RDVI---RR-H--N------G-----GE---------------------------LP-T--------K-LA-E-P----H-------G---------------------DPLRL---------------------------L--VD-V------G--------------------E---------------L---------G-D--------------------------------------------------------------DE-L------TGK----------------VANA------S----R-DA------E--V--T---------------------------------A-VQ----S-A-----A-P-TQ----GADEVLRAA--------------SL-T-G-R---KVAVVSNNATT-AIGEYLALH--G-M----A--SYV-------------------------D-----G-IA-S-RFD----G-M-DPC---LL-------KPHP-----------------------------------F-L--LERAL-S---------------S--AG-V-P--R-D-R-AV------FIGDSV-TDVEAGRAAGI-RTI-GYA-NKP------------G-KQ-----Q-----R--L----TD-A--G----------AD--------I----V--I---H---SM---------RA-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_113705176.1 -MRK-----A--QC--------VLLDFDGPICD-------IFA---G----LP------APQ---VAASL--------RSFL---AT-H---------D-----VE---------------------------IP-P--------E-VQ-A-L----D-----------------------------DPLAV---------------------------F--RF-S------G--------------------Q-------------------------L-G--------------------------------------------------------------PD-V------SRI----------------TRDM------L----T-RL------E--V--E---------------------------------A-VQ----T-A-----R-P-TP----GAADLIQQS--------------KR-L-G-K---AVAVVSNNSAM-AVTAYLQRT--H-L----G--EAI-------------------------D-----Y-VS-A-R-V----D-P-DPS---LM-------KPNP-----------------------------------H-L--VRQVL-Q---------------R--LI-I-E--P-S-A-SV------LVGDST-TDMEVCRATGV-VAV-GYA-NRP------------G-KA-----V-----R--L----QA-A--G----------AD--------H----I--V---T---SM---------MQ-L-------------------------------------L-----------------------------------------------------------S------------------------A------------------------------------------------------------------------------------------------------
WP_099200800.1 -LSR-----A--DS--------VLLDFDGPICH-------VFA---G----LP------APS---VAQRL--------RESY---TE-T---------H-----GK---------------------------AAAS--------R-LG-Q-T----D-----------------------------DPLEL---------------------------V--RR-A------G--------------------T-------------------------K-K--------------------------------------------------------------LP-G------ARR----------------LEAM------L----T-AL------E--L--E---------------------------------A-VN----A-G-----E-P-TP----HAREAIQAV--------------HA-S-S-R---KLAAVSNNSTA-ALVQYFSEH--S-L----D--RYV-------------------------S-----P-LI-G-R-E----P-E-HLT---RM-------KPDP-----------------------------------H-M--VLLAL-K---------------A--HG-T-A--P-H-R-AV------VVGDSV-TDIQAAHAAGV-PCI-GYA-NKP------------G-KA-----E-----T--L----KH-E--G----------AT--------T----V--I---Q---DM---------GE-L-------------------------------------T-----------------------------------------------------------E------------------------AI-----------------------------------------------------------------------------------------------------
WP_093931285.1 -LSR-----A--TC--------VVLDFDGPVAR-------LFA---G-G--HE-G----KES---VAGRI-----A--EELL---DI-A---------A-----SH----R-------------------L--EV-D--------E-MH-G-C----T-----------------------------DPHAI---------------------------F--SC-Y------A---------G--R-------A--------A-H--------------Y-G-----------------------------E----------------------SE--AW----GS-A------AAE----------------MQGV------L----T-AW------E--I--K---------------------------------S-AE----H-A-----E-P-TP----GAAEFMKAW--------------AG-A-G-R---RLAVASNNHPD-AIKRYLERE--S-L----S--KYF-V-----------------------P-S---S-VI-G-R-N----E-R-DAA---LM-------KPNP-----------------------------------W-A--LNEVM-R---------------D--SA-G-G--V-A-A-HL------MVGDSA-TDWQTANAVGM-PFI-GFH-RKP------------E-KR-----V-----V--L----SR-G--G----------AV--------P----V--L---D---SM---------QV-L-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------------ARG-L------------------------------------------------------------------
WP_125625899.1 -LAS-----V--KC--------VLFDFDGPVCD-------LFA---R----HP------APD---VADTM--------RARL---RR-L-------RPA-----AR----P-------------------T--PV-T--------A-TA-A-G----ASGSPGAGPGAAHGTRGPGLPGVPDMPATRDPHAL---------------------------LHALA-F------G------------A-------G----------Q--------------P-GDPYA------------------------------------------------PDSPDGPAARSG-I------VAE----------------LERL------L----A-AE------E--V--R---------------------------------A-AA----S-A-----E-P-TP----YADELVQRL--------------HA-T-G-H---ALAVTTNNTAG-AAEAYLERR--G-L----A--ELF-R-----------------------P-----H-VH-G-R-V----T---EPW---LL-------KPDP-----------------------------------D-C--LHRAL-R---------------S--TG-H-D--A-E-M-SV------MIGDST-ADLLAARAAGV-RFL-GYA-RDE------------T-RR-----R-----R--L----RD-A--G----------AE--------S----V--V---T---SL---------GD-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
SDQ66473.1 -LSE-----A--TH--------IFFDFDGPICD-------IFA---G----LP------APT---VAATL--------RDYL----------------A-----PL-------------RL-------D----LP-G--------S-IT-T-E----T-----------------------------DPLEI---------------------------L--RY-A------A--------------------S-------------------------A-G--------------------------------------------------------------PL-V------AAT----------------VEAG------L----R-GL------E--L--Q---------------------------------A-AL----S-A-----A-P-TP----DAAEAIRHF--------------HA-S-G-R---RLAIVSNNSDA-AVKVYTDRC--A-L----S--GCF-------------------------D-----L-IS-A-R-A----VFQ-DPA---LL-------KPHP-----------------------------------H-L--ITQAV-D---------------G--LD-A-A--P-A-R-CV------LIGDSI-TDIQGAQKAGV-RSI-GYA-NKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107079262.1 -LRE-----V--GA--------VLLDFDGPVCS-------VFA---G----YP------APK---VAGEL--------VDVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------T---------D-N--------------------------------------------------------------QG-I------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TQ----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AISAYLAAH--R-L----A--AYV-------------------------S-----P-VV-G-R-T----Y-A-DPG---RM-------KPNP-----------------------------------Q-P--ILYAA-S---------------A--VR-E-P--P-S-Q-CV------LIGDSL-SDIYGARAAGV-RVI-GYA-NRP------------A-KV-----E-----N--F----QA-A--G----------AD--------V----V--I---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
APS20165.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVKAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-I--------------------------------------------------------------------------------------------
WP_028565439.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----S-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VENV------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TL----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVRAYLAGH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARAAGV-TVI-GYA-NRP------------A-KV-----D-----A--F----QH-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_032781474.1 -LAE-----C--DA--------VLFDFDGPICD-------VFR---G----LP------APG---VAREL--------ADVL---AT-F---------A-----PH---------------------------LG-D--------A-AR-A-T----E-----------------------------DPMEV---------------------------H--RL-S------V--------------------Q-------------------------G-G--------------------------------------------------------------ET-V------LAA----------------VEAA------L----T-EA------E--L--R---------------------------------A-VK----I-A-G---P-P-VH----GATEALKAA--------------HG-S-G-H---RVAVVSNNSAE-CVRVYLTEH--G-L----S--SAV-------------------------E-----L-IV-G-R-P----T-L-RPD---LM-------KPSP-----------------------------------H-P--LLEAA-S---------------L--LG-T-A--P-E-R-TV------LIGDSV-TDIEAAQAAAT-RSI-GFA-NKP------------G-KE-----T-----S--L----AK-A--G----------AD--------E----I--I---L---SM---------AE-L-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_086800089.1 -LGG-----A--RA--------VLFDFDGPVCD-------LFA---G----RS------TRP---VAREI--------KAMA---RE-K-----W---N-------------------------------V--LD-P--------A-VE-A-C----D-----------------------------DSHAV---------------------------L--QL-L-------------------R-DMLDR-RRDAALGPTALA--------------S-A----------------------------------------------------LD--------PA-V------LRA----------------ASDI------V----T-RY------E--E--E---------------------------------A-VD----A-A-----V-P-AP----GVDLLLDSL--------------VE-H-G-K---RLAIVTNNAEG-PVRKFLGLH--K-L----S--GKF-------------------------E-----A-VC-G-R-D----P-R-DPR---RM-------KPDP-----------------------------------S-A--VRLAL-E---------------R--LG-H-IG-P-E-A-AV------LIGDQP-GDLRAAASAGV-RFL-GYA-PDP------------E-RD-----R-----R--L----RR-A--G----------AR--------T----V--V---A---SH---------IE-L-------------------------------------I-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_121174529.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---IARRL--------REGL---LA-S---------G-----DQ---------------------------AP-A--------G-AE-E-E----S-----------------------------DPLAL---------------------------L--RL-V------S--------------------D-------------------------A-R--------------------------------------------------------------PD-L------TES----------------TDAA------L----A-AL------E--T--E---------------------------------A-VQ----K-G-----R-A-TP----GGESVLRAC--------------AR-S-G-R---LVSVVSNNAGA-AIETYLTEH--G-L----S--GYV-------------------------A-----G-VF-G-R-A----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLEAM-E---------------A--AG-T-K--P-E-H-CV------FIGDAA-RDVEAGEAAGI-PTI-GYA-NKP------------G-KD-----A-----K--L----AT-A--G----------AV--------V----I--V---D---SM---------QL-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_092602147.1 -LAG-----T--SC--------VMLDFDGPVCA-------VFA---D----LG------AST---VADRA--------LDAI----------------R-----QA-------------GY-------A----DI-A--------Q-RC-Q-T----N-----------------------------DPLEL---------------------------L--SL-L------A--------------------G-------------------------N-S--------------------------------------------------------------PE-L------VQD----------------VEAV------V----R-GA------E--I--E---------------------------------A-VS----S-A-----T-P-TP----GAVELIERC--------------HA-S-G-R---SLCIVSNNADS-ALHDYLAEH--G-L----T--GKV-------------------------D-----A-IA-A-R-R----S-D-DVA---HL-------KPDT-----------------------------------R-L--LKRAA-E---------------A--TG-T-S--P-T-A-CT------LIGDSP-SDIKAAHAFGA-HAI-GYA-NKP------------G-KF-----E-----K--L----TN-A--G----------AD--------A----M--S---E---QL---------EP-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_032793922.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADR---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_106616122.1 -LTN-----T--EV--------LLLDFDGPICS-------VFA---G----IP------AHY---VATQL--------CGVL----------------I-----DG-------------GHT------N----LP-L--------D-IE-K-T----E-----------------------------DPFDV---------------------------F--RY-A------A--------------------T-------------------------L-G--------------------------------------------------------------RD-E------ARH----------------VEEA------L----R-AH------E--V--E---------------------------------A-IF----A-A-----S-P-TS----GAHKLIRAW--------------HQ-F-G-R---TLGVVSNNSEK-SIHAYLRMH--D-L----M--NCV-------------------------A-----F-VV-G-R-S----T-S-DAS---EL-------KPNP-----------------------------------H-M--LNVAV-H---------------T--AR-T-P--P-S-R-CT------LIGDSA-SDVVAAQTAGV-TIV-GYA-NKP------------R-KI-----P-----R--F----NT-L--G----------AD--------L----I--I---T---RL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028185062.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-A-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VENV------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TL----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVTAYLAAH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIKGARAAGV-TVI-GYA-NRP------------A-KV-----D-----A--F----QH-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_055691232.1 -LSA-----A--RS--------VLLDFDGPICQ-------VFS---G----MP------AAE---VARRL--------R-------S-T---------Y-----GD---------------------------AA----------R-LA-Q-G----D-----------------------------DPLEV---------------------------V--RT-A------S--------------------M-------------------------D-G--------------------------------------------------------------LP-R------VDV----------------LESA------L----T-DL------E--V--A---------------------------------A-VE----M-A-----A-P-TA----HAEAAIKAL--------------HA-A-G-H---QLAAVSNNSTA-ALKRYFTSH--G-L----D--PYV-------------------------S-----P-LI-G-R-E----A-I-RIR---QM-------KPAP-----------------------------------H-M--LLLAL-E---------------A--HG-V-S--P-Q-A-AV------LVGDSV-SDIQAAHAAGA-MSI-GYA-NKP------------G-KY-----E-----R--L----RK-A--G----------AT--------V----V--I---E---DM---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028678617.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AIETYLKTH--R-L----A--KYV-------------------------S-----P-VV-G-R-T----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
ADB29507.1 ---------A--DA--------VLFDFDGPICS-------VFD---G----YP------AQR---ITAEL--------RELA---GT-L---------P-----HD---------------------------LD-E--------A-LR-K-P----A-----------------------------GPHEL---------------------------L---L-A------A--------------------A-------------------------T-D--------------------------------------------------------------QR-L------ATR----------------LERA------L----Q-EA------E--I--K---------------------------------A-VE----T-A-----R-P-TP----GAAESLAAC--------------KS-S-G-K---LVAIVSNNYTE-AVVRYLVRT--G-L----A--DRV-------------------------A-----H-VE-G-R-D----P-S-DPT---LM-------KPSP-----------------------------------H-L--LDRAT-V---------------A--LG-I-R--T-A-A-CV------FIGDQA-SDMEAGRAAGT-RII-GYA-NKP------------G-KS-----E-----A--L----TH-S--G----------AS--------A----V--V---D---SM---------FA-I-------------------------------------A-----------------------------------------------------------A------------------------AIR----------------------------------------------------------------------------------------------------
WP_125812567.1 -LAE-----V--DA--------ILLDFDGPVCS-------IFA---G----YP------APK---VAAEL--------VDML---QR-R---------G-----VA---------------------------MP-P--------G-LA-T-E----P-----------------------------DPLEV---------------------------L--RW-A------G--------------------T---------------A---------G-D--------------------------------------------------------------PA-V------TRA----------------VEDA------L----C-AA------E--L--R---------------------------------A-AE----S-A-----G-P-TP----YGREVIVAA--------------RQ-A-G-L---PVALVSNNSAG-AVTAYLSAH--R-L----A--SYV-------------------------S-----P-VV-G-R-A----Y-A-EPG---QM-------KPNP-----------------------------------E-P--ILHAV-R---------------A--LG-L-A--P-D-R-TV------LVGDSL-SDIEGSRAAGV-RSI-GYA-NRP------------A-KA-----E-----V--F----RQ-A--G----------AD--------V----V--I---D---SM---------GA-I-------------------------------------A-----------------------------------------------------------S-A-----------------------------------------------------------------------------------------------------------------------------
WP_114016258.1 -LTS-----A--QC--------VIFDFDGPLCR-------LFA---R----RP------APA---IAGRL--------RTTY---GH-----------A-L---AD----T----------------------------------A-AS-E-T----S-----------------------------DPLRL---------------------------L--TL-A------F------------S-------T----------S--------------S-P-GEALGEGEGRGAASVTCATPARGAAPVTETAPVTGATGAGATGAAPVRTRPVP--------GE-T------ARA----------------IERS------L----T-EE------E--I--A---------------------------------A-AV----D-A-----F-P-TP----YADTLVRTL--------------CA-T-G-R---TVAVATDNSAA-AVERYLSGR--G-L----L--GLF-A-----------------------D-----R-VR-G-R-T----L---DQAGP-RL-------KPDP-----------------------------------D-C--VERAL-H---------------A--SG-A-A--P-A-D-AV------MIGDSA-RDVRAARAAGV-AFV-GYA-RNE------------R-KE-----R-----E--L----RD-G--G----------AE--------T----I--T---T---SL---------RD-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093263547.1 -LSE-----A--TH--------IFFDFDGPICD-------IFA---G----LP------APT---VAATL--------RDYL----------------A-----PL-------------RL-------D----LP-G--------S-IT-T-E----T-----------------------------DPLEI---------------------------L--RY-A------A--------------------S-------------------------A-G--------------------------------------------------------------PL-V------AAT----------------VEAG------L----R-GL------E--L--Q---------------------------------A-AL----S-A-----A-P-TP----DAAEAIRHF--------------HA-S-G-R---RLAIVSNNSDA-AVKVYTDRC--A-L----S--GCF-------------------------D-----L-IS-A-R-A----VFQ-DPA---LL-------KPHP-----------------------------------H-L--ITQAV-D---------------G--LD-A-A--P-A-R-CV------LIGDSI-TDIQGAQKAGV-RSI-GYA-NKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019034085.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AIETYLKTH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_018803548.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AIETYLKTH--R-L----A--EYV-------------------------S-----P-VV-G-R-T----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_029536767.1 -LGK-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----S-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-E--------------------------------------------------------------HG-V------TRT----------------VENV------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TL----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVRAYLAAH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARAAGV-TVI-GYA-NRP------------A-KV-----D-----A--F----QH-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_018799212.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AIETYLKTH--R-L----A--EYV-------------------------S-----P-VV-G-R-T----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-K-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_018907943.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------TNVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVETYLKKH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RVI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_093271473.1 -ISS-----S--DA--------VLLDFDGPVCA-------VFG---G----LA------DHQ---VAAEL--------RELF----------------E-----GR---------------------------LP-D--------A-VD-R-S----R-----------------------------DPFDV---------------------------L--KY-A------A--------------------S-------------------------A-G---------------------------------------------------------------G-F------AAT----------------VEHR------L----R-EL------E--T--R---------------------------------A-VE----V-A-----P-P-TP----GAFAVLESL--------------SR-R-Q-I---PVVIVSNNSEA-AVRAYLGAH--G-L----T--SMV-------------------------V-----G-VS-A-R-T----N-A-DVG---EL-------KPQP-----------------------------------Y-L--LLQAA-S---------------F--LG-V-V--P-E-C-CV------MIGDSI-SDVEAAQHAGA-KCI-AYA-NKP------------G-KR-----E-----Q--F----MK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_118903482.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-IV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------W--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-AAI-GFA-NKP------------R-KH-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_037633352.1 -------------H--------VLLDFDGPVCS-------VFA---G----FP------AGD---VARRL--------AELL------T---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------D-------------------------E-R--------------------------------------------------------------ED-L------VPL----------------ADET------L----A-QL------E--G--E---------------------------------A-VD----R-A-----Q-P-TP----GGSAFLEAC--------------AA-S-G-R---SVWMVSNNATP-AIERYLGAH--G-L----I--HLV-------------------------A-----G-QF-G-R-V----S-G-EPK---SM-------KPSP-----------------------------------R-L--LSAAM-G---------------A--AE-A-K--P-S-E-CI------FVGDAV-RDVEAAHAAGM-EAI-GYA-NKP------------G-KD-----K-----A--L----AE-A--G----------AL--------A----V--V---T---SM---------DD-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------V------------------------------------------------------------------------
GAQ74259.1 -LRD-----T--HA--------VLIDFDGPVCD-------LFG---G----AS------TAH---IAAEV--------KARA---AR-V-----W---P-------------------------------RTGLD-A--------D-VR-D-C----D-----------------------------DSHGV---------------------------L--LR-L-------------------A-AMAD--R----------H-----------A--P-A----------------------------------------------------LD--------GP--------LDW----------------ADEI------V----E-KY------E--Y--T---------------------------------A-VR----S-A-----A-E-TA----AAGLLVRTL--------------HA-F-E-K---PLAIVSNNAEG-PVREHLERV--G-L----L--RHF-------------------------T-----A-VC-G-R-D----P-H-DPR---LM-------KPHP-----------------------------------D-S--ILRAL-R---------------L--LG-D-PK-P-A-Q-TL------LIGDQL-TDLAAAEKAGI-RFL-GFT-PHD------------D-RA-----R-----E--M----LR-R--G----------AD--------F----V--V---A---SH---------TP-V-------------------------------------I-----------------------------------------------------------S--------------------------------A-----------------------MEQ-L------------------------------------------------------------------
WP_084521017.1 -LRD-----R--HT--------VLLDFDGPVCA-------VFS---G----IS------NRD---ASQRL--------SADL----------------A-----GR---------------------------IP-D--------Y-VE-T-S----S-----------------------------DPFDV---------------------------L--RF-A------A--------------------T-------------------------I-G--------------------------------------------------------------PR-E------VER----------------IERR------F----R-EI------E--L--E---------------------------------A-VG----S-A-----R-P-TV----GAAEAIVRF--------------VR-D-G-R---RVAIVSNNSSV-AVQRFMTQH--D-L----Q--HAI-------------------------D-----G-VY-G-R-D----S-A-TLH---CL-------KPDP-----------------------------------Y-L--LNRAV-E---------------D--LG-T-T--P-E-D-CV------FVGDSV-SDVIAAHTARI-SCI-AFA-NRP------------E-KI-----A-----T--L----GA-H--S----------PA--------A----T--I---T---SM---------MH-L-----------------------L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055526770.1 -LGS-----T--RA--------VLFDFDGPVCD-------LFR---G----VP------TAG---VAKRV--------KRKA---RR-Y-----W---G-------------------------------T--LD-Q--------D-VE-N-C----D-----------------------------DSHGI---------------------------L--RR-L-------------------R-DMYDR-S-------------------------P-K----------------------------------------------------PRG-------RR-P------LDE----------------AEDI------V----S-RQ------E--S--R---------------------------------A-VR----K-A-----L-P-AP----DVVVLVNLL--------------FA-L-G-M---RLVIVSNNAER-PIEKYLSRT--G-P----K--GKF-------------------------E-----K-VF-G-R-D----P-R-NAG---LM-------KPDP-----------------------------------H-C--VNRAL-A---------------H--LS-L-D--G-S-A-CL------LIGDQL-TDLQAAQAAGT-GFL-GYT-RDT------------S-RQ-----R-----E--M----LE-R--G----------AD--------A----V--V---T---SY---------AP-V-------------------------------------I-----------------------------------------------------------A--------------------------------A-----------------------CRE-L------------------------------------------------------------------
WP_123554230.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------RLSL---LA-A---------G-----KQ---------------------------AV-A--------G-AE-T-E----T-----------------------------DPLAL---------------------------L--RL-I------A--------------------F-------------------------A-R--------------------------------------------------------------PD-L------VTV----------------ADNA------L----A-SL------E--M--E---------------------------------A-MR----Y-G-----R-P-NS----GGESVLRAC--------------AR-S-G-R---SVSVVSNNAGA-AIETYLADQ--G-L----D--GYV-------------------------T-----R-VF-G-R-A----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLEAM-D---------------S--IK-S-K--P-E-E-TI------FIGDAV-RDVEAGNAAGV-STL-GYA-NKP------------G-KD-----T-----K--L----AK-A--G----------AL--------I----I--V---N---SM---------QE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_123563366.1 -------------A--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---HR-R---------G-----IE---------------------------AP-P--------D-LI-S-E----S-----------------------------DPLEV---------------------------L--RR-T------A--------------------A---------------T---------G-D--------------------------------------------------------------QA-A------TRA----------------VEDA------L----R-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAS--------------RQ-V-G-F---PVAVVSNNSAG-AVRAYLAAR--R-L----S--THI-------------------------S-----S-VV-G-R-A----Y-A-DPE---RM-------KPNP-----------------------------------E-P--IRQAV-R---------------A--VG-E-S--P-T-R-CV------LIGDSL-TDIHGARAAGV-SVI-GYA-NRS------------T-KA-----E-----K--F----RA-A--G----------AD--------A----V--V---A---SM---------RE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_106976661.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------RAGL---LA-S---------G-----EQ---------------------------AP-S--------G-AE-N-E----T-----------------------------DPLAL---------------------------L--RL-I------A--------------------D-------------------------T-R--------------------------------------------------------------PD-L------AAM----------------TDGA------L----A-EL------E--T--K---------------------------------A-VR----L-G-----R-P-NV----GGESVLRAC--------------AR-S-G-R---SVSVVSNNAGV-AIAAYLSDH--G-L----S--DYV-------------------------G-----G-VF-G-R-T----P-G-DPS---SM-------KPNP-----------------------------------Q-L--LLAAM-E---------------A--AG-S-E--P-E-E-CI------FIGDAA-RDVEAGEAAGV-ATI-GYA-NKP------------G-KD-----A-----R--L----AA-A--G----------AV--------V----I--V---E---SM---------QV-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
KUN97038.1 -LTA-----A--QA--------VLVDFDGPLCN-------VFA---G----LP------AQE---VARKL--------SQIA---AD-H---------D-----PE---------------------------LW-G--------K-LA-E-I----T-----------------------------NPLEV---------------------------L--AL-T------Y--------------------D-------------------------F-D--------------------------------------------------------------RS-V------SGR----------------VEEA------L----I-SA------E--V--E---------------------------------A-VQ----V-A-G---D-P-IA----GSIEALTAI--------------RE-S-G-R---RIAVVTNNSTE-CVRRFLARH--D-L----S--DHV-------------------------D-----A-VV-G-R-T----L-N-RPD---LM-------KPHP-----------------------------------H-A--LLQAA-E---------------R--LD-V-S--P-K-E-CV------LIGDSR-TDIQAAHAAGG-TAI-GYA-NKA------------R-KR-----R-----V--F----VE-A--D----------AE--------A----I--I---E---RM---------RA-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_037678864.1 -IGR-----G--RC--------VLFDFDGPLCR-------LFP---D----GA------SAP---LADVL--------RRHL---AA-R---------G-----AL----D-------------------L--LP-P--------D-AL-V-S----I-----------------------------DPQAV---------------------------L--RA-V------D------------Q-------A----------R--------------H-G--------------------------------------------------------------DA-L------VAE----------------LEEL------L----V-AG------E--Q--A---------------------------------A-AA----I-A-----P-P-TP----HADLLVRRL--------------GS-A-G-V---RMAVTTNNSPS-AVAVFLKRA--G-L----Y--GYF-A-----------------------G-----H-VY-G-R-T----D---DPR---QL-------KPNP-----------------------------------H-C--LLRAL-E---------------G--LE-A-R--A-D-E-AV------MIGDTA-TDHRAADFAGV-AFA-GYA-ADT------------D-EA-----K-----G--L----WE-A--G----------AD--------F----V--F---S---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030940437.1 -VAG-----A--RA--------VIFDF-GVICR-------LFT---D----HG------AAD---IAEGL--------LSKA-A-ES-----------G-------------------------------L--LV-P--------Q-LG-E-G----T-----------------------D-----DPYAV---------------------------L--RA-L------A------------R-------N----------N-----------T--V-D--------------------------------------------------------------TA-V------VAG----------------LEAS------L----A-QE------E--L--T---------------------------------A-SD----R-A-----W-P-VP----FADSLVRAW--------------PV-L-G-V---RLAVMSECSMP-MMLRYLTSR--N-L----I--NRF-E-----------------------S-----R-LY-G-R-R----P---DSR---YL-------DPDP-----------------------------------L-N--LHQAL-R---------------D--LA-V-P--P-A-E-TL------LITSDP-ATVSAGWKTGT-SLLLGYA-PDE------------E-RA-----A-----R--L----RS-A--G----------AA--------T----V--V---P---TL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------L---------------------------V--R---------------------------------------E-L---------------------
WP_038849434.1 -LSE-----V--DA--------VLLDFDGPICS-------IFA---G----LP------APQ---VATEL--------INVL---ER-H---------A-----VD---------------------------IL-P--------D-FV-N-E----P-----------------------------DPLEV---------------------------L--RR-I------S--------------------G-------------------------G-D--------------------------------------------------------------RH-I------IQT----------------VEDA------L----C-AA------E--K--R---------------------------------A-VD----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AIETYLKTH--R-L----A--EYV-------------------------S-----P-VV-G-R-T----Y-A-EPE---KM-------KPDP-----------------------------------T-P--IQQAV-R---------------T--VG-I-P--P-N-R-CV------LVGDSL-TDIHGARAANV-RLI-GYA-NRP------------T-KI-----K-----R--F----QA-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------R-E--L--------------------------------------------------------------------------------------------------------------------------
WP_073757181.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GPLCR--L--R---------------------------------G-AA----T-A-----W-P-TP----YADPLIRTL--------------HA-V-G-T---GLAVVSGTCPA-AVERYLADR--G-L--S-G----------------------------C-F-G-P-H-VH-G-R-V----D---Q-------------------------------------------------------------AL-T---------------S--LG-A-A--P-G-V-SL------VIGATP-ADLTAARESGV-PFL-GYG-RDD------------D-RV-----D-----L--L----RR-A--G----------AR--------R----V--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R---------------------------------------------------------A-----
SFT31292.1 -LSR-----A--TC--------VVLDFDGPVAR-------LFA---G-G--HE-G----KES---VAGRI-----A--EELL---DI-A---------A-----SH----R-------------------L--EV-D--------E-MH-G-C----T-----------------------------DPHAI---------------------------F--SC-Y------A---------G--R-------A--------A-H--------------Y-G-----------------------------E----------------------SE--AW----GS-A------AAE----------------MQGV------L----T-AW------E--I--K---------------------------------S-AE----H-A-----E-P-TP----GAAEFMKAW--------------AG-A-G-R---RLAVASNNHPD-AIKRYLERE--S-L----S--KYF-V-----------------------P-S---S-VI-G-R-N----E-R-DAA---LM-------KPNP-----------------------------------W-A--LNEVM-R---------------D--SA-G-G--V-A-A-HL------MVGDSA-TDWQTANAVGM-PFI-GFH-RKP------------E-KR-----V-----V--L----SR-G--G----------AV--------P----V--L---D---SM---------QV-L-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------------ARG-L------------------------------------------------------------------
WP_027657800.1 -LGE-----I--GA--------VLLDFDGPVCS-------ILA---G----YP------APQ---VAAEL--------VDVL---RR-H---------G-----VD---------------------------VS-S--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-M------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDA------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-V-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VI-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--VG-E-P--A-G-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------A-KV-----D-----A--F----RL-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_122614414.1 -LAQ-----S--DA--------VLFSFDGLLCR-------LFG--------RD------LQT---VSERL--------LSGA------Q---------S-----LQ---------------------------MV-L--------P-PQ-T-P----T-----------------------------DPVGM---------------------------L--RA-L----------------V--R---------------------------------H-G-----------------------------T--------------------------------PG-Q------IKQ----------------LDRL------L----T-QC------E--T--E---------------------------------A-AR----H-V-----T-P-LP----GVSQLLRAL--------------AD-S-P-R---RLAVVTDHASD-AVHVFLE----R-L----P--ADI-P-----------------------P-GRI-A-VV-G-R-P----D---DPE---LM-------KPNP-----------------------------------H-G--LARAT-A---------------A--LN-A-R--H-A-R-VL------LVGESI-ADALAAQTARI-PFV-GVA-ATT------------R-QA-----R-----M--L----RD-A--G----------AS--------R----T--V---A---SV----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076473862.1 -LGE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAVEL--------VNVL---RR-Q---------G-----VD---------------------------LP-P--------S-LA-T-E----P-----------------------------DPLEV---------------------------L--RW-T------G--------------------S---------------T---------G-D--------------------------------------------------------------QE-A------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VA----S-A-----E-P-TP----FGREVIVAA--------------RQ-A-G-L---PVVVVSNNSAG-AVAAYLTAH--R-L----A--GHV-------------------------S-----P-VV-G-R-A----Y-A-EPN---RM-------KPNP-----------------------------------E-P--ILRAV-E---------------A--LG-A-T--P-G-R-CV------LVGDSL-SDIEGARAAEV-RVV-GYA-NRP------------P-KA-----E-----A--F----RA-A--G----------AD--------V----V--I---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOG31086.1 -LTA-----A--QA--------VLVDFDGPLCN-------VFA---G----LP------AQE---VARKL--------SQIA---AD-H---------D-----PE---------------------------LW-G--------K-LA-E-I----T-----------------------------NPLEV---------------------------L--AL-T------Y--------------------D-------------------------F-D--------------------------------------------------------------RS-V------SGR----------------VEEA------L----I-SA------E--V--E---------------------------------A-VQ----V-A-G---D-P-IA----GSIEALTAI--------------RE-S-G-R---RIAVVTNNSTE-CVRRFLARH--D-L----S--DHV-------------------------D-----A-VV-G-R-T----L-N-RPD---LM-------KPHP-----------------------------------H-A--LLQAA-E---------------R--LD-V-S--P-K-E-CV------LIGDSR-TDIQAAHAAGG-TAI-GYA-NKA------------R-KR-----R-----V--F----VE-A--D----------AE--------A----I--I---E---RM---------RA-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_121400388.1 ---E-----V--GA--------VLLDFDGPVCS-------VFA---G----YP------APR---VAAEL--------VEVL---HR-R---------G-----IE---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------A---------G-D--------------------------------------------------------------QK-V------TQA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-VE----T-A-----E-P-TP----YGREVVVAA--------------RQ-A-G-L---PVAVVSNNSAG-AVSAYLAAH--R-L----A--VHV-------------------------S-----P-IV-G-R-A----Y-A-APE---RM-------KPNP-----------------------------------E-P--IRQAA-H---------------A--VG-E-P--P-A-R-CV------LIGDSL-SDIDGARAAGT-LVI-GYA-NRP------------A-KV-----G-----K--F----QE-A--G----------AD--------V----V--V---T---SM---------RE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_030073406.1 --GA-----T--SG--------VLFDFDGPICD-------VFA---G----RP------APG---VAQKL--------SEVV---TQ-H---------D-----AT---------------------------LG-A--------K-AA-S-V----D-----------------------------DPMEI---------------------------L--RL-A------M--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------IRA----------------IEES------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-VP----GSVAALEAA--------------HS-S-G-R---KVAVVSNNSTA-CVRAFLMLH--G-L----R--HLV-------------------------H-----E-VI-G-R-A----A-Y-RPD---LM-------KPDP-----------------------------------H-S--LLLAA-A---------------R--LH-V-H--P-H-H-CT------LIGDSV-TDVEAARAAGA-RSI-GFA-NKP------------H-KD-----L-----A--L----TE-A--G----------AD--------A----V--V---A---DM---------TT-V-------------------------------------A-----------------------------------------------------------D--------------------------------A-------L-----ASIP-----------------------------------------------------------------------------
WP_020418341.1 -LDH-----A--GA--------LLLDFDGPVCS-------VFA---G----IP------APV---VADQL--------RTIL----------------V-----HA-------------GHA------P-----P-E--------P-VA-S-S----S-----------------------------DPFDV---------------------------L--EY-A------A--------------------S-------------------------L-S--------------------------------------------------------------EN-D------ARY----------------VEAA------F----T-AH------E--V--E---------------------------------A-MT----T-A-----A-P-TE----GAHELIQAW--------------HG-S-G-R---PLAIVSNNSAA-AISAYLDFY--G-L----R--PLV-------------------------N-----V-VS-A-R-E----G-A-DVQ---LL-------KPRP-----------------------------------H-L--LNQAV-R---------------A--LG-I-P--A-E-R-CV------FVGDSL-TDIEAAKAAGV-RSI-GYA-NKP------------G-KR-----D-----R--F----TS-A--G----------AD--------A----I--T---D---IL---------TE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062927654.1 -LAP-----T--RA--------VLFDFDGPVCD-------LFG---G----ES------TRA---VAQEV--------KRAA---QR-H-----W---G-------------------------------T--LD-P--------D-VS-A-C----D-----------------------------DSHGI---------------------------L--LR-L-------------------R-DMYDRRS----------S--------------R-P----------------------------------------------------RS--------RR-P------LEL----------------AEDI------V----T-GQ------E--A--R---------------------------------A-VA----G-A-----T-P-TP----HVEALVDAL--------------SD-L-G-M---RLVMVSNNAEE-PIRTYLKAH--G-L----D--TKF-------------------------E-----R-IF-G-R-D----R-E-DAR---RM-------KPDP-----------------------------------H-C--IKRAR-E---------------H--LE-L-P--M-A-S-CL------MVGDQL-TDLKAARSAGA-CFL-GYT-RHE------------G-RA-----E-----D--M----RQ-S--G----------AD--------F----V--V---S---SH---------LT-V-------------------------------------L-----------------------------------------------------------A--------------------------------A-----------------------AKR-L------------------------------------------------------------------
WP_083792763.1 ---------A--DA--------VLFDFDGPICS-------VFD---G----YP------AQR---ITAEL--------RELA---GT-L---------P-----HD---------------------------LD-E--------A-LR-K-P----A-----------------------------GPHEL---------------------------L---L-A------A--------------------A-------------------------T-D--------------------------------------------------------------QR-L------ATR----------------LERA------L----Q-EA------E--I--K---------------------------------A-VE----T-A-----R-P-TP----GAAESLAAC--------------KS-S-G-K---LVAIVSNNYTE-AVVRYLVRT--G-L----A--DRV-------------------------A-----H-VE-G-R-D----P-S-DPT---LM-------KPSP-----------------------------------H-L--LDRAT-V---------------A--LG-I-R--T-A-A-CV------FIGDQA-SDMEAGRAAGT-RII-GYA-NKP------------G-KS-----E-----A--L----TH-S--G----------AS--------A----V--V---D---SM---------FA-I-------------------------------------A-----------------------------------------------------------A------------------------AIR----------------------------------------------------------------------------------------------------
WP_107474971.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VAREL--------AELA---AR-R---------N-----PE---------------------------LE-E--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-A------H--------------------E-------------------------V-D--------------------------------------------------------------DA-A------GLE----------------VEKA------L----T-AA------E--I--A---------------------------------A-VG----V-A-G---A-P-TP----GAVASLEAV--------------RA-S-G-R---GAAVVSNNSAE-SVRTFLDQH--E-L----S--QYV-------------------------L-----T-VV-G-R-P----E-Q-HPE---LM-------KPNP-----------------------------------H-S--LITAA-E---------------S--LD-V-D--V-T-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GYA-NKP------------H-KH-----Q-----L--F----IE-A--Q----------AE--------A----V--T---D---SM---------QS-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-IHPQPR---------------------------------------------------------------------------------------
WP_111331528.1 ALRS-----A--DH--------VFLDFDGPVCS-------VFA---G----LR------APT---VAARL--------RDVL---AE-V--L------G-----YP---------------------------LP-D--------D-WA-K-E----D-----------------------------DPLAL---------------------------L--RR-V------D--------------------D-------------------------T-R--------------------------------------------------------------PE-L------TAV----------------TDSA------L----A-DL------E--L--D---------------------------------A-VA----L-A-----E-A-TE----GGESTIHAC--------------QA-S-G-R---AVWIVSNNASV-AIHAYLSRR--G-L----T--DAV-------------------------A-----G-VF-G-R-V----P-A-EPA---LM-------KPHP-----------------------------------R-L--LHDAM-H---------------A--AA-A-D--P-A-S-CI------FVGDAA-RDVLAGEAAGV-DTI-GYA-NKP------------G-KK-----D-----V--L----QD-A--G----------AV--------A----V--V---E---SM---------KA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_093777984.1 -LSR-----A--TC--------VVLDFDGPVAR-------LFA---G-G--HE-G----KES---VAGRI-----A--EELL---DI-A---------A-----SH----R-------------------L--EV-D--------E-MH-G-C----T-----------------------------DPHAI---------------------------F--SC-Y------A---------G--R-------A--------A-H--------------Y-G-----------------------------E----------------------SE--AW----GS-A------AAE----------------MQGV------L----T-AW------E--I--K---------------------------------S-AE----H-A-----E-P-TP----GAAEFMKAW--------------AG-A-G-R---RLAVASNNHPD-AIKRYLERE--S-L----S--KYF-V-----------------------P-S---S-VI-G-R-N----E-R-DAA---LM-------KPNP-----------------------------------W-A--LNEVM-R---------------D--SA-G-G--V-A-A-HL------MVGDSA-TDWQTANAVGM-PFI-GFH-RKP------------E-KR-----V-----V--L----SR-G--G----------AV--------P----V--L---D---SM---------QV-L-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------------ARG-L------------------------------------------------------------------
EOT04318.1 -------------H--------VLLDFDGPVCS-------VFA---G----FP------AGD---VARRL--------AELL------T---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------D-------------------------E-R--------------------------------------------------------------ED-L------VPL----------------ADET------L----A-QL------E--G--E---------------------------------A-VD----R-A-----Q-P-TP----GGSAFLEAC--------------AA-S-G-R---SVWMVSNNATP-AIERYLGAH--G-L----I--HLV-------------------------A-----G-QF-G-R-V----S-G-EPK---SM-------KPSP-----------------------------------R-L--LSAAM-G---------------A--AE-A-K--P-S-E-CI------FVGDAV-RDVEAAHAAGM-EAI-GYA-NKP------------G-KD-----K-----A--L----AE-A--G----------AL--------A----V--V---T---SM---------DD-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------V------------------------------------------------------------------------
WP_123110168.1 -IGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VADKL--------IDVL---RQ-H---------G-----ID---------------------------VP-P--------D-LA-S-E----A-----------------------------DPLEV---------------------------L--RR-T------A--------------------A---------------I---------G-D--------------------------------------------------------------HR-I------TRE----------------IEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----Q-P-TP----YGREVIVAA--------------HQ-A-G-M---PVAVVSNNSAG-AVAAYLAAH--R-L----A--AHV-------------------------T-----P-VV-G-R-A----Y-A-NPD---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------A--VG-E-P--P-S-R-CV------LVGDSL-SDIEGARAAGV-RVV-GYA-NRP------------P-KV-----E-----A--F----SD-A--G----------AD--------V----V--I---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_117227970.1 -LGD-----I--DA--------LLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RQ-H---------E-----VD---------------------------VP-P--------D-LT-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------QS-V------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VK----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---PVAAVSNNSAG-AVSAYLVAH--R-L----A--TYV-------------------------S-----P-VV-G-R-A----Y-A-DPN---RM-------KPNP-----------------------------------E-P--ILQAA-R---------------A--VG-E-P--P-S-R-CV------LVGDSL-SDIDGARAARV-RVI-GYA-NRP------------A-KV-----G-----P--F----RA-A--G----------AD--------V----V--I---T---SM---------GQ-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018811770.1 -LGE-----I--GA--------VLLDFDGPVCS-------ILA---G----YP------APQ---VAAEL--------VDVL---RR-H---------G-----VD---------------------------VS-S--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-M------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDA------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-V-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VI-G-R-A----Y-A-EPS---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--VG-E-P--A-G-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------A-KV-----D-----A--F----RL-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
SDY76344.1 ---A-----A--AI--------ILLDFDGPICN-------VFN---T----RT------AAR---VGSDL--------RRML---AG-H---------G-----VD---------------------------VA-G--------E-L---------------------------------------APLAL---------------------------L--EA-T------T--------------------R-------------------------L-A--------------------------------------------------------------PH-L------AGE----------------VEAA------L----R-VV------E--L--E---------------------------------A-AT----G-A-----E-T-TL----GAFDVVRAC--------------VH-T-E-R---GLAIVSDTSTE-AIHAYLRRR--D-R----E--RYF-------------------------A-----P-VI-G-R-D----G-A-DPA---LP-------TA------------------------------------------LARAV-E---------------A--LG-T-D--------CL------FVSATA-TGVAAARQAGI-TAI-GYA-TKP------------G-AA-----E-----R--L----TD-A--G----------AQ--------V----V--I---D---AL---------HD-L-------------------------------------A-----------------------------------------------------------H--------------------------------A-IST------------------------------------------------------------------------------------------
WP_091101156.1 ----------------------MLLDFDGPVCN-------IFA---N----YP------APQ---VAAEL--------VDVL---RR-C---------G-----VD---------------------------VP-P--------E-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-A------A--------------------V---------------V---------G-D--------------------------------------------------------------RR-V------TEA----------------VEDA------L----C-SA------E--C--R---------------------------------A-VK----T-A-----E-P-TP----FGREVIVAA--------------RQ-S-G-M---SVAVVSNNSAG-AVSAYLMAH--R-L----A--AHV-------------------------S-----P-VI-G-R-S----Y-A-DPD---RM-------KPSP-----------------------------------E-P--ILQAV-R---------------A--VG-E-P--A-H-R-CV------LIGDSP-SDIAGSLAAGV-KVI-GYA-NKA------------A-KA-----D-----S--L----RV-A--G----------AD--------A----V--V---D---TV---------RE-I-------------------------------------V-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_018819642.1 -LGK-----I--GA--------VLVDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------AENV------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TL----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVTAYLAAH--R-L----A--EYV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------S--LG-E-I--P-A-R-CV------LIGDSL-SDIEGARAAGV-TVI-GYA-NRP------------A-KV-----D-----A--F----QH-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_091452010.1 -LAG-----V--GA--------ILLDFDGPVCS-------IFA---N----HP------APK---VAAEL--------ANVL---RR-H---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-N--------------------------------------------------------------QD-A------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVSA--------------QQ-A-G-M---PVAVVSNNSAG-AITAYLAAH--R-L----A--GHV-------------------------S-----P-VV-G-R-A----Y-A-DPT---HM-------KPNP-----------------------------------A-P--ILQAV-G---------------A--VG-E-P--P-S-R-CV------LVGDSL-SDIDGAHAAGV-RVI-GYA-NRP------------R-KV-----E-----A--F----RA-A--G----------AD--------V----V--I---T---SM---------GD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PRY00662.1 -VRR-----A--RA--------VMLDFDGPVCS-------AFA---G----YP------APQ---VARDM--------LARS---RE-A---------G-----VP---------------------------VS-T--------S-AA-A-E----T-----------------------------DPMEV---------------------------L--RY-L------F--------------------T-------------------------V-A--------------------------------------------------------------PE-R------QAE----------------SDQM------L----R-DA------E--V--L---------------------------------S-VK----Q-A-----S-A-TP----GAVDFMRAC--------------QT-T-G-R---PIVIVSNNAPE-AVTTFLEKE--G-L----S--DLI-------------------------D-----A-VF-G-R-S----R-V-SPE---LM-------KPHP-----------------------------------H-L--LGLAL-E---------------H--LS-T-D--P-A-D-CL------MVGDSA-TDIEVAQTMGV-PTV-AYA-DRP------------G-KA-----E-----R--F----RL-M--N----------SD--------A----V--I---N---DM---------HE-I-------------------------------------A-----------------------------------------------------------M------------------------AI-----------------------------------------------------------------------------------------------------
WP_071965260.1 -LAS-----A--SV--------VLFDFDGPLCD-------VFA---G----RP------APQ---VAREL--------AQLA---DD-E---------D-----LA---------------------------LM-A--------K-LS-G-T----G-----------------------------DPLEV---------------------------L--RL-A------H--------------------A-------------------------A-N--------------------------------------------------------------CD-L------GHA----------------VERA------L----T-EA------E--M--D---------------------------------A-VK----V-A-G---N-P-TP----GATSALELA--------------RA-T-G-R---GVAVVSNNSAE-CVRSFLDQH--G-I----S--QHV-------------------------E-----E-IV-G-R-P----R-Q-RPD---LM-------KPNP-----------------------------------Y-S--LTMAA-R---------------L--LG-V-D--V-T-T-CV------LVGDSL-TDIQAAHAVGS-AAI-GYA-NKP------------G-KR-----Q-----A--F----TQ-A--G----------AE--------S----V--I---E---SM---------NA-I-------------------------------------G-----------------------------------------------------------D--------------------------------A-LRPL-----------------------------------------------------------------------------------------
WP_098892602.1 ----------------------MLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-H--------------------------------------------------------------DA-T------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VE----V-A-G---D-P-VA----GAVASLKAV--------------RA-S-G-K---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_100601442.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----FP------APD---VARRM--------VELL------S---------G-----PD---------------------------GP-P--------P-GC-E-E----S-----------------------------DPLAL---------------------------L--RR-I------A--------------------E-------------------------E-R--------------------------------------------------------------ED-L------VPV----------------ADEV------L----A-RL------E--V--E---------------------------------A-VD----R-A-----Q-P-TP----GGVAFLEAC--------------AA-S-G-R---SVWMVSNNATV-AIDRYLSTH--G-L----G--RFV-------------------------A-----G-QF-G-R-V----S-G-QPK---SM-------KPSP-----------------------------------R-L--LSAAM-G---------------A--AE-A-K--P-S-D-CI------FVGDAV-RDVEAAHAAGM-EAI-GYA-NKP------------G-KD-----A-----A--L----TE-A--G----------AV--------A----V--V---T---SM---------DD-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------I------------------------------------------------------------------------
WP_106242432.1 -VRR-----A--RA--------VMLDFDGPVCS-------AFA---G----YP------APQ---VARDM--------LARS---RE-A---------G-----VP---------------------------VS-T--------S-AA-A-E----T-----------------------------DPMEV---------------------------L--RY-L------F--------------------T-------------------------V-A--------------------------------------------------------------PE-R------QAE----------------SDQM------L----R-DA------E--V--L---------------------------------S-VK----Q-A-----S-A-TP----GAVDFMRAC--------------QT-T-G-R---PIVIVSNNAPE-AVTTFLEKE--G-L----S--DLI-------------------------D-----A-VF-G-R-S----R-V-SPE---LM-------KPHP-----------------------------------H-L--LGLAL-E---------------H--LS-T-D--P-A-D-CL------MVGDSA-TDIEVAQTMGV-PTV-AYA-DRP------------G-KA-----E-----R--F----RL-M--N----------SD--------A----V--I---N---DM---------HE-I-------------------------------------A-----------------------------------------------------------M------------------------AI-----------------------------------------------------------------------------------------------------
WP_027649894.1 -LGE-----V--GA--------VLLDFDGPVCR-------IFA---G----YP------APQ---VAAEV--------VNVL---RR-R---------G-----AD---------------------------VS-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDA------L----C-EA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSAR-AVTAYLTAH--R-L----A--EHV-------------------------S-----P-VV-G-R-A----Y-A-DPA---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------S-KV-----D-----A--F----RL-A--G----------AG--------A----V--V---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
APE37933.1 -LRA-----R--RT--------VLLDFDGPICA-------VFS---S----IT------DLQ---VATEL--------VA-I---AG-----------A-----EH---------------------------LP-Q--------S-VR-A-A----N-----------------------------DPFDV---------------------------L--RH-A------A--------------------D---------------H---------R-D--------------------------------------------------------------GE-S------LVA----------------IEAR------F----R-DL------E--C--A---------------------------------A-VD----T-A-----D-P-TP----GAEEVLRAL--------------SA-R-K-Y---RVGVVTNNSAA-AADRYLRRL--G-L----R--STV-------------------------G-----V-IV-G-R-P----G-T-RVD---LL-------KPSP-----------------------------------F-L--LTTAL-R---------------Q--LS-V-Q--P-D-D-AL------FVGDSM-SDVVAGHSAGV-SCV-ALA-NKS------------G-KA-----E-----R--F----AS-L--Q----------PE--------S----T--I---T---SM---------LE-L-----------------------------------L-------------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_028680142.1 -LGG-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APL---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------C-D--------------------------------------------------------------HG-V------TRA----------------VEDV------L----C-ES------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------A-KV-----D-----A--F----RV-A--G----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_017972920.1 -LRT-----V--EV--------VLFDFDGPLCN-------VFA---G----LP------APA---IANEL--------TTLF---NA-H---------G-----QY----------------------------E-Q--------E-GI-D-D-----------------------------------PHEV---------------------------L--RR-V------G--------------------G-------------------------C-S--------------------------------------------------------------IE-V------LRE----------------VEDK------L----V-TG------E--M--S---------------------------------A-VQ----V-S-----E-P-NA----AGIDSVRAS--------------LE-S-G-R---SAAIVSNNAPE-AVRWFLDTH--G-L----A--DQI-------------------------S-----P-VV-G-R-P----Y-A-DPA---KM-------KPDP-----------------------------------A-P--IREAL-A---------------I--LG-V-S--P-D-R-AV------LVGDSG-TDLQVCQVTGV-RCI-AYA-NKP------------G-KR-----E-----Q--L----R-----E----------AN--------V----V--I---D---DM---------AE-L-------------------------------------A-----------------------------------------------------------A--------------------------------G----------L--REI------------------------------------------------------------------------------
WP_119994553.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----FS------AGD---VARSL--------VALL------G---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------E-------------------------T-R--------------------------------------------------------------ED-L------VSA----------------ADSH------L----T-QL------E--V--E---------------------------------A-VE----R-A-----R-P-TP----GGVAFMEAC--------------TA-T-G-R---SVWVVSNNATA-AIDRYLSDH--G-L----R--DLV-------------------------A-----G-TF-G-R-T----A-G-RPE---SM-------KPSP-----------------------------------E-L--LIAAM-R---------------A--AD-A-K--P-G-E-CV------FIGDAV-RDVEAAHAADM-KTI-GYA-NKP------------G-KA-----D-----A--L----SA-A--G----------AV--------A----V--V---T---SM---------ET-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123684529.1 -LDQ-----A--GA--------LLLDFDGPVCS-------VFA---G----IP------APV---VAEQL--------RTVL----------------A-----DA-------------GHT------S-----P-E--------P-VA-S-S----S-----------------------------DPFDV---------------------------L--EY-A------A--------------------S-------------------------L-S--------------------------------------------------------------DD-D------ARY----------------VEAA------F----T-AH------E--V--E---------------------------------A-MT----T-A-----A-P-TE----GAHELMQAW--------------HG-S-G-R---PLAIVSNNSAA-AISAYLDFY--G-L----R--PLV-------------------------N-----V-VS-A-R-E----S-A-DVQ---LL-------KPRP-----------------------------------H-L--LNQAV-R---------------R--LG-L-P--A-E-R-CV------FVGDSL-TDIEAAKAAGV-LSI-GYA-NKP------------G-KR-----E-----R--F----TS-A--G----------AD--------A----I--T---E---VL---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123965998.1 -LAR-----T--SA--------VLFDFDGPVCR-------LFP--------KS------TAG---IARKI--------KRTA---EE-V-----W---G-------------------------------P--LD-R--------D-VR-A-C----D-----------------------------DSHHI---------------------------L--RP-L-------------------W-RMYER-L----------Y-------EEQAPE-R-R----------------------------------------------------PS--------RR-P------LEF----------------AEKT------V----A-EA------E--S--A---------------------------------A-AA----N-A-----V-P-TE----HFGELVAHL--------------RR-L-H-L---RLVVVSNNAEG-AILRCLDGM--G-M----A--PEF-------------------------E-----A-VF-G-R-D----P-H-DAR---LM-------KPDP-----------------------------------H-C--VLRAL-A---------------H--LG-T-P--A-P-A-CL------LVGDQL-TDLTAARTAGT-RFL-GWT-QDE------------I-QA-----K-----E--M----ER-D--G----------SD--------A----V--V---S---SH---------LP-L-------------------------------------T-----------------------------------------------------------A--------------------------------A-----------------------ARR-L------------------------------------------------------------------
WP_091648528.1 -MAG-----I--GA--------ILLDFDGPVCS-------IFA---N----YP------APK---VAAEL--------VDVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-D--------------------------------------------------------------QD-A------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-V---PVAVVSNNSAD-AVTAYLTAH--R-L----A--GYV-------------------------S-----P-VV-G-R-V----Y-A-KPA---RM-------KPHP-----------------------------------E-P--VLDAV-R---------------A--LG-A-I--P-S-D-CV------LIGDSL-SDIEGARAAGA-SVI-GYA-NRP------------S-KE-----D-----A--F----RM-A--G----------AD--------A----V--I---T---CM---------GM-V-------------------------------------A-----------------------------------------------------------E-A-----------------------------------------------------------------------------------------------------------------------------
WP_092980719.1 -LAA-----T--SC--------VMLDFDGPLCA-------VFA---D----LG------AST---VAARA--------LDAI----------------R-----QA-------------GY-------A----DV-A--------R-RC-E-T----S-----------------------------DPLDL---------------------------L--ES-I------A--------------------A-------------------------E-Y--------------------------------------------------------------PE-L------VPD----------------VDAV------V----S-DA------E--N--E---------------------------------A-VS----N-A-----A-S-TP----GVVELIERC--------------HA-S-G-R---SLCIVSNNAES-AVRAYLAEY--G-L----T--RKV-------------------------D-----A-IA-A-R-R----P-D-DAA---HL-------KPDT-----------------------------------R-L--LRRVA-E---------------A--TG-S-S--P-A-A-CT------LIGDSP-SDIKAAHAFGA-HAI-GYA-NKP------------G-KF-----V-----K--L----TN-A--G----------AD--------T----V--A---E---KL---------E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084759372.1 -LRA-----R--RT--------VLLDFDGPICA-------VFS---S----IT------DLQ---VATEL--------VA-I---AG-----------A-----EH---------------------------LP-Q--------S-VR-A-A----N-----------------------------DPFDV---------------------------L--RH-A------A--------------------D---------------H---------R-D--------------------------------------------------------------GE-S------LVA----------------IEAR------F----R-DL------E--C--A---------------------------------A-VD----T-A-----D-P-TP----GAEEVLRAL--------------SA-R-K-Y---RVGVVTNNSAA-AADRYLRRL--G-L----R--STV-------------------------G-----V-IV-G-R-P----G-T-RVD---LL-------KPSP-----------------------------------F-L--LTTAL-R---------------Q--LS-V-Q--P-D-D-AL------FVGDSM-SDVVAGHSAGV-SCV-ALA-NKS------------G-KA-----E-----R--F----AS-L--Q----------PE--------S----T--I---T---SM---------LE-L-----------------------------------L-------------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_018527936.1 -LQD-----V--DG--------VIFDFDGPVCL-------LFP---D----GT------ASE---TAA-V--------KAAV---WR-N-----P---E-------------------------------Q--IP-P--------A-LV-K-V----E-----------------------------DTHDL---------------------------L--KE-V-------------------G-----------------------------------G----------------------------------------------------ES--------PE-V------NAQ----------------VADL------I----T-AY------E--D--A---------------------------------A-VS----H-V-----L-P-TP----HIREVVDQL--------------AA-R-G-K---QLSIASNNAPG-PILRFLELH--D-M----S--PLF-------------------------Q-----GRVC-G-R-D----P-L-DLR---RL-------KPAP-----------------------------------D-S--VLRAV-A---------------Q--LG-L-H--V-S-E-CA------LVGDKA-TDLRAAQAAGT-RFI-GCT-NDA------------E-ER-----D-----L--M----IA-Q--G----------AE--------L----V--V---E---TL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A-----------------------VQS-L--P---------------------------------------------------------------
WP_063780310.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------LEGL---LA-A---------G-----EQ---------------------------AP-A--------G-AE-E-E----T-----------------------------DPLAL---------------------------L--RL-V------A--------------------D-------------------------A-R--------------------------------------------------------------PD-L------TAS----------------TDAA------L----A-AL------E--T--E---------------------------------A-VR----V-G-----R-P-TP----GGESLLRAC--------------TR-S-G-R---MVSVVSNNASV-AIEVYLSEH--G-L----S--DYI-------------------------V-----G-VF-G-R-I----R-G-NPS---SM-------KPSP-----------------------------------H-L--LLEAM-K---------------A--AQ-T-A--P-I-E-CI------FIGDAA-RDVEAGHAAGI-RTI-GYA-NKP------------G-KD-----V-----K--L----AA-A--G----------AT--------L----V--V---D---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084898817.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GPLCR--L--R---------------------------------D-AA----T-A-----W-P-TP----YADPLIRTL--------------HA-V-G-T---GLAVVAGTSPA-AVERYLAGR--G-L--S-G----------------------------C-F-G-P-H-VH-G-R-V----D---Q-------------------------------------------------------------AL-T---------------S--LG-A-A--P-G-V-SL------MIGATP-ADLTAARESGV-PFL-GYG-RDD------------A-RV-----D-----L--L----RR-A--G----------AQ--------R----V--V---T---SL---------EP-V-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------V--R---------------------------------------------------------T-----
WP_007494805.1 -LGR-----A--EA--------VLLDFDGPLCD-------LFG---G----TC------TAG---IADEI--------KERA---RR-E-----W---G-------------------------------R--LD-P--------P-VE-S-C----A-----------------------------DSHGI---------------------------L--LR-L-------------------A-DMAA--R----------R--------------G-G----------------------------------------------------PG--------PI-R------LDW----------------ADAI------V----T-RH------E--Y--A---------------------------------A-VH----R-A-----V-A-TP----GARRLVDAL--------------RS-A-G-K---TLLVVTNNAEG-PVREYLERR--D-L----L--GHF-------------------------T-----A-VY-G-R-D----P-H-DPR---LM-------KPHP-----------------------------------G-V--VGRAL-A---------------A--LG-G-TA-P-S-R-TL------LIGDQL-TDLAAARAAGV-PFL-GFT-RHP------------E-RA-----E-----R--M----RR-L--G----------AR--------G----V--V---G---SY---------PP-V-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103536249.1 ----------------------MLFDFDGPICD-------VFA---G----RP------ADQ---VAKDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_116428989.1 --RA-----T--SG--------VLFDFDGPICD-------VFA---D----RP------APG---VAREL--------SEAV---AQ-H---------D-----AT---------------------------LG-A--------K-AA-G-V----D-----------------------------DPMEI---------------------------L--RL-A------M--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------MRA----------------IEES------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-VP----GSVAALEAA--------------HS-S-G-R---KVAVVSNNSTA-CVRAFLMLH--G-L----R--HLV-------------------------H-----E-VI-G-R-A----A-Y-RPD---LM-------KPDP-----------------------------------H-S--LLLAA-A---------------R--LH-V-H--P-H-H-CT------LIGDSV-TDVEAARTAGA-MSI-GFA-NKP------------H-KG-----L-----A--L----AE-A--G----------AD--------A----V--V---T---DM---------TT-V-------------------------------------A-----------------------------------------------------------D--------------------------------A-------L-----ASIP-----------------------------------------------------------------------------
SFS47051.1 -LDR-----S--RV--------VLLDFDGPICA-------VFG---G----LS------NQD---VAVEL--------RALF----------------P-----EP---------------------------LP-E--------G-IE-Q-S----P-----------------------------DPFDV---------------------------L--EY-A------T--------------------Q-------------------------F-G---------------------------------------------------------------D-L------ATQ----------------VEER------L----R-QL------E--V--R---------------------------------A-VS----V-A-----P-A-TP----GAADVLEAL--------------RR-R-G-V---SVVIVSNNSEA-AVRAYLHAN--G-L----E--AHT-------------------------Q-----G-VS-A-R-T----S-G-ELA---EL-------KPSP-----------------------------------F-L--LQQAI-T---------------N--IK-A-D--A-A-E-CV------MIGDSA-TDIQAAHAAGT-AVI-AYA-NKP------------G-KR-----D-----R--F----TP-H--K----------PS--------A----I--I---E---HM---------TD-L----------LGDGSAL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011903995.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRT----------------VEDV------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSAG-AVTAYLTAH--R-L----A--EHV-------------------------S-----P-VV-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--LG-E-L--A-A-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------T-KV-----G-----D--F----RL-A--R----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_100837375.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------LLGL---LA-T---------G-----EQ---------------------------AP-A--------G-AE-T-E----T-----------------------------DPLAL---------------------------L--RF-I------A--------------------D-------------------------A-R--------------------------------------------------------------PE-L------AET----------------TDGT------L----A-KL------E--T--E---------------------------------A-VR----V-G-----R-P-NM----GGESVLRAC--------------AR-S-G-R---AVSVVSNNAGI-AIERYLSDH--G-L----S--DYV-------------------------S-----G-VF-G-R-A----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLDAM-E---------------A--AD-S-K--P-G-E-CI------FIGDAV-RDVEAGDAAGV-ATI-GYA-NKP------------G-KA-----V-----K--L----AA-A--G----------SI--------L----V--V---E---SM---------QL-I-------------------------------------A-----------------------------------------------------------D--------------------------------S----------------------------------------------------------------------------------------------
WP_019073764.1 -LAG-----S--RA--------VLFDFDGPVCD-------LFG---G----VS------TRD---VAERV--------KEVA---RQ-Y-----W---D-------------------------------R--LD-P--------D-IE-S-C----Y-----------------------------DSHGI---------------------------L--RR-L-------------------R-DMYERRA----------A--------------E-R----------------------------------------------------LS--------PQ-P------LEL----------------AEKI------V----T-EQ------E--T--E---------------------------------A-VR----T-A-----T-P-AP----HLVTLVGLL--------------RE-L-P-L---RLAVVSNNAED-PIRSYLEQP--G-F----R--GRF-------------------------E-----G-VF-G-R-D----P-Y-DAR---HM-------KPHP-----------------------------------H-C--VHRAL-A---------------H--LG-L-P--A-S-S-CV------VIGDQL-TDLEAARAAGT-GFV-GYT-GDE------------R-RA-----G-----E--L----RR-A--G----------AD--------A----V--V---S---TH---------RP-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107501160.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ARSG-I------VAE----------------LERL------L----A-AE------E--I--R---------------------------------A-AA----S-A-----E-P-TP----YADELVQRL--------------HA-T-G-H---ALAVTTNNTAG-AAEAYLERR--G-L----A--ELF-R-----------------------P-----H-VH-G-R-V----T---EPW---LL-------KPDP-----------------------------------D-C--LHRAL-R---------------S--TG-H-D--A-A-M-AL------MIGDSS-ADLLAARAAGV-RFL-GYA-RDE------------A-RR-----R-----R--L----RG-A--G----------AE--------S----V--V---T---SL---------GD-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_071097471.1 -LSE-----V--GA--------VLLDFDGPVCS-------VFA---G----YP------APQ---VAAEL--------VDVL---RR-Q---------S-----VD---------------------------VP-P--------D-LA-R-E----T-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-D--------------------------------------------------------------QG-V------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VD----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---SVAVVSNNSPG-AVSAYLGAH--R-L----A--GYV-------------------------S-----P-VV-G-R-S----Y-A-DPA---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------A--LA-V-A--P-D-R-CV------LIGDSL-SDIEGAGAAGV-RVI-AYA-NRA------------Q-KV-----S-----A--F----RA-A--G----------AN--------A----I--V---T---SM---------SE-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093628564.1 -ISS-----V--RY--------VLWDLDGPICR-------LFA---G----HS------AAT---IASEL--------VSLL---GP-D---------E-----QF----K-------------------L--LP-T--------K-ER-L-T----K-----------------------------DPHGM---------------------------L--VS-I------S------------R-------R----------H--------------P-D--------------------------------------------------------------TE-Q------IVK----------------LEEW------L----T-RQ------E--L--K---------------------------------A-VG----S-A-----V-E-TP----HAKDVIQAW--------------AD-S-G-V---RLAVSTNNSAR-AAAAYLAAK--G-L----D--RFF-------------------------A-----H-VY-G-R-T----R---DLR---LM-------KPDP-----------------------------------H-S--LTLAL-E---------------A--MG-A-D--P-S-E-AL------MLGDAP-TDYVAAQAADV-PFL-GYA-HDL------------L-KV-----R-----A--F----LQ-A--R----------VE--------P--SRI--V---R---SL---------EE-V-------------------------------------W-----------------------------------------------------------D--------------------------------V---------------------------L--R---------------------------------------------------------------
WP_091037474.1 ALAG-----K--SL--------LLLDFDGPVCS-------VFA---G----YP------APQ---IAAEL--------VVEL---RT-F---------A-----PQ---------------------------LA-D--------T-LG-S-E----R-----------------------------DPMEV---------------------------L--RA-A------A--------------------G---------------S---------L-S--------------------------------------------------------------RA-E------VER----------------VDEQ------L----T-QA------E--L--A---------------------------------A-VE----S-A-----E-P-TA----GMADLIATA--------------RR-V-G-L---AVAVVSNNSAG-PIAKYLKRH--G-L----D--GDI-------------------------G-----A-VI-G-R-P----F-G-RPE---RM-------KPDP-----------------------------------Y-L--LHEAL-S---------------A--IK-V-G--A-S-D-AV------FIGDSL-TDVEAGTSAGV-MTV-GFA-NKP------------G-KA-----L-----R--L----RE-A--G----------AE--------V----V--V---D---S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028677685.1 -LGG-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------A---------V-D--------------------------------------------------------------HD-T------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-T-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--GYV-------------------------S-----P-VV-G-R-A----Y-A-DPD---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------A--LG-E-S--P-G-R-CV------LVGDSL-SDIEGARAAGV-HVI-GYA-NRP------------T-KV-----G-----A--F----RV-A--G----------AD--------V----V--I---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020670417.1 --------------------------FDGPVCA-------VFS---G----FP------APV---VADQL--------RTIL----------------A-----DG-------------GHH------N----LP-H--------D-IA-T-V----T-----------------------------DPFEI---------------------------L--RY-A------A--------------------I-------------------------L-G--------------------------------------------------------------AD-E------ARY----------------VEAA------F----T-AH------E--V--E---------------------------------A-IV----T-A-----E-P-TP----GAHDLMAAW--------------HE-S-G-R---ALAIVSNNSTQ-SIEAYLDFY--E-L----R--SLA-------------------------D-----Y-VS-A-R-T----S-P-DPE---LL-------KPNP-----------------------------------S-L--LRQAV-N---------------H--LR-R-P--S-T-E-CV------YLGDST-TDIDAAHAIDM-PAI-GYA-NKP------------D-KE-----I-----K--L----TG-A--G----------AD--------A----I--I---T---KL---------AQ-L--V------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_082403302.1 --------------------------------------------------------------------------------------------------------------------------------------------------------F----L-----------------------------QQLDR---------------------------L--NA-V------A--------------------E---------------------------H--------------------------------------------------------------PA---------------------------VKAS------L----R-AL------E--V--G---------------------------------A-VV----T-A-----T-P-TP----DAHRLVRGW--------------HG-T-G-R---KMGVASNNSVA-AIDLYLGMQ--D-L----T--RYV-------------------------D-----A-VA-G-R-E----G-A-DPT---LL-------NPSP-----------------------------------Y-I--ITRAC-D---------------V--LG-V-Q--A-A-S-CV------LIGDST-ADVHAALRAGS-TII-GLA-QKP------------G-KL-----E-----E--L----VR-A--G----------AS--------M----I--V---S---ST---------SE-L----------L----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_016436778.1 -LGS-----T--RA--------VLFDFDGPICD-------LFG---A----AS------TAH---VADRV--------KQEA---RR-E-----W---K-------------------------------G--LD-P--------S-VE-T-C----D-----------------------------DSHGI---------------------------L--RV-L-------------------R-EMYDG-C----------S--------------P-A----------------------------------------------------PT--------DL-P------LRL----------------AEKI------V----A-EF------E--S--L---------------------------------A-GV----T-A-----K-K-AP----HVVPLVDLL--------------LE-L-G-I---RLVIVSNNAES-PIQEYLEEH--G-M----K--SKF-------------------------E-----M-IS-G-R-D----P-Y-NAN---LM-------KPHP-----------------------------------H-C--VERAL-D---------------H--LS-L-P--P-S-S-CL------LIGDQL-TDLTAAQKAGT-LFL-GYT-QNE------------V-RA-----K-----E--M----KH-N--G----------AN--------A----V--V---S---SH---------LA-L-------------------------------------I-----------------------------------------------------------T--------------------------------A-----------------------ARE-L------------------------------------------------------------------
WP_120729721.1 -LGE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APQ---IAAEL--------VDVL---RR-H---------G-----VD---------------------------VP-P--------E-LA-A-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------E---------------A---------G-D--------------------------------------------------------------YG-L------TRA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-IE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---PLAVVSNNSES-AVSAYLAAH--R-L----A--GYV-------------------------S-----P-VV-G-R-P----Y-A-DPT---RM-------KPNP-----------------------------------A-P--IRQAV-N---------------A--LG-E-L--P-I-K-CV------LVGDSL-SDIEGARAAGV-RIV-GYA-NSR------------P-KV-----E-----A--F----RL-A--G----------AD--------V----V--I---E---SM---------CE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_053801906.1 -IRE-----S--SG--------ILFDFDGPICD-------VFA---G----LP------APG---VAQDL--------TEVM---AG-H---------D-----MA---------------------------LG-G--------K-AR-G-L----E-----------------------------DPMEV---------------------------L--RL-A------V--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------VRA----------------IEEA------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-IP----GAVAALEAA--------------HS-S-G-R---KAAVVSNNSTA-CVRVFLTQH--N-L----H--HLV-------------------------H-----E-VI-G-R-A----A-Y-RPD---LM-------KPDP-----------------------------------H-A--LLIAA-E---------------R--LG-V-P--P-K-Y-CA------LIGDSV-TDIEAARTAGA-MSI-GFA-NKP------------H-KG-----L-----D--L----TE-A--R----------AD--------A----V--I---T---DM---------AD-V-------------------------------------A-----------------------------------------------------------D--------------------------------A-------L-----ASNP-----------------------------------------------------------------------------
WP_086777996.1 ----------------------MLFDFDGPICD-------VFA---G----RP------ADR---VAKDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-T------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHTIGS-TAI-GFA-NKP------------H-KH-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_085928742.1 -IGA-----T--EG--------VLFDFDGPICD-------VFA---G----RP------ATG---VAREL--------AEVV---AG-H---------D-----PT---------------------------LG-G--------K-AH-G-V----D-----------------------------DPMEI---------------------------L--RL-S------M--------------------Q-------------------------G-G--------------------------------------------------------------EL-V------IRA----------------IEEA------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-IP----GAVAALEAA--------------HS-S-G-R---RVAVVSNNSTA-CVQAFLMLH--G-L----R--HLV-------------------------H-----E-VV-G-R-A----A-Y-RPD---LM-------KPEP-----------------------------------H-S--LLLTA-V---------------Q--LR-I-S--P-N-H-CT------LIGDSV-TDVEAARAAGA-MSI-GFA-NKQ------------H-KE-----L-----A--L----AE-A--G----------AD--------V----V--V---T---DM---------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106434598.1 AVTR-----A--RC--------VVLDLDGPVAS-------VFA---G----EP------AAV---AAAEL--------VGLA---RR-----------D-----GR----L-------------------V-----E--------T-VR-H-S----A-----------------------------DPIAV---------------------------L--SA----------HT--RALHA--H-------G----------A--------------D-P--------------------GW----------------------------------------RR-T------VAA----------------MHDL------L----D-DY------E--R--K---------------------------------A-AE----T-A-----V-P-TP----GAAAFIEAC--------------HA-S-G-R---TLAVATNNHAE-AAARILERM--G-V----L--HCFPE-----------------------G-----A-VV-G-R-S----G---DAR---EM-------KPSP-----------------------------------V-P--LLRAM-R---------------P---G-V-G--P-G-G-HL------MIGDTV-TDYRAARQVGM-PFC-GYH-AQG------------A-GR-----Q-----R--L----SA-A--G----------AP--------L----V--V---A---RM---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027647607.1 -LGE-----I--GA--------VLLDFDGPVCS-------ILA---G----YP------APQ---VAAEL--------VDVL---RR-H---------G-----VD---------------------------VS-S--------D-LA-S-E----P-----------------------------DPLEV---------------------------P--RR-M------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDA------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-V-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VI-G-R-A----Y-A-EPG---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--VG-E-P--A-G-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------A-KV-----D-----A--F----RL-A--G----------AD--------V----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
EHM25179.1 ----------------------MLFDFDGPICD-------VFA---G----RP------ADR---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVRAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-ISPQPGT--------------------------------------------------------------------------------------
WP_018733821.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAGEL--------VDML---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----A-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-N--------------------------------------------------------------HG-I------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VG----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSGR-AVTAYLVAH--R-L----A--EHV-------------------------S-----A-VV-G-R-A----Y-A-DPA---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARAAGV-AVI-GYA-NRP------------S-KV-----D-----A--F----RL-A--G----------AG--------A----V--V---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028851881.1 -IRS-----A--NC--------VLLDFDGPVCS-------VFS---S----IP------APD---VARRL--------RAEL---TG-----------P----------------------------------LP-P--------A-VT-E-A----S-----------------------------DPFVV---------------------------L--RY-A------A--------------------T---------------Q---------G-R--------------------------------------------------------------AD-D-------------------------IDAL------L----T-SL------E--V--R---------------------------------S-VQ----A-A-----K-P-TD----GIAHLLSAL--------------AT-V-G-V---PVCLVTNNSTA-AARTFLDKH--D-L----G--RHV-------------------------D-----T-VV-G-R-V----P-G-RPD---LL-------KPHP-----------------------------------H-L--VRTAM-A---------------R--HG-M-W--P-G-Q-CV------LVGDSV-SDVQAARNAGT-RVI-AYI-NKP------------H-KR-----T-----R--L----HA-A--G----------PD--------A----T--V---A---SI---------AD-L-----------------------------------T-------------------------------------------------------------R--------------------------------S-------------------L---STL--------------------------------------------------------------------
WP_079181611.1 ----------------------MLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------TELA---TE-S---------N-----PE---------------------------LE-G--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-TA------E--V--E---------------------------------A-VG----V-A-G---D-P-VT----GAVASLKAV--------------RA-S-G-R---GAAVVSNNSAE-AVKAFLDRH--G-L----S--EHV-------------------------L-----T-VV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GFA-NKP------------H-KR-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-I--------------------------------------------------------------------------------------------
WP_125513662.1 -LTS-----A--AA--------LLFDFDGPVTR-------FFH---H----YD------TRP---IAREI--------KALL---LE-R-----G---V-------------------------------S--LP-A--------H-VQ-A-S----E-----------------------------DSHGL---------------------------L--HL-L-------------------RSEVFTA-D----------D-----------P--G-P----------------------------------------------------EE--------QK-T------LEL----------------AEGI------V----T-RH------E--Y--Q---------------------------------A-AL----G-A-----V-P-DE----HVGALATEL--------------SR-L-G-K---RLAIVSNNAEG-PVRAYLERV--G-L----D--GMF-------------------------T-----P-VL-G-R-D----P-Y-ELR---HM-------KPDP-----------------------------------H-R--VRTAV-H---------------H--LG-L-K--A-A-D-CL------LVGDQP-TDLEAARTAGT-PFL-GYA-RSE------------A-VA-----D-----Q--M----RR-E--G----------AI--------W----A--D---I---SL---------LP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A-----------------------ASQ-L------------------------------------------------------------------
WP_128432240.1 -------------C--------VLFDFDGPLCR-------LFP---G----TS------SAP---LADEL--------RKIV---AR-R---------G-----AL----A-------------------L--LP-P--------A-AL-A-S----I-----------------------------DPQVV---------------------------L--RA-V------D------------S-------A----------R--------------P-G--------------------------------------------------------------DA-L------VAE----------------LDAR------L----V-QG------E--K--D---------------------------------A-AR----I-A-----P-P-TE----GADDLVRRL--------------AK-E-G-V---RIAVTTNNSPD-AVAVYLRRR--G-L----D--EHF-A-----------------------G-----R-IH-G-R-T----G---DPR---RL-------KPHP-----------------------------------D-C--LHRAL-D---------------A--LG-A-D--A-A-D-AL------MFGDTT-TDLAAARAAGV-AFV-GFA-PDQDQEGREGQDPGVR-EA-----E-----A--L----RE-A--G----------VA--------V----I--R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_108951861.1 -VSR-----A--RV--------VLLALDGPLCR-------LFA---P-GG-DE------ERL---LADDL--------IAWL-D-RS-GAGGTLP-A-A-V---RT----G------R---------------------------D------------------------------------------PYAV---------------------------L--AA-V---------------------------A----------E-------------------------------------------------------------------------------GP--------DEA----------------VATA------L----R-ARLTAA--E--L--R---------------------------------A-VP----K-A-----S-P-TP----WADPLVRTW--------------AA-L-G-V---RTAVVTRHDAE-AGSRYVAGR--G-L--T-D----------------------------A-L---P-R-VC-G-R-G----T---GRR---EE---------------------FR-----------------------Y-T--LAGAL-A---------------S--LG-A-E--R-G-E-AL------FVGETP-AHLEAARAAGV-AFL-GHA-RSA------------S-GE-----A-----S--L----LD-A--G----------AL--------H----L--V---G---SL---------KF-V-------------------------------------L-----------------------------------------------------------D--------------------------------A---------------------------L--Q---------------------------------------------------------AC---P
WP_018804696.1 -LGE-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APE---VAAEM--------VDVL---RR-R---------G-----VN---------------------------VS-P--------E-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-D--------------------------------------------------------------QG-A------TRA----------------VEDA------L----C-AA------E--V--R---------------------------------A-AE----T-A-----E-P-TP----YGREVIVAA--------------WQ-S-A-M---PVAVVSNNSAG-AVTAYLVGH--R-L----H--GYV-------------------------S-----P-VV-G-R-A----Y-A-EPA---RM-------KPNP-----------------------------------E-P--ILRAV-R---------------V--LC-Q-P--P-S-R-CV------LVGDSL-SDIEGAHAAGV-RVI-GYA-NRP------------P-KV-----K-----A--F----RT-A--G----------AD--------M----V--I---T---DM---------SD-L-------------------------------------A-----------------------------------------------------------R-ALLS--------------------------------------------------------------------------------------------------------------------------
WP_121520674.1 -VGA-----A--RA--------VFFDFDGPLCR-------TFA---G----HP------AAL---AAAEL--------RAVV---RR-----------S-----RF----E-------------------A---H-P--------D-WA-D-S----D-----------------------------VPHRI---------------------------L--WG----------VR--KELADTGA-------P----------A--------------G-G--------------------DG----------------------------------------DA-L------VAE----------------LERV------L----A-RH------E--R--V---------------------------------A-VT----S-A-----E-P-TP----GAAELVRAL--------------RV-N-G-R---RLMVVSNNAPE-AVSDYLRRV--G-V----A--EQF-D-----------------------G-----V-IG-R-D-A----G---DPL---LM-------KPDP-----------------------------------H-S--VVQAV-R---------------R--VE-I-R--A-G-E-CL------LVGDQP-SDHEAAYAAGV-PFL-GFA-RDA------------A-AV-----A-----R--L----RV-G--G----------AA--------H----V--V---S---DL---------RQ-V-------------------------------------L-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
ALE76722.1 -LRG-----A--RV--------MLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------S-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLIVSNNSER-AIRVYLARH--D-L----T--EHV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LRAAL-E---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGAAAGV-PCI-GYA-KQP------------E-RA-----E-----G--L----AD-A--D----------AL--------V----V--V---D---DM---------HT-L-------------------------------------T-----------------------------------------------------------T--------------------------------A-----------------------VR---------------------------------------------------------------------
WP_084470274.1 ---------S--QL--------VLFDFDGPVCD-------VFA---G----KP------ASL---IARQL--------EKHL---SE------------------------------------------------------------PI-D-T----D-----------------------------DPLAV---------------------------L--QE-S------I--------------------R-------------------------H-S--------------------------------------------------------------QS-A------VEA----------------MEQE------L----V-AA------E--R--D---------------------------------A-IK----S-A-----S-A-TP----GGIESIESA--------------LK-S-G-R---KVGILSNNSPA-AIEDYLNRF--D-L----T--TRM-------------------------A-----I-IV-G-R-I----P-C-RPD---LM-------KPNP-----------------------------------Y-G--LLHAL-S---------------T--TG-I-A--S-K-E-AL------LIGDSV-TDIQAAKAVGA-PAV-GYV-NKP------------A-KK-----D-----S--L----EK-A--G----------AS--------A----T--V---R---SM---------FE-M-------------------------------------R-----------------------------------------------------------D--------------------------------A-LH-------------------------------------------------------------------------------------------
WP_086758299.1 -LTG-----A--RA--------VLFDFDGPVCD-------LFH---G----AS------TAG---VAEKI--------KQDA---LR-Y-----W---P-------------------------------V--LD-P--------D-VA-E-C----D-----------------------------DSHGI---------------------------L--RH-L-------------------W-TMYDS-S----------A--------------P-T----------------------------------------------------PR--------RR-P------LRL----------------AERT------V----A-AQ------E--R--A---------------------------------A-VR----S-A-----R-E-TP----GVVTLVDLL--------------TK-L-T-I---RPVMVSNNAEG-PIRSYLKRS--E-L----K--GKF-------------------------R-----K-VC-G-R-D----P-K-NAG---LM-------KPHP-----------------------------------D-C--VHRAL-K---------------A--LS-L-K--A-P-D-CL------LIGDQL-TDLMAARSAGV-AFL-GFT-QDA------------S-RA-----R-----Q--M----TE-G--G----------AA--------A----V--V---S---SY---------AP-V-------------------------------------I-----------------------------------------------------------S--------------------------------A-----------------------AER-L------------------------------------------------------------------
WP_051271855.1 -------G-K--RL--------ILFDLDGPIAM-------QPK---G----HK------SAR---LDEDE-RY-----VQLL----------------G-D---YP------------------------L--------------------------T-----------------------------HPHEL---------------------------L-----V-------------------K-LV----K-------------------------E-E--------------------------------------------------------------NP-V------LQD----------------VERL------V----T-SK------E--R--L---------------------------------S-AE----S-A-----I-L-TP----LAKEFVETL--------------EQ-L-H-F---GLAVTSNGSIE-AVDRFLEKN--S-V-------TSF-G-----------------------E-----H-VY-T-R-T----S---DRI---LL-------KPDP-----------------------------------D-C--IQRAI-A---------------N--TG-I-A--A-S-D-SL------MIGDSW-SDVVAAKSAGV-AFL-GFA-WTE------------E-KK-----Q-----E--L----LE-A--G----------AQ--------L----L--V---S---SW---------EE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_112732945.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-I------TLA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---QVAAVSNNSAG-AVAAYLAAH--R-L----A--GYV-------------------------S-----P-VV-G-R-A----Y-A-DPG---RM-------KPNP-----------------------------------E-P--ILQAV-H---------------A--LG-E-P--L-G-R-CV------LVGDSQ-SDIEGARAAGI-AVV-GYA-NRP------------S-KV-----E-----A--F----RV-A--G----------AD--------V----V--I---T---SM---------DA-L-------------------------------------A-----------------------------------------------------------S-A-----------------------------------------------------------------------------------------------------------------------------
WP_078897606.1 -IGE-----S--SG--------ILFDFDGPICD-------VFA---G----LP------APG---VAREL--------AEVV---AG-H---------D-----VT---------------------------LS-G--------K-AR-G-L----E-----------------------------DPMEI---------------------------L--RL-A------A--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------IRA----------------VEEA------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-IP----GAVAALEAA--------------HS-S-G-R---KLAVVSNNSTA-CVRAFLTQH--N-L----H--HLV-------------------------H-----E-VI-G-R-A----A-Y-RPD---LM-------KPNP-----------------------------------H-S--LLLAA-E---------------R--LG-V-P--P-N-R-CT------LIGDSV-TDVEAARTAGA-MSI-GFA-NKP------------H-KN-----L-----A--L----AE-A--R----------AD--------A----V--I---T---GM---------AD-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_043915223.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------RLGL---LA-A---------G-----EQ---------------------------AP-T--------E-SE-T-E----T-----------------------------DPLAL---------------------------L--RL-I------A--------------------D-------------------------A-R--------------------------------------------------------------PD-L------AAA----------------ADST------L----A-SL------E--T--E---------------------------------A-VR----I-G-----R-P-NP----GGESVLRAC--------------AR-S-G-R---SVSVVSNNAGA-AIEAYLIDQ--G-L----S--GYV-------------------------A-----G-VF-G-R-A----P-G-NPS---SM-------KPNP-----------------------------------R-L--LLEAM-D---------------A--AG-S-R--P-E-E-CV------FIGDAA-RDVEAGDAAGV-ATI-GYA-NKP------------G-KE-----A-----K--L----AA-A--G----------AV--------I----I--V---D---SM---------QV-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
PZS26630.1 -LAA-----S--RY--------VLLDFDGPVCA-------IFA---G----RA------APL---VAREL--------TVAL---KS-Y---------G-----VS---------------------------VP-D--------E-AL-S-R----G-----------------------------DPLDV---------------------------L--RF-A------S--------------------R-------------------------A-S--------------------------------------------------------------ET-L------VAD----------------IERA------L----Q-AA------E--L--A---------------------------------A-VD----T-A-----L-P-TP----GAADFLDAC--------------RQ-T-G-R---TVAIVSNNSAP-AITRYLDRG--G-I----A--ALV-------------------------A-----H-IE-G-R-I----P-A-SPD---LM-------KPHP-----------------------------------L-L--LQRAI-H---------------A--LD-A-S--T-E-V-AM------LVGDST-TDFEAAQAIGV-RGI-GYA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084741845.1 -LSQ-----A--RY--------ILLDFDGPVCK-------VFA---G----LP------AAS---IAADL--------RDLV---VS-R---------G-----VD---------------------------LP-A--------E-LH-D-T----G-----------------------------DPLAI---------------------------L--RW-A------A--------------------D-------------------------T-D--------------------------------------------------------------DE-L------AHL----------------VDKA------L----T-DA------E--V--R---------------------------------A-VA----T-A-----E-P-TP----GAREFLEAC--------------QA-T-G-R---PVAMVSNNSAE-AIRAYIDRL--G-I----A--RLV-------------------------I-----W-VE-G-R-D----H-E-RLA---EM-------KPSP-----------------------------------H-L--LHRAL-V---------------A--LH-A-N--P-S-E-AI------FVGDSV-TDIKAGQAAKI-LTL-GYA-NKP------------D-KI-----A-----T--L----GH-A--G----------SA--------A----L--T---E---SI---------GY-L-------------------------------------G-----------------------------------------------------------Q------------------------A------------------------------------------------------------------------------------------------------
WP_107456750.1 -LGP-----T--RA--------VLFDFDGPVCD-------LFG---G----TS------TRD---VAEEV--------KRAA---MR-H-----W---G-------------------------------T--LD-P--------D-VS-A-C----T-----------------------------DSHGI---------------------------L--LK-L-------------------R-DMYDRPS----------R--------------R-P----------------------------------------------------RC--------RR-P------LDL----------------AEGI------V----A-QQ------E--A--G---------------------------------A-VG----R-A-----T-P-AP----YIEEVADAL--------------LG-L-G-M---RLVMVSNNAEE-PIRTYLEAH--G-L----D--TKF-------------------------E-----G-VF-G-R-D----P-D-DAR---RM-------KPDP-----------------------------------D-C--IRRAR-Q---------------H--LG-L-P--A-A-S-CL------MVGDQL-TDLKAARSAGT-CFL-GYT-EDE------------G-RA-----E-----D--M----RR-N--G----------AD--------F----V--V---S---SH---------LT-V-------------------------------------L-----------------------------------------------------------A--------------------------------G-----------------------ARK-L------------------------------------------------------------------
WP_042420441.1 -LRR-----A--RH--------ILLDFDGPVCS-------VFA---G----LP------AAE---IAERV--------RGQL---LA-Q---------G-----EQ---------------------------LP-T--------Q-WS-T-E----K-----------------------------DPLAL---------------------------L--RY-V------A--------------------D-------------------------T-R--------------------------------------------------------------SD-L------VPG----------------VDAA------L----T-AL------E--I--E---------------------------------A-VG----L-S-----Q-P-TP----GSRELLLAC--------------AD-S-G-R---SVSMVSNNSGA-AITAFLAAQ--G-L----N--GYV-------------------------A-----G-VF-G-R-V----P-G-DPS---SM-------KPSP-----------------------------------R-L--LLEAM-E---------------A--EA-T-K--P-E-Q-CI------FIGDAA-RDVEAGEAAGV-ATI-GYA-NKP------------G-KD-----V-----R--L----AD-S--G----------AA--------A----V--V---Y---SM---------RT-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------V----------------------------------------------------------------------------
WP_013736466.1 -LGD-----V--DA--------LLLDFDGPVCS-------IFA---G----YP------APQ---IAAEL--------VDVL---RQ-H---------G-----VN---------------------------VP-P--------E-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------T---------------A---------S-D--------------------------------------------------------------QD-V------TRA----------------IEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAVVSNNSAG-AVNAYLVAH--R-L----A--AHV-------------------------S-----L-VV-G-R-A----Y-A-EPD---RM-------KPNP-----------------------------------E-P--ILKAV-R---------------A--VG-E-R--P-N-R-CV------LVGDSI-SDIDGARAAGV-QVI-GYV-NRP------------I-KL-----K-----A--F----QV-A--G----------AD--------V----V--I---A---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035306010.1 -LAS-----A--SA--------VIFDFDGPLCD-------VFA---G----HP------AGV---VARSL--------EKLL---GV------------------------------------------------------------PV-Q-S----D-----------------------------DPLEV---------------------------L--RE-S------R--------------------E-------------------------H-D--------------------------------------------------------------SD-K------LRE----------------VERA------L----I-AA------E--L--H---------------------------------A-VA----C-S-----D-V-TP----GGLEAVRAC--------------IA-S-S-R---KVAVVSNNSED-AVSAFLRNV--G-L----S--DVV-------------------------R-----P-VV-G-R-Y----P-A-RPD---LM-------KPNT-----------------------------------W-P--MVCAL-E---------------A--LG-V-Q--A-G-K-AV------FVGDSI-TDLEVAAAVGT-PCL-AYA-NKP------------G-KR-----E-----A--F----EA-A--G----------AA--------V----V--F---T---DM---------HQ-M-------------------------------------A-----------------------------------------------------------D--------------------------------A-LR-------------------------------------------------------------------------------------------
WP_018793450.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VDVL---RR-R---------G-----VA---------------------------MS-P--------D-LV-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-E--------------------------------------------------------------QS-A------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-V-G-L---PVAVVSNNSAG-AVMDYLAAQ--R-L----A--GYV-------------------------S-----P-VI-G-R-A----Y-A-DPA---RM-------KPNP-----------------------------------E-P--LLRAV-Q---------------D--LG-Q-L--P-A-R-CV------LIGDSL-SDILGAQATGM-KMI-AYA-NRP------------S-KV-----D-----A--F----RA-A--K----------AD--------V----V--I---T---SM---------AD-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_082399238.1 -LRG-----A--RV--------MLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------S-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLIVSNNSER-AIRVYLARH--D-L----T--EHV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LRAAL-E---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGAAAGV-PCI-GYA-KQP------------E-RA-----E-----G--L----AD-A--D----------AL--------V----V--V---D---DM---------HT-L-------------------------------------T-----------------------------------------------------------T--------------------------------A-----------------------VR---------------------------------------------------------------------
WP_113688008.1 -LGE-----V--TT--------VLLDFDGPVCS-------VFA---G----LS------AGE---VADRM--------RQRI---AA-D---------G-----HT---------------------------VE-E--------S-WE-A-E----S-----------------------------DPLAL---------------------------L--SR-I------A--------------------R-------------------------E-R--------------------------------------------------------------PG-L------AGE----------------ADAA------L----T-DL------E--T--E---------------------------------A-VQ----R-A-----R-L-NP----DIKVVLDAC--------------AS-S-G-R---RVVVVSNNAGR-AITSYLDRE--G-L----A--GHV-------------------------H-----G-VV-G-R-V----P-G-EPA---SM-------KPSP-----------------------------------R-L--LLDAM-G-------------------E-V-A--P-A-R-CV------FIGDAT-RDVEAGDAAGV-PTI-GYA-NKP------------G-KA-----E-----K--L----SA-A--G----------AV--------V----V--V---E---SL---------LP-L-------------------------------------A-----------------------------------------------------------N--------------------------------A---------------------LSSKP--------------------------------------------------------------------
WP_030061433.1 ALRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------REGL---LA-S---------G-----EQ---------------------------AL-A--------G-AE-D-E----S-----------------------------DPLAL---------------------------L--RL-V------S--------------------N-------------------------A-R--------------------------------------------------------------PD-L------TQS----------------TDAA------L----A-AL------E--T--E---------------------------------A-VQ----V-G-----R-P-TP----GGESVLRAC--------------AR-S-R-R---LVSVVSNNAGA-AIETYLSEH--G-L----S--SYV-------------------------A-----G-VF-G-R-A----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLEAM-E---------------A--AG-S-G--P-E-D-CV------FIGDAA-RDVEAGEAAGV-PTI-GYA-NKP------------G-KD-----A-----K--L----AA-A--G----------AV--------V----I--V---D---SM---------QM-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_013283237.1 --RD-----V--RA--------LLLDFDGPVCS-------IFA---N----YP------APQ---VAREL--------LDLL---VS-Q---------G-----LA---------------------------LM-N--------E-LA-E-E----S-----------------------------DPLEV---------------------------L--RH-T------G--------------------S---------------S---------S-D--------------------------------------------------------------QE-L------TRL----------------VEDA------L----I-AA------E--V--K---------------------------------A-AS----T-A-----E-P-TA----YGREVIVAA--------------RQ-L-H-L---PIAVVSNNSPQ-AVEAYLREH--R-L----S--QHV-------------------------A-----K-TV-G-R-A----Y-A-DPS---RM-------KPNP-----------------------------------T-P--IVDAA-A---------------S--LG-V-V--P-A-L-CV------LVGDSL-SDIEGAKAAGT-RVI-GYA-NKP------------A-KV-----A-----A--F----QE-A--G----------AD--------A----V--V---T---SM---------RQ-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_112262388.1 -LRS-----V--DA--------VFFDFDGPVCS-------VFA---G----YP------APD---VAVEM--------LEAL---RS-E---------V-----GG---------------------------LP-L--------V-VA-A-E----T-----------------------------DPMEV---------------------------L--RW-T------G--------------------R-------------------------A-H--------------------------------------------------------------PN-L------VAL----------------ADKV------L----C-SA------E--M--I---------------------------------A-VD----S-A-----K-P-AP----YAHAAIEAA--------------RR-R-A-Q---SVAIVSNNSAS-AIEKYLDRN--G-L----S--AFV-------------------------D-----F-VA-G-R-P----F-A-EPD---RM-------KPNP-----------------------------------D-A--LIRAA-D---------------S--LK-V-K--P-G-V-SL------LVGDTV-TDIEACLRAGV-HPI-GYS-EWP------------D-RR-----L-----E--L----EK-A--G----------AV--------T----V--I---S---SM---------AE-L-------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_128137697.1 -LGE-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APL---VATEL--------VDML---RR-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RW-A------G--------------------A---------------V---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDA------L----C-KA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VI-G-R-A----Y-A-EPD---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------A--LG-E-L--P-A-R-CV------LIGDSL-SDIKGARAAGV-AVV-GYA-NRP------------A-KV-----D-----A--F----RL-A--E----------VD--------A----V--V---T---SM---------GE-V-------------------------------------A-----------------------------------------------------------R-AL----------------------------------------------------------------------------------------------------------------------------
WP_078849912.1 -LSR-----A--RL--------VMWDFDGPLCD-------LFS---G----VP------APS---VAAEL--------RGFV---AG-R---------G-----LD----------------------------T-S--------A-LD-D-T----D-----------------------------DPLDV---------------------------C--ST-V------H------------R-------L----------F-SG----------------------------TA----------------------------------------------AG-T------VNA----------------VRAA------L----D-RL------E--A--K---------------------------------A-AR----R-A-----L-P-TP----GARELLERL--------------RD-M-G-S---RQVIVSNNSRT-AVTAYLRSH--G-M----E--HYF-------------------------A-----E-VV-G-R-P----A---DPD---KM-------KPHP-----------------------------------H-S--LEKAL-T---------------T--TR-T-D--A-A-D-AL------MIGDSA-ADAYAAAKVGA-LFV-GYC-TRP------------E-RR-----A-----V--L----LD-A--G----------AE--------H----L--T---D---DL---------AA-L-------------------------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------T-----AV----------------
WP_051878504.1 -LSR-----A--TC--------VVLDFDGPVAR-------LFA---G-G--HE-G----KES---VAGRI-----A--EELL---DI-A---------A-----SH----R-------------------L--EV-D--------E-MH-G-C----T-----------------------------DPHAI---------------------------F--SC-Y------A---------E--R-------A--------A-H--------------Y-G-----------------------------E----------------------SE--VW----GS-A------AAE----------------MQGV------L----T-AW------E--I--K---------------------------------S-AE----H-A-----E-P-TP----GAAEFMKAW--------------AG-A-G-R---RLAVASNNHPD-AIKRYLERE--S-L----S--KYF-V-----------------------P-S---S-VI-G-R-N----E-R-DAA---LM-------KPNP-----------------------------------W-A--LNEVM-R---------------D--SA-G-G--V-A-A-HL------MVGDSA-TDWQTANAVGM-PFI-GFH-RKP------------E-KR-----V-----V--L----SR-G--G----------AV--------P----V--L---D---AM---------QV-L-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------------ASG-L------------------------------------------------------------------
WP_052189593.1 -LSR-----A--TC--------VVLDFDGPVAR-------LFA---G-G--HE-G----KES---VAGRI-----A--EELL---DI-A---------A-----SH----R-------------------L--EV-D--------E-VH-G-C----T-----------------------------DPHAI---------------------------F--SC-Y------A---------E--R-------S--------A-H--------------R-G-----------------------------E----------------------SG--AW----GS-A------AAE----------------MQGV------L----T-AW------E--I--K---------------------------------S-AE----H-A-----E-P-TP----GAAEFMKAW--------------AG-V-G-G---RLAVASNNHPD-AIKRYLERE--S-L----S--KYF-A-----------------------P-S---S-VI-G-R-N----E-R-DAA---LM-------KPNP-----------------------------------W-A--LNEVM-R---------------D--SA-A-E--V-A-A-HL------MIGDSA-TDWQTANAVGM-PFV-GFH-RKP------------E-KR-----M-----A--L----SR-G--G----------AV--------P----V--L---D---SM---------QV-L-------------------------------------A-----------------------------------------------------------D--------------------------------A-----------------------ANG-L------------------------------------------------------------------
WP_099900860.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARQL--------LQGL---LA-T---------S-----EQ---------------------------AP-A--------G-SE-A-E----S-----------------------------DPLAL---------------------------L--RL-I------A--------------------D-------------------------A-R--------------------------------------------------------------PD-L------TAE----------------VDNA------L----A-SL------E--T--E---------------------------------A-VL----I-G-----W-P-NP----GCESVLRAC--------------AR-S-G-R---SVSVVSNNAGV-AIDAYLTEQ--G-L----N--RYV-------------------------A-----G-VF-G-R-I----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLEAM-K---------------E--AG-S-K--P-E-E-CI------FIGDAA-RDVEAGNAAGV-VTI-GYA-NKP------------G-KE-----A-----K--L----AA-A--G----------AV--------A----I--V---D---SM---------QL-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_064448037.1 --RD-----V--RA--------LLLDFDGPVCS-------IFA---N----YP------APQ---VAREL--------LDLL---VS-Q---------G-----LA---------------------------LT-N--------E-LA-E-E----S-----------------------------DPLEV---------------------------L--RH-T------G--------------------S---------------S---------T-D--------------------------------------------------------------QE-L------TRL----------------VEDA------L----I-AA------E--V--K---------------------------------A-AS----T-A-----E-P-TA----YGREVIVAA--------------RQ-L-Q-L---PIAVVSNNSPQ-AVDAYLREH--R-L----S--QHV-------------------------A-----K-TV-G-R-A----Y-A-DPL---RM-------KPNP-----------------------------------T-P--IVDAA-A---------------S--LG-V-V--P-A-L-CV------LVGDSL-SDIEGAKAAGT-RVI-GYA-NKP------------A-KV-----A-----A--F----QE-A--G----------AD--------A----V--V---T---SM---------RQ-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
SDM91386.1 -LRA-----V--EA--------VFFDFDGPICS-------VFS---G----YP------APN---VAADM--------LKVL---SA-E---------V-----GV---------------------------LP-S--------E-IA-E-E----T-----------------------------DPMEV---------------------------L--RW-T------D--------------------W-------------------------N-C--------------------------------------------------------------PH-L------VSP----------------IDDV------L----C-AA------E--N--V---------------------------------A-VE----S-A-----A-P-AP----FAHAAIEAA--------------QR-R-G-Q---CTAIVSNNSAP-AIEKYLRTH--R-L----T--SFV-------------------------D-----F-VA-G-R-P----Y-A-DPK---RM-------KPNP-----------------------------------D-S--LIRAA-N---------------A--LG-I-K--P-E-A-AL------LVGDTV-TDIEACLVADV-RPI-GYA-TTA------------R-RR-----T-----D--L----EN-A--G----------AA--------V----V--I---G---SM---------DA-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104115596.1 --RD-----V--RA--------LLLDFDGPVCS-------IFA---N----YP------APQ---VAREL--------LDLL---VS-Q---------G-----LA---------------------------LT-N--------E-LA-E-E----S-----------------------------DPLEV---------------------------L--RH-T------S--------------------S---------------S---------T-D--------------------------------------------------------------QE-L------TRL----------------VEDA------L----I-AA------E--V--K---------------------------------A-AS----T-A-----E-P-TA----YGREVIVAA--------------RQ-L-Q-L---PIAVVSNNSPQ-AVDAYLREH--R-L----S--QHV-------------------------A-----K-TV-G-R-A----Y-A-DPL---RM-------KPNP-----------------------------------T-P--IVDAA-A---------------S--LG-V-V--P-A-L-CV------LVGDSL-SDIEGAKAAGT-RVI-GYA-NKP------------A-KV-----A-----A--F----QE-A--G----------AD--------A----V--V---T---SM---------RQ-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_093744267.1 ---------A--HA--------VLFSFDGLLCR-------LFA--------SN------VEA---VAQSL--------VHEA------H---------S-----LR---------------------------LA-T--------G-PR-T-P----T-----------------------------DPVGL---------------------------L--RA-L----------------V--P---------------------------------S-G-----------------------------S--------------------------------PS-Q------IRR----------------LDHM------L----T-AH------E--T--E---------------------------------A-AR----Q-V-----T-P-LP----GVQQLFRVL--------------TT-G-N-W---RLGVVTDHATS-AVRVFLD----N-L----S--PLV-D-----------------------S-QQL-S-VF-G-R-P----E---DPR---LM-------KPHP-----------------------------------H-G--VALAS-A---------------S--LG-S-S--R-D-H-TL------LLGESV-ADALAAQAAGV-RFI-GVA-STP------------D-HA-----T-----M--L----KR-A--G----------AK--------T----T--V---R---SL---------RE-V-------------------------------------T-----------------------------------------------------------A--------------------------------V---------------------------V--R------------------------------------------------HL-------------
WP_121025511.1 ALRT-----A--EA--------VLLGFNGTLVR-------LAL---D----AT------DL--------V--------QEFL-P-EA-A----GW-Y-D----------------------------------------------------------------------------------------DPLDL---------------------------L--RP-S---------------------------R----------R-------------------------------------------------------------------------------FR-P------SER----------------LEEA------L----A-SL------E--R--A---------------------------------A-AL----E-A-----E-P-LP----CSDLLVRTL--------------AD-K-R-L---PSAVVTDHSTR-AAHAYLGER--R-L--L-G----------------------------C-L-P-G-G-VH-G-R-G----G---LHS---PL-------MPDP-----------------------------------Q-H--LLRGA-R---------------C--LY-V-D--P-S-S-CL------MIGSTG-SEREAALTAGV-KYI-HV---DA------------G-QT----------------------P--A----------SP--------V---LT--S---L---GL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_051744822.1 -LHE-----V--DA--------VLVDFDGPICD-------LFG---S----AP------TAH---IAEEI--------KVMA---RQ-E-----W---G--------IG---------------------V--LD-Q--------V-VE-D-C----D-----------------------------DSHGI---------------------------L--LA-L-------------------K-DMYDR-A----------S-----------P--V-P----------------------------------------------------LS--------RT-P------LEE----------------AHKI------V----T-RH------E--Y--A---------------------------------A-VA----S-A-----E-A-AP----DLEPLLNAL--------------TA-L-G-M---RLVVVSNNAEG-PVWEYLKRE--Q-L----Q--SKF-------------------------V-----D-VC-G-R-D----P-H-EPG---HM-------KPDP-----------------------------------D-S--LLRAL-K---------------C--LD-G-LA-P-S-R-AV------MVGDQL-TDLEAAQKAGV-RFL-GYT-HDA------------E-RM-----R-----E--M----RQ-R--G----------AD--------W----V--V---D---SH---------DP-V-------------------------------------V-----------------------------------------------------------T--------------------------------A-----------------------ART-LVAT---------------------------------------------------------------
WP_116151281.1 ALRT-----A--EA--------VLLGFNGTLVR-------LAL---D----AT------DL--------V--------QEFL-P-EA-A----GW-Y-D----------------------------------------------------------------------------------------DPLDL---------------------------L--RP-S---------------------------R----------R-------------------------------------------------------------------------------FR-P------SER----------------LEEA------L----A-SL------E--R--A---------------------------------A-AL----E-A-----E-P-LP----CSDLLVRTL--------------AD-K-R-L---PSAVVTDHSTR-AAHAYLGER--R-L--L-G----------------------------C-L-P-G-G-VH-G-R-G----G---LHS---PL-------MPDP-----------------------------------Q-H--LLRGA-R---------------C--LY-V-D--P-S-S-CL------MIGSTG-SEREAALTAGV-KYI-HV---DA------------G-QT----------------------P--A----------SP--------V---LT--S---L---GL---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------A--R---------------------------------------------------------TL----
WP_114659253.1 --AD-----A--DA--------LLLSFDGLLCR-------VFG--------RN------PGP---VSQHL--------IQFA------R---------S-----RQ---------------------------LS-L--------E-HQ-I-P----S-----------------------------DPVKL---------------------------L--RI-L----------------G--R---------------------------------Q-G-----------------------------S--------------------------------SD-P------IRH----------------LDRL------L----A-GY------E--T--E---------------------------------A-AR----S-A-----E-P-LP----GISQLLHTL--------------VA-G-N-W---RLAVVTDHAST-AVEAFLE----R-L----D--P-L-L-----------------------G-SHI-A-VF-G-R-P----G---DPR---LM-------KPHP-----------------------------------H-G--LTLAA-E---------------A--LR-S-D--R-S-K-VV------LLGESV-ADAQAAQSAGI-PFV-GVA-ATS------------R-QA-----R-----M--L----RE-A--G----------AT--------R----T--V---S---TV---------RI-L-------------------------------------A-----------------------------------------------------------A--------------------------------A---------------------------A--R---------------------------------------------HTVRT-------------
WP_093800247.1 -ITG-----A--HC--------VVFGFDGPLCR-------LFA---D----RQ------AHD---MAGGL--------VDRL---AK-R---------G-----LH----V-------------------Q--LT-E--------E-EL-A-S----G-----------------------------GPHAV---------------------------L--RA-A------A------------R-------A----------R--------------P-G--------------------------------------------------------------SE-L------LEA----------------LEED------L----T-RE------E--L--R---------------------------------A-AA----T-A-----R-P-AP----YADPLVRTW--------------SA-V-G-S---RLALTTGSSPL-VAEQYLAGR--G-L----A--GCF-G-----------------------P-----H-IH-G-R-T----P---GPG---RP-------APGP-----------------------------------D-C--LGRAL-T---------------G--LD-A-R--P-A-E-TL------MVGGTP-ADLTAAREAGV-RFL-GYA-RDE------------R-RM-----R-----G--L----LG-A--G----------AP--------V----V--V---D---DL---------EP-V-------------------------------------L-----------------------------------------------------------R--------------------------------T---------------------------V--R----------------------------------AAAR-------------------------
WP_090014267.1 -LRA-----V--EA--------VFFDFDGPICS-------VFS---G----YP------APN---VAADM--------LKVL---SA-E---------V-----GV---------------------------LP-S--------E-IA-E-E----T-----------------------------DPMEV---------------------------L--RW-T------D--------------------W-------------------------N-C--------------------------------------------------------------PH-L------VSP----------------IDDV------L----C-AA------E--N--V---------------------------------A-VE----S-A-----A-P-AP----FAHAAIEAA--------------QR-R-G-Q---CTAIVSNNSAP-AIEKYLRTH--R-L----T--SFV-------------------------D-----F-VA-G-R-P----Y-A-DPK---RM-------KPNP-----------------------------------D-S--LIRAA-N---------------A--LG-I-K--P-E-A-AL------LVGDTV-TDIEACLVADV-RPI-GYA-TTA------------R-RR-----T-----D--L----EN-A--G----------AA--------V----V--I---G---SM---------DA-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125045825.1 -IRE-----S--SG--------ILFDFDGPICD-------VFA---G----LP------APG---VAQDL--------TEVV---AG-H---------D-----VP---------------------------LG-G--------K-AR-G-L----E-----------------------------DPMEI---------------------------L--RL-A------V--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------IRA----------------VEEA------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-IP----GAVASLEAA--------------HS-S-G-R---KTAVVSNNSAV-CVRAFLKQH--N-L----H--HLV-------------------------H-----E-VI-G-R-A----A-Y-RPD---LM-------KPDP-----------------------------------H-S--LLIAA-E---------------R--LD-V-P--P-K-R-CT------LIGDSV-TDIEAARTAGA-MSI-GFA-NKP------------H-KT-----L-----A--L----TE-A--R----------AD--------A----V--I---T---DM---------AE-V-------------------------------------A-----------------------------------------------------------G--------------------------------A-------L-----ASSP-----------------------------------------------------------------------------
WP_013865782.1 -LAA-----T--RP--------VLLDFDGPVTH-------LFI---N----GR------NRM---VADRM--------REAI---PK-D---------F-----QP---------------------------PP-D--------V-W--D-T----Y-----------------------------DPLIV---------------------------L--RW-T------G--------------------S-------------------------N-T--------------------------------------------------------------PRSV------QEA----------------VDAA------S----V-EG------E--V--D---------------------------------A-AH----Q-T-----E-P-TP----GSVEFLRAC--------------KQ-V-G-R---PVVMVSNNAEQ-AIRAYLDRF--D-I----A--DLV-------------------------R-----A-VI-A-R-T----P-G-RPD---LM-------KPHP-----------------------------------D-S--INRAL-A---------------V--LD-A-E--P-S-A-CC------MVGDSV-TDIRVCTTTGV-HSI-GFA-KNP------------K-RG-----Q-----E--L----AG-A--G----------AE--------A----L--V---D---SM---------VS-L-------------------------------------A-----------------------------------------------------------N-A-----------------------------------------------------------------------------------------------------------------------------
WP_083895982.1 AIVQ-----A--TC--------LLLDFDGPVCS-------LFS---D----PT------DRA---AVAEL--------GAEL----------------P-----EP---------------------------LP-G--------E-LR-D-A----N-----------------------------DPFAV---------------------------L--RY-A------A--------------------T-------------------------VYG--------------------------------------------------------------DS-V------MAG----------------LERR------F----T-EF------E--L--A---------------------------------A-VQ----G-A-----E-P-TP----SADEVIRSA--------------AT-N-S-R---MVAVVGNNSPA-AIDAYLTQH--G-L----R--SFV-------------------------S-----G-IF-G-R-T----A-V-NLM---KL-------KPAP-----------------------------------F-L--LEEAA-G---------------R--LA-G-H--P-G-D-CV------FVGDSI-TDLEAAHASRV-PVV-AFA-NKP------------G-KA-----D-----H--L----AR-H--R----------PA--------A----V--I---H---DM---------AE-L-----------------------LLA-HRRSG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091330589.1 --RD-----V--RA--------LLLDFDGPVCS-------IFA---N----YP------APQ---VAREL--------LDLL---VS-Q---------G-----LA---------------------------LT-N--------E-LA-E-E----S-----------------------------DPLEV---------------------------L--RH-T------G--------------------S---------------S---------T-D--------------------------------------------------------------QE-L------TRL----------------VEDA------L----I-AA------E--V--K---------------------------------A-AS----T-A-----E-P-TA----YGREVIVAA--------------RQ-L-Q-L---PIAVVSNNSPQ-AVDAYLREH--R-L----S--QHV-------------------------A-----K-TV-G-R-A----Y-A-DPL---RM-------KPNP-----------------------------------T-P--IVDAA-A---------------S--LG-V-V--P-A-L-CV------LVGDSL-SDIEGARAAGT-RVI-GYA-NKP------------A-KV-----A-----A--F----QE-A--G----------AD--------A----V--V---T---SM---------RQ-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
AHH17664.1 -LTA-----R--TC--------LLLDFDGPICA-------VFS---G----LT------SRD---AVEHL--------GSQL----------------D-----TP---------------------------LP-P--------V-IS-E-T----T-----------------------------DPFDV---------------------------L--EY-A------R--------------------G-------------------------L-G--------------------------------------------------------------PA-T------ATR----------------IERA------F----T-RI------E--L--E---------------------------------A-VA----Q-S-----S-Q-TP----DGAELIRYA--------------SR-R-G-Y---SVAVVSNNSAE-SISAYLDRY--N-L----R--DDI-------------------------A-----G-IF-A-R-T----P-A-NLD---KF-------KPGP-----------------------------------Y-L--LDLAM-Q---------------A--LG-T-N--V-K-Q-TV------FVGDST-TDIQAAHAAQV-TSI-AFA-NRP------------E-KV-----D-----R--F----AD-Y--G----------PG--------A----V--I---T---HL---------TD-L-----------------------MDA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084716829.1 -LAD-----T--RV--------LLLDFDGPICS-------IFS---G----MS------ADC---IASRL--------SRML----------------S-----EK-------------ERV------D----PP-P--------H-VK-N-T----S-----------------------------DPFEV---------------------------F--KY-A------F--------------------T-------------------------L-G--------------------------------------------------------------QS-S------ARY----------------VEAA------L----R-EY------E--A--E---------------------------------A-VA----T-S-----K-P-TP----FAHQLLNTW--------------AA-T-G-R---NLVVVSNNSSV-AIEAYINLH--G-L----Q--TLI-------------------------D-----D-VV-G-R-T----S-H-RPD---EL-------KPNP-----------------------------------Y-F--LRLAL-Q---------------L--MR-A-N--P-G-E-AT------FVGDSI-TDTHAAKAANM-RFI-GYA-NKP------------G-KS-----G-----L--F----VK-A--K----------AD--------I----V--V---R---SM---------RL-L--VESV---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091425927.1 -LNQ-----V--DA--------VLLDFDGPVCS-------IFA---G----YP------APH---VAAEL--------VDVL---RG-C---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------A---------G-D--------------------------------------------------------------RG-L------TRA----------------VEKA------L----C-AA------E--R--L---------------------------------A-AE----S-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---PVAVVSNNSAS-AITSYLTAH--R-L----A--GYV-------------------------S-----P-VV-G-R-A----Y-A-EPA---RM-------KPNP-----------------------------------E-P--VMKAV-R---------------A--LG-K-A--P-N-R-CV------LVGDSL-SDIEGAHAAGV-LAI-GYA-NRP------------T-KA-----D-----A--F----RS-A--G----------AE--------A----V--I---V---SM---------SE-L-------------------------------------A-----------------------------------------------------------N-A-----------------------------------------------------------------------------------------------------------------------------
WP_123499468.1 -MGR-----A--TY--------LLFDFDGPLVD-------LFA---L----GQ------APR---IAGEL--------FAHL---EV-R-----L---G-------------------------------Y--PV-V--------DLFP-N-P----G-----------------------------DPHGL---------------------------M--AG-L-------------------R-VTLQG-----LAGT---A--------------G-S----------------------------------------------------SV--------EP-L------VRE----------------TELL------L----V-EA------E--R--E---------------------------------A-VR----T-S-----E-F-TD----GAEPLLQML-----------MASRR-G-A-R---RFAITSNNSAA-AIDDLLAQE--R-A-DVLR--AAF-------------------------Q-----GQVY-G-R-D----P---DPD---RM-------KPDP-----------------------------------H-C--LIRAL-A---------------G--LG-C-RY-P-D-E-AL------LIGDSG-SDLEAAKQVGI-PFL-GYG-ATE------------A-KR-----A-----T--L----LE-S--G----------AR--------H----L--V---A---DL---------RE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_008746553.1 -LDR-----T--RW--------VLLDFDGPVCR-------LFA---G----HP------ARG---IARRM--------ASWL---DA-R---------P-----GG----R-------------------A--LA-A--------G-AA-L-S----K-----------------------------NPQAL---------------------------L--RA-V------G------------R-------R----------D--------------A-E--------------------------------------------------------------GG-T------VRA----------------LESL------L----T-DE------E--L--T---------------------------------A-AE----S-A-----R-P-TP----YLAELLHTW--------------YA-A-G-R---RFAVTTNNSPL-AARRYLERQ--G-L----D--GYF-------------------------A-----D-QYHG-R-G----L---PLR----L-------KPDP-----------------------------------Y-C--LTQAV-K---------------A--LE-A-D--P-R-A-TL------MIGDEP-GDAKAARAAGI-PFL-GYA-ERP------------P-RR-----A-----A--L----RA-A--G----------AR--------H----V--V---A---SY---------AE-V-------------------------------------L---------------------------------------------------------W-G--------------------------------A----------------------------------------------------------------------------------------------
WP_038848396.1 -LGK-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APQ---VAAEL--------VNVL---RR-H---------G-----VD---------------------------VP-P--------N-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-V------TRA----------------VEDV------L----C-ES------E--R--R---------------------------------A-VK----T-A-----A-P-TP----YGREVIVAA--------------RQ-A-G-M---PVAAVSNNSAG-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VV-G-R-A----Y-A-EPD---RM-------KPNP-----------------------------------E-P--ILQAV-R---------------S--LG-E-L--P-A-R-CV------LIGDSL-SDIEGARVAGV-AVI-GYA-NRP------------G-KV-----D-----A--F----RL-A--R----------AD--------A----V--V---T---SM---------GE-I-------------------------------------A-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_100447004.1 --TD-----L--SA--------VILDFDGPVCS-------VFS---G----YN------ADL---VAREL--------TATI---RL-S---------D-----VA---------------------------VS-Q--------E-IG-D-L----T-----------------------------DPMEV---------------------------L--RV-A------Y--------------------S---------------R---------L-P--------------------------------------------------------------ED-T------SQT----------------IEDQ------L----C-QA------E--L--K---------------------------------A-IS----T-A-----T-S-TP----GTNSLLADL--------------TQ-S-G-T---RIAIASNNSAE-AIEYYLEIQ--G-I----S--QFV-------------------------S-----T-TV-G-R-P----Y-R-RPD---LM-------KPNP-----------------------------------Q-V--VNTAL-E---------------S--LG-I-K--A-T-A-AL------FVGDSP-SDVSAGKAANI-RTI-GYA-NRP------------G-KR-----K-----A--L----TA-A--G----------AS--------S----V--I---G---HM---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KJS56299.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VAHRL--------LRGL---LA-A---------G-----EQ---------------------------AP-A--------G-AE-G-E----S-----------------------------DPLAL---------------------------L--RL-V------S--------------------D-------------------------A-R--------------------------------------------------------------PD-L------AAS----------------ADAE------L----A-AL------E--T--E---------------------------------A-VR----A-A-----R-P-TL----GGESVLRAC--------------AR-S-G-R---LVSVVSNNAGV-AIQTYLAGH--G-L----S--GYV-------------------------A-----G-VF-G-R-A----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLEAM-E---------------A--AN-T-G--P-E-H-CI------FIGDAA-RDVEAGEAAGI-PTI-GYA-NKP------------G-KD-----L-----K--L----AT-A--G----------AV--------V----I--V---D---LM---------ES-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_084678641.1 -VRA-----S--KA--------ILLDFDGPVCG-------VFA---G----RP------ASA---VASQL--------RRLL---AD-R---------G-----LG---------------------------PM-A--------E-FA-P-N----R-----------------------------DPLKL---------------------------L--SW-I------G--------------------E-------------------------H-H--------------------------------------------------------------PQ-H------AGA----------------VDDA------L----T-AE------E--T--R---------------------------------A-VE----S-A-----K-P-TA----HADVVIKAA--------------VR-T-G-R---PVAIVSNNSGA-AISRYLALH--G-L----A--DEI-------------------------A-----L-IV-G-R-A----Y-A-DPG---RL-------KPHP-----------------------------------W-A--VEQAV-Q---------------G--LD-V-R--A-D-D-CV------LIGDSV-ADMQASRVAGV-RAI-GFS-K--------------G-DF-----RGP---A--L----TE-A--G----------AE--------A----V--I---D---DM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013477438.1 --RD-----V--RA--------LLLDFDGPVCS-------IFA---N----YP------APQ---VAREL--------LDLL---VS-Q---------G-----LA---------------------------LT-N--------E-LA-E-E----S-----------------------------DPLEV---------------------------L--RH-T------G--------------------S---------------S---------T-D--------------------------------------------------------------QE-L------TRL----------------VEDA------L----I-AA------E--V--K---------------------------------A-AS----T-A-----E-P-TA----YGREVIVAA--------------RQ-L-Q-L---PIAVVSNNSPQ-AVDAYLREH--R-L----S--QHV-------------------------A-----K-TV-G-R-A----Y-A-DPL---RM-------KPNP-----------------------------------T-P--IVDAA-A---------------S--LG-V-V--P-A-L-CV------LVGDSL-SDIEGAKAAGT-RVI-GYA-NKP------------A-KV-----A-----A--F----QE-A--G----------VD--------A----V--V---T---SM---------RQ-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_094212729.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VAREL--------TALA---AR-R---------N-----PE---------------------------LE-E--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-A------H--------------------E-------------------------A-D--------------------------------------------------------------DA-V------GLE----------------VEKA------L----T-AA------E--I--E---------------------------------A-VG----V-A-G---A-P-TP----GAAASLEAV--------------RA-S-G-R---GAAVVSNNSAE-SVRTFLDQH--E-L----S--QYV-------------------------L-----T-VV-G-R-P----E-Q-HPE---LM-------KPNP-----------------------------------H-S--LITAA-E---------------S--LD-V-D--V-T-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GYA-NKP------------H-KH-----Q-----L--F----IE-A--Q----------AE--------A----V--T---D---SM---------QS-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-IHPQP----------------------------------------------------------------------------------------
WP_069780114.1 -LLG-----A--RA--------VLLDFDGPVTD-------LFG---D----EP------TAP---VAHEI--------KGVV---RG-I-----W---G-------------------------------D--LD-R--------D-VE-E-C----D-----------------------------DSHGI---------------------------L--RH-L-------------------R-NMFDR-P----------A-----------A--T-P----------------------------------------------------RD--------PR-A------LAE----------------AEAI------V----T-RY------E--Y--A---------------------------------A-VK----A-A-----E-P-TR----GVVRLVDAL--------------AG-L-G-L---RLVIVSNNSAG-PVREFLENN--D-L----R--AKF-------------------------E-----A-VV-G-R-D----P-Y-ELR---HM-------KPDP-----------------------------------Y-S--VRRAL-E---------------I--LH-L-P--A-S-E-AL------LIGDQL-TDLQTARAAGT-AFL-GHT-PSA------------E-RA-----R-----E--M----RS-R--G----------AD--------A----V--V---H---SH---------SP-V-------------------------------------I-----------------------------------------------------------E--------------------------------A-----------------------ARS-L------------------------------------------------------------------
WP_033362360.1 -LDR-----S--RA--------ILLDFDGPVCS-------IFG---G----YP------APM---IAAEL--------LNLL---DT-R---------G-----VQ---------------------------LG-D--------D-IR-T-E----T-----------------------------DPMEV---------------------------L--RW-S------A--------------------T---------------L---------G-K--------------------------------------------------------------PE-L------TRE----------------VEDA------L----C-RA------E--L--L---------------------------------A-AA----S-A-----I-P-EP----YGREVIITA--------------RE-A-G-K---PVAIVSNNSAA-AIEAYLDAH--R-L----K--QHI-------------------------A-----Y-IA-G-R-A----Y-A-QPD---RM-------KPNP-----------------------------------E-P--IWRAT-A---------------A--VD-V-E--P-A-A-SV------LIGDSL-FDIEGAQNAGV-PVI-AYA-NKP------------P-KV-----Q-----R--F----TD-A--H----------AD--------I----V--L---T---SM---------GD-I-------------------------------------A-----------------------------------------------------------A-A----LLPSAR-------------------------------------------------------------------------------------------------------------------
WP_083702228.1 -LRG-----A--RV--------LLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------T-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----I-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLAVSNNSER-AIRTYLARH--D-L----T--EHV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPHP-----------------------------------H-L--LHAAL-D---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGTAAGV-PCI-GYA-KQP------------E-RA-----E-----G--L----AD-A--D----------AM--------V----V--V---D---DM---------HT-L-------------------------------------A-----------------------------------------------------------T--------------------------------A-----------------------LR---------------------------------------------------------------------
WP_059198837.1 ----------------------MLVDFDGPLCN-------VFA---G----LP------AQE---VARKL--------SQIA---AD-H---------D-----PE---------------------------LW-G--------K-LA-E-I----T-----------------------------NPLEV---------------------------L--AL-T------Y--------------------D-------------------------F-D--------------------------------------------------------------RS-V------SGR----------------VEEA------L----I-SA------E--V--E---------------------------------A-VQ----V-A-G---D-P-IA----GSIEALTAI--------------RE-S-G-R---RIAVVTNNSTE-CVRRFLARH--D-L----S--DHV-------------------------D-----A-VV-G-R-T----L-N-RPD---LM-------KPHP-----------------------------------H-A--LLQAA-E---------------R--LD-V-S--P-K-E-CV------LIGDSR-TDIQAAHAAGG-TAI-GYA-NKA------------R-KR-----R-----V--F----VE-A--D----------AE--------A----I--I---E---RM---------RA-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_127438521.1 --AQ-----S--QT--------ILFSFDGILCK-------LFA--------GN------VRS---VSGQL--------AQAA------S---------S-----LH---------------------------LR-P--------E-TS-N-T----A-----------------------------DPVAL---------------------------L--RS-V----------------V--D---------------------------------C-G-----------------------------S--------------------------------PD-Q------IRH----------------LDGI------L----T-TY------E--T--N---------------------------------A-AR----H-A-----E-P-LP----GAAQLLGAL--------------SR-G-P-W---RLAVVTDHASA-AVQTFLA----H-L----G--PGT-D-----------------------SVPEL-G-VF-G-R-P----T---DPR---LM-------KPHP-----------------------------------H-A--VALAT-S---------------R--LG-G-D--R-A-R-TL------LIGESL-ADALAARAAGV-QFI-GVA-THQ------------R-HA-----R-----M--L----KE-A--G----------AT--------N----V--V---D---TL---------AT-L-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R------------------------------------------------RL-------------
WP_051352048.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--S--A---------------------------------A-AE----S-A-----F-P-TA----YADALVRTL--------------HA-T-G-R---TLAVATDNSAA-AAERYLAGR--G-L----L--DLF-A-----------------------G-----R-VC-G-R-V----G---DAGAP-RL-------KPDP-----------------------------------D-C--VLRAL-H---------------A--AG-A-A--P-A-D-TV------MIGDSP-SDLRAAQAAGV-AFI-GYA-RNE------------R-KE-----A-----E--L----RG-V--G----------AE--------T----V--V---D---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097934162.1 -LAE-----C--DA--------VLFDFDGPICD-------VFR---G----LP------APG---VAREL--------AEVL---AT-L---------A-----PH---------------------------LG-D--------V-AR-A-T----E-----------------------------DPMEV---------------------------H--RL-S------A--------------------Q-------------------------G-G--------------------------------------------------------------ET-V------LAA----------------VEAA------L----T-EA------E--V--R---------------------------------A-VK----V-A-G---P-P-VH----GATEALKAA--------------HV-S-G-H---HVAVVSNNSAE-CVRVYLTEH--G-L----S--CAV-------------------------K-----Q-IV-G-R-P----T-L-RPD---LM-------KPSP-----------------------------------Y-P--LLEAA-S---------------R--LG-K-T--P-G-R-TV------LIGDSV-TDIEAARAAAT-RSI-GFA-NKP------------A-KE-----T-----S--L----AD-A--G----------AD--------E----V--V---L---NM---------MS-V-------------------------------------T-----------------------------------------------------------N--------------------------------A----------------------------------------------------------------------------------------------
KJY40471.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRG----------------VEQA------L----T-KA------E--V--E---------------------------------A-VA----V-A-G---P-P-TP----GAVEALQAA--------------RA-S-G-R---PVAVVSNNSAE-CVQRFLEEH--G-L----G--GYV-------------------------V-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KA-----A-----Q--F----AD-T--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_099048891.1 -VRD-----A--RL--------VLWDFDGSVCR-------LFA---G----RA------ARL---AAADL--------VEWL---ED-R---------G-----LH----G-------------------L--LT-E--------S-ER-E-A----P-----------------------------HPHAV---------------------------L--RA-V------A------------R-------G----------H--------------P-G--------------------------------------------------------------GD-L------VAE----------------LEER------V----T-RQ------E--M--P---------------------------------A-AS----S-A-----W-P-TP----YADPLIRTW--------------TA-A-G-A---RPAIASDTSPR-VIRAYLATR--G-L----V--DCF-A-----------------------P-----R-IH-G-R-T----R---DLG---QL-------KPDP-----------------------------------G-S--LHRAL-S---------------A--TG-V-A--A-S-R-AL------MIGNMP-ADHEA---------------------------------------------A--L----RD-S--G----------AG--------T----V--L---D---SL---------EP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042155238.1 -IGA-----T--KG--------VLFDFDGPICD-------VFA---G----RP------APG---VAREL--------SEVV---AR-H---------D-----AT---------------------------LG-G--------K-AR-G-V----D-----------------------------DPMEI---------------------------L--RL-S------T--------------------Q-------------------------G-G--------------------------------------------------------------EL-V------IRA----------------VEES------M----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-IP----GAVAALEAA--------------HS-S-G-R---RVAVVSNNSTA-CVRAFLMLH--G-L----R--HLV-------------------------H-----E-VI-G-R-A----A-Y-WPD---LM-------KPDP-----------------------------------Y-S--LLLAA-A---------------R--LH-I-R--P-D-H-CT------LIGDSV-TDVEAARAAGS-ASI-GFA-NKQ------------H-KG-----L-----A--L----AE-V--G----------AD--------V----V--V---T---DM---------TT-V-------------------------------------A-----------------------------------------------------------N--------------------------------A----------------------------------------------------------------------------------------------
WP_099890414.1 -LAS-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AT-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------T-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VT----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEEH--G-L----V--GYV-------------------------A-----K-VI-G-R-P----H-G-EPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KA-----A-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_093716972.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--E--A---------------------------------A-AG----S-A-----V-P-TP----GADAFVRAV--------------RD-S-G-R---LLAVTTNNAPT-AVGIYLKQQ--G-L----D--DLF-D-----------------------G-----G-VF-G-RDP----G---DPR---LM-------KPAP-----------------------------------D-C--LLRAM-D---------------A--VG-V-R--P-A-D-CL------MIGDSP-SDVAAARAAEV-PFL-GYA-RSA------------D-RV-----E-----R--L----RR-A--R----------AG--------T----V--V---V---GM---------AG-L-------------------------------------V-----------------------------------------------------------A--------------------------------A--------------------------------------------------------------------A-GGLAR-------------------
WP_081769255.1 -LTA-----R--TC--------LLLDFDGPICA-------VFS---G----LT------SRD---AVEHL--------GSQL----------------D-----TP---------------------------LP-P--------V-IS-E-T----T-----------------------------DPFDV---------------------------L--EY-A------R--------------------G-------------------------L-G--------------------------------------------------------------PA-T------ATR----------------IERA------F----T-RI------E--L--E---------------------------------A-VA----Q-S-----S-Q-TP----DGAELIRYA--------------SR-R-G-Y---SVAVVSNNSAE-SISAYLDRY--N-L----R--DDI-------------------------A-----G-IF-A-R-T----P-A-NLD---KF-------KPGP-----------------------------------Y-L--LDLAM-Q---------------A--LG-T-N--V-K-Q-TV------FVGDST-TDIQAAHAAQV-TSI-AFA-NRP------------E-KV-----D-----R--F----AD-Y--G----------PG--------A----V--I---T---HL---------TD-L-----------------------MDA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_120723944.1 -LGA-----T--RA--------VLFDFDGPICD-------VFA---G----SP------APD---VARHL--------AETL---AE-F---------D-----AA---------------------------LG-S--------K-AH-G-T----D-----------------------------DPMEI---------------------------L--RL-A------P--------------------Q-------------------------G-G--------------------------------------------------------------ES-A------LRA----------------IEDE------L----T-KA------E--V--T---------------------------------A-VR----L-A-G---P-P-IA----GAVAALEGA--------------RA-S-G-R---KVAIVSNNSAD-CVRAFLLLH--G-L----S--QLV-------------------------D-----T-VV-G-R-A----P-Y-QPD---AM-------KPDP-----------------------------------H-S--LLVAA-S---------------E--LD-T-P--P-Y-D-CT------LIGDSV-TDVEAAKATGG-RSV-GFA-NKP------------G-KG-----R-----A--L----AD-A--G----------AD--------T----V--V---T---TM---------GD-V-------------------------------------A-----------------------------------------------------------E--------------------------------G-------L-----R--------------------------------------------------------------------------------
KRV47466.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----VP------APE---VARRL--------AEQL------S---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------D-------------------------E-R--------------------------------------------------------------DD-L------VPL----------------ADET------L----A-RL------E--M--E---------------------------------A-VD----R-A-----Q-P-TP----GGVAFLEAC--------------AA-S-G-R---VVWMVSNNATV-AIARYVDTH--G-L----G--RLI-------------------------A-----G-QF-G-R-V----S-G-HPR---SM-------KPSP-----------------------------------E-L--LFAAM-A---------------A--AG-A-R--P-G-D-CI------FVGDAV-RDIEAAHAAGM-DAI-GYA-NKP------------G-KD-----A-----A--L----TR-A--G----------AA--------A----V--V---T---SM---------GE-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------T------------------------------------------------------------------------
WP_120984826.1 --AS-----A--HA--------VLFSFDGLLCR-------LFA--------TN------MEA---VSQSL--------VHEA------H---------S-----LR---------------------------LP-T--------G-AR-T-P----T-----------------------------DPVGL---------------------------L--RA-L----------------L--P---------------------------------S-A-----------------------------S--------------------------------PS-Q------IRR----------------LDHT------L----T-AH------E--T--E---------------------------------A-AR----Q-A-----T-P-LP----GVLQLFRVL--------------TA-G-R-W---QLGVVTDHSTN-SVEAFLD----D-L----A--PLV-D-----------------------S-QRL-S-VF-G-R-P----Q---DPR---LM-------KPNP-----------------------------------H-G--VALAS-A---------------S--LG-S-S--R-D-R-TL------LLGESV-ADALAAQAAGV-RFI-GVA-GTP------------D-QA-----M-----M--L----KR-A--G----------AK--------T----T--V---R---SL---------RE-I-------------------------------------T-----------------------------------------------------------A--------------------------------V---------------------------V--R------------------------------------------------SL-------------
WP_026929965.1 -LAD-----K--SL--------LLLDFDGPVCS-------VFA---G----YP------APT---VAAEL--------VERV---RG-F---------S-----PR---------------------------LA-A--------E-LG-G-E----T-----------------------------DPMRV---------------------------L--RA-A------A--------------------E---------------A---------L-P--------------------------------------------------------------KH-T------VDR----------------IDEF------L----C-RA------E--L--R---------------------------------A-ID----T-A-----T-P-TP----GTPDLIEAA--------------RR-D-G-K---TVGIVSNNCPR-AIAEHLRRT--G-L----D--AHI-------------------------S-----L-VV-A-R-P----Y-G-RPR---RM-------KPDP-----------------------------------Y-L--LIRAL-S---------------S--TG-T-D--P-A-R-AC------FIGDSV-TDIEAGRAVGV-TTI-GYA-NRP------------G-KA-----E-----P--M----AA-A--G----------AS--------L----V--V---T---EL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018807979.1 ---------A--RV--------ILLDFDGPVCR-------IFA---Q----HS------AST---VAHEL--------RRLL---VD-Q---------A-----VA---------------------------LP-S--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------L---------G-R--------------------------------------------------------------PT-V------VRL----------------VDDT------L----T-RE------E--V--T---------------------------------A-AH----T-A-----E-P-TP----YGREVIVAA--------------HQ-T-G-R---RVAVVSNNSAQ-SVHAYLNAR--R-L----T--GYI-------------------------H-----P-VI-G-R-P----E-A-APG---RM-------KPDP-----------------------------------F-P--VLTAV-R---------------E--LG-A-E--P-T-D-CI------LVGDSA-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--F-------A--A----------AD--------A----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_067812665.1 -VGA-----S--RA--------VLLDFDGPVCD-------LFA---G----YP------AHV---IADRL--------RAFL---LN-A---------K-----AD---------------------------LP-E--------S-IS-E-T----R-----------------------------DPLDL---------------------------L--RW-T------G--------------------A-------------------------R-C--------------------------------------------------------------PE-L------LEV----------------LEKK------Q----V-LA------E--C--E---------------------------------A-AN----S-A-----I-P-TP----YVQEVMESA--------------VE-S-G-R---GVVIVSNNSGE-AIDRYLKLH--G-L----A--YYV-------------------------S-----A-VV-G-R-R----F-G-APA---TM-------KPEP-----------------------------------GPV--LDGA--R---------------H--AG-V-P--A-S-A-CV------LVGDSV-SDIEAAQRAGA-MSI-GYA-KST------------S-RR-----V-----R--L-------A--G----------AD--------A----V--V---E---GM---------KT-I-------------------------------------S-----------------------------------------------------------D-A-----------------LVASQR------------------------------------------------------------------------------------------------------
WP_095849756.1 --AS-----A--HA--------VLFSFDGLLCR-------LFA--------TN------MEA---VSQSL--------VHEA------H---------S-----LR---------------------------LP-T--------G-AR-T-P----T-----------------------------DPVGL---------------------------L--RA-L----------------L--P---------------------------------S-A-----------------------------S--------------------------------PS-Q------IRR----------------LDHT------L----T-AH------E--T--E---------------------------------A-AR----Q-A-----T-P-LP----GVLQLFRVL--------------TA-G-R-W---QLGVVTDHSTN-SVEAFLD----D-L----A--PLV-D-----------------------S-QRL-S-VF-G-R-P----Q---DPR---LM-------KPNP-----------------------------------H-G--VALAS-A---------------S--LG-S-S--R-D-R-TL------LLGESV-ADALAAQAAGV-RFI-GVA-GTP------------D-QA-----M-----M--L----KR-A--G----------AK--------T----T--V---R---SL---------RE-I-------------------------------------T-----------------------------------------------------------A--------------------------------V---------------------------V--R------------------------------------------------SL-------------
WP_116512287.1 -LTA-----A--DA--------VLFDFDGPICS-------LFA---R----NP------TAP---AAKEI--------QDLV---RA-E-----W---G-------------------------------E--LP-P--------S-VE-Q-S----Q-----------------------------DSHGI---------------------------L--RA-L-------------------RQDMFEE-P----------S-----------P--A-G----------------------------------------------------RR--------LA-T------LQQ----------------AEDV------V----T-QY------E--W--R---------------------------------A-IQ----D-A-----D-L-EP----HVEELLGHL--------------SH-L-G-K---LMAIVSNNAEE-PIRKYLDAR--G-L----L--RHF-------------------------E-----T-VV-G-R-D----H-D-ELR---NM-------KPNP-----------------------------------Y-S--VLRAV-D---------------M--LG-L-D--P-A-S-CL------MVGDQL-SDLHAAESAGV-PFL-GTT-SSG------------H-RQ-----A-----E--M----RA-L--D----------AD--------S----V--V---A---TL---------EP-V-------------------------------------A-----------------------------------------------------------A--------------------------------C-----------------------AKS-L------------------------------------------------------------------
PIG44726.1 ----------------------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AT-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------T-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VT----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEEH--G-L----V--GYV-------------------------A-----K-VI-G-R-P----H-G-EPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KA-----A-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_040911306.1 -LAP-----V--RH--------VLLDFDGPVCS-------VFA---G----VP------APE---VARRL--------AEQL------S---------G-----PD---------------------------GP-P--------P-GH-E-E----S-----------------------------DPLAM---------------------------L--RR-I------A--------------------D-------------------------E-R--------------------------------------------------------------DD-L------VPL----------------ADET------L----A-RL------E--M--E---------------------------------A-VD----R-A-----Q-P-TP----GGVAFLEAC--------------AA-S-G-R---VVWMVSNNATV-AIARYVDTH--G-L----G--RLI-------------------------A-----G-QF-G-R-V----S-G-HPR---SM-------KPSP-----------------------------------E-L--LFAAM-A---------------A--AG-A-R--P-G-D-CI------FVGDAV-RDIEAAHAAGM-DAI-GYA-NKP------------G-KD-----A-----A--L----TR-A--G----------AA--------A----V--V---T---SM---------GE-L-------------------------------------A-----------------------------------------------------------R--------------------------------A---------------------T------------------------------------------------------------------------
WP_018796707.1 -LGS-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APL---VAAEL--------VDVL---RQ-H---------D-----VD---------------------------LT-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-D--------------------------------------------------------------RG-V------TRA----------------VEDA------L----R-AA------E--R--L---------------------------------A-AE----S-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---AVAVVSNNSAE-AVSAYLAAH--R-L----A--GHV-------------------------S-----P-IV-G-R-A----Y-A-EPS---RM-------KPHP-----------------------------------E-P--ILQAV-R---------------T--LG-M-A--P-G-R-CV------LVGDSL-SDIDGARSAGV-RAI-GYA-NRP------------P-KG-----A-----A--F----RD-A--G----------AD--------V----V--I---N---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050497917.1 ALAG-----A--SV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VARDL--------SRLA---AE-G---------N-----PE---------------------------LE-G--------K-LS-G-L----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLA----------------IERA------L----T-AA------E--V--E---------------------------------A-VG----V-A-G---D-P-VS----GAVASLEAV--------------RA-S-G-R---GAAVVSNNSAE-AVKAFLDRH--G-L----S--EHV-------------------------L-----T-IV-G-R-P----E-G-HPE---LM-------KPNP-----------------------------------H-S--LIAAA-E---------------R--LD-V-D--V-S-L-CA------LIGDSL-TDIQAAHAIGS-AAI-GFA-NKP------------R-KH-----Q-----L--F----VE-A--G----------AE--------A----V--T---D---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028193184.1 -LGS-----V--GA--------VLLDFDGPVCS-------IFA---G----YP------APL---VAAEL--------VDVL---RQ-H---------D-----VD---------------------------LT-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-D--------------------------------------------------------------RG-V------TRA----------------VEDA------L----R-AA------E--R--L---------------------------------A-AE----S-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---AVAVVSNNSAE-AVSAYLAAH--R-L----A--GHV-------------------------S-----P-VV-G-R-A----Y-A-EPS---RM-------KPHP-----------------------------------E-P--ILQAV-R---------------A--LG-M-A--P-G-R-CV------LVGDSL-SDIDGARSAGV-RAI-GYA-NRP------------P-KA-----A-----A--F----RD-A--G----------AD--------V----V--I---N---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_034266740.1 -LSR-----K--TS--------ILLDFDGPVCS-------IFS---K----RP------APG---VAETL--------RGVL---TG-A---------G-----VA---------------------------IP-A--------G-LA-A-E----L-----------------------------DPLEV---------------------------L--KW-T------A--------------------E---------------L---------G-R--------------------------------------------------------------AN-L------LRE----------------VEAK------L----C-AE------E--A--E---------------------------------A-AQ----V-A-----Q-P-TP----YGRELIIGG--------------FE-A-G-K---ALAVVSNNSAG-AINRYLNRQ--R-L----I--RYG-------------------------M-----P-VS-G-R-V----F-A-RPD---LM-------KPNP-----------------------------------E-P--ILAAI-K---------------T--LS-A-S--P-A-D-SV------LIGDSL-ADIDGAHAAGV-AVV-GYA-NRP------------E-KI-----D-----R--F-------ANAG----------AD--------L----I--V---T---SM---------AE-V-------------------------------------A-----------------------------------------------------------T-A----------AVEL---------------------------------------------------------------------------------------------------------------
WP_015610047.1 --GA-----T--RA--------VLFDFDGPICD-------VFA---G----QP------APG---IARHL--------AATL---AS-F---------D-----RS---------------------------LE-G--------K-AY-G-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------Q-------------------------A-G--------------------------------------------------------------EA-A------LRA----------------IEDE------L----T-GA------E--V--S---------------------------------A-VR----V-A-G---L-P-VP----GAVTALEAA--------------RT-P-G-R---KVAVVSNNSAA-CVSAYLSLH--G-L----L--PLV-------------------------D-----T-VV-G-R-A----P-Y-QPE---AM-------KPAP-----------------------------------D-S--LLRAA-G---------------E--LA-T-P--L-R-D-CT------LIGDSV-TDIQAARETGG-RSV-GFA-NKA------------G-KE-----R-----A--L----AV-A--G----------AD--------V----V--V---T---TM---------LA-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_069927744.1 -LAG-----T--VA--------VLFDFDGPLCD-------VFA---G----RP------APE---VAREL--------ALLA---AS-T---------D-----PA---------------------------LS-A--------K-LS-E-T----D-----------------------------DPLEV---------------------------L--RL-T------H--------------------A-------------------------A-N--------------------------------------------------------------PE-L------GLR----------------VEEA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---E-P-TP----GAVAALEAV--------------RA-A-G-R---KIAVVSNNSGE-SVRVFLGRH--D-L----A--EHV-------------------------L-----E-VV-G-R-A----E-R-QPD---LM-------KPNP-----------------------------------H-S--LLKAA-E---------------L--LE-V-D--V-T-L-CA------LIGDSL-TDIQAAHKVGA-AAI-GYA-NKP------------H-KH-----Q-----T--F----TE-A--G----------AE--------A----V--T---E---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-IQ-------------------------------------------------------------------------------------------
WP_018352195.1 ----------------------LLLDFDGPVCS-------VFA---G----YP------APK---VAAVL--------REVL---HA-E---------R-----VD---------------------------VS-A----------VE-T-E----S-----------------------------DPLEV---------------------------L--RW-T------Q--------------------R---------------Q---------G-T--------------------------------------------------------------AR-L------TRA----------------VEDA------L----C-AA------E--V--Q---------------------------------A-VR----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-R-K---PVAIVSNNSEA-AIAAYLTAH--R-L----I--GHF-------------------------A-----A-II-G-R-A----Y-A-APD---RM-------KPSP-----------------------------------A-P--LLNAA-R---------------A--LQ-S-E--P-S-T-CL------LIGDTV-TDVESGIAAGV-PVL-GYA-NKP------------R-KI-----H-----A--L----NQ-A--G----------AA--------H----T--V---T---SM---------RP-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_114531954.1 -LRP-----V--RA--------VLFDFDGPVCD-------LFG---G----AS------TAD---VADRI--------KVES---RR-H-----W---N-------------------------------S--LD-P--------D-VS-T-C----D-----------------------------DSHGI---------------------------L--RP-L-------------------R-EMYERRP----------K--------------N-E----------------------------------------------------LS--------PM-P------LAL----------------AEDI------V----T-AL------E--M--E---------------------------------I-VR----S-A-----A-P-AP----EFTALVDAL--------------AD-L-D-V---RMVIVSNNAEA-PIRDYLERR--G-V----S--DRF-------------------------E-----A-VC-G-R-D----P-R-DAR---LM-------KPHP-----------------------------------D-C--VHRAL-A---------------Q--LA-L-P--A-D-A-CL------LVGDQL-TDLTAARRAGT-PFL-GFT-RDE------------V-RA-----K-----E--M----RH-L--G----------AA--------A----V--L---R---SH---------LP-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_119663287.1 -LSG-----V--EL--------LMLDFDGPVCS-------VFA---G----LP------ASD---VAVHL--------RAVL---RH-V---------G-----VS---------------------------TT-V--------A-ME-Q-D----D-----------------------------DPLSI---------------------------Y--RR-S------E--------------------A-------------------------Y-G--------------------------------------------------------------EM-V------TLR----------------IYDD------L----V-AA------E--V--R---------------------------------A-IA----S-A-----K-P-TP----GALEVVEVA--------------RA-T-G-R---QVAIVSNNAAA-AVEAYIKRH--T-L----T--KAI-------------------------D-----Y-VA-A-R-R----T-P-QPA---LM-------KPNA-----------------------------------A-Y--LVEAA-H---------------A--LG-V-P--A-S-Q-CV------LVGDST-TDIEAARHARM-SAI-GYA-NKP------------G-KA-----A-----R--L----IE-A--G----------AD--------G----L--I---E---QM---------ID-L-------------------------------------A-----------------------------------------------------------D------------------------ALR----------------------------------------------------------------------------------------------------
WP_120673865.1 --RE-----V--RA--------LLLDFDGPVCS-------IFA---G----YP------API---VAREL--------VQLL---VA-R---------G-----AA---------------------------FA-T--------D-LA-D-E----S-----------------------------DPLEV---------------------------L--RR-T------G--------------------V---------------E---------A-D--------------------------------------------------------------SG-L------TRA----------------IEDA------L----I-AA------E--V--R---------------------------------A-TA----T-A-----E-P-TP----CGREVIVAA--------------RQ-V-G-L---SIAVVSNNSRQ-AVEAYLRTH--R-L----N--QHI-------------------------R-----L-VV-G-R-M----Y-A-APD---RM-------KPNP-----------------------------------E-P--ILRAA-N---------------A--LG-V-D--P-N-L-CL------LLGDSL-SDIEGAKASGT-RVV-GFA-NKS------------E-KK-----P-----I--F----EQ-A--G----------AD--------A----V--V---T---SM---------KE-V-------------------------------------A-----------------------------------------------------------R-AL---VR-----------------------------------------------------------------------------------------------------------------------
WP_123813071.1 ----------------------VLLDFDGPITP-------LMP---A----PA------NMH---AADVG--------RAAL---AG-Y---------E-----AT---------------------------VE-P----------IA-A-T----S-----------------------------DHLAV---------------------------I--RW-T------G--------------------V-------------------------H-V--------------------------------------------------------------PK-A------LAA----------------VEAA------C----T-AA------E--V--E---------------------------------A-AE----T-C-----E-P-TP----GSDELIRSL--------------HR-R-G-T---PVVIVTNNAAE-AVDTYLTRW--N-L----T--ESV-------------------------L-----R-IV-G-R-P----V-H-RPD---LM-------KPHP-----------------------------------H-T--IEEAL-R---------------T--LR-V-P--P-G-R-AV------LVGDSV-TDVEVARTAHV-PCI-GYA-KNP------------R-RG-----K-----E--L----RE-A--G----------AE--------A----L--T---D---TI---------AA-I-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ALL78424.1 ----------------------MLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------S-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLIVSNNSER-AIRVYLARH--D-L----T--EHV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LRAAL-E---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGAAAGV-PCI-GYA-KQP------------E-RA-----E-----G--L----AD-A--D----------AL--------V----V--V---D---DM---------HT-L-------------------------------------T-----------------------------------------------------------T--------------------------------A-----------------------VR---------------------------------------------------------------------
WP_089010812.1 ---------A--EA--------VLIDFDGPICS-------VFA---G----KS------APS---IAADL--------RQLI---LS-R---------G-----VD---------------------------LP-D--------E-LR-D-Q----D-----------------------------DPLEL---------------------------F--RA-A------T--------------------A-------------------------F-A--------------------------------------------------------------PQ-L------VDT----------------LSSA------L----E-AA------E--V--E---------------------------------A-AA----T-A-----E-T-TI----GAFDVVRAC--------------VA-T-G-R---GLAIVSNNSTA-AISTYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---RPE---LM-------KPSP-----------------------------------I-P--VVQAL-Q---------------A--LN-V-R--P-S-A-AV------LVGDST-SDIEAAHAAGV-PCI-GYA-NKP------------G-KA-----E-----R--L----AA-A--G----------AD--------A----I--V---T---DL---------SH-L-------------------------------------A-----------------------------------------------------------A------------------------VLART--------------------------------------------------------------------------------------------------
WP_093716926.1 -LSR-----A--EC--------FLFDFDGPLCD-------LFL---R----HP------AAG---IAELM--------HAYL---AE-----------R-----DM----A-------------------P--RD-P--------E-VA-A-S----D-----------------------------NPARI---------------------------L--RA----------V--------------------------------------------------------------------R----------------------------------------DP-R------IAS----------------GLEA------L----L-SA------Q--E--K---------------------------------L-AA----ASA-----E-P-TT----DAEFVVKEL--------------YG-R-G-K---RLAITTNNSPG-AVHSYLDLT--S-L----H--DFF-D-----------------------E-----EHVF-G-RDP----S---DPQ---LM-------KPDP-----------------------------------S-C--LLRAV-T---------------K--LD-V-R--P-A-D-CL------MIGDSP-MDAEAAAAAGI-PFL-GFA-YD---------------RE-----R-----M--LALRRES-P--G----------SH--------V----I--V---T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_116949400.1 -MSG-----V--EL--------LMLDFDGPICS-------VFA---G----LP------APV---VAERL--------RRTL---KR-H---------G-----LA---------------------------IP-P--------T-LD-R-E----P-----------------------------DPLAV---------------------------Y--RH-S------A--------------------A-------------------------Y-G--------------------------------------------------------------SV-V------TRQ----------------VYEE------L----V-VA------E--V--E---------------------------------A-VA----S-A-----V-P-TP----GAVDVIRAA--------------AK-S-G-R---RVAIVSNNATV-AIQGYLAAH--Q-I----G--GLI-------------------------H-----Y-VA-A-R-R----T-P-QPA---CM-------KPNP-----------------------------------A-Y--LLEAM-A---------------A--TA-T-R--P-T-S-AV------LVGDSE-SDVVASRRADV-RSI-GFA-NKA------------G-KA-----E-----R--L----RS-V--G----------AD--------A----I--T---D---AM---------PA-I-------------------------------------A-----------------------------------------------------------A------------------------ALRT---------------------------------------------------------------------------------------------------
WP_081898770.1 -MSK-----V--KY--------LLLDFDGPICD-------IFA---G----LP------APE---VAARL--------RVAL---EE-S---------G-----AE---------------------------LP-G--------E-VH-D-M----D-----------------------------DPLEV---------------------------F--KF-S------A--------------------S-------------------------I-G--------------------------------------------------------------DR-L------NVL----------------ALEI------L----A-EL------E--V--K---------------------------------A-SE----T-A-----R-L-TP----GASDLMRNA--------------RR-N-G-M---SIAIVSNNSVA-AVTAFLERE--D-L----N--GQV-------------------------S-----Y-IS-A-R-S----A-A-DPS---LM-------KPNP-----------------------------------H-L--LDQAL-S---------------Y--LG-A-D--P-S-S-AM------LVGDSV-TDMEVATLSGV-VAV-GFA-NRP------------E-KV-----K-----R--L----AD-A--G----------AD--------H----I--V---T---DM---------RE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030782970.1 -LTA-----A--QA--------VLFDFDGPLCD-------VFA---G----LP------APQ---VAEDL--------ARLA---AD-Q---------N-----PE---------------------------LR-T--------K-LL-G-I----S-----------------------------DPLEV---------------------------L--RL-T------Y--------------------D-------------------------I-D--------------------------------------------------------------RP-L------SGK----------------IEEA------L----I-AA------E--M--D---------------------------------A-VQ----V-S-G---D-P-TS----GGVAAMMAA--------------RK-A-G-R---PVAVVTNNSPE-CVLSFLDRH--G-L----S--YLV-------------------------D-----D-VV-G-R-V----R-H-RPD---LM-------KPNP-----------------------------------D-A--VTRAA-K---------------G--LD-V-R--P-T-A-CV------LIGDSV-TDIQAAHAAGG-TAI-GYA-NKP------------R-KI-----E-----A--F----TE-V--G----------AD--------A----I--T---E---DM---------GT-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A----------------------------------------------------------------------------------------------
WP_031053374.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VAREL--------AALA---AR-R---------N-----PE---------------------------LE-E--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-A------H--------------------E-------------------------A-D--------------------------------------------------------------DA-A------GLE----------------VEKA------L----T-AA------E--I--E---------------------------------A-VG----V-A-G---A-P-TP----GAVASLEAV--------------RA-S-G-R---GAAVVSNNSAE-SVRTFLDQH--E-L----S--QYV-------------------------L-----T-VV-G-R-P----E-Q-HPE---LM-------KPNP-----------------------------------H-S--LITAA-E---------------S--LD-V-D--V-T-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GYA-NKP------------H-KH-----Q-----L--F----IE-A--Q----------AE--------A----V--T---D---SM---------QS-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-IHPQP----------------------------------------------------------------------------------------
ALE80405.1 -LHG-----A--RV--------LLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------T-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLIVSNNSER-AIRTYLARH--D-L----T--EHV-------------------------A-----Q-II-S-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LHAAL-D---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGAAAGV-PCI-GYA-KQR------------E-RA-----E-----G--L----TD-A--D----------AM--------V----V--V---D---DM---------HT-L-------------------------------------A-----------------------------------------------------------G--------------------------------A-----------------------LRS--------------------------------------------------------------------
WP_097911316.1 ALTS-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VAREL--------ARLL---ST-E---------D-----ES---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAV--------------KE-S-G-R---GIAVVSNNSAQ-CVRNFLDRH--G-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-SVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_045938766.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VADRL--------RAGL---LA-N---------G-----EQ---------------------------AP-A--------G-AE-T-E----T-----------------------------DPLAL---------------------------L--RL-V------S--------------------E-------------------------T-R--------------------------------------------------------------PD-L------TAS----------------LDDE------L----A-AL------E--T--E---------------------------------A-AR----I-G-----R-P-NP----GGESVLRAC--------------TR-S-G-R---SVSVVSNNAGV-AIETYLVDH--G-L----S--DYV-------------------------N-----H-VF-G-R-I----P-G-DPS---SM-------KPSP-----------------------------------R-L--LLDAL-E---------------A--AG-V-G--P-E-D-CV------FIGDAA-RDVEAGHAAGV-PTI-GYA-NKP------------G-KD-----A-----K--L----AA-A--G----------AV--------A----I--V---D---SM---------EV-V-------------------------------------A-----------------------------------------------------------T--------------------------------A----------------LR----------------------------------------------------------------------------
WP_103844216.1 AIST-----A--QS--------IFFDFDGPVCE-------VFA---G----IP------ASE---VARSL--------VDVM---RE-F---------D-----PK---------------------------LS-K--------E-ME-G-M----------------------------------DFMDA---------------------------L--RI-S------P--------------------Q-------------------------A-G--------------------------------------------------------------LN-A------LRA----------------VEDR------L----I-EA------E--L--A---------------------------------A-VK----V-A-G---E-P-TP----GVVASLEAA--------------RA-S-G-R---AVAIVSNNSSQ-CVREFLTNH--D-L----T--SLV-------------------------Q-----E-IV-G-R-P----A-Y-EPH---RM-------KPSP-----------------------------------Y-S--LLVSA-A---------------R--LG-V-A--P-E-R-CT------LVGDSV-SDVEAAIAAEA-MSI-GYA-NRA------------G-KE-----Q-----S--L----AR-A--G----------AD--------A----V--I---G---SM---------DT-L-------------------------------------A-----------------------------------------------------------D--------------------------------A----------L--RESP-----------------------------------------------------------------------------
WP_084718784.1 -VRR-----A--RF--------LLFDFDGPLVR-------LFT---L----GE------APG---IAEQL--------AARL---EE-A-----L---G-------------------------------H--SA-A--------GRFS-D-S----V-----------------------------DPHGL---------------------------V--SG-L-------------------R-GALRQ-----WPGL---D--------------E-P----------------------------------------------------TI--------EE-L------VQR----------------CELQ------L----V-EA------E--R--L---------------------------------A-VR----T-A-----E-I-TA----GAELLVAGL-----------L--RL-S-R-W---RLAVTSNNSAL-AIDDLLGEE--R-A-RVFR--SAF-------------------------Q-----GQVY-G-R-H----P---DPD---FM-------KPHP-----------------------------------D-C--LNRAL-A---------------G--LG-C-EY-P-D-Q-AL------LIGDSI-SDLEAAKQAGI-PFL-GYA-ATE------------A-KV-----E-----A--L----ME-A--G----------AR--------H----V--V---R---DL---------SR-L-------------------------------------L---------------------------------------------------------P-T--------------------------------A----------------------------------------------------------------------------------------------
WP_086672728.1 -VAA-----T--SG--------VLFDFDGPVCD-------VFA---G----HP------APG---IAREL--------AGIL---AQ-I---------D-----AP---------------------------TG-E--------R-AL-E-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------H-------------------------V-G--------------------------------------------------------------ED-A------VRR----------------IEEA------L----T-SA------E--V--S---------------------------------A-VK----A-A-G---I-P-VT----GAVDSLRAA--------------HS-S-G-R---RVAIVSNNSAA-CVREFLTLH--D-L----D--RFV-------------------------H-----R-VV-G-R-C----P-N-RPD---LM-------KPSP-----------------------------------F-S--LERAA-K---------------E--LG-V-R--A-S-T-CT------LIGDST-TDIEAAARAGS-MAI-GFA-NKP------------G-KE-----E-----G--L----VA-A--G----------AK--------T----I--V---T---TM---------VT-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_017583879.1 -MRG-----A--AA--------FLLDFDGPVCS-------AFA---G----YP------ALE---VARDL--------LDDG---VK-A---------G-----TP---------------------------AT-P--------E-MK-A-E----T-----------------------------DPMKV---------------------------L--EL-L------Y--------------------E-------------------------A-G--------------------------------------------------------------PK-N------HGR----------------AESF------L----T-SA------E--V--R---------------------------------S-VQ----Q-A-----A-P-TS----GAVEFLEAA--------------RE-F-D-T---PVAVVSNNSPE-AVQAFLENQ--K-L----D--GLV-------------------------V-----S-VV-G-R-D----K-T-SPH---LM-------KPNP-----------------------------------Y-L--LKKAL-R---------------D--LS-V-S--P-A-Q-AL------MIGDSV-TDIEVSQSVGV-ASV-GYA-NRP------------G-KA-----Q-----R--F----SE-L--G----------AD--------I----V--V---T---DM---------AV-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RAO00642.1 ---------A--EA--------VLVDFDGPICR-------LFG---S----RA------APR---IAADL--------RQLI---VD-R---------G-----VV---------------------------LP-A--------E-LR-D-G----D-----------------------------DPLEL---------------------------F--RA-T------A--------------------V-------------------------V-A--------------------------------------------------------------PE-L------VGV----------------VGAA------L----A-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDLVAAC--------------LA-T-G-R---PLAVVSNNSAA-AIGAYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---HPD---LL-------KPNP-----------------------------------V-P--VEQAL-R---------------A--LK-V-A--P-G-A-AV------LVGDSI-TDIAAARAAGV-ACI-GYA-NKP------------G-KA-----E-----R--L----VA-A--G----------AD--------A----I--V---T---DM---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033222240.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----FP------APE---VAQRL--------RRGL---LA-A---------G-----EQ---------------------------VP-A--------P-TE-T-E----A-----------------------------DPLAL---------------------------L--RL-I------A--------------------G-------------------------A-R--------------------------------------------------------------PD-L------AAA----------------TDRA------L----A-TL------E--T--E---------------------------------A-VR----I-G-----R-P-NA----GGESVLHAC--------------AR-T-G-R---SVSVVSNNASV-AIEAYLTDR--G-L----D--GYV-------------------------T-----G-VF-G-R-V----L-G-DPS---SM-------KPSP-----------------------------------R-L--LLKAM-D---------------A--VG-S-K--P-E-E-CI------FIGDAA-RDVEAGEAAGV-PTI-GYA-NKP------------G-KD-----A-----R--L----AA-A--G----------AV--------V----I--V---D---SM---------HL-I-------------------------------------A-----------------------------------------------------------K--------------------------------A----------------LQ----------------------------------------------------------------------------
WP_094863139.1 -IEG-----A--SC--------LLVDFDGPICS-------VFS---E----FS------PAA---VAQEL--------RTRL----------------A----------------------------------VP-G--------M-PE-T-N----------------------------------EPFDV---------------------------L--SY-V------A--------------------E-------------------------H-H--------------------------------------------------------------PS-A------AER----------------AENE------L----A-RL------E--S--V---------------------------------A-VR----G-A-----E-P-TP----AADSVLRRF--------------GE-T-S-T---PLVVVSNNSAR-CVHEYLARH--E-L----A--QYV-------------------------S-----A-VS-S-R-T----A-S-DPR---LL-------KPHP-----------------------------------H-L--LHKAA-E---------------L--AG-R-D--V-S-H-CV------MIGDSA-TDIEAAQAVGA-ATV-GYA-NKP------------G-KR-----E-----L--F----AR-L--G----------AD--------V----I--I---D---DM---------AA-L----------------LSIHAART---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_080641992.1 -------------------------------------------------------------------------------DVL---RR-H---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------QD-V------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-V---LVAVVSNNSSG-AVSAYLTAH--R-L----T--GHI-------------------------S-----P-VI-G-R-A----Y-A-DPA---RM-------KPNP-----------------------------------D-P--ILKAV-Q---------------S--LG-Q-S--P-S-Q-CT------LVGNSL-SDIAGAEAAGM-SVV-GYA-NRP------------T-KV-----E-----E--F----RA-V--G----------AD--------A----V--I---T---SM---------GE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104791665.1 ----------------------MLFDFDGPICD-------VFA---G----LP------AGR---VARDL--------AELA---AS-S---------E-----PT---------------------------LS-G--------K-LS-G-I----D-----------------------------DPIEV---------------------------L--RL-T------H--------------------E-------------------------V-D--------------------------------------------------------------TA-I------GLE----------------VERA------L----T-AA------E--V--E---------------------------------A-VG----V-A-G---D-P-TP----GAVAALEAV--------------RD-S-G-R---KIAVVSNNSAE-CVRVFLDRH--G-L----T--AHV-------------------------L-----K-VI-G-R-P----G-D-QPE---LM-------KPNP-----------------------------------H-P--LITAA-E---------------L--LG-V-D--V-T-L-CA------LIGDSL-TDIQAAHAVGS-TAI-GYA-NKD------------R-KH-----Q-----A--F----AQ-A--H----------AE--------A----I--T---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-IRPQPST--------------------------------------------------------------------------------------
WP_127467332.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TQLL---SA-E---------D-----PA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-D-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CV------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_089227673.1 ---G-----I--EC--------VLLDFDGPICR-------LFA---G----HP------ASV---AASRL--------KA-----RL-----------G-----DL----S-------------------L--LP-P--------E-LA-G-T----D-----------------------------DPHGL---------------------------L--WE----------IA--T------G-------S----------G--------------G-N--------------------AR----------------------------------------EV-S-------AE----------------LNAL------L----A-KE------E--V--V---------------------------------A-AA----S-A-----T-V-TP----GTADLVRGL--------------RA-R-G-L---HLGVVSNNGWE-AIRNVLLAT--H-L----L--ELF-D-----------------------G-----P-IV-G-R-P----D---DAR---LM-------KPDG-----------------------------------F-M--LREAV-K---------------Q--LG-T-K--P-E-R-CL------FVGDSW-RDAEAARQVGV-NFV-GYA-KSA------------R-KR-----R-----E--M----TK-A--N----------AK--------R----V--V---S---RM---------QD-V-------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026208595.1 -VRQ-----A--DT--------VLLDFDGPVCS-------VFA---G----LP------DTE---VANRL--------RKVL---RD-K---------G-----VN---------------------------VS-D--------D-VE-G-T----N-----------------------------DPMAV---------------------------L--EF-A------A--------------------G---------------------------Q--------------------------------------------------------------LE-L------VPD----------------VEDV------L----I-AG------E--R--Q---------------------------------A-VL----S-A-----E-P-TP----FATDFMAAV--------------RA-S-G-K---RLAIVSNNSAS-AIRDYLTIV--G-A----V--THV-------------------------E-----F-IA-G-R-A----Y-G-RPD---LM-------KPHV-----------------------------------F-P--VREAL-R---------------A--LG-M-P--A-G-T-AV------LIGDSV-SDIEVSNRAGV-ASI-GYA-NKP------------G-KA-----E-----R--L----HA-A--G----------AT--------A----I--V---G---DP---------SG-M-------------------------------------L-----------------------------------------------------------T------------------------LLTAL--------------------------------------------------------------------------------------------------
WP_026241761.1 -LMA-----T--KA--------VLFDFDGPICD-------VFA---G----QP------APG---IARNL--------AEIL---AS-F---------D-----RS---------------------------LG-N--------K-AY-H-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------Q-------------------------A-G--------------------------------------------------------------ET-A------LRT----------------IEDE------L----S-QA------E--V--S---------------------------------A-VL----S-A-G---L-P-VS----GAVAALEGA--------------RT-S-G-R---KVAIVSNNSAT-CVQEFLLLH--G-L----Q--HLV-------------------------D-----V-VV-G-R-A----P-Y-RPD---TM-------KPAP-----------------------------------D-S--LLRAS-K---------------D--LA-V-P--L-R-D-CT------LIGDSV-TDVEAARATGG-RSI-GFA-NKT------------G-KE-----R-----A--L----TA-A--G----------AD--------V----V--V---I---TM---------MA-V-------------------------------------S-----------------------------------------------------------D--------------------------------A-------L-----RS-------------------------------------------------------------------------------
OJG06663.1 -LRG-----A--RV--------LLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----RG---------------------------ID-L--------S-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------Y-S--------------------------------------------------------------PE-F------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLVVSNNSER-AIRTYLARH--D-L----I--EQV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------Q-L--LHAAL-D---------------I--SR-A-A--P-T-E-AV------FVGDSI-TDALAGAAAGV-PCI-GYA-KQA------------E-RA-----E-----S--L----AD-A--D----------AL--------I----V--V---D---DM---------HT-L-------------------------------------V-----------------------------------------------------------T--------------------------------A-----------------------LR---------------------------------------------------------------------
WP_078914272.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----FP------APD---VAKSL--------QEGL---EA-L---------G-----WK---------------------------IP-E--------E-GR-V-E----T-----------------------------DPLAL---------------------------L--RL-V------A--------------------E-------------------------H-R--------------------------------------------------------------PD-L------VEP----------------ADRR------L----A-LL------E--T--G---------------------------------A-VR----S-G-----R-P-NR----GGEAVLRAC--------------AK-S-G-R---AVSIVSNNATE-AIKSYLTAH--G-L----D--QYV-------------------------T-----R-TI-G-R-I----L-G-DPA---SM-------KPSP-----------------------------------R-L--LLEAM-G---------------E--DS-S-K--V-A-E-FI------FVGDAV-RDVEAGLLAGI-GTI-GYA-NKP------------G-KR-----E-----R--L----QV-A--G----------AL--------A----V--V---D---SM---------E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106428548.1 -LSR-----A--QC--------IVFDLDGPIAR-------VFA---G----EP------AAV---IADEL--------WEIA---ER-----------D-----GC----L-------------------V-----E--------E-LR-G-C----P-----------------------------DPMAL---------------------------L--YG----------HT--AEMRR--N-------N----------G--------------R-G--------------------GW----------------------------------------AE-T------VAK----------------MHDQ------L----D-AY------E--R--K---------------------------------A-AE----S-A-----T-P-TP----GAAAFIEAC--------------HA-S-G-R---TLSVATNNHVD-AATRILARM--S-V----R--HCF-E-----------------------G-----P-VI-G-R-G----R---DAL---LM-------KPHP-----------------------------------A-P--LREAM-V---------------R---G-V-A--V-D-R-HL------MIGDTG-TDFRAAREVGM-PFY-GYH-RSE------------R-GR-----R-----R--L----RE-A--G----------VP--------L----I--A---S---GM---------AE-F-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083751182.1 -LRG-----S--RV--------VLLDFDGPVAD-------LFP---T----GS------GSR---IGDAA--------REPL---MR-A---------G-----VE---------------------------LP-E--------A-VR-R-T----V-----------------------------EHLVV---------------------------L--EF-A------G--------------------A-------------------------H-A--------------------------------------------------------------PD-T------VED----------------VERA------S----V-AG------E--I--E---------------------------------A-AG----T-A-----P-V-TA----GVVDFLAAC--------------AE-T-G-R---PVVVVSNNCAP-SIVQWLERE--G-L----Q--QQV-------------------------A-----G-VV-G-R-P----F-G-QPG---LM-------KPNP-----------------------------------A-L--LDGVL-T---------------E--LD-V-P--A-A-N-CL------MVGDSV-SDIEFGRRVGA-RSV-GYA-KSA------------E-RG-----A-----Q--L----AE-A--G----------AD--------A----I--T---N---DM---------GR-L-------------------------------------A-----------------------------------------------------------A-A-----------------LRAVG-------------------------------------------------------------------------------------------------------
WP_091199274.1 -LGQ-----V--GA--------VLLDFDGPVCS-------VFA---G----YP------APQ---VAAEL--------VGVL---RR-H---------G-----VD---------------------------VP-T--------D-LA-S-E----A-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------HG-I------TRA----------------VEDA------L----C-VA------E--R--R---------------------------------A-VE----T-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-V---PVAAVSNNSAG-AVSAYLVAH--R-L----A--GHV-------------------------S-----P-VV-G-R-A----Y-A-EPD---RM-------KPNP-----------------------------------A-P--ILKAV-R---------------D--LG-V-T--P-G-R-CV------LVGDSL-SDIEGARAAGV-AVI-GYA-NRP------------A-KV-----D-----A--F----RL-A--G----------AT--------A----V--V---T---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SCF05425.1 ----------------------MLLDFDGPVCS-------IFA---G----YP------APH---VAAEL--------VDVL---RG-C---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-I------G--------------------A---------------A---------G-D--------------------------------------------------------------RG-L------TRA----------------VEKA------L----C-AA------E--R--L---------------------------------A-AE----S-A-----E-P-TP----YGREVIVAA--------------RQ-A-G-L---PVAVVSNNSAS-AITSYLTAH--R-L----A--GYV-------------------------S-----P-VV-G-R-A----Y-A-EPA---RM-------KPNP-----------------------------------E-P--VMKAV-R---------------A--LG-K-A--P-N-R-CV------LVGDSL-SDIEGAHAAGV-LAI-GYA-NRP------------T-KA-----D-----A--F----RS-A--G----------AE--------A----V--I---V---SM---------SE-L-------------------------------------A-----------------------------------------------------------N-A-----------------------------------------------------------------------------------------------------------------------------
WP_090060362.1 -LAN-----A--DA--------LLLDFDGPICD-------VFA---G----LP------AHV---VADQL--------RRVL----------------A-----EG-------------GHD------E----LP-A--------A-VE-K-S----E-----------------------------DPFDV---------------------------F--YY-A------A--------------------T-------------------------L-G--------------------------------------------------------------DE-E------ARY----------------VEAS------Q----R-AH------E--V--E---------------------------------A-VA----S-S-----T-P-IP----YAHDLIGRW--------------HT-S-G-R---MVAVVSNNSAA-AVETYLHLH--E-L----T--ARI-------------------------D-----C-VS-A-R-D----D-F-DPS---HL-------KPNP-----------------------------------F-L--IQRVC-E---------------H--FK-I-S--A-T-R-SV------MVGDSS-TDIQAAHAAGT-PVI-GYA-NRP------------D-KL-----D-----L--L----AS-K--T----------PQ--------A----I--V---T---DL---------AY-L--YNA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083474895.1 -LHG-----A--RV--------LLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----HG---------------------------ID-L--------T-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLIVSNNSER-AIRTYLARH--D-L----T--EHV-------------------------A-----Q-II-S-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LHAAL-D---------------I--SR-A-A--P-S-D-AV------FVGDSI-TDVLAGAAAGV-PCI-GYA-KQR------------E-RA-----E-----G--L----TD-A--D----------AM--------V----V--V---D---DM---------HT-L-------------------------------------A-----------------------------------------------------------G--------------------------------A-----------------------LRS--------------------------------------------------------------------
WP_091409105.1 ---------A--EA--------VLVDFDGPICR-------LFG---S----RA------APR---IAADL--------RQLI---VD-R---------G-----VV---------------------------LP-A--------E-LR-D-G----D-----------------------------DPLEL---------------------------F--RA-T------A--------------------V-------------------------V-A--------------------------------------------------------------PE-L------VGV----------------VGAA------L----A-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDLVAAC--------------LA-T-G-R---PLAIVSNNSAA-AIGAYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---HPD---LL-------KPNP-----------------------------------V-P--VEQAL-R---------------A--LK-V-A--P-G-A-AV------LVGDSI-TDIAAARAAGV-ACI-GYA-NKP------------G-KA-----E-----R--L----VA-A--G----------AD--------A----I--V---T---DM---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079457781.1 --RP-----A--QA--------FLVDFDGPICS-------VFD---G----YP------AAD---AAREL--------VV------------------------GV---------------------------TP-P--------L-AN-A-T----N-----------------------------DPLEV---------------------------L--RT-V------P--------------------L-------------------------------------------------------------------------------------------D-Q------VES----------------IDTK------L----C-DI------E--L--R---------------------------------A-VE----T-S-----K-P-NP----EFSRLLKVI-----------------G-D-R---RWAVVSNNSAG-AVRVYLQRH--H-P----E--WAS-------------------------V-----P-VL-G-R-P----F-A-RPG---LM-------KPNP-----------------------------------F-L--LFEAL-K---------------A--LE-V-S--A-D-V-TQ------FIGDSV-SDIEAGHLAGI-HTI-GYA-NKP------------G-KA-----E-----L--L----AE-A--G----------AN--------E----I----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDY85518.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------------------------L--RE-F------A--------------------V---------------D---------V-H--------------------------------------------------------------PT-R------VRF----------------AENV------L----R-QM------E--L--V---------------------------------A-VG----T-A-----R-A-TP----GAAQLVLGA--------------LG-A-G-R---QVAVVSNNSDA-SVEKYLDQE--N-L----R--SNF-------------------------T-----F-VS-A-RYS----A-M-DPA---LL-------KPDP-----------------------------------H-L--LHRAL-D---------------W--LN-T-A--P-S-D-AV------IVGDSI-ADIEAGRVAGV-MTI-GFS-TRQ------------A-KR-----D-----D--L----LE-A--G----------AD--------A----V--C---D---DL---------FR-I-----------------------------------V-------------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
SFO56549.1 -LRG-----A--RV--------VLLDFDGPVAH-------LFA---G----HP------APD---VAAAV--------RQFA---T------------V-----RG---------------------------ID-L--------T-EV-R-T----D-----------------------------DPLVL---------------------------L--RV-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AA----V-A-----E-P-AP----GAHELIRTV--------------VA-T-G-R---TVLVVSNNSER-AIRTYLARH--D-L----T--EHV-------------------------A-----H-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LHAAL-D---------------I--AR-A-A--P-A-D-AV------FVGDSI-TDALAGVAAGV-PCI-GYA-KRP------------E-RA-----E-----G--L----TD-A--D----------AL--------L----V--V---D---DM---------HT-I-------------------------------------A-----------------------------------------------------------T--------------------------------A-----------------------LR---------------------------------------------------------------------
WP_056558126.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAGEL--------TALL---AA-E---------N-----EA---------------------------AG-A--------K-AS-Q-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQK----------------IEQA------L----T-TA------E--V--R---------------------------------A-VA----V-A-G---P-P-TP----GAAEALRAA--------------GS-T-G-R---GVAVVSNNSAE-CVRVFLGLH--G-L----H--EYV-------------------------A-----E-VV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------L--MH-V-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------H-KS-----E-----A--F----AE-A--R----------AD--------V----V--T---Q---DM---------QS-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
KOY58919.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRT----------------VELA------L----T-AA------E--V--E---------------------------------A-VG----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQGFLEKH--G-L----G--GYV-------------------------A-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CA------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KA-----A-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_083697213.1 -LRG-----A--RV--------VLLDFDGPVAH-------LFA---G----HP------APD---VAAAV--------RQFA---T------------V-----RG---------------------------ID-L--------T-EV-R-T----D-----------------------------DPLVL---------------------------L--RV-A------Y--------------------R-------------------------H-S--------------------------------------------------------------PE-S------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AA----V-A-----E-P-AP----GAHELIRTV--------------VA-T-G-R---TVLVVSNNSER-AIRTYLARH--D-L----T--EHV-------------------------A-----H-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------H-L--LHAAL-D---------------I--AR-A-A--P-A-D-AV------FVGDSI-TDALAGVAAGV-PCI-GYA-KRP------------E-RA-----E-----G--L----TD-A--D----------AL--------L----V--V---D---DM---------HT-I-------------------------------------A-----------------------------------------------------------T--------------------------------A-----------------------LR---------------------------------------------------------------------
WP_095752231.1 -LGR-----T--QA--------VLLDFDGPVTA-------LFK---G----TS------TAH---VADEI--------KDAV---RE-M-----W---G-------------------------------A--LD-Q--------D-VE-D-C----D-----------------------------DSHDL---------------------------L--QR-V-------------------R-DMYDR-P----------R-----------A--A-P----------------------------------------------------RT--------GE-A------LER----------------AERI------V----T-HH------E--F--V---------------------------------A-VK----S-A-----R-P-VP----HFAGLVKAL--------------QG-L-G-M---HLAIVSNNADG-PILEFLKSL--G-L----R--SKF-------------------------E-----A-VA-G-R-D----P-H-DPR---HM-------KPHP-----------------------------------D-S--VNRAV-E---------------H--LG-L-D--P-S-D-CL------FVGDQL-TDLEASLRAGT-LFL-GYT-RSK------------K-RA-----A-----E--M----RR-R--G----------AD--------W----V--V---S---SH---------KP-L-------------------------------------I-----------------------------------------------------------S--------------------------------A-----------------------AMA--------------------------------------------------------------------
WP_031466623.1 --------------------------FDGPVCS-------VFA---G----FP------ADV---VAEQL--------RDVL----------------A-----DG-------------RHV------D----FP-E--------P-VA-A-A----T-----------------------------DPFDV---------------------------F--RY-A------A--------------------T-------------------------V-S--------------------------------------------------------------DE-D------ARM----------------VNAA------F----T-AH------E--V--E---------------------------------A-IA----T-A-----T-P-AP----GAHELIRAW--------------KR-A-G-R---ELAIVSNNSAH-AVRAYLDLH--G-L----H--RYV-------------------------D-----H-IA-A-R-T----S-E-DPE---QL-------KPRT-----------------------------------W-L--LDQAL-T---------------H--FH-V-A--P-A-E-AV------LIGDSP-TDVEAARSAGC-PVI-GYA-NKP------------G-KE-----R-----T--L----VN-A--D----------V---------I----I--T---S---VA---------AK-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OPG04076.1 -MKD-----V--HW--------VLLDFDGPVCD-------VYA---G----MP------APG---VAAQL--------RQML---AA-A---------G-----AD---------------------------LP-Q--------H-VL-T-E----D-----------------------------DPLEV---------------------------F--RY-S------A--------------------T-------------------------L-G--------------------------------------------------------------EY-L------NRA----------------AQEA------L----T-KL------E--V--K---------------------------------A-IA----T-A-----Q-I-TP----GVEGLIRQA--------------AA-V-G-K---PVAIVSNNSLA-AIRAFLSAH--G-L----L--SVV-------------------------S-----Y-IS-A-R-S----D-A-DPT---LM-------KPNP-----------------------------------H-L--IRRAL-V---------------E--LS-A-T--P-E-R-TV------LVGDSL-TDIEAAKAAGV-ISV-GYA-NKP------------G-KT-----G-----H--F----LA-A--G----------AD--------A----V--V---T---RM---------AD-L-------------------------------------A-----------------------------------------------------------P------------------------VL-----------------------------------------------------------------------------------------------------
EDY62077.1 -LSR-----A--QC--------IVFDLDGPIAR-------VFA---G----EP------AAV---IADEL--------WEIA---ER-----------D-----GC----L-------------------V-----E--------E-LR-G-C----P-----------------------------DPMAL---------------------------L--YG----------HT--AEMRR--N-------N----------G--------------R-G--------------------GW----------------------------------------AE-T------VAK----------------MHDQ------L----D-AY------E--R--K---------------------------------A-AE----S-A-----T-P-TP----GAAAFIEAC--------------HA-S-G-R---TLSVATNNHVD-AATRILARM--S-V----R--HCF-E-----------------------G-----P-VI-G-R-G----R---DAL---LM-------KPHP-----------------------------------A-P--LREAM-V---------------R---G-V-A--V-D-R-HL------MIGDTG-TDFRAAREVGM-PFY-GYH-RSE------------R-GR-----R-----R--L----RE-A--G----------VP--------L----I--A---S---GM---------AE-F-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071280584.1 -LAE-----C--DA--------VLFDFDGPICD-------VFR---G----VP------APD---VAKDL--------AALL---AE-I---------A-----PA---------------------------LG-D--------A-AR-A-T----E-----------------------------DPMVV---------------------------H--QL-S------R--------------------Q-------------------------G-G--------------------------------------------------------------ED-V------LSA----------------VETA------L----T-AA------E--V--R---------------------------------A-VS----V-A-G---V-P-TS----GATEALKAA--------------RE-S-G-R---QVAVVSNNSAE-CVHAYLSSQ--G-L----S--DSV-------------------------E-----A-VI-G-R-P----I-L-RPD---RM-------KPSP-----------------------------------H-L--LFEAA-S---------------L--LG-V-A--A-R-R-AV------LIGDSV-TDIEASGAAGA-MSV-GYA-NKP------------G-KQ-----E-----A--L----RS-V--G----------AD--------V----V--V---L---DM---------GE-V-------------------------------------A-----------------------------------------------------------R--------------------------------A-------L--------------------------------------------------------------------------------------
WP_100107887.1 -MSR-----A--QC--------IVFDLDGPIAR-------VFA---G----EP------AAV---IAREM--------CEAA---ER-----------D-----GR----L-------------------V-----E--------E-LR-D-C----P-----------------------------DPIAV---------------------------L--HG----------HT--AAMRR--S-------N----------G--------------D-E--------------------VW----------------------------------------AG-T------VAK----------------MHDL------L----D-AY------E--R--K---------------------------------A-AE----S-A-----T-P-TP----GAAAFIEAC--------------HA-A-G-R---TLSIATNNHVD-AATRILARM--S-V----R--HCF-E-----------------------G-----P-VV-G-R-G----R---DAL---RM-------KPDP-----------------------------------A-P--VLEAM-R---------------H---D-V-A--V-D-R-HL------MIGDTG-TDFRAAQEVGM-PFY-GYH-RSE------------R-GR-----Q-----R--L----RD-A--G----------VP--------L----I--A---S---GM---------AE-F-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099219418.1 -VAA-----T--SG--------VLFDFDGPVCD-------VFA---G----HP------APG---VALEL--------AAIL---AQ-I---------D-----AT---------------------------NG-E--------R-AL-E-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------L-------------------------V-G--------------------------------------------------------------ED-A------VRR----------------IEEA------L----T-SA------E--V--S---------------------------------A-VK----A-A-G---A-P-VA----GAVDSLRAA--------------HA-S-G-R---RVAIVSNNSSA-CVKEYLALH--D-L----D--RFV-------------------------H-----Q-VI-G-R-S----P-N-RPD---LM-------KPSP-----------------------------------S-S--LERAA-K---------------A--LG-V-K--A-S-T-CT------LIGDST-TDIEAAARAGS-MAI-GFA-NKP------------D-KE-----A-----S--L----VA-A--G----------AR--------T----I--I---T---TM---------VT-V-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
ALC22343.1 -LSR-----A--QC--------IVFDLDGPIAR-------VFA---G----EP------AAV---IADEL--------WEIA---ER-----------D-----GC----L-------------------V-----E--------E-LR-G-C----P-----------------------------DPMAL---------------------------L--YG----------HT--AEMRR--N-------N----------G--------------R-G--------------------GW----------------------------------------AE-T------VAK----------------MHDQ------L----D-AY------E--R--K---------------------------------A-AE----S-A-----T-P-TP----GAAAFIEAC--------------HA-S-G-R---TLSVATNNHVD-AATRILARM--S-V----R--HCF-E-----------------------G-----P-VI-G-R-G----R---DAL---LM-------KPHP-----------------------------------A-P--LREAM-V---------------R---G-V-A--V-D-R-HL------MIGDTG-TDFRAAREVGM-PFY-GYH-RSE------------R-GR-----R-----R--L----RE-A--G----------VP--------L----I--A---S---GM---------AE-F-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123502229.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLAL---------------------------L--RR-I------G--------------------D-------------------------E-R--------------------------------------------------------------PD-L------AST----------------ADQT------L----T-RL------E--E--H---------------------------------A-AR----L-A-----R-P-TA----GGESVLRAC--------------LD-S-D-R---SVGVVSNNSGS-AIQLYLDAH--G-L----S--KYV-------------------------S-----G-VY-G-R-I----P-G-EPS---SM-------KPDP-----------------------------------R-L--LSDAM-A---------------A--VS-A-K--T-S-N-CI------FIGDAV-RDVQAGDAVGI-RTI-GYA-NKP------------G-KD-----V-----A--L----NG-A--G----------AV--------V----V--V---D---SM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_051158024.1 -LGG-----R--WL--------ILLDFDGPICS-------VFS---G----IP------SDV---VAQEL--------LGVI----------------G-----DP----------------------------P-L--------A-LI-G-A----Q-----------------------------DPFRV---------------------------L--EY-A------A--------------------E-------------------------S-R--------------------------------------------------------------PE-L------AAD----------------VERR------F----T-DL------E--T--Q---------------------------------A-VM----C-A-----D-S-TP----HALEFIREA--------------AELP-G-I---AVAIVSNNSEA-AIRTFLAAD--D-Y----A--AYI-------------------------A-----G-VY-A-R-T----S-A-DVS---LL-------KPAP-----------------------------------H-L--LTAAL-N---------------D--QR-C-N--E-A-H-AV------FVGDSI-ADIEAGQAAGI-PTI-AFA-NKP------------S-KL-----A-----R--L----TA-R--R----------PS--------A----V--V---T---DV---------SQ-L-----------------------RQA-LR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083658656.1 -LRG-----A--RV--------LLLDFDGPVAH-------LFA---G----HP------APE---VAAAV--------RQFA---T------------V-----RG---------------------------ID-L--------S-EV-R-T----D-----------------------------DPLVL---------------------------L--RA-A------Y--------------------R-------------------------Y-S--------------------------------------------------------------PE-F------GRD----------------VEAH------V----I-EH------E--T--R---------------------------------A-AT----V-A-----E-P-TP----GAHELIRTA--------------VA-T-G-H---TVLVVSNNSER-AIRTYLARH--D-L----I--EQV-------------------------A-----Q-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------Q-L--LHAAL-D---------------I--SR-A-A--P-T-E-AV------FVGDSI-TDALAGAAAGV-PCI-GYA-KQA------------E-RA-----E-----S--L----AD-A--D----------AL--------I----V--V---D---DM---------HT-L-------------------------------------V-----------------------------------------------------------T--------------------------------A-----------------------LR---------------------------------------------------------------------
RAO50764.1 ---------A--EA--------VLVDFDGPICR-------LFG---S----RA------APR---IAADL--------RQLI---VD-R---------G-----VV---------------------------LP-A--------E-LR-D-G----D-----------------------------DPLEL---------------------------F--RA-T------A--------------------V-------------------------V-A--------------------------------------------------------------PE-L------VGV----------------VGAA------L----A-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDLVAAC--------------LA-T-G-R---PLAIVSNNSAA-AIGAYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---HPD---LL-------KPNP-----------------------------------V-P--VEQAL-R---------------A--LK-V-A--P-D-A-AV------LVGDSI-TDIAAARAAGV-ACI-GYA-NKP------------G-KA-----E-----R--L----AA-A--G----------AD--------A----I--V---T---DM---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_056823578.1 -IAE-----R--PC--------LLLDFDGPVCA-------VFA---G----IS------SRH---VAEQL--------GAAM----------------G-----VT---------------------------LP-D--------H-LG-A-T----S-----------------------------DPFEL---------------------------L--QY-A------A--------------------Q-------------------------I-S--------------------------------------------------------------ED-V------AVA----------------TERE------L----T-RL------E--V--E---------------------------------A-VA----V-A-----T-P-TP----HAHDVIREA--------------AGRN-G-G---SVAIVSNNSVA-AIAAYLRTH--G-L----Q--TYV-------------------------S-----G-IY-A-R-T----S-A-A-T---PL-------KPSP-----------------------------------H-L--LEAAL-A---------------G--LR-I-D--A-R-T-AS------FTGDSV-TDLLAANSATL-PAV-AYA-NKP------------G-KV-----E-----R--F----AP-F--A----------PA--------V----T--I---T---SM---------SA-L-----------------------LDA-VR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093903285.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQM----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-VV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----V--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_090774239.1 -MDQ-----A--RC--------LLLDFDGPVCD-------IFA---G----LP------AST---VAATL--------RTTL---EE-A---------G-----AK---------------------------LP-A--------Q-AR-A-T----D-----------------------------DPLEV---------------------------F--RL-S------A--------------------S-------------------------L-G--------------------------------------------------------------AE-L------NQL----------------TLRA------L----M-DL------E--V--K---------------------------------A-AS----T-A-----R-L-TP----GAADLMERA--------------HD-K-G-L---PVAIVSNNSVA-AVTTFLDRE--G-L----G--GLV-------------------------Q-----Y-VS-A-R-A----A-A-DPS---LM-------KPSP-----------------------------------Y-L--LEQAL-S---------------H--LD-A-E--P-S-S-AL------LVGDSV-TDVEASKLAGV-VAV-GFA-NRA------------G-KL-----D-----R--L----GD-A--G----------AD--------L----L--V---T---SM---------EE-L-------------------------------------A-----------------------------------------------------------D------------------------A------------------------------------------------------------------------------------------------------
WP_018092223.1 -VGA-----T--SG--------VLFDFDGPICD-------VFA---G----RP------APG---VAREL--------SEIV---AQ-H---------D-----AA---------------------------LG-G--------K-AA-G-I----D-----------------------------DPMEI---------------------------L--RL-A------T--------------------Q-------------------------G-G--------------------------------------------------------------EP-V------IRA----------------IEES------L----T-KA------E--V--S---------------------------------A-VK----V-A-G---P-P-VP----GSVAALEAA--------------HS-S-G-R---KVAVVSNNSTA-CVRAFLMLH--D-L----R--HLV-------------------------H-----E-VI-G-R-A----V-Y-RPD---LM-------KPAP-----------------------------------H-S--LLLAA-A---------------Q--LR-V-H--P-H-H-CT------LIGDSV-TDVEAAHTAGA-MSI-GFA-NKA------------H-KD-----L-----A--L----AA-A--G----------AD--------A----V--V---T---DM---------TT-V-------------------------------------A-----------------------------------------------------------D--------------------------------A-------L-----ASMP-----------------------------------------------------------------------------
WP_068694145.1 -LRR-----T--RV--------VLLDFDGPVCD-------VFS---A----YP------APR---VAADL--------CDHL---DT-H---------A-----IP---------------------------VP-S--------E-LR-N-L----D-----------------------------DPLAL---------------------------L--RR-L------H--------------------R-------------------------R-A--------------------------------------------------------------PE-H------HPT----------------AEAF------L----A-GA------E--I--R---------------------------------A-AS----C-A-----T-P-TP----GAVEVLTAC--------------AR-Q-A-R---PVAVVSNNSPE-AIRAFLTKH--G-L----E--KLV-------------------------T-----G-VF-G-R-D----K-T-TPD---RL-------KPDP-----------------------------------H-L--LVLAA-T---------------A--LD-T-P--H-R-E-CL------MVGDST-TDIQAAHALDM-SAL-GYA-NQP------------G-KQ-----A-----A--F----EE-L--G----------CQ--------A----V--I---T---HM---------TD-L-------------------------------------A-----------------------------------------------------------H------------------------ALQ----------------------------------------------------------------------------------------------------
WP_019980655.1 -IRA-----T--RA--------VFFDFDGPVCD-------VFA---G----RP------AAE---VARHL--------AETL---MR-H---------D-----AA---------------------------LG-A--------K-AC-G-V----D-----------------------------DPMEI---------------------------L--RL-A------P--------------------Q-------------------------G-G--------------------------------------------------------------EP-A------LRE----------------IEEE------L----T-KA------E--V--T---------------------------------A-VK----L-A-G---P-P-IP----GAVAALEAA--------------QL-S-G-R---KVAIVSNNSTA-CVRAFLMLH--D-L----R--HLV-------------------------D-----T-VV-G-R-A----P-Y-WPD---AM-------KPDP-----------------------------------H-S--LLKAA-A---------------Q--LS-T-H--P-H-D-CT------LIGDSV-TDMEASKATGG-HSI-GFA-NKT------------G-KD-----R-----S--L----GG-A--G----------AD--------V----V--V---W---TM---------TA-V-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_106966296.1 -LQS-----A--KC--------VLFDFDGPICR-------LFH---G----HP------PAK---VADRM--------RRRL---AE-L---------G-----EA----D----------------------LR-T--------E-VA-G-H----T-----------------------------DPYRV---------------------------L--GH-V------A------------H-------A----------P--------------G-R--------------------------------------------------------------DA-A------ALA----------------LEQL------L----T-EE------E--L--T---------------------------------A-VA----T-A-----Q-G-TP----GASELVKRL--------------AR-S-G-R---QIAVTTNNSER-SVRAYLHRI--G-L----A--EHF-G-----------------------P-----H-IH-G-R-T----A---DAK---HL-------KPDP-----------------------------------H-C--LHRAL-A---------------S--TR-A-A--P-E-E-AV------MIGDTA-ADLLAARTARV-SFV-AFA--AS------------S-HA-----T-----A--F----GT-G--H----------AD--------L----V--V---R---GM---------GE-L-------------------------------------L-----------------------------------------------------------N--------------------------------G---------------------------A------------------------------------------------------------------
SDM37704.1 -MDQ-----A--RC--------LLLDFDGPVCD-------IFA---G----LP------AST---VAATL--------RTTL---EE-A---------G-----AK---------------------------LP-A--------Q-AR-A-T----D-----------------------------DPLEV---------------------------F--RL-S------A--------------------S-------------------------L-G--------------------------------------------------------------AE-L------NQL----------------TLRA------L----M-DL------E--V--K---------------------------------A-AS----T-A-----R-L-TP----GAADLMERA--------------HD-K-G-L---PVAIVSNNSVA-AVTTFLDRE--G-L----G--GLV-------------------------Q-----Y-VS-A-R-A----A-A-DPS---LM-------KPSP-----------------------------------Y-L--LEQAL-S---------------H--LD-A-E--P-S-S-AL------LVGDSV-TDVEASKLAGV-VAV-GFA-NRA------------G-KL-----D-----R--L----GD-A--G----------AD--------L----L--V---T---SM---------EE-L-------------------------------------A-----------------------------------------------------------D------------------------A------------------------------------------------------------------------------------------------------
WP_091086460.1 -VRQ-----A--HA--------ILLDFDGPVCS-------IFA---G----LP------APV---VAARL--------KQAL---VK-E---------G-----AE---------------------------LP-E--------D-VE-A-L----D-----------------------------DPLKV---------------------------L--RR-T------A--------------------D-------------------------I-A--------------------------------------------------------------PE-L------VDK----------------VETA------L----M-GN------E--V--E---------------------------------A-AT----S-A-----E-I-TP----GVRDFLEAC--------------AE-A-G-K---PVAIVSNNSAP-AIETFLALA--D-L----G--EWV-------------------------T-----A-VS-G-R-P----I-G-APE---QM-------KPHP-----------------------------------Q-S--VLWAC-K---------------A--LG-V-E--P-N-R-AV------LIGDSD-FDMQAARHAGT-RSI-AYA-KAP------------G-KA-----D-----R--L----TQ-A--G----------AD--------A----V--T---G---SI---------AE-L-------------------------------------I-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_084475442.1 -LTS-----H--RC--------LLLDFDGPICS-------VFS---G----IT------SRE---AVDYL--------GKQL----------------D-----TP---------------------------LP-S--------A-IS-E-T----T-----------------------------DPFDV---------------------------L--GF-A------E--------------------K-------------------------L-G--------------------------------------------------------------PS-T------AAR----------------IERA------F----A-RV------E--R--E---------------------------------A-MA----V-S-----H-P-TP----GAAELIRRA--------------SH-R-G-Y---TVAVVSNNSAS-AIAAYLDDR--D-L----H--RDI-------------------------S-----G-IF-A-R-T----S-A-DLT---AL-------KPSA-----------------------------------Y-L--LNLAM-R---------------T--LS-T-T--A-E-H-TV------FVGDST-TDIQAARAARV-SSI-AFA-NRP------------E-KI-----D-----R--L----AA-H--G----------PD--------A----V--I---T---RL---------AD-L-----------------------TDA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098017304.1 -VAA-----T--SG--------VLFDFDGPVCD-------VFA---G----HP------APG---VAREL--------AAIL---AQ-I---------D-----TT---------------------------TG-E--------R-AL-E-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------R-------------------------A-G--------------------------------------------------------------EN-A------VRR----------------VEEA------L----T-AA------E--V--L---------------------------------A-VK----A-A-G---T-P-VT----GAVDSLRAA--------------HA-S-G-R---KVAIVSNNSTA-CVREFLRLH--T-L----D--RFV-------------------------H-----Q-VI-G-R-Y----P-N-RPD---LM-------KPSP-----------------------------------F-S--LERAA-K---------------G--LG-V-K--A-S-T-CT------LIGDST-TDIEAAARAGS-MAI-GFA-NKP------------G-KE-----Q-----S--L----VA-A--G----------AR--------S----V--V---T---TM---------TA-V-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_123820069.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----FP------ASD---VAKSL--------QEEL---EA-L---------G-----WK---------------------------AP-A--------E-NP-V-E----T-----------------------------DPLAL---------------------------L--RQ-V------A--------------------E-------------------------R-R--------------------------------------------------------------PD-L------VSP----------------ADRQ------L----T-LL------E--T--A---------------------------------A-VQ----T-G-----R-P-NL----GGEAVLRAC--------------AE-S-G-R---AVSIVSNNATA-AIESYLTAH--D-L----T--RYV-------------------------T-----R-TI-G-R-T----P-G-DPS---SM-------KPSP-----------------------------------R-L--LLAAM-G-------------------G-G-E--A-W-D-FI------FVGDAA-RDVEAGLAAGI-GTI-GYA-NKP------------G-KR-----E-----R--L----EA-A--G----------AL--------V----V--V---D---SM---------KS-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030122329.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFS---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_090789348.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------E--L--V---------------------------------A-VG----T-A-----R-A-TP----GAAQLVLGA--------------LG-A-G-R---QVAVVSNNSDA-SVEKYLDQE--N-L----R--SNF-------------------------T-----F-VS-A-RYS----A-M-DPA---LL-------KPDP-----------------------------------H-L--LHRAL-D---------------W--LN-T-A--P-S-D-AV------IVGDSI-ADIEAGRVAGV-MTI-GFS-TRQ------------A-KR-----D-----D--L----LE-A--G----------AD--------A----V--C---D---DL---------FR-I-----------------------------------V-------------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_030704620.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQM----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----V--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_019632667.1 -MAR-----A--EA--------ILLDFDGPVCR-------LFS---G----LP------APQ---VADGI--------RAIL---RD-R---------G-----AD---------------------------LP-Q--------K-LQ-S-E----P-----------------------------DPLVL---------------------------L--RW-T------A--------------------D-------------------------S-A--------------------------------------------------------------PS-V------LRD----------------VERA------Q----E-RF------E--Q--E---------------------------------A-AA----V-A-----D-P-TP----GASELLRAA--------------AI-Y-G-T---PVAIVSNNSAS-AIQKYLNRS--E-L----G--HLV-------------------------E-----A-VV-G-R-V----A-G-RPT---LM-------KPEP-----------------------------------Y-L--VHRGA-A---------------A--VG-A-A--E-S-A-CV------FIGDSP-SDMTAGKKAGT-ICI-GYA-KRE------------T-RI-----P-----E--L----TD-A--G----------AD--------I----V--L---E---DM---------QA-V-------------------------------------A-----------------------------------------------------------DAI-----------------EEM---------------------------------------------------------------------------------------------------------
RPE33751.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----FP------ASD---VAKSL--------QEEL---EA-L---------G-----WK---------------------------AP-A--------E-NP-V-E----T-----------------------------DPLAL---------------------------L--RQ-V------A--------------------E-------------------------R-R--------------------------------------------------------------PD-L------VSP----------------ADRQ------L----T-LL------E--T--A---------------------------------A-VQ----T-G-----R-P-NL----GGEAVLRAC--------------AE-S-G-R---AVSIVSNNATA-AIESYLTAH--D-L----T--RYV-------------------------T-----R-TI-G-R-T----P-G-DPS---SM-------KPSP-----------------------------------R-L--LLAAM-G-------------------G-G-E--A-W-D-FI------FVGDAA-RDVEAGLAAGI-GTI-GYA-NKP------------G-KR-----E-----R--L----EA-A--G----------AL--------V----V--V---D---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063056641.1 -IAD-----R--PC--------LLLDFDGPVCA-------VFS---G----IS------SRH---VAEQL--------GAAM----------------G-----VA---------------------------LP-D--------H-LG-A-T----S-----------------------------DPFEL---------------------------L--QY-A------A--------------------Q-------------------------I-S--------------------------------------------------------------EE-I------AET----------------TERE------L----T-RL------E--V--E---------------------------------A-VA----V-A-----T-P-TP----YAHEVIREA--------------AGRD-G-G---SVAIVSNNSVA-AIDAYLRAH--G-L----R--DQV-------------------------S-----G-IY-A-R-T----S-A-A-T---PL-------KPSP-----------------------------------H-L--LEAAL-A---------------G--LR-T-D--A-K-T-AS------FTGDSL-TDLLAADSATL-PAV-AYA-NKP------------D-KV-----E-----R--F----AP-F--A----------NA--------V----T--I---T---SM---------SA-L-----------------------LDA-VR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ODU07296.1 -LRG-----A--RH--------ILLDFDGPVCA-------LYG---G----GS------DNE---VATTL--------RNLL----------------S-----GG-------------PL-------D----IP-A--------P-IA-H-T----S-----------------------------DPLEV---------------------------L--RY-A------A--------------------L-------------------------R-S--------------------------------------------------------------YQ-E------LSL----------------IEAE------F----V-SQ------E--V--H---------------------------------A-ST----T-A-----T-P-TE----RAREAITAL--------------AS-S-G-R---TITIVSNNSSD-AVTAYLSRV--G-L----A--HIV-------------------------D-----G-VV-G-R-V----P-R-QPE---LM-------KPRP-----------------------------------D-L--LQAAI-E---------------Q--RT-A-N--A-K-E-CV------MIGDSA-SDIAAARAAGT-LAI-AFA-NRP------------A-KT-----K-----Q--L----EQ-E--R----------PD--------V----M--I---E---SM---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107093436.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRT----------------VELA------L----T-AA------E--V--E---------------------------------A-VG----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQGFLEKH--G-L----G--GYV-------------------------A-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CA------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KA-----A-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_101367337.1 ---------A--RV--------ILLDFDGPICS-------IFA---Q----RP------AST---VAHEL--------RRLL---VD-Q---------G-----VT---------------------------LP-A--------D-IL-H-E----P-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------L---------G-R--------------------------------------------------------------PA-V------VRQ----------------VDEA------L----T-RE------E--V--T---------------------------------A-AR----T-A-----E-P-TP----YGREVIVAA--------------HQ-T-G-R---RVAVVSNNSAD-AVHAYLTGR--R-L----T--SYV-------------------------H-----P-VI-G-R-A----H-A-NPN---RM-------KPNP-----------------------------------A-P--VLDAV-R---------------E--LH-A-D--P-A-H-CV------LVGDSV-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--L-------A--A----------AD--------A----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_097955653.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
RAO51288.1 ---------A--EA--------VLVDFDGPICR-------LFG---S----RA------APR---IAADL--------RHLI---VG-R---------G-----VV---------------------------LP-D--------E-PR-D-G----D-----------------------------DPLEL---------------------------Y--RA-T------A--------------------V-------------------------F-A--------------------------------------------------------------PE-L------VGV----------------VGAA------L----A-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDLVAAC--------------LA-T-G-R---PLAIVSNNSAA-AIGAYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---HPD---LL-------KPNP-----------------------------------V-P--VEQAL-R---------------A--LK-V-A--P-D-A-AV------LVGDSI-TDIAAARAAGV-ACI-GYA-NKP------------G-KA-----E-----R--L----AA-A--G----------AD--------A----I--V---T---DM---------TN-L-------------------------------------A-----------------------------------------------------------G------------------------VLART--------------------------------------------------------------------------------------------------
WP_063005142.1 -IAE-----R--PC--------LLLDFDGPVCA-------VFA---G----IS------SRH---VAEQL--------GAAM----------------G-----VT---------------------------LP-D--------H-LG-A-T----S-----------------------------DPFEL---------------------------L--QY-A------A--------------------Q-------------------------I-S--------------------------------------------------------------ED-V------AVA----------------TERE------L----T-RL------E--V--E---------------------------------A-VA----V-A-----T-P-TP----HAHDVIREA--------------AGRD-G-G---SVAIVSNNSVA-AIAAYLRTH--G-L----Q--TYV-------------------------S-----G-IY-A-R-T----S-A-A-T---PL-------KPSP-----------------------------------H-L--LEAAL-A---------------G--LR-T-D--A-R-T-AS------FTGDSV-TDLLAADSATL-PAV-AYA-NKP------------G-KV-----E-----R--F----AP-F--A----------PA--------V----T--I---T---SM---------SA-L-----------------------LDA-VR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033290993.1 -VAN-----A--RA--------VIYDFDGPICD-------VFS---G----FP------AKR---VAREL--------E--------------------------E---------------------------AS-G--------E-VF-E-T----D-----------------------------DPLEV---------------------------I--HR-V------G--------------------P-------------------------------------------------------------------------------------------A-I------LER----------------IEDL------L----I-GA------E--M--R---------------------------------A-VE----S-A-----A-E-TP----GALESIAAA--------------FA-S-G-R---RVAVVSNNAGA-AVERFCVRA--D-V----A--GRV-------------------------W-----P-VI-G-R-A----Y-R-MPH---RM-------KPDP-----------------------------------W-P--MRAAL-D---------------A--LA-L-R--A-G-E-VV------FVGDSV-TDVEVARACGV-RCI-GYA-NKP------------G-KR-----D-----V--L----GE-A--G----------AF--------V----IDSM---W---DL---------GA-A-------------------------------------L-----------------------------------------------------------R-------------------------------------------------------------------------------------------------------------------------------
WP_007072305.1 ---------A--RV--------ILLDFDGPVCG-------IFA---R----HP------AST---VAHEL--------RRLL---VD-Q---------A-----VT---------------------------LP-P--------Y-VL-T-E----H-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------I---------G-R--------------------------------------------------------------PA-V------VRL----------------IDQA------M----T-RE------E--V--T---------------------------------A-AR----T-A-----E-P-TP----YGREVIVAA--------------QQ-T-G-R---RVAVVSNNSAE-SVRAYLSAR--R-L----T--AYV-------------------------H-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------F-S--VLAAV-R---------------E--LG-A-E--P-A-E-CV------LVGDSV-SDIEAAHAAGV-SAI-GYA-NKP------------G-KR-----E-----R--L-------A--A----------AD--------A----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
ONI68293.1 ----------------------VLLDFDGPVAD-------LFP---T----GS------GSR---IGDAA--------REPL---MR-A---------G-----VE---------------------------LP-E--------A-VR-R-T----V-----------------------------EHLVV---------------------------L--EF-A------G--------------------A-------------------------H-A--------------------------------------------------------------PD-T------VED----------------VERA------S----V-AG------E--I--E---------------------------------A-AG----T-A-----P-V-TA----GVVDFLAAC--------------AE-T-G-R---PVVVVSNNCAP-SIVQWLERE--G-L----Q--QQV-------------------------A-----G-VV-G-R-P----F-G-QPG---LM-------KPNP-----------------------------------A-L--LDGVL-T---------------E--LD-V-P--A-A-N-CL------MVGDSV-SDIEFGRRVGA-RSV-GYA-KSA------------E-RG-----A-----Q--L----AE-A--G----------AD--------A----I--T---N---DM---------GR-L-------------------------------------A-----------------------------------------------------------A-A-----------------LRAVG-------------------------------------------------------------------------------------------------------
WP_126387467.1 --AQ-----S--QT--------VLFSFDGVLCR-------LFA--------DN------VRS---VSGHL--------TQAA------H---------S-----LQ---------------------------LG-T--------A-PG-G-T----A-----------------------------DPVAV---------------------------L--RS-V----------------V--D---------------------------------Q-G-----------------------------S--------------------------------PE-Q------IRE----------------LDGI------L----T-SY------E--T--E---------------------------------A-AR----R-A-----E-P-LP----GAAQLLGVL--------------SR-G-P-W---RIAVVTDHASA-AVQTFLT----H-L----R--PDT-G-----------------------DAPNLVD-VF-G-R-P----T---DPR---LM-------KPNP-----------------------------------H-A--VSLAT-S---------------V--LG-G-D--R-S-R-TV------LIGESL-ADALAAQAAGV-QFI-GVA-SQR------------S-QA-----R-----R--L----KQ-A--G----------AA--------N----V--V---E---TL---------AT-L-------------------------------------I-----------------------------------------------------------A--------------------------------A---------------------------I------------------------------------------------------------------
WP_098961021.1 -LRG-----V--RH--------VLLDFDGPVCA-------LYG---G----SS------DTE---VATKL--------RNLL----------------S-----GG-------------PL-------N----IP-A--------P-IA-H-T----S-----------------------------DPLEV---------------------------L--RY-A------A--------------------V-------------------------R-S--------------------------------------------------------------YR-E------LSL----------------IEAE------F----V-AQ------E--V--H---------------------------------A-ST----T-A-----T-P-TQ----RAREAITAL--------------AS-S-G-R---TITIVSNNSSD-AVIAYLSRI--G-L----A--HIV-------------------------D-----G-VV-G-R-V----P-R-HPE---LM-------KPRP-----------------------------------D-L--LQAAI-E---------------Q--RS-A-N--A-K-E-CV------MIGDSA-SDIAAARAAGT-LAI-AFV-NRP------------A-KT-----K-----Q--L----KQ-E--Q----------PD--------V----M--I---E---SM----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035698292.1 -LAD-----K--SL--------LLLDFDGPVCS-------VFA---G----YP------APT---VAAEL--------VERV---RG-F---------S-----PR---------------------------LA-A--------E-LG-G-E----T-----------------------------DPMRV---------------------------L--RA-A------A--------------------E---------------A---------L-P--------------------------------------------------------------KH-T------VDR----------------IDEF------L----C-RA------E--L--R---------------------------------A-ID----T-A-----T-P-TP----GTPDLIEAA--------------RR-D-G-K---TVGIVSNNCPR-AIAEHLRRT--G-L----D--AHI-------------------------S-----L-VV-A-R-P----Y-G-RPR---RM-------KPDP-----------------------------------Y-L--LIRAL-S---------------S--TG-T-D--P-A-R-AC------FIGDSV-TDIEAGRAVGV-TTI-GYA-NRP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_003952478.1 ALRP-----A--RH--------VLLDFDGPVCS-------AFA---G----LP------APE---VTKRL--------QDFL---AK-E---------A-----PN---------------------------AP-I--------G-SA-A-E----T-----------------------------DPFVI---------------------------L--RS-V------A--------------------D-------------------------A-H--------------------------------------------------------------PS-L------IPT----------------ADSY------L----S-QL------E--E--V---------------------------------A-VR----V-A-----S-P-TP----GAESLLRAC--------------QQ-T-G-R---NVWVVSNNAGI-AIRSYLTAH--S-L----H--DYV-------------------------A-----E-VF-G-R-V----P-G-DPS---SM-------KPST-----------------------------------R-L--LDDAL-Q---------------A--AD-A-D--P-S-E-CV------FIGDAV-RDVEAGTAAGV-ATI-GYA-NKP------------H-KS-----A-----K--L----AA-A--G----------AI--------A----V--T---D---SM---------AE-L-------------------------------------A-----------------------------------------------------------E--------------------------------A-----------------VTAAG------------------------------------------------------------------------
WP_091449952.1 -LAD-----A--EA--------LLLDFDGPVCS-------VFA---G----FP------ANI---VADQL--------RDVL----------------I-----QG-------------GHA------D----LP-P--------S-IV-L-S----L-----------------------------DPFDI---------------------------L--FH-A------A--------------------K-------------------------L-G--------------------------------------------------------------GD-E------ARY----------------VEAA------F----T-AH------E--V--D---------------------------------A-IK----Y-A-----V-P-TP----NAHEFIRSW--------------HK-T-S-R---PVAIVSNNSST-AIEAYCLMH--D-L----S--DDV-------------------------A-----V-IS-A-R-G----F-A-DPT---RL-------KPNP-----------------------------------F-L--LNQAL-D---------------A--LA-I-C--P-G-R-TV------FIGDSK-TDIQAGRAAGV-RCI-GFA-NSA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125093226.1 --------------------------FDGPACA-------VFG---G----LS------NHD---VAVEL--------RALF----------------P-----EA---------------------------LP-E--------G-IE-Q-S----P-----------------------------DPFDV---------------------------L--EH-A------T--------------------Q-------------------------F-G---------------------------------------------------------------D-L------ATR----------------VEER------L----G-QL------E--I--R---------------------------------A-VA----A-A-----P-A-TP----GTTDVLDVL--------------QR-R-G-V---SVVIVSNNSEA-AVRAYLNTT--S-L----E--ALV-------------------------Q-----G-VS-A-R-T----S-G-ELA---EL-------KPSP-----------------------------------F-L--LQQAI-T---------------N--IK-A-D--A-A-E-CV------MIGDST-TDIQAAHAAGT-AVI-AYV-NKP------------G-KR-----D-----R--F----TP-H--K----------PS--------A----I--I---E---HM---------TD-L----------LGDESAL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104393573.1 -LAS-----K--NL--------LLLDFDGPICS-------VFS---G----LS------NRE---AARRL--------ARQL----------------D-----DH---------------------------VP-R--------E-LL-D-T----D-----------------------------DPFDV---------------------------L--HF-A------T--------------------S-------------------------I-D--------------------------------------------------------------AE-V------GQR----------------IEHE------F----A-EI------E--V--E---------------------------------A-IA----T-A-----A-P-TP----GATDVIGQA--------------SV-S-G-Y---TVAIVSNNSVA-AIDAYLTQH--H-L----K--PCV-------------------------Q-----G-VF-A-R-T----S-F-DVS---KL-------KPSP-----------------------------------Y-L--LDVAL-A---------------S--LG-A-T--R-K-Q-AV------FVGDST-TDLEAARSAAI-SSI-AFA-NRT------------E-KV-----A-----R--F----AR-Y--P----------AV--------A----V--I---T---SM---------TD-L-----------------------SEALQA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084471250.1 -LGG-----R--WL--------ILLDFDGPICG-------VFS---G----IP------SDV---VAQEL--------LGMI----------------S-----DP----------------------------P-L--------A-LT-G-T----Q-----------------------------DPFRV---------------------------L--EY-A------A--------------------E-------------------------S-R--------------------------------------------------------------PE-L------AAD----------------IERR------F----T-DL------E--T--Q---------------------------------A-VM----C-A-----G-S-KP----HALEFIREA--------------TELP-G-T---AVAIVSNNSEA-AIRTFLAAN--D-F----A--AYI-------------------------A-----G-VY-A-R-T----S-A-DIS---LL-------KPAP-----------------------------------H-L--LTAAL-L---------------D--QR-C-D--D-A-H-AV------FVGDSI-TDIEAGQAAGI-PTI-AYA-DKP------------G-KL-----A-----R--L----TA-R--R----------PA--------A----V--V---T---DM---------SQ-L-----------------------RQA-LH----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091384521.1 -LKD-----V--QA--------LLLDFDGPICN-------VFA---G----LS------AGV---VAGQL--------RGVL----------------A-----DG-------------GWH------D----LP-E--------H-VC-E-S----Q-----------------------------DPFTV---------------------------L--MY-A------A--------------------Q-------------------------I-S--------------------------------------------------------------AR-D------AAY----------------VESA------F----A-AH------E--V--E---------------------------------A-VQ----F-A-----N-P-TR----GAHDFVKLW--------------AE-S-G-R---TLAVVSNNSQQ-AVSAYLHMH--K-I----D--KYV-------------------------T-----H-VS-A-R-T----G-P-DMA---KL-------KPNP-----------------------------------F-L--LEQAL-N---------------L--LG-C-R--S-E-D-AG------IIGDST-TDMQAGRSAGI-LCV-GYA-NKP------------E-KL-----V-----T--L----R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_105973671.1 -MSS-----V--RY--------ALWDFDGPICR-------LFA---G----LA------ASQ---VAREF--------IDLLKEGKQ-D---------E-----QL----D-------------------L--LP-M--------T-ER-L-S----K-----------------------------DPHAM---------------------------L--VT-V------A------------R-------R----------H--------------P-N--------------------------------------------------------------SD-R------IVK----------------LEEW------L----T-GR------E--I--A---------------------------------A-AH----S-A-----F-R-TP----HAKEVIQAW--------------GN-L-G-V---QLAVSTNNSAR-AAARYLAAE--G-L----D--CFF-------------------------P-----H-IY-G-R-T----H---DLS---LM-------KPHP-----------------------------------H-T--LLLAL-D---------------A--MG-A-D--P-S-E-TL------MLGDAS-TDYTAAQAADV-PFL-AYA-DTF------------H-KV-----E-----E--F----HQ-K--G----------VE--------P--SRI--V---R---SL---------KD-V-------------------------------------R-----------------------------------------------------------D--------------------------------V---------------------------L--S-------------------------------S-------------------------------
WP_097253827.1 -LKD-----V--RA--------VLLDFDGPVTD-------LFR---D----ES------TAP---VARKI--------KATV---RA-F-----W---G-------------------------------T--LD-P--------D-VE-E-C----D-----------------------------DSHGI---------------------------L--RR-L-------------------R-DMFDR-P----------A-----------P--E-S----------------------------------------------------RD--------PR-A------LVA----------------AEEI------V----T-GY------E--Y--E---------------------------------A-VK----S-A-----V-P-AP----HLTRLIDVL--------------AD-H-G-L---PLVIVSNNADG-PIWEFLKGE--R-V----QRQAKV-------------------------E-----A-VV-G-R-D----P-L-ELR---HM-------KPDP-----------------------------------D-P--VYRAL-D---------------H--LG-M-P--P-G-A-CL------LIGDQV-TDLKAAQAAST-PFL-GYT-QSP------------E-RE-----A-----E--M----LG-L--G----------AD--------W----V--V---S---SH---------EP-L-------------------------------------I-----------------------------------------------------------E--------------------------------A-----------------------VES-L------------------------------------------------------------------
WP_030708392.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------VG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----V--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_081937472.1 -MRS-----A--RY--------VLLDFDGPICD-------VFA---G----LP------APE---VADRL--------RMML---RA-A---------G-----AD---------------------------LP-Q--------S-VQ-E-Q----D-----------------------------DPMEI---------------------------F--RF-S------A--------------------E-------------------------L-G--------------------------------------------------------------GD-L------NHA----------------TLNA------L----T-GL------E--V--E---------------------------------A-AA----T-A-----C-M-TP----GAADLIRRS--------------KE-V-G-K---AVAVVSNNSAM-AVTAFLRKH--G-L----L--SYV-------------------------D-----L-IS-A-R-V----A-L-DPE---LM-------KPNP-----------------------------------H-L--IQQAL-T---------------Q--LD-A-D--A-A-L-TL------LVGDSV-TDMQASKSAGI-TAV-GYA-NKP------------G-KV-----D-----L--L----AA-A--G----------AD--------I----V--V---M---NM---------KE-L-------------------------------------A-----------------------------------------------------------S------------------------A------------------------------------------------------------------------------------------------------
EYT79047.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AVTSNNSPA-VVRAYLQGR--G-L----L--PCF-A-----------------------P-----H-LY-G-R-T----A---ELR---HL-------KPHP-----------------------------------H-C--LQRAL-N---------------A--MG-A-A--P-A-A-AL------MIGDTP-TDLRAAERAGV-PFL-GYA-GTP------------R-KG-----R-----I--L----AE-A--G----------AR--------M----I--V---H---SL---------DT-L-------------------------------------L-----------------------------------------------------------T--------------------------------A---------------------------L--R---------------------------------------------------------------
WP_069109852.1 -MSG-----V--KL--------LMLDFDGPICS-------VFA---G----LP------ARA---VADRL--------RRSL---RQ-L---------G-----VE---------------------------IG-P--------E-LA-D-D----N-----------------------------DPLSI---------------------------Y--HH-S------K--------------------A-------------------------L-G--------------------------------------------------------------LV-I------TKQ----------------ISDD------L----V-AS------E--V--E---------------------------------S-AA----S-A-----D-P-TP----GAVDVMLAA--------------RR-S-G-R---QVAVVSNNSAA-AVEAYADRH--G-L----M--EFI-------------------------D-----H-IA-A-R-R----T-P-DPR---LM-------KPDP-----------------------------------F-Y--LVEAA-S---------------A--LD-V-V--P-A-E-CV------LVGDSV-TDIEAGRNAGV-PAI-GYA-NKV------------G-KD-----A-----R--L----KK-A--G----------AS--------T----V--I---Y---AM---------SD-L-------------------------------------V-----------------------------------------------------------P------------------------ALQ----------------------------------------------------------------------------------------------------
WP_075125983.1 -LVG-----T--EA--------MLLDFDGPVCS-------VFA---G----FP------AHV---IAEQL--------RDVL----------------V-----QG-------------GHV------D----LP-A--------A-VK-G-A----V-----------------------------DPFAV---------------------------L--FH-A------A--------------------T-------------------------L-G--------------------------------------------------------------EA-E------ARY----------------VEAA------F----R-GL------E--A--N---------------------------------A-IQ----S-A-----K-P-TP----GSNDLIYGW--------------KQ-S-G-R---SIAVVSNNSEH-AVAAYLDIH--N-L----G--SVI-------------------------D-----V-VS-A-R-S----S-A-DVD---LL-------KPNP-----------------------------------F-L--VNQAL-V---------------Q--LG-I-Q--S-T-R-CI------FVGDSV-TDVQAARKAQV-PAI-YYA-NKP------------S-KL-----A-----L--I----SN-D--G----------PT--------A----I--T---T---SI---------SL-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097893320.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------ARLL---SA-E---------D-----EA---------------------------SG-A--------K-AM-G-T----N-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--G-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-SVI-GYA-NKP------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
EYU68971.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TP----GAVEALEAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEKH--G-L----G--ELV-------------------------A-----K-VI-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-K---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAART-KVI-GYA-NKP------------H-KA-----D-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_093414733.1 --------------------------------------------------------------------------------------------------P-----EP---------------------------LP-E--------G-IE-Q-S----P-----------------------------DPFDV---------------------------L--EY-A------T--------------------Q-------------------------F-G---------------------------------------------------------------D-L------ATQ----------------VEER------L----R-QL------E--V--R---------------------------------A-VS----V-A-----P-A-TP----GAADVLEAL--------------RR-R-G-V---SVVIVSNNSEA-AVRAYLHAN--G-L----E--AHT-------------------------Q-----G-VS-A-R-T----S-G-ELA---EL-------KPSP-----------------------------------F-L--LQQAI-T---------------N--IK-A-D--A-A-E-CV------MIGDSA-TDIQAAHAAGT-AVI-AYA-NKP------------G-KR-----D-----R--F----TP-H--K----------PS--------A----I--I---E---HM---------TD-L----------LGDGSAL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_088284577.1 -VRG-----T--SA--------ILLDFDGPVCS-------VFA---G----LP------AAS---VAEDL--------RVLA----------------S----------------------------------HA-A--------D-IA-D-E----S-----------------------------DPLEV---------------------------L--RK-V------S--------------------K-------------------------S-S--------------------------------------------------------------HA-A------AVM----------------AEDV------L----A-AA------E--L--K---------------------------------A-IA----L-A-----A-P-TD----GADDLLRYA--------------HR-R-K-I---PVAIVSNNSEA-AIRAYLAKR--N-L----S--HLI-------------------------A-----M-IS-A-R-S----P-T-SPD---LM-------KPHP-----------------------------------R-S--LEIAI-H---------------G--LA-V-A--P-A-R-TL------MIGDSM-ADIAAARAINI-KII-ALA-NRA------------H-KA-----S-----Q--F----AK-A--G----------AD--------C----I--V---T---TM---------RE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SFO09911.1 -VAR-----S--SH--------VLLDFDGPVCA-------VFG---A----VT------DRA---IAEEL--------RRKG----------------A-----GW-------------GL-------E----FP-S--------E-VL-D-T----S-----------------------------DPFDV---------------------------L--KF-A------A--------------------R-------------------------V-D--------------------------------------------------------------SQ-A------AVR----------------LEEL------F----R-EC------E--V--A---------------------------------A-VE----T-A-----P-A-TP----GTSDLLRRV--------------RT-A-G-G---VITIVSNNSAA-AVRSYLQRV--G-L----E--DLV-------------------------H-----G-IS-A-R-D----D-A-EIQ---HL-------KPSP-----------------------------------Y-L--LQQVI-S---------------A--GE-V-Q--P-S-A-YV------MIGDST-SDIEAARAAGT-AVI-AFA-NKP------------G-KH-----E-----R--F----AA-L--A----------PD--------G----I--V---T---SM---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083911107.1 -VAA-----R--PL--------LLLDFDGPVCS-------VFA---G----LS------SRE---VARQL--------SDAL----------------G-----AE---------------------------LP-S--------D-LS-A-T----A-----------------------------DPFEI---------------------------L--QY-A------A--------------------E-------------------------V-S--------------------------------------------------------------PA-T------AVS----------------TERE------L----T-RL------E--V--R---------------------------------A-VA----V-A-----D-P-TP----HAHEVIRAG--------------GKRH-------RVAVVSNNSVA-AIDAYLRAH--D-L----R--EQV-------------------------A-----G-IF-A-R-T----S-A-A-T---AL-------KPAP-----------------------------------D-L--LCAAL-E---------------E--LG-F-Q--P-D-Q-AT------FTGDSI-TDLQAANAATI-PAI-GFA-NKP------------G-KA-----E-----R--F----AD-Y--Q----------PA--------A----T--I---T---GM---------SE-L-----------------------SDA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100575604.1 -LAE-----A--RA--------VLLDFDGPVCD-------VFA---G----LP------ASK---VAREL--------AQLV---GT-R---------D-----EG---------------------------LG-A--------K-AA-A-T----D-----------------------------DPIEV---------------------------L--RI-V------H--------------------E-------------------------A-D--------------------------------------------------------------SA-L------GQE----------------VERA------L----T-AA------E--V--R---------------------------------A-VA----L-A-G---K-P-TS----GSVDMLAAT--------------RE-V-G-K---PVAVVSNNSAE-CVREFLALH--E-L----S--DYV-------------------------M-----D-IV-G-R-P----T-E-QPH---LM-------KPNP-----------------------------------H-P--LIQAA-E---------------L--LH-V-D--V-T-A-CT------LIGDSV-TDIQAAHAAGA-TVI-GYA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_121001276.1 -LAT-----T--DA--------LLLDFDGPVCS-------IFA---N----VP------AHH---VAGQL--------RRVL----------------A-----EA-------------GHT------E----LP-A--------E-VE-K-T----A-----------------------------DPFDV---------------------------L--IH-A------A--------------------T-------------------------L-G--------------------------------------------------------------SD-Q------AHH----------------VESS------L----R-AH------E--V--E---------------------------------A-AT----T-A-----E-P-TP----GAHDLIRTW--------------HA-T-G-R---KLAIVSNNSQA-AVNTYLHQH--E-L----N--PFV-------------------------H-----F-VS-A-R-T----D-P-NPA---LL-------KPSP-----------------------------------H-L--IGQAS-A---------------A--LT-T-P--P-P-K-CT------LIGDSL-TDLRATRAART-RAI-GYA-NKP------------G-KA-----D-----L--F----TA-E--H----------PA--------A----I--T---T---SM---------VP-L--GLAARS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030393892.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------REGL---LA-A---------G-----EQ---------------------------AL-A--------G-AE-E-E----A-----------------------------DPLAL---------------------------L--RL-V------A--------------------D-------------------------A-R--------------------------------------------------------------PD-L------TAT----------------TDAA------L----A-AL------E--T--E---------------------------------A-VR----V-A-----R-P-TA----GGESVLRAA--------------AR-S-G-R---LVSVVSNNAGG-AIEAYLAEH--G-L----G--DYM-------------------------A-----S-VF-G-R-T----P-G-DPS---SM-------KPNP-----------------------------------R-L--LLQAM-E---------------A--AG-T-G--P-E-H-CI------FIGDAA-RDVEAGKAAGV-ATI-GYA-NKP------------G-KD-----A-----K--L----AT-A--G----------AV--------V----I--V---H---SM---------E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_126884756.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--R---------------------------------A-GA----T-A-----W-P-TP----YADPLVRTL--------------AA-V-G-T---GLVVVTGTPRE-VVARYLAAR--G-L--S-G----------------------------C-F-G-P-H-VH-A-G-A----G---D-------------------------------------------------------------AL-A---------------S--LD-A-A--P-A-T-CL------MIGATP-ADLAAAREAGV-PFL-GYG-RAE------------R-TA-----E-----L--L----RA-A--G----------AD--------R----V--V---P---SL---------EP-V-------------------------------------L-----------------------------------------------------------A--------------------------------A---------------------------V--R---------------------------------------------------------------
WP_048476176.1 --------------------------FDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRM----------------VEQA------L----T-AA------E--V--E---------------------------------A-VV----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEEH--G-L----G--EFV-------------------------A-----K-VI-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CA------LIGDSL-TDIQAAHAAGS-MVI-GYA-NKP------------H-KA-----A-----L--F----SD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_116160693.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APK---VAREL--------TALL---SS-E---------N-----EA---------------------------AG-A--------K-AA-Q-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQE----------------IEQA------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TP----GSAEALRAA--------------RT-A-G-R---GVAVVSNNSAE-CVQAFLELH--G-L----D--EYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------L--MH-I-D--I-T-S-CT------LIGDSL-TDIQAANAAGA-TVI-GYA-NKP------------H-KS-----E-----A--F----TE-A--R----------AD--------A----V--T---Q---DM---------QS-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_009188873.1 ---------T--RA--------VFFDFDGPVCD-------VFA---G----RP------AAQ---VAGHL--------AETL---VR-H---------D-----AA---------------------------LG-A--------K-AC-G-V----V-----------------------------DPMEI---------------------------L--RL-A------P--------------------Q-------------------------G-G--------------------------------------------------------------ES-A------LRE----------------IEEE------L----T-KA------E--V--T---------------------------------A-VK----L-A-G---P-P-IP----GAVAALEAA--------------QL-S-G-R---KVAIVSNNSTA-CVRAFLMLH--D-L----R--HLV-------------------------D-----T-IV-G-R-A----P-Y-WPD---AM-------KPDP-----------------------------------H-S--LLKAA-A---------------Q--LT-V-H--P-H-D-CT------LIGDSV-TDVEASKATGG-HSI-GFA-NKP------------G-KD-----R-----S--L----GD-A--G----------AD--------V----V--V---S---TM---------TV-V-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_043784229.1 -LAQ-----A--RA--------LLLDFDGPVCS-------IFA---G----IP------ASV---VADQL--------KQVL----------------I-----DG-------------GHT------E----MP-E--------S-VA-A-S----A-----------------------------DPFDV---------------------------L--RY-A------D--------------------A-------------------------L-G--------------------------------------------------------------EN-E------ARY----------------VEAA------F----T-AH------E--V--E---------------------------------A-VL----S-A-----A-P-TE----GAHDLIRAW--------------RA-S-S-R---PVAIVSNNSAP-AINAYLDLY--G-L----R--ASI-------------------------D-----I-VS-A-R-T----K-P-DTA---LL-------KPSP-----------------------------------Y-L--LCQTI-A---------------A--LE-V-A--P-A-D-CV------FIGDSL-SDIEAAHAADV-RSI-GFA-NKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123602817.1 ---------A--RF--------LLLDFDGPVCK-------VFA---N----HP------APQ---VAATL--------RRLL---VD-Q---------G-----VT---------------------------IP-P--------D-LL-D-E----P-----------------------------DPLTV---------------------------L--RW-T------A--------------------A---------------L---------N-R--------------------------------------------------------------PA-I------VRR----------------VDDA------L----R-AA------E--V--D---------------------------------A-VT----V-A-----E-P-TP----YAREVIVAA--------------HH-A-R-R---GIAVVSNNSAD-AVTQYLIAR--R-L----A--AYI-------------------------H-----P-VI-G-R-P----H-A-DPA---GM-------KPNP-----------------------------------A-P--VLAAI-R---------------E--LH-T-H--P-E-E-CV------LIGDSP-TDIEAAQAVGV-ATI-GYA-NKP------------R-KY-----H-----S--L-------T--K----------AD--------A----I--I---G---SM---------AE-I-------------------------------------V-----------------------------------------------------------T-A---------LH------------------------------------------------------------------------------------------------------------------
WP_096213296.1 ALAR-----A--SA--------VLFDFDGPLCD-------VFG---G----LP------APQ---VSAEL--------TRQA---TA-H---------D-----PS---------------------------LR-A--------K-LV-E-T----D-----------------------------DPMEV---------------------------L--RL-T------Y--------------------E-------------------------S-N--------------------------------------------------------------PE-L------GLQ----------------IERA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---S-P-TA----GAVAALDAA--------------QA-S-G-R---RIAVVSNNSAE-CVRSFLERH--S-L----S--SHV-------------------------R-----E-VV-G-R-A----A-N-RPD---LM-------KPHP-----------------------------------H-S--LLRAA-E---------------L--LE-V-G--P-S-E-CV------LIGDSI-TDIQAAHLAGG-TAI-GYA-NKP------------H-KR-----D-----A--F----AE-A--G----------AE--------A----I--T---E---HM---------EA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-MR-------------------------------------------------------------------------------------------
WP_083027755.1 ---------A--QA--------FLVDFDGPICS-------VFD---G----YP------AAD---AAREL--------AS------------------------GV---------------------------TP-P--------L-AD-A-T----N-----------------------------DPLEV---------------------------L--RN-A------P--------------------S-------------------------------------------------------------------------------------------D-Q------AEA----------------ADAK------L----C-DI------E--L--H---------------------------------A-VE----T-S-----K-P-NP----EFRELLKII-----------------G-D-R---PWAVVSNNSAG-AVRSYLQRI--H-P----E--SAR-------------------------V-----P-VL-G-R-P----Y-A-RPD---LM-------KPNP-----------------------------------Y-L--LFEAL-A---------------V--LS-V-S--A-D-A-AQ------FIGDSV-SDIEAGQRAGV-HTI-GYA-NKP------------G-KA-----A-----Q--L----AE-A--G----------AN--------E----V----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103487783.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VAREL--------AALA---AR-R---------N-----PE---------------------------LE-E--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-A------H--------------------E-------------------------A-D--------------------------------------------------------------DA-T------GLE----------------VEKA------L----T-AA------E--I--E---------------------------------A-VG----V-A-G---A-P-TP----GAAASLEAV--------------RA-S-G-R---GAAVVSNNSAE-SVRTFLDQH--E-L----S--QYV-------------------------L-----T-VV-G-R-P----E-Q-HPE---LM-------KPNP-----------------------------------H-S--LITAA-E---------------S--LD-V-D--V-T-L-CA------LIGDSL-TDIQAAHAIGS-RAI-GYA-NKP------------H-KH-----Q-----L--F----TE-A--Q----------AE--------A----V--T---D---SM---------QS-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-IHPQP----------------------------------------------------------------------------------------
WP_078962574.1 ----------------------MLFDFDGPLCH-------VFG---G----LP------APE---VAAGL--------SRLV---AE-D---------A-----PE---------------------------LW-S--------K-LV-G-T----S-----------------------------DPLEV---------------------------L--SM-T------Y--------------------D-------------------------F-N--------------------------------------------------------------RS-L------SGK----------------VEAA------L----I-AA------E--I--E---------------------------------A-VD----A-A-G---E-P-TR----GAAEALTAV--------------RK-S-G-R---RIGVVTNNSGE-CARRYLARH--E-L----S--DFV-------------------------D-----V-VV-G-R-T----P-H-RPD---LM-------KPSP-----------------------------------H-A--LLGAA-E---------------A--LD-V-S--P-E-G-CV------LIGDSV-TDVQAAHAAGG-TAI-GYA-NKP------------R-KL-----R-----T--L----AE-A--G----------AE--------A----I--T---E---DM---------AT-I-------------------------------------A-----------------------------------------------------------G--------------------------------A----------------------------------------------------------------------------------------------
WP_084531239.1 -------------C--------LLLDFDGPVCA-------VFS---D----LT------DRA---AVAEL--------VAEL----------------P-----AP---------------------------LP-D--------E-LR-T-T----R-----------------------------DPFFV---------------------------L--QY-A------A--------------------T-------------------------TYD--------------------------------------------------------------YS-T------TAR----------------LERC------F----T-EF------E--L--A---------------------------------A-AR----K-A-----R-P-TP----HADEVIRYT--------------AM-N-S-R---IIAIVSNNSVT-AIDAYLTQH--G-L----R--PFV-------------------------S-----G-IF-G-R-T----A-T-NLT---KL-------KPSP-----------------------------------F-L--LEEAV-D---------------Q--LA-V-L--S-S-D-CV------FVGDSI-TDLQAAHAAHV-PVV-AFA-NKP------------G-KA-----D-----D--F----TR-Y--Q----------PA--------A----V--I---R---SM---------AE-L-----------------------LPA-SH----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_120695582.1 ALRG-----R--TH--------VLLDFDGPVCS-------VFA---G----LS------AAE---VADRM--------RQRL---RD-A---------G-----QS---------------------------IT-P--------E-WE-E-E----N-----------------------------DPLAL---------------------------L--SR-I------S--------------------R-------------------------A-L--------------------------------------------------------------PG-L------AEQ----------------ADAV------L----T-EL------E--T--D---------------------------------A-AR----L-A-----R-A-NP----DIKPVLDAC--------------VG-T-G-R---TVLVVSNNSGQ-AIDLYLRRE--G-L----T--GQV-------------------------E-----R-VV-G-R-V----P-G-EPA---SM-------KPSP-----------------------------------R-L--LLDAM-G-------------------E-T-V--A-A-R-CV------FIGDAV-RDVEAGHAAGV-PTI-GYA-NKP------------G-KA-----A-----K--L----TA-A--G----------AV--------A----V--V---E---SL---------LP-L-------------------------------------A-----------------------------------------------------------D--------------------------------A---------------------LTSI---------------------------------------------------------------------
WP_084402027.1 ----------------------------GPVCS-------VFA---G----LP------APT---VADQL--------REIL----------------A-----EG-------------GHL------N----LP-L--------D-IQ-N-S----E-----------------------------DPFDV---------------------------F--KD-A------A--------------------S-------------------------V-G--------------------------------------------------------------PD-E------ARY----------------VESA------L----R-AL------D--V--E---------------------------------A-AS----T-A-----R-P-TP----GAGDLIRAW--------------SE-S-G-R---KIAIVSNNSNE-CIETYLHIH--N-L----Q--GFI-------------------------P-----E-VS-G-R-T----F-D-DPD---LL-------KSNP-----------------------------------F-I--VDRAI-S---------------N--LK-G-T--P-K-A-CI------LAGDSV-SDIEAAKLAGT-QSI-GYA-NRP------------H-KQ-----N-----K--L----DD-A--D----------AD--------A----V--V---S---NM---------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078076520.1 -LSR-----A--RC--------VVLDLDGPVVR-------FFARPDG----SP------DSVAPSIAAEL--------LDIA---RV-----------N-----GT----V-------------------L-----P--------E-LE-G-V----E-----------------------------DPHRI---------------------------L--TV----------HD------R--H-------P----------G--------------A-G--------------------VW----------------------------------------RR-V------ALE----------------MRDT------L----D-SA------E--W--K---------------------------------A-AE----H-G-----T-E-TD----GATDFIREW--------------RA-R-G-R---HLSVASNNHPV-AVTRVLERL--G-V----L--DRF-D-----------------------G-----P-VV-G-R-A----A---DTR---LM-------KPHP-----------------------------------H-A--LRLAM-V---------------P---A-AGG--P-E-R-HV------MIGDSR-SDLVTAQAVGM-PFI-GYH-RKA------------A-AR-----E-----L--L----AA-A--G----------AP--------V----V--L---E---SM---------RE-L-------------------------------------L---------------------------------------------------------A-A-------------------------------------------------------------------------------------------------------------------------------
WP_093572135.1 -VAR-----S--SH--------VLLDFDGPVCA-------VFG---A----VT------DRA---IAEEL--------RRKG----------------A-----GW-------------GL-------E----FP-S--------E-VL-D-T----S-----------------------------DPFDV---------------------------L--KF-A------A--------------------R-------------------------V-D--------------------------------------------------------------SQ-A------AVR----------------LEEL------F----R-EC------E--V--A---------------------------------A-VE----T-A-----P-A-TP----GTSDLLRRV--------------RT-A-G-G---VITIVSNNSAA-AVRSYLQRV--G-L----E--DLV-------------------------H-----G-IS-A-R-D----D-A-EIQ---HL-------KPSP-----------------------------------Y-L--LQQVI-S---------------A--GE-V-Q--P-S-A-YV------MIGDST-SDIEAARAAGT-AVI-AFA-NKP------------G-KH-----E-----R--F----AA-L--A----------PD--------G----I--V---T---SM---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091275427.1 -VGR-----A--RV--------VLLDFDGPVCG-------VFA---R----HP------APA---VAHDL--------RRLL---AD-R---------G-----VP---------------------------LP-A--------G-IR-H-E----P-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------L----T-RA------E--V--T---------------------------------A-AR----T-A-----A-P-TP----YGRQAILAA--------------HR-A-G-R---RVAVVSNNSAA-CVRAYLSSR--R-L----T--SYV-------------------------Q-----P-VV-G-R-P----E-G-APG---RM-------KPDP-----------------------------------Y-P--VLAAL-R---------------E--LA-A-E--P-A-D-CV------LVGDSA-TDIKAAHAAGV-AAI-GYA-NKP------------G-KR-----A-----R--L-------A--A----------AD--------A----V--V---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_093150088.1 -VSS-----S--RA--------VLLDFDGPVCA-------VFG---G----LP------DHQ---VAAEL--------RAFF----------------E-----SA---------------------------LP-D--------A-VD-E-S----R-----------------------------DPFDV---------------------------L--KY-A------V--------------------A-------------------------T-G---------------------------------------------------------------S-H------PTA----------------VERR------L----T-EL------E--T--R---------------------------------A-VT----M-A-----P-E-TA----GVADVLDTL--------------AQ-Q-A-V---PVVIVSNNSAA-AVEAYLQEH--D-L----A--SKV-------------------------A-----G-VS-A-R-E----S-A-DVD---KL-------KPQP-----------------------------------Y-L--LLQAA-S---------------F--LG-L-R--P-D-D-CV------MIGDSA-TDIEAARSVGA-ASV-GYA-NKP------------G-KR-----A-----K--L----LR-C--E----------PT--------A----V--I---D---RM---------AE-L----------I----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_074474751.1 -VGR-----A--RV--------VLLDFDGPVCA-------VFA---R----HP------ASA---VAHDL--------RRLL---AD-R---------G-----VP---------------------------LP-P--------A-VR-R-E----P-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------ADEA------L----T-RA------E--V--T---------------------------------A-IR----T-A-----A-P-TP----FGRQVILAA--------------HR-A-G-R---RVAVVSNNSAA-CVRAYLNAR--R-L----T--SYV-------------------------H-----P-VV-G-R-P----E-G-APG---RM-------KPDP-----------------------------------Y-P--VLAAL-R---------------E--WD-A-E--P-A-D-CV------LVGDSA-TDVEAAHAAGV-AAI-GYA-NKP------------G-KR-----A-----R--L-------A--A----------AD--------A----V--V---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_032760383.1 ALAS-----T--TV--------VLFDFDGPICD-------VFA---G----RP------ADQ---VAREL--------AALA---AR-R---------N-----PE---------------------------LE-E--------K-LS-G-I----D-----------------------------DPLEV---------------------------L--RL-A------H--------------------E-------------------------A-D--------------------------------------------------------------DA-V------GLE----------------VEKA------L----T-AA------E--I--E---------------------------------A-VG----M-A-G---A-P-TP----GAAASLEAV--------------RA-S-G-R---GAAVVSNNSAE-SVRTFLDQH--E-L----S--QYV-------------------------L-----T-VV-G-R-P----E-Q-HPE---LM-------KPNP-----------------------------------H-S--LITAA-E---------------S--LD-V-D--V-T-L-CA------LIGDSL-TDIQAAHAIGS-TAI-GYA-NKP------------H-KH-----Q-----L--F----IE-A--Q----------AE--------A----V--T---D---SM---------QS-I-------------------------------------A-----------------------------------------------------------Q--------------------------------A-IHPQP----------------------------------------------------------------------------------------
WP_120317585.1 -LGP-----S--RR--------LLLDFDGPVCS-------IFA---G----YP------APV---IANEL--------VRLI---RE-T---------S-----LV---------------------------VP-V--------F-LA-Q-E----R-----------------------------DPLEV---------------------------L--RW-V------G--------------------A---------------N---------G-S--------------------------------------------------------------PS-E------LQT----------------IEEA------L----C-AA------E--L--R---------------------------------A-VD----S-A-----E-P-TP----SGSEVILAA--------------AE-V-G-L---GIIIVSNNSAA-AISKYLEQR--Q-L----D--GFV-------------------------L-----A-IV-G-R-A----F-A-EPH---LM-------KPNP-----------------------------------A-P--ILRAA-R---------------S--FG-V-A--P-E-D-CV------LVGDSI-TDVEGARAAGV-PVI-GYA-NRQ------------D-KV-----A-----S--L----AA-A--G----------AD--------A----V--V---E---SM---------QE-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_023587765.1 -LAN-----A--GV--------VFFDFDGPVCD-------VFA---G----LP------ASE---VAKQL--------ATLL---AS-K---------D-----AA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AG-L------GQE----------------VEAA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TP----GAAEALRAV--------------NS-S-G-R---AVAVVSNNSAE-CVQRFLEAH--G-L----E--EYV-------------------------A-----R-II-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MH-M-D--V-T-N-CT------LIGDSL-TDIQAAHATGT-TAI-GYA-NKP------------H-KA-----D-----L--F----AE-A--Q----------AD--------A----I--T---D---DM---------HA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_084506664.1 --------------------------FDGPICA-------VFS---G----LT------NRE---ASERL--------LSHL----------------G-----GA---------------------------VT-D--------E-IA-G-T----A-----------------------------DPFDV---------------------------L--HY-A------V--------------------S-------------------------V-G--------------------------------------------------------------PE-T------GRR----------------IDRE------F----T-LI------E--L--E---------------------------------A-VA----I-A-----R-P-TS----GAGDAIRSA--------------AS-R-G-Y---SIAIVSNNSVG-AISSYLAKH--E-L----S--QYV-------------------------S-----G-IF-G-R-T----S-S-DLS---KL-------KPSP-----------------------------------Y-L--LNAAI-S---------------S--LS-V-E--P-K-D-AV------FVGDST-TDIQAARSAEV-ACV-ALA-NRP------------E-KL-----D-----R--F----AV-Y--S----------PD--------A----V--I---T---HM---------TA-L-----------------------VGA-LR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037688378.1 -LSR-----T--RA--------VLFDFDGPICD-------LFV---G----RS------TRP---IAQEI--------KAMA---RK-K-----W---R-------------------------------V--LD-P--------V-VE-A-C----E-----------------------------DSHSL---------------------------L--RL-L-------------------G-DMLDR-SG---------A--------------G-T----------------------------------------------------LD--------PE-T------LKT----------------ADEL------V----T-RY------E--E--D---------------------------------A-VA----S-A-----V-P-AP----EIHTLLDTL--------------LG-L-G-K---RLVIVTNNAEK-PVQKFLGIH--G-M----S--HKF-------------------------E-----A-VF-G-R-D----P-Y-EPH---RM-------KPDP-----------------------------------S-S--VQRAL-R---------------H--LG-D-MS-P-D-G-AV------MVGDQL-TDLQAATSAGV-RFL-GYS-NDD------------E-LS-----G-----N--L----RQ-E--G----------AH--------C----V--V---H---RH---------TQ-L-------------------------------------V-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
RKE08849.1 -LGP-----S--RR--------LLLDFDGPVCS-------IFA---G----YP------APV---IANEL--------VRLI---RE-T---------S-----LV---------------------------VP-V--------F-LA-Q-E----R-----------------------------DPLEV---------------------------L--RW-V------G--------------------A---------------N---------G-S--------------------------------------------------------------PS-E------LQT----------------IEEA------L----C-AA------E--L--R---------------------------------A-VD----S-A-----E-P-TP----SGSEVILAA--------------AE-V-G-L---GIIIVSNNSAA-AISKYLEQR--Q-L----D--GFV-------------------------L-----A-IV-G-R-A----F-A-EPH---LM-------KPNP-----------------------------------A-P--ILRAA-R---------------S--FG-V-A--P-E-D-CV------LVGDSI-TDVEGARAAGV-PVI-GYA-NRQ------------D-KV-----A-----S--L----AA-A--G----------AD--------A----V--V---E---SM---------QE-I-------------------------------------A-----------------------------------------------------------Q-A-----------------------------------------------------------------------------------------------------------------------------
WP_047177908.1 -VAA-----T--SG--------VLFDFDGPVCD-------VFA---G----HP------APG---VAREL--------AAML---AQ-I---------D-----AT---------------------------TG-E--------R-AL-E-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------R-------------------------V-G--------------------------------------------------------------ED-A------VRR----------------IEEA------L----T-SA------E--V--S---------------------------------A-VK----A-A-G---A-P-VA----GAVDSLRAA--------------HA-A-G-R---RVAIVSNNSSA-CVKEFLALH--D-L----D--RFV-------------------------H-----Q-VI-G-R-S----P-N-RPD---LM-------KPSP-----------------------------------Y-S--LERAA-K---------------E--LG-V-K--A-S-T-CT------LIGDST-TDIEAAARAGS-MAI-GFA-NKP------------G-KE-----A-----S--L----VA-A--G----------AR--------T----I--V---T---AM---------AT-V-------------------------------------A-----------------------------------------------------------E--------------------------------A-------L-----LTPP-----------------------------------------------------------------------------
WP_119141893.1 -----------------------LLDFDGPVTP-------LMP---A----PA------NLR---AANAA--------REPL---VA-C---------G-----IS---------------------------LD-D--------P-ID-T-T----S-----------------------------DHLAV---------------------------L--RW-V------A--------------------S-------------------------N-S--------------------------------------------------------------PP-V------LVE----------------VEAL------C----D-QA------E--I--V---------------------------------A-AS----K-A-----A-P-TR----GAHDLLRKC--------------HQ-A-G-K---PVVIVSNNAEA-AIRTYLERW--S-L----A--PYV-------------------------V-----A-VI-G-R-P----R-H-RPD---LM-------KPNP-----------------------------------F-I--VNKAL-G---------------L--LR-V-E--A-R-R-TV------FVGDSV-SDVEVSNAVGI-PCV-GYA-KTR------------R-RG-----E-----E--L----HD-A--G----------AK--------A----L--I---N---DL---------ST-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079154623.1 -LGA-----S--EA--------ILFDFDGPICD-------VFR---G----TP------APK---VAEQL--------ASLL---ST-S---------A-----PA---------------------------LA-G--------I-SR-A-T----D-----------------------------DPMEV---------------------------H--RL-S------Q--------------------Q-------------------------G-G--------------------------------------------------------------GA-V------LAA----------------VEAA------L----T-AA------E--I--R---------------------------------A-VQ----A-A-G---E-P-TV----GAIEALHAA--------------RA-S-G-R---AVAIVSNNSTE-CVEEYLTRH--G-L----V--DVV-------------------------H-----E-IV-G-R-P----T-L-RPD---LM-------KPSP-----------------------------------H-S--LLAAA-S---------------A--FG-V-S--P-S-L-TA------LVGDSV-TDVEAARAAGA-RSI-GYA-NKP------------R-KQ-----S-----S--L----AE-A--G----------AD--------V----V--V---L---SM---------QD-I-------------------------------------A-----------------------------------------------------------H--------------------------------S-------L--------------------------------------------------------------------------------------
OLL72858.1 -LRG-----A--RV--------LLLDFDGPVAH-------LFA---G----RP------APD---VAADI--------RRFA---T------------H-----HD---------------------------ID-L--------S-GT-R-T----D-----------------------------DPLML---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------AE-A------GRD----------------VEAH------V----I-DH------E--A--R---------------------------------A-AT----G-A-----A-P-TP----GAHDLIRVA--------------SA-T---R---PVLIVSNNSER-AIRIHLARH--G-L----T--EHV-------------------------A-----H-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------Y-L--LRAAL-D---------------V--TR-T-G--G-S-E-SV------FVGDSI-TDVIAGTAAGV-PCI-GYA-THP------------Q-RG-----D-----G--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OEJ32673.1 -LGA-----S--EA--------ILFDFDGPICD-------VFR---G----TP------APK---VAEQL--------ASLL---ST-S---------A-----PA---------------------------LA-G--------I-SR-A-T----D-----------------------------DPMEV---------------------------H--RL-S------Q--------------------Q-------------------------G-G--------------------------------------------------------------GA-V------LAA----------------VEAA------L----T-AA------E--I--R---------------------------------A-VQ----A-A-G---E-P-TV----GAIEALHAA--------------RA-S-G-R---AVAIVSNNSTE-CVEEYLTRH--G-L----V--DVV-------------------------H-----E-IV-G-R-P----T-L-RPD---LM-------KPSP-----------------------------------H-S--LLAAA-S---------------A--FG-V-S--P-S-L-TA------LVGDSV-TDVEAARAAGA-RSI-GYA-NKP------------R-KQ-----S-----S--L----AE-A--G----------AD--------V----V--V---L---SM---------QD-I-------------------------------------A-----------------------------------------------------------H--------------------------------S-------L--------------------------------------------------------------------------------------
WP_078556274.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TP----GAVEALEAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEKH--G-L----G--ELV-------------------------A-----K-VI-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-K---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAART-KVI-GYA-NKP------------H-KA-----D-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_075957901.1 ---G-----A--DV--------LLVDFDGPLAR-------IFP---G----TT------WLE---VSADL--------RRYA---VE-R---------A-----GA----------------------H----LA-P--------V-LG-D-E----P-----------------------------DHVQV---------------------------L--RM-I------G--------------------E-------------------------H-A--------------------------------------------------------------PQ-V------AGD----------------AADV------V----T-RI------E--L--E---------------------------------A-AR----T-A-----P-L-QP----GALEFLDEA--------------LA-R-S-A---RVFVVTNNDPG-VVPAVLDRH--V-P----G--LTA----R--------------------L-----DGVH-G-R-T----A-G-RTD---DL-------KPAP-----------------------------------D-L--LLRAL-A---------------Q--VT-V-Q--L-P---SV------FLGDSV-TDVLAGDAAGV-PVV-GVA-QDA------------Q-RR-----D-----D--L----LA-A--G----------AR--------A----V--V---A---DL---------GE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ASO17958.1 --------------------------FDGPVCS-------VFA---G----YP------APV---IAAEL--------RTLI----------------H-----DA-------------GQ-------P----PP----------S-EF-D-A----D-----------------------------DPHTI---------------------------L--GY-A------A--------------------E-------------------------L-S--------------------------------------------------------------PV-L------GRQ----------------IEAV------L----Q-TR------E--I--E---------------------------------A-VA----T-A-----T-P-TP----GAAELMATW--------------HA-T-G-R---PLAIVSNNTTD-AITRYLTAH--D-L----S--VYI-------------------------D-----H-VQ-G-R-D----P-R-DPT---LM-------KPNP-----------------------------------H-L--VAEAA-K---------------A--FD-V-D--T-G-R-CV------LIGDSA-TDIQAAHAAEV-PVI-AYA-NKP------------G-KR-----D-----R--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_064743847.1 -LPS-----V--RH--------VLWDLDGPICR-------LFA---V----HS------APG---IAKEL--------LHVIHEAAR-V---------G-----KL----E-------------------V--PV-L--------P-KR-S-L----D-----------------------------DPHAM---------------------------L--VA-I------S------------Q-------S----------W--------------P-G--------------------------------------------------------------SE-Q------VVK----------------LEQW------L----T-AQ------E--L--I---------------------------------A-AD----S-A-----L-M-TS----HVEPLIHRW-------------GGS-L-G-V---PFAVSTNNSGQ-AAAKFLATA--E-L----D--GFF-------------------------P-----Y-VC-G-R-T----S---DLS---LM-------KPHP-----------------------------------H-T--LLVAL-A---------------A--LR-A-D--P-S-L-AL------MLGDAP-TDYRAAKRAGV-AFL-GYA-DSP------------H-KV-----A-----K--L----RR-A--G----------VR--------S--SRI--V---T---SL---------KE-I-------------------------------------W-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_073820779.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------N-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQK----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-S----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKL------------N-KA-----E-----T--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_086159600.1 -LTG-----V--TH--------VLLDFDGPVCS-------VFA---G----LS------AGE---VADRM--------RRRL---AA-D---------G-----HA---------------------------VP-A--------P-WG-E-L----D-----------------------------DPLAL---------------------------L--SR-I------A--------------------Q-------------------------E-R--------------------------------------------------------------PG-L------AAD----------------ADRA------L----T-EL------E--A--E---------------------------------A-VQ----Q-A-----R-L-NP----DIKSVLDAC--------------AS-S-G-R---QVVVVSNNAGK-AISAYLRRE--G-L----A--GLV-------------------------R-----G-VV-G-R-V----P-G-EPA---SM-------KPSP-----------------------------------R-L--LLDAM-G-------------------E-T-A--P-A-K-CV------FIGDAT-RDVEAGDAAGV-PTI-GYA-NKP------------G-KA-----A-----R--L----AA-A--G----------AA--------V----V--V---E---SL---------VP-V-------------------------------------A-----------------------------------------------------------E--------------------------------A---------------------LTS----------------------------------------------------------------------
KOG24719.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAQEL--------TALL---SR-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------L--RV-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQK----------------IEQA------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TR----GAAEALQAA--------------RS-A-G-R---GVAVVSNNSAE-CVRVFLELH--G-L----D--EYV-------------------------T-----K-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MN-I-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------H-KA-----D-----Q--F----AE-A--Q----------AD--------V----I--T---E---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_098898137.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------APQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----I-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-K-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGA-TVI-GYA-NKL------------N-KA-----E-----M--F----AS-L--G----------AN--------A----I--T---H---EM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A-LSA------------------------------------------------------------------------------------------
WP_071274443.1 -LTH-----A--HG--------VLFDFDGPLCD-------VFA---G----RP------APQ---VAKEL--------TELA---LS-R---------E-----PE---------------------------LA-E--------Q-LH-A-T----D-----------------------------DPIEV---------------------------L--RL-S------H--------------------A-------------------------A-N--------------------------------------------------------------AD-L------GHE----------------VERA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---D-P-TP----GGVAALEAA--------------RE-A-G-R---SIAVVSNNSAD-CVRAFLNRH--G-L----S--GHV-------------------------L-----E-IV-G-R-A----D-R-QPD---LM-------KPNP-----------------------------------H-S--LITAA-Q---------------K--LG-I-D--V-T-R-CV------LIGDSL-TDIQAAHTIGA-AAI-AYA-NKP------------H-KH-----E-----L--F----ES-A--G----------AD--------A----V--I---E---AM---------QS-I-------------------------------------A-----------------------------------------------------------E--------------------------------A----------L--Q--------------------------------------------------------------------------------
WP_086780907.1 -LRE-----A--QA--------LLLDFDGPVCS-------VFS---G----FP------APV---VAGQL--------RELL----------------A-----DG-------------GYT------D----LP-T--------I-VA-E-S----G-----------------------------DPFDV---------------------------L--HY-S------A--------------------T-------------------------L-G--------------------------------------------------------------AD-E------AQH----------------VEAA------F----R-AH------E--T--E---------------------------------A-VS----T-A-----E-P-TP----GTVELIHEW--------------KR-T-G-Q---PVAIVSNNSAS-AVEAYLNLH--G-L----Q--HAV-------------------------D-----V-IS-S-R-S----A-P-DPG---LL-------KPNP-----------------------------------H-L--VLQAA-V---------------M--LG-V-Q--P-D-K-CV------LIGDSV-TDIEAAHAAGA-RGI-GYA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123513409.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------TALL---TA-H---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TL----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEEH--G-L----G--EYV-------------------------A-----K-VI-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CA------LIGDSL-TDIQAAHAAGS-MVI-GYA-NKL------------H-KA-----A-----L--F----AD-T--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_078905331.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAQEL--------TALL---SR-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------L--RV-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQK----------------IEQA------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TR----GAAEALQAA--------------RS-A-G-R---GVAVVSNNSAE-CVRVFLELH--G-L----D--EYV-------------------------T-----K-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MN-I-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------H-KA-----D-----Q--F----AE-A--Q----------AD--------V----I--T---E---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_083679957.1 -LRG-----A--RV--------LLLDFDGPVAH-------LFA---G----RP------APD---VAADI--------RRFA---T------------H-----HD---------------------------ID-L--------S-GT-R-T----D-----------------------------DPLML---------------------------L--RA-A------Y--------------------R-------------------------H-S--------------------------------------------------------------AE-A------GRD----------------VEAH------V----I-DH------E--A--R---------------------------------A-AT----G-A-----A-P-TP----GAHDLIRVA--------------SA-T---R---PVLIVSNNSER-AIRIHLARH--G-L----T--EHV-------------------------A-----H-II-G-R-P----F-G-HPE---QM-------KPDP-----------------------------------Y-L--LRAAL-D---------------V--TR-T-G--G-S-E-SV------FVGDSI-TDVIAGTAAGV-PCI-GYA-THP------------Q-RG-----D-----G--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063348917.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------REDL---LA-A---------G-----EQ---------------------------AP-A--------G-AE-G-A----S-----------------------------DPPAL---------------------------L--RL-I------S--------------------D-------------------------A-R--------------------------------------------------------------PD-L------AVS----------------TDAA------L----A-AL------E--A--E---------------------------------A-VR----A-A-----S-P-TP----GGESVLHAC--------------AR-S-G-R---LVSVVSNKAGT-ATEAYLAEH--S-L----N--GFV-------------------------A-----G-VF-G-R-T----P-G-DPS---SM-------KANP-----------------------------------R-L--LLEAM-D---------------A--AG-T-G--P-E-Y-FI------FIGDAA-RDVEAGEAASI-PTI-GYA-NKP------------G-KD-----A-----K--L----AA-A--G----------AV--------V----I--V---D---SM---------EL-T-------------------------------------S-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_081915325.1 -LRN-----T--EV--------LLLDFDGPICS-------VFS---G----IP------ARY---VARQL--------RDIL----------------A-----NE-------------GHI------D----LP-A--------E-IG-K-T----G-----------------------------DPFDH---------------------------L--HY-A------A--------------------T-------------------------L-G--------------------------------------------------------------PE-Q------ARY----------------VEAA------L----R-AY------E--I--E---------------------------------A-VV----S-A-----E-P-TP----GAHELMRTW--------------SS-I-R-G---KVGIVSNNSEA-AVSTYLRLH--D-L----V--GVV-------------------------R-----L-IS-A-R-T----Q-A-DPL---LL-------KPDG-----------------------------------H-L--VEQAI-R---------------A--MG-V-E--P-I-L-CT------LVGDSI-SDIQAAKAVGV-RSI-GYI-NKK------------W-KW-----S-----T--L----AS-A--A----------PD--------A----L--T---S---SI---------TH-L--ID-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_121157666.1 ---------T--RY--------VLLDFDGPVCS-------IFA---N----YP------APT---VATEL--------RRLL---VD-Q---------G-----VT---------------------------LP-E--------H-IQ-T-E----A-----------------------------DPLAL---------------------------L--RF-T------A--------------------T---------------L---------N-Q--------------------------------------------------------------PT-I------TRR----------------IDDA------L----R-TA------E--V--T---------------------------------A-AA----T-A-----E-P-TP----YAREVIVTA--------------HQ-T-G-R---RVAVVSNNSAE-AVRAYLSAR--R-L----T--DYI-------------------------H-----P-II-G-R-T----H-G-QPD---QM-------KPNP-----------------------------------A-P--VLTAV-R---------------D--LH-A-D--S-E-Q-CV------LVGDSE-SDIEAAQAARV-TAI-GYA-NKR------------G-KR-----T-----R--L-------A--K----------AE--------A----I--I---G---SM---------AE-L-------------------------------------A-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_018734704.1 ---------A--RV--------ILLDFDGPVCS-------IFA---E----HS------AST---VAHAL--------RRLL---VD-Q---------A-----VA---------------------------LP-P--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------A---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------M----T-RE------E--V--T---------------------------------A-AR----T-A-----E-P-TP----YGREVIVAA--------------QQ-T-G-R---RVAVVSNNSAD-SVHAYLSTR--R-L----T--SYV-------------------------Y-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------F-P--VLAAV-R---------------E--LG-A-E--P-A-E-CV------LVGDSV-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--F-------A--A----------AD--------V----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_079405432.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------AAE---VAKQL--------TALL---AA-Q---------D-----ET---------------------------AG-G--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GQE----------------VEQA------L----T-AA------E--V--E---------------------------------A-VV----V-A-G---S-P-TP----GAVEALRAA--------------RA-S-G-R---AVAVVSNNSAE-CVRRFLEEH--G-L----E--EYV-------------------------A-----R-VV-G-R-P----S-G-RPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAAGT-TVI-GYA-NKS------------H-KA-----D-----L--F----AK-A--Q----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
EME60577.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------AGE---VADRL--------KRLV----------------E-----PG---------------------------LP-A--------E-VN-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------AHI----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----L-I-----S-P-AP----GVEEVLREW--------------RA-Q-G-F---TVTIVSNNSVE-AIRSFLGLH--E-L----A--EHV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPQP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-R-R-CV------MVGDSI-ADVLAARAADV-ASI-ALA-KTP------------S-KR-----R-----A--L----AA-L--G----------PD--------A----L--V---G---DL---------AD-L--------RSA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053759694.1 -LAD-----A--RA--------VLLDFDGPVTR-------LFG---G----AP------TAH---IAERI--------KGVV---RR-E-----W---G-------------------------------P--LD-P--------D-VE-E-C----E-----------------------------DSHRI---------------------------L--LR-I-------------------R-DMYDR-P----------A-----------S--A-P----------------------------------------------------RS--------PA-P------LKH----------------ADRI------V----T-DY------E--Y--E---------------------------------A-VV----R-A-----E-P-VP----HFDRLVEAL--------------LG-L-R-L---ALVIVSNNADG-PVWEFLKRQ--G-L----Q--SKF-------------------------E-----A-VL-G-R-D----S-S-ELR---HM-------KPHP-----------------------------------Y-A--VRRAV-E---------------H--LA-I-G--A-G-E-CL------LVGDQL-TDLAAARAAGT-RFL-GHT-WRE------------H-RA-----I-----R--M----RE-D--G----------AD--------W----V--V---S---SH---------LP-V-------------------------------------I-----------------------------------------------------------D--------------------------------A-----------------------AEA-L------------------------------------------------------------------
WP_030220567.1 -LAN-----A--RV--------LLFDFDGPVCD-------LFA---G----LP------APE---VAREL--------TALL---AA-R---------D-----EA---------------------------AG-A--------K-AA-R-T----D-----------------------------DPIEV---------------------------L--LI-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQG----------------IERA------L----T-AA------E--V--R---------------------------------A-AA----L-S-G---Q-P-TP----GAAEALRTA--------------RA-A-G-R---GVAVVSDSSTE-CVRAFLELH--G-L----Q--EHV-------------------------T-----H-IV-G-R-P----S-E-QLH---LM-------RPNP-----------------------------------F-P--LLTAA-E---------------Q--MH-V-D--V-T-G-CT------LIGDSP-TDVRAAHAAGA-TAI-GYA-DEP------------H-KT-----D-----L--F----NE-A--Q----------AD--------V----V--I---E---HM---------QD-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_057238873.1 -LRP-----V--KH--------VLLDFDGPVCS-------VFA---G----LP------APE---VARRL--------RLGL---LA-V---------G-----GQ---------------------------AL-D--------G-VE-A-E----T-----------------------------DPLAL---------------------------L--RL-I------A--------------------D-------------------------R-H--------------------------------------------------------------PD-L------AAT----------------TDSS------L----A-SL------E--T--E---------------------------------A-VL----M-A-----R-P-NP----GGESVLRAC--------------AR-T-G-R---SVSLVSNNAGS-AIEAYLTAQ--G-L----S--GYV-------------------------A-----G-VF-G-R-T----P-G-DPS---SM-------KPDP-----------------------------------R-L--LLEAM-E---------------V--VG-S-K--P-E-Q-SI------FIGDAA-RDVQAGAAAGV-ATI-GYA-NKP------------G-KA-----S-----V--L----AA-A--G----------AV--------V----V--V---D---SM---------QH-I-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------IR----------------------------------------------------------------------------

28



SupplementaryDataFile.3.txt 1/21/2020

WP_091441586.1 ---------A--RV--------ILLDFDGPVCS-------IFS---Q----HP------AST---VAHEL--------RRLL---VD-Q---------A-----VT---------------------------LP-P--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------V---------G-R--------------------------------------------------------------PT-V------VRL----------------VDKA------L----T-HQ------E--V--T---------------------------------A-AR----T-A-----E-P-TT----YGREVVVAA--------------HQ-T-G-R---RVAVVSNNSAD-SVHAYLHAR--R-L----I--GYV-------------------------H-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------S-P--VLDAV-R---------------E--LR-A-D--P-A-E-CV------LVGDSV-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--F-------A--A----------AD--------A----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_093944052.1 --------------------------FDGPVCS-------VFA---G----YP------APV---IAAEL--------RTLI----------------H-----DA-------------GQ-------P----PP----------S-EF-D-A----D-----------------------------DPHTI---------------------------L--GY-A------A--------------------E-------------------------L-S--------------------------------------------------------------PV-L------GRQ----------------IEAV------L----Q-TR------E--I--E---------------------------------A-VA----T-A-----T-P-TP----GAAELMATW--------------HA-T-G-R---PLAIVSNNTTD-AITRYLTAH--D-L----S--VYI-------------------------D-----H-VQ-G-R-D----P-R-DPT---LM-------KPNP-----------------------------------H-L--VAEAA-K---------------A--FD-V-D--T-G-R-CV------LIGDSA-TDIQAAHAAEV-PVI-AYA-NKP------------G-KR-----D-----R--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107260965.1 -LAE-----G--GP--------LLLDFDGPVCS-------IFA---G----YP------APK---VAAEL--------VGVL---RL-R---------G-----VE---------------------------VQ-P--------A-LA-N-E----T-----------------------------DPLEV---------------------------L--RW-T------G--------------------A---------------T---------G-D--------------------------------------------------------------ND-L------TRA----------------VEDA------L----C-AA------E--R--Q---------------------------------A-AA----S-A-----D-P-TP----YGREVIVAA--------------RQ-A-G-L---PVAVVSNNSAS-AVAAYLAAH--R-L----A--GYV-------------------------S-----P-VV-G-R-A----Y-A-EPA---RM-------KPNP-----------------------------------D-P--ILQAV-R---------------S--LG-E-S--P-S-R-CV------LIGDSL-SDIEGAHAAGV-RII-GYA-NRR------------A-KI-----D-----S--F----NA-A--G----------AD--------V----V--I---T---SM---------RE-V-------------------------------------A-----------------------------------------------------------Q-H-LLGLG-----------------------------------------------------------------------------------------------------------------------
WP_073867663.1 --GA-----T--RA--------VLFDFDGPICD-------VFA---G----QP------APE---VARHL--------AATL---AN-F---------D-----RS---------------------------LG-D--------K-AY-S-T----D-----------------------------DPMEV---------------------------L--RL-S------P--------------------Q-------------------------G-G--------------------------------------------------------------EA-A------LRK----------------VEEE------L----I-KA------E--V--S---------------------------------A-VR----S-A-G---L-P-VS----GAVAALGAA--------------RA-S-G-R---KVAVVSNNSAA-CVRTFLLLH--E-L----Q--HLV-------------------------D-----A-VV-G-R-A----P-Y-QPE---AM-------KPAP-----------------------------------D-S--LLRAS-N---------------E--LA-V-P--L-R-Y-CT------LIGDSV-TDMEAASVAGG-RSV-GFA-NRA------------G-KE-----R-----A--L----AT-A--G----------AH--------V----V--V---T---TM---------LA-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_018841417.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANVAPG---IADDL--------RTLL---DE------------------L----P-------------------E--LR-A--------R-LA-P-L----A-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------R--------------G-Q--------------------PE----------------------------------------HP-V------VAA----------------MRKR------L----D-EL------E--L--A---------------------------------A-AG----ATA-----V-P-TP----GAAGLLSRL--------------AD-R-G-V---LLGVASNNSEP-AIRVFLERA--G-L----A--RWF-E-----------------------D-----GPVA-G-R-P----D---DAG---LM-------KPHP-----------------------------------A-V--LEGAL-A---------------Y--WP-V-R--P-D-A-CV------LVGDSP-ADAAAAAAAGV-AFC-GYH-REP------------A-KR-----R-----L--L---REL-P--G----------AP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_088999091.1 ---------A--RV--------ILLDFDGPVCS-------IFA---Q----HS------AST---VAHEL--------RRLL---VN-Q---------A-----VT---------------------------LP-P--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------M----T-RE------E--V--T---------------------------------A-AR----T-A-----E-P-TP----YGREVIVAA--------------HQ-T-G-R---RIAVVSNNSAA-SVHAYLSAR--R-L----T--SYV-------------------------H-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------F-P--VLAAV-R---------------E--LG-A-Q--P-A-E-CV------LVGDSV-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--F-------S--A----------AD--------V----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_051071930.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------AGE---VADRL--------KRLV----------------E-----PG---------------------------LP-A--------E-VN-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------AHI----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----L-I-----S-P-AP----GVEEVLREW--------------RA-Q-G-F---TVTIVSNNSVE-AIRSFLGLH--E-L----A--EHV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPQP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-R-R-CV------MVGDSI-ADVLAARAADV-ASI-ALA-KTP------------S-KR-----R-----A--L----AA-L--G----------PD--------A----L--V---G---DL---------AD-L--------RSA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_112601522.1 ----------------------------GPVCS-------IFA---G----YP------AWQ---VAAEL--------VDVL---RR-R---------G-----VD---------------------------VP-P--------G-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------T---------------A---------G-D--------------------------------------------------------------HG-I------TRA----------------VEDA------L----C-AA------E--R--R---------------------------------A-AE----T-A-----D-P-TP----YSREVIVAA--------------RQ-A-G-M---QVAVVSNNSAG-AVTAYLAAH--R-L----A--GYV-------------------------S-----S-VV-D-R-S----Y-A-DPD---RM-------KPNP-----------------------------------H-P--ILTAA-R---------------A--VS-E-P--P-G-G-RF------LVGDSL-SDIEGARAAGG-RVI-GYA-NRP------------A-KI-----A-----L--F----RA-A--G----------AD--------L----V--I---T---SM---------AD-I-------------------------------------A-----------------------------------------------------------S-A-----------------------------------------------------------------------------------------------------------------------------
WP_050505072.1 -VAA-----T--SG--------VLFDFDGPICD-------VFA---G----HP------APG---VARHL--------AAIL---AQ-I---------D-----AT---------------------------TE-K--------R-AF-E-T----N-----------------------------DPMEV---------------------------L--RL-A------S--------------------R-------------------------V-G--------------------------------------------------------------ED-A------VRR----------------IEEA------L----T-AA------E--V--S---------------------------------A-VA----V-A-G---P-P-VT----GAVESLHAA--------------HA-S-G-R---KVAIVSNNSAA-CVKAFLEIH--D-L----N--RFV-------------------------H-----Q-VI-G-R-Y----P-N-RPD---LM-------KPSP-----------------------------------F-S--LERAF-K---------------E--LG-I-R--A-S-R-CT------LIGDST-TDIEAAAHAGS-MAI-GFA-NKD------------D-KK-----R-----A--L----AD-A--G----------AQ--------V----V--T---T---SM---------AA-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_080678970.1 ---------------------------------------------------------------------------------P---SQ-R---------G-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------T---------G-G--------------------------------------------------------------HG-L------TQA----------------LEEV------L----C-TA------E--R--R---------------------------------A-VE----S-A-----E-P-TP----YGREVIVAA--------------RQ-V-G-L---AVAVVSNNSAG-AVSAYLAAH--R-L----T--AHV-------------------------S-----P-VV-G-R-A----Y-A-EPA---RM-------KPNP-----------------------------------E-P--ILLAI-Q---------------A--LG-E-A--P-G-R-CV------LIGDSL-SDIEGARAAGV-RAI-GYA-NRP------------P-KV-----E-----S--L----EE-A--G----------AD--------V----V--I---T---SM---------GV-L-------------------------------------A-----------------------------------------------------------H-A-----------------------------------------------------------------------------------------------------------------------------
WP_107059449.1 ALTG-----A--RV--------LLFDFDGPLCD-------VFA---G----LP------ALQ---VASEL--------TRLL---SA-E---------D-----QA---------------------------AG-A--------K-AM-G-T----T-----------------------------DPIEV---------------------------L--SI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AA-L------GQK----------------IEQA------L----T-AA------E--V--R---------------------------------A-VE----V-A-G---A-P-TP----GSVAALLAA--------------KE-S-N-R---GIAVVSNNSAQ-CVRAFLDRH--E-L----G--GYV-------------------------A-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------Y-P--LIHAA-E---------------L--MH-V-D--V-S-V-CA------LIGDSV-TDIQAARAAGV-TVI-GYA-NKF------------N-KA-----E-----T--F----AS-L--G----------CA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018850782.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANVAPG---IADDL--------RTLL---DE------------------L----P-------------------E--LR-A--------R-LA-P-L----A-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------R--------------G-Q--------------------PE----------------------------------------HP-V------VAA----------------MRKR------L----D-EL------E--L--A---------------------------------A-AG----ATA-----V-P-TP----GAAGLLSRL--------------AD-R-G-V---LLGVASNNSEP-AIRVFLERA--G-L----A--RWF-E-----------------------D-----GPVA-G-R-P----D---DAG---LM-------KPHP-----------------------------------A-V--LEGAL-A---------------Y--WP-V-R--P-D-A-CV------LVGDSP-ADAAAAAAAGV-AFC-GYH-REP------------A-KR-----R-----L--L---REL-P--G----------AP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_029022354.1 -LIG-----S--GP--------LLLDFDGPVCS-------VFA---G----YP------APR---VAAEL--------IALL---DA-E---------G-----VT---------------------------MP-P--------E-VR-R-E----G-----------------------------DPLAV---------------------------L--RW-T------G--------------------E---------------G---------C-T--------------------------------------------------------------PR-V------IRM----------------VEDA------L----C-SA------E--L--R---------------------------------A-VE----T-A-----G-P-TP----SARDVILNA--------------GA-R-G-L---PVAVVSNNSAA-AIEAYLTAQ--G-L----A--GYV-------------------------T-----P-II-G-R-A----Y-A-EPT---RM-------KPDP-----------------------------------Q-P--VLAAA-R---------------V--LD-V-V--P-S-A-CA------LIGDSL-TDIEAARKAGT-CVV-GFA-NRP------------W-KV-----D-----K--F-------A--A----------AD--------A----V--V---T---SM---------AE-I-------------------------------------A-----------------------------------------------------------E-A-----------------------------------------------------------------------------------------------------------------------------
WP_117669047.1 ----------------------ILLDFDGPVCS-------IFA---Q----HA------AST---VAHEL--------RRLL---VD-Q---------A-----VT---------------------------LP-P--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------T---------------I---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------M----T-RE------E--V--T---------------------------------A-AA----T-A-----E-P-TP----YGREVIVAA--------------QQ-T-G-R---RVAVVSNNSAE-SVHAYLSAR--R-L----T--SYV-------------------------H-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------L-S--VLAAL-R---------------E--LG-A-E--P-A-E-CV------LVGDSV-SDIEAAHAAGV-AAF-GYA-NKP------------G-KR-----E-----R--L-------A--A----------AD--------A----V--I---D---TM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_046769575.1 -MAG-----V--EL--------LMLDFDGPICS-------VFA---G----VP------APE---VANRL--------RESL---RR-L---------G-----VE---------------------------IT-A--------Q-LE-R-D----D-----------------------------DPLSI---------------------------Y--RK-G------A--------------------N-------------------------Y-G--------------------------------------------------------------PA-V------TAE----------------LFAR------L----V-AA------E--V--G---------------------------------A-IA----S-A-----V-P-TP----GAIDVVKAA--------------RA-T-G-L---KTAVVSNNAAA-AVESYLVEH--D-L----E--GLI-------------------------D-----Y-VA-A-R-R----S-P-EPR---LM-------KPNP-----------------------------------A-Y--LIETA-T---------------E--LG-V-P--A-A-R-CV------LVGDSV-TDIEAARRAGV-RAI-GYA-NKP------------G-KV-----A-----R--L----MG-A--G----------AY--------A----L--V---T---SM---------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077938925.1 -VGR-----A--RV--------VLLDFDGPVCS-------VFA---R----YP------ASA---VAHEL--------RRLL---AD-R---------G-----VP---------------------------LP-A--------G-IR-H-E----P-----------------------------DPLAV---------------------------L--RF-A------A--------------------T---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------L----T-RA------E--V--T---------------------------------A-AH----T-A-----A-P-TP----YGREAILAA--------------HR-A-G-R---RVAVVSNNSAA-CVRAYLSAR--R-L----T--SYV-------------------------H-----P-VV-G-R-P----E-G-APG---RM-------KPDP-----------------------------------Y-P--VLAAL-R---------------E--LA-A-E--P-A-D-CV------LVGDSA-TDVEAAHAAGV-AAI-GYA-NKP------------G-KR-----A-----R--L-------A--A----------AD--------A----T--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------A-A-----------------------------------------------------------------------------------------------------------------------------
WP_068203532.1 -LWS-----A--RA--------VLLDFDGPVTP-------LMP---A----PL------NMQ---AADAA--------RAAL---AC-H---------C-----LP---------------------------PA-E----------IR-N-T----S-----------------------------DHLAI---------------------------I--RW-A------G--------------------A-------------------------Y-A--------------------------------------------------------------PN-A------LPD----------------VEAA------C----I-EA------E--V--E---------------------------------A-AR----T-S-----E-P-TA----GAHELIAAL--------------NH-A-G-V---PVVIVTNNAAS-SARTYLNRF--D-L----A--ERV-------------------------L-----D-IV-G-R-P----E-R-RPD---LM-------KPNK-----------------------------------H-M--VEEAL-R---------------T--TG-A-T--R-G-E-TL------LIGDSV-SDIEVAHAAGL-QSL-GYA-KNM------------L-RG-----Q-----E--L----SA-A--G----------AD--------A----M--T---K---SI---------EA-L-------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053688364.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------AALL---TA-H---------D-----EA---------------------------AG-A--------K-AT-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------A-G--------------------------------------------------------------DE-I------GRM----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---S-P-TA----GAVEALQAA--------------RA-S-G-R---PVAVVSNNSAE-CVQRFLEEH--G-L----G--GYV-------------------------V-----K-VI-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CT------LIGDSL-TDIQAAHAAGT-TVI-GYA-NKP------------Q-KV-----D-----L--F----AE-A--Q----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
OQS14357.1 -LAT-----R--PA--------LLLDFDGPVCS-------VFA---G----LP------SRQ---VAKQL--------SQAI----------------G-----IP---------------------------LP-P--------E-LG-A-T----S-----------------------------DPFEI---------------------------L--EY-A------A--------------------T-------------------------F-S--------------------------------------------------------------PS-V------AEA----------------TEQQ------L----T-RL------E--I--E---------------------------------A-VS----E-A-----M-P-TP----FAHSIIRRA--------------STRQ-------EVAIVSNNSTA-AIEAYLRAY--D-L----R--TAV-------------------------S-----G-IY-A-R-T----S-A-S-T---PL-------KPAP-----------------------------------Y-L--LNQAL-A---------------E--LG-Y-R--P-D-E-AT------FIGDSI-TDIQAAHAAGL-PAI-AFA-NKP------------G-KA-----E-----Q--F----AP-H--K----------PA--------T----I--F---E---LM---------FE-L-----------------------SEA-LP--TETRT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028187723.1 ---------A--HV--------ILLDFDGPVCS-------IFA---E----HS------AST---VAHAL--------RRLL---VD-Q---------A-----VT---------------------------LP-P--------E-IL-A-E----R-----------------------------DPLAV---------------------------L--RF-T------A--------------------A---------------L---------G-R--------------------------------------------------------------PA-V------VRL----------------VDEA------M----T-RE------E--V--T---------------------------------A-AR----T-A-----E-P-TP----YGREVIVAA--------------QQ-T-G-R---RVAVVSNNSAD-SVHAYLSTR--R-L----T--SYV-------------------------Y-----P-VI-G-R-P----E-A-APE---RM-------KPDP-----------------------------------F-P--VLAAV-R---------------E--LG-A-E--P-A-E-CV------LVGDSV-SDIEAAHAAGV-AAI-GYA-NKP------------G-KR-----E-----R--F-------A--A----------AD--------V----V--I---D---SM---------AE-L-------------------------------------V-----------------------------------------------------------T-A-----------------------------------------------------------------------------------------------------------------------------
WP_012783538.1 -LTT-----T--DA--------LFLDFDGPICA-------VFS---N----FP------ARE---VAAQL--------RGVL----------------A-----DG-------------GHT------G----LP-D--------L-IA-A-S----E-----------------------------DPFEV---------------------------L--EH-A------A--------------------T-------------------------L-G--------------------------------------------------------------AE-E------IRY----------------TEAA------L----R-AH------E--V--E---------------------------------A-VT----A-A-----K-P-TA----GAVELIRAW--------------NG-T-G-R---PLAVVSNNSQA-AVSTYLHLH--D-L----A--GLV-------------------------H-----T-VS-A-R-T----E-P-EPS---KL-------KPNP-----------------------------------L-L--LHRAS-E---------------A--MA-V-P--T-V-R-CT------LVGDSL-TDLQAAHRARS-RAI-GYA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053614140.1 -LGA-----S--QV--------ILFDFDGPICD-------VFR---G----LP------APE---IAGEL--------ADLL---AR-L---------A-----PT---------------------------LG-A--------V-AR-A-T----N-----------------------------DPMEV---------------------------H--RL-S------Q--------------------E-------------------------G-G--------------------------------------------------------------AT-V------LAA----------------VEAS------L----T-AA------E--V--R---------------------------------A-VK----V-A-G---A-P-IA----GAVQALNAA--------------CD-S-G-R---NVAIVSNNSTE-CVREYLTLH--G-I----A--GVV-------------------------D-----E-VI-G-R-P----P-L-RPE---LM-------KPSP-----------------------------------H-P--LLIAA-S---------------S--FG-V-S--P-S-R-TV------LLGDSV-TDVEAARAAGA-KSV-GYA-NKK------------P-KQ-----A-----S--L----RD-A--G----------AD--------V----V--V---L---DM---------QE-V-------------------------------------A-----------------------------------------------------------N--------------------------------A-------LGST-----------------------------------------------------------------------------------
WP_112675832.1 ---------A--EV--------VLVDFDGPICR-------LFG---S----RV------APR---IAADL--------RQLI---VG-R---------G-----VV---------------------------LP-A--------E-LR-D-G----N-----------------------------DPLEL---------------------------F--RA-T------A--------------------V-------------------------V-A--------------------------------------------------------------PE-L------IGV----------------VGAA------L----A-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDLVAAC--------------LA-T-G-R---PLAIVSNNSAA-AIGAYLGRR--D-R----A--RYF-------------------------A-----A-VI-G-R-G----E---HPD---LL-------KSNP-----------------------------------V-P--VAQAL-Q---------------A--LK-V-A--P-D-A-AV------LVGDSI-TDIAAARAAGV-ACI-GYA-NKP------------G-KA-----E-----R--L----AA-A--G----------AD--------A----I--V---T---DM---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084579750.1 -LAN-----T--EA--------LLLDFDGPVCS-------VFA---G----IP------AHI---VADQL--------RNVL----------------S-----EG-------------SHH------D----LP-Y--------E-VA-T-S----A-----------------------------DPFDV---------------------------L--KY-A------A--------------------A-------------------------L-G--------------------------------------------------------------TN-E------VRY----------------VEAT------F----R-AY------E--V--E---------------------------------A-IA----T-A-----K-P-TT----GAHRLIRAW--------------SL-S-R-R---PISIVSNNSAM-AVISYLELH--G-L----T--SHV-------------------------T-----Q-VS-A-R-D----T-S-DIE---LL-------KPNS-----------------------------------Y-L--VDKAI-N---------------M--LN-V-V--N-T-K-AT------LLGDST-TDIEAGIIANV-ATI-GFA-NKK------------G-KV-----V-----T--L----TQ-S--G----------AT--------A----V--T---T---SI---------AS-L-------VD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018687063.1 -LAR-----T--DF--------LLLDFDGPVCS-------VFA---G----FP------APV---VADQL--------RHVL----------------T-----DG-------------GH-------S----LP-D--------E-VT-A-A----S-----------------------------DPFDV---------------------------L--AY-A------A--------------------T-------------------------L-G--------------------------------------------------------------PD-E------VRY----------------VEAA------F----T-AH------E--A--E---------------------------------A-IA----S-A-----V-P-TP----GAHDLIGAW--------------RG-N-G-L---PLSIVSNNSRT-CIEAYAALH--G-I----S--PLI-------------------------T-----H-IS-A-R-E----D-A-QTD----L-------KPSP-----------------------------------Y-L--LNQA---------------------LD-G-R--S-G-T-AV------FVGDSP-SDMRAAQAAAV-TFI-GYA-NKA------------D-KI-----H-----A--F----AG-A--T----------AI--------A----T--S---M---TM---------LC-K--A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100299830.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANVAPG---IADAL--------RTLL---DE------------------L----P-------------------D--LR-A--------R-LA-P-L----A-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------R--------------G-Q--------------------PE----------------------------------------HP-V------VAA----------------MRKR------L----D-EL------E--L--A---------------------------------A-AG----ATA-----V-P-TP----GAAGLLARL--------------AD-R-G-V---LLGVASNNSEP-AIRVFLERA--G-L----A--RWF-E-----------------------D-----GPVA-G-R-P----D---DAG---LM-------KPHP-----------------------------------A-V--LEGAL-A---------------Y--WP-V-R--P-D-A-CV------LVGDSP-ADAAAAAAAGV-AFC-GYH-REP------------A-KR-----R-----L--L---REL-P--G----------AP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_128806952.1 --GA-----T--RA--------VLFDFDGPICD-------VFA---G----QP------APD---IARHL--------AATL---AN-F---------D-----RS---------------------------LE-G--------K-AH-G-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------Q-------------------------A-G--------------------------------------------------------------EA-A------LRA----------------IEDE------L----T-EA------E--V--S---------------------------------A-VR----V-A-G---L-P-VS----GAVAALEAA--------------RT-P-G-R---KVAIVSNNSAA-CVNAFLLLH--G-L----L--PLV-------------------------D-----T-VV-G-R-A----P-Y-QPE---AM-------KPAP-----------------------------------D-S--LVRAA-R---------------E--LA-T-P--L-R-D-CT------LIGDSV-TDIQAARGTGG-RSV-GFA-NKA------------G-KE-----R-----A--L----AV-A--G----------AD--------V----V--V---T---TM---------LA-V-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_079320154.1 ------------------------------------------------------------PG---VAAQL--------RQML---AA-A---------G-----AD---------------------------LP-Q--------H-VL-T-E----D-----------------------------DPLEV---------------------------F--RY-S------A--------------------T-------------------------L-G--------------------------------------------------------------EY-L------NRA----------------AQEA------L----T-KL------E--V--K---------------------------------A-IA----T-A-----Q-I-TP----GVEGLIRQA--------------AA-V-G-K---PVAIVSNNSLA-AIRAFLSAH--G-L----L--SVV-------------------------S-----Y-IS-A-R-S----D-A-DPT---LM-------KPNP-----------------------------------H-L--IRRAL-V---------------E--LS-A-T--P-E-R-TV------LVGDSL-TDIEAAKAAGV-ISV-GYA-NKP------------G-KT-----G-----H--F----LA-A--G----------AD--------A----V--V---T---RM---------AD-L-------------------------------------A-----------------------------------------------------------P------------------------VL-----------------------------------------------------------------------------------------------------
WP_099013930.1 -IAA-----A--SA--------VLFDFDGPICD-------VFG---G----LP------AHG---VARDL--------SEIV---DR-Y---------D-----AH---------------------------LG-G--------K-AR-G-T----D-----------------------------DPMEI---------------------------L--RL-A------P--------------------H-------------------------G-G--------------------------------------------------------------ES-V------LRD----------------IEDT------L----T-AA------E--V--A---------------------------------A-VK----V-A-G---A-P-VA----GAVAALSAA--------------RE-S-G-R---KVAVVSNNSAD-CVREFLAQH--E-L----S--HLV-------------------------H-----E-VV-G-R-A----A-Y-RPD---LM-------KPAP-----------------------------------H-S--LLLAA-E---------------R--LS-M-A--P-K-D-CT------LIGDSV-TDVEAARAAGA-TSI-GFA-NKP------------H-KD-----L-----A--L----TE-A--G----------AD--------A----V--V---T---DM---------TA-V-------------------------------------A-----------------------------------------------------------D--------------------------------A-------L-----ASSPR----------------------------------------------------------------------------
WP_088644777.1 -LGK-----V--GA--------VLLDVDGPVCN-------SFA---G----YP------APQ---IAAEL--------VDVL---RR-R---------S-----VD---------------------------VP-P--------D-LA-S-E----P-----------------------------DPLEV---------------------------L--RR-T------G--------------------A---------------A---------G-D--------------------------------------------------------------YG-V------TRV----------------VEDA------L----C-EA------E--R--R---------------------------------A-VE----T-A-----A-P-TP----YGREVIVAA--------------RQ-A-G-M---PAAAVSNNSAD-AVTAYLAAH--R-L----A--EHV-------------------------S-----P-VI-G-R-A----Y-A-DPA---RM-------KPNP-----------------------------------E-P--ILQAA-R---------------T--LE-I-P--P-R-L-CV------LVGDSL-SDIEGAQAAG---IL-GNR-IRESR----------A-KI-----A-----T--F----QF-A--G----------AD--------A----V--I---T---SM---------GD-L-------------------------------------A-----------------------------------------------------------Q-A----LH-----------------------------------------------------------------------------------------------------------------------
WP_037749689.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANVAPG---IADDL--------RTLL---DE------------------L----P-------------------E--LR-A--------R-LA-P-L----A-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------S--------------G-Q--------------------PE----------------------------------------HP-V------VAA----------------MRKR------L----D-EL------E--L--A---------------------------------A-AD----ATA-----V-P-TP----GAAGLLARL--------------AD-R-G-V---LLGVASNNSEP-AIRVFLERA--G-L----A--RWF-E-----------------------D-----GPVA-G-R-P----D---DAG---LM-------KPHP-----------------------------------A-V--LEGAL-A---------------Y--WP-V-R--P-D-A-CV------LVGDSP-ADAAAAAAAGV-AFC-GYH-REP------------A-KR-----R-----L--L---REL-P--G----------TP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_101465281.1 -IAH-----R--PC--------LLLDFDGPVCA-------MFS---G----IS------SRR---VAEQL--------GGAM----------------G-----VT---------------------------LP-D--------H-LG-A-T----S-----------------------------DPFEL---------------------------L--QY-A------A--------------------Q-------------------------I-S--------------------------------------------------------------KE-A------AET----------------TERE------L----A-RL------E--V--E---------------------------------A-VA----V-A-----T-P-TP----FAHEIIREA--------------AARD-G-G---SVAIVSNNSVA-AIDAYLRAH--G-L----R--DQV-------------------------S-----G-IY-A-R-T----S-A-S-T---PL-------KPSP-----------------------------------Y-L--LEAAL-A---------------G--LR-A-D--V-G-T-AT------FTGDSL-TDLLAADSATL-PAV-AYA-NKP------------D-KV-----E-----R--F----AP-F--A----------HA--------V----T--I---T---SM---------SA-L-----------------------LDA-VR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073877545.1 -VAA-----T--RG--------VLFDFDGPVCD-------VFA---G----HP------APG---VAREL--------AAIL---AQ-I---------D-----TT---------------------------TG-E--------R-AL-E-T----D-----------------------------DPMEV---------------------------L--RL-A------P--------------------R-------------------------A-G--------------------------------------------------------------EN-A------VRR----------------IEEA------L----T-AA------E--V--S---------------------------------A-VK----A-A-G---I-P-VT----GAVDSLRAA--------------HR-S-G-R---RVAIVSNNSAA-CVREFLALH--D-L----D--RFV-------------------------H-----Q-VI-G-R-S----P-N-RPD---LM-------KPSP-----------------------------------F-S--LEKAA-R---------------E--LG-V-R--A-S-T-CT------LIGDST-TDIEAAARAGS-MAI-GFA-NKP------------G-KE-----A-----S--L----VA-A--G----------AR--------T----I--I---T---GM---------DA-V-------------------------------------A-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_085571790.1 -LST-----A--RA--------VLFDFDGPVTD-------LFG---G----NP------TQP---VAERI--------KSVV---RP-L-----W---G-------------------------------P--LP-Q--------D-IE-E-C----R-----------------------------DSHVI---------------------------L--RL-L-------------------R-DAYDQ-P----------A-----------L--T-A----------------------------------------------------LG--------PR-P------LTE----------------AEAI------V----T-SQ------E--Y--D---------------------------------A-VA----S-A-----D-P-VP----GVTAAVDAL--------------LR-AKG-T---ALAIVSNNSDG-PVWEFLKRH--G-L----Q--SGF-------------------------G-----V-VV-G-R-D----P-H-ELR---HM-------KPDP-----------------------------------Y-S--VKQAV-A---------------Q--LG-L-E--P-A-D-CL------LIGDQL-TDLEAALSAGT-RFL-GYS-RSA------------D-RA-----K-----A--M----SR-Q--G----------AE--------L----V--I---T---SY---------RP-L-------------------------------------I-----------------------------------------------------------G--------------------------------A-----------------------ADE-L------------------------------------------------------------------
WP_125543236.1 -LGN-----A--RV--------VFFDFDGPVCD-------VFA---G----LP------ASQ---VAEQL--------TAIL---AA-K---------D-----VS---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AE-L------GGE----------------IEQR------L----T-EA------E--V--E---------------------------------A-VA----V-A-G---S-P-TP----GAVEALQAV--------------NA-S-G-R---AVAVVSNNSAE-CVESFLKAH--G-L----E--GYV-------------------------A-----K-VV-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------R--MH-I-D--V-T-N-CA------LIGDSL-TDIQAAHAAGT-TVI-AYA-NKP------------H-KA-----D-----L--F----AE-A--Q----------AD--------T----I--T---D---DM---------HA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_127505069.1 -VGA-----T--RC--------LMIDFDGPVCA-------VFA---G----YP------AAT---VANEL--------CAVI---RS-R--F------G-----AE---------------------------LP-L--------N-LD-E-H----H-------A---------------------DPLRM---------------------------L--VE-V------A--------------------S---------------L---------G-D--------------------------------------------------------------DE-L------TRE----------------VAAA------C----R-DA------E--I--T---------------------------------A-TG----T-A-----T-P-TP----GTEDVLRAA--------------QA-A-G-Y---RTAIVSNNATE-AIDAYLRRH--N-L----F--RYV-------------------------S-----V-VV-A-RFD----G-M-DPR---LL-------KPNP-----------------------------------F-L--LDRAV-A---------------A--LE-G-Q--S-D-E-AT------FIGDSV-SDVVAGRAAGV-RTI-GYA-NKP------------G-KR-----D-----R--L----TD-A--G----------AD--------I----V--I---E---SM---------QD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055604075.1 -LAD-----Y--DA--------ILFDFDGPICH-------VFQ---G----LP------APG---VARDL--------STLL---AT-L---------A-----PE---------------------------LA-D--------V-AH-S-T----D-----------------------------DPMVV---------------------------H--QL-A------R--------------------E-------------------------G-G--------------------------------------------------------------QD-V------LAA----------------VEAA------L----T-NA------E--V--R---------------------------------A-VG----V-A-G---F-P-TG----GAVEAMTAA--------------RS-S-G-R---RVAVVSNNSAD-CVHAYLSAQ--G-L----S--GAV-------------------------D-----A-VV-G-R-P----V-L-RPD---LM-------KPSP-----------------------------------H-P--LLEAA-A---------------A--LG-V-S--P-E-R-SA------LVGDSV-TDIEAARAAGA-GSI-GFA-NKP------------G-KE-----E-----D--L----AA-A--G----------AG--------V----L--V---T---DM---------RS-I-------------------------------------A-----------------------------------------------------------R--------------------------------A----------------------------------------------------------------------------------------------
WP_113642684.1 -LAE-----R--RH--------VLLDFDGPVCG-------VFS---A----IT------DRV---VADRL--------RRLL----------------P-----GE---------------------------LP-E--------E-VA-E-A----H-----------------------------DPFDV---------------------------L--RY-A------A--------------------G-------------------------L-D--------------------------------------------------------------VD-L------AAE----------------VEAE------F----Q-RQ------E--C--A---------------------------------A-VD----E-A-----A-P-TP----GAFETIHRL--------------AD-G-G-H---VVTIVSNNSTE-AVRRFLILH--E-L----R--NRV-------------------------Q-----G-VS-A-R-N----D-A-DPE---HL-------KPQP-----------------------------------Y-L--LHRAM-R---------------Q--QS-T-E--P-D-Q-CV------MVGDSV-SDIQAATAAGV-AAI-GYA-NKP------------G-KR-----E-----T--F----QA-H--R----------PA--------A----I--I---A---DM---------HE-L----------RGALHT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073934310.1 -LRD-----T--RA--------VLLDFDGPVTR-------LFG---G----VS------TAP---VAQEI--------KAVV---QA-A-----W---G-------------------------------T--LD-P--------D-VA-E-C----E-----------------------------DSHGI---------------------------L--HK-I-------------------R-DMYDR-P----------A-----------P--T-P----------------------------------------------------RS--------RV-V------LEQ----------------AEAI------V----T-RY------E--Y--E---------------------------------A-AV----S-A-----K-P-AE----YFEELVTAL--------------RA-L-D-L---PLAIVSNNAEG-PVRGWLESH--R-R----Q--QDF-------------------------A-----F-VV-G-R-D----P-H-EIR---HM-------KPHR-----------------------------------H-L--VDRAV-Q---------------R--LG-L-N--P-R-E-YL------LVGDQM-TDLEAARAAGV-RFL-GYT-WHK------------D-RA-----D-----R--M----RL-H--G----------AA--------W----V--L---S---SH---------LP-L-------------------------------------V-----------------------------------------------------------K--------------------------------A-----------------------AEA-L------------------------------------------------------------------
PJT50744.1 -VAA-----A--KT--------VIVGFDGPLCR-------LYD---P----LT------ART---AADSL--------TALL-A-EH-G----VP-A-G-D---VP----G------R---------------------------T------------------------------------------PLAL---------------------------L--RS-L---------------------------T----------L-------------------------------------------------------------------------------GA-L---DD-DPA----------------LSTA------L----D-ELLTGS--E--V--A---------------------------------A-TL----T-A-----R-P-AP----YADNLVRTW--------------SA-V-G-T---RLAVATGHSAD-AVHAYLAGR--G-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_024761947.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAREL--------TALL---AA-Q---------D-----EA---------------------------AA-T--------K-AS-Q-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------AE-L------GQR----------------IEQA------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---R-P-TP----GAAEALRAA--------------RS-A-G-R---GVAVVSNNSAE-CVGVFLELH--G-L----E--GYV-------------------------T-----K-IV-G-R-P----S-K-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MH-I-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------H-KS-----E-----A--F----IE-A--R----------AD--------A----V--T---Q---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_125250223.1 --------------------------FDGPVCS-------VFA---G----YP------APD---IAQEL--------VAFT---EG-F---------A-----PD---------------------------LA-K--------Q-LG-G-E----T-----------------------------DPMQV---------------------------L--ST-A------A--------------------M---------------T---------L-P--------------------------------------------------------------RQ-R------VIE----------------LDER------L----R-RA------E--V--L---------------------------------A-VE----T-A-----T-L-TS----GASELINAA--------------YG-R-G-L---SVGIVSNNSEP-SITKYLKRN--G-L----D--SMV-------------------------A-----R-VL-G-R-P----F-A-HPE---SM-------KPKP-----------------------------------F-L--LEQAL-A---------------S--FK-T-T--A-A-K-AC------FVGDSV-TDIEAGKAAAI-MTI-GLA-NKA------------G-KR-----Q-----R--L----AA-V--G----------AE--------I----L--V---D---EL---------WE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033343503.1 -LAK-----A--RV--------ILLDFDGPVCS-------VFA---H----HP------APM---IAAEL--------RQIL---VD-Q---------G-----VR---------------------------LP-G--------N-IA-D-E----P-----------------------------DPMEV---------------------------L--RW-T------G--------------------R---------------L---------G-R--------------------------------------------------------------IP-L------TRT----------------IDHA------L----T-AA------E--L--T---------------------------------A-VR----S-A-----E-P-TP----YAREFIMAA--------------HQ-A-G-K---RLAVVSNNSAD-ACRAYLTGQ--R-L----Q--QYI-------------------------D-----P-VI-G-R-P----F-A-DTT---RM-------KPNP-----------------------------------G-P--VLAAL-T---------------A--LD-V-R--P-E-E-CI------LIGDST-SDI--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_124818664.1 ---------A--EV--------VLVDFDGPICR-------LFG---S----KA------APR---VAADL--------RQLI---LS-R---------G-----VV---------------------------LP-D--------E-LR-D-G----N-----------------------------DPLEL---------------------------F--RA-T------A--------------------V-------------------------F-A--------------------------------------------------------------PE-L------VGV----------------VGAA------L----E-AA------E--V--E---------------------------------A-AA----S-A-----E-T-TI----GAFDMVAAC--------------LA-T-G-R---PLAIVSNNSAA-AIDAYLGRR--D-R----A--RYF-------------------------A-----A-VV-G-R-G----E---HPD---LL-------KPNP-----------------------------------A-P--VVQAL-Q---------------A--LK-V-A--P-D-A-AV------LVGDSA-TDVAAARAAGV-ACV-GYA-NKP------------G-KA-----E-----R--L----AA-A--G----------AD--------A----I--V---T---DM---------TD-L-------------------------------------A-----------------------------------------------------------G------------------------VLART--------------------------------------------------------------------------------------------------
WP_100492689.1 --RR-----A--HA--------FLVDFDGPICS-------VFD---G----YP------AAD---AAREL--------VV------------------------GV---------------------------AP-P--------L-AN-A-T----N-----------------------------DPLEV---------------------------L--RT-V------P--------------------F-------------------------------------------------------------------------------------------D-Q------IES----------------IDTK------L----C-DI------E--L--R---------------------------------A-VE----T-S-----K-P-NP----EFRELLNTI-----------------G-D-R---PWAVVSNNSAG-AVRSYFQRH--H-P----E--LAS-------------------------A-----P-VF-G-R-P----F-A-RPD---LM-------KPNP-----------------------------------F-L--LLEAL-K---------------A--LE-V-S--A-D-V-TQ------FIGDSI-SDIEAGHLAGI-HTI-GYA-NKP------------G-KA-----E-----L--L----AE-A--G----------AN--------E----I----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018836015.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANIAPG---IADDL--------RTLL---DE------------------L----P-------------------E--LR-A--------R-LA-P-L----A-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------R--------------G-Q--------------------PE----------------------------------------HP-V------VAA----------------MRKR------L----D-EL------E--L--A---------------------------------A-AG----ATA-----V-P-TP----GAAGLLARL--------------AD-R-G-V---LLGVASNNSEP-AIRVFLERA--G-L----A--RWF-E-----------------------D-----GPVA-G-R-P----D---DAG---LM-------KPHP-----------------------------------A-V--LEGAL-A---------------Y--WP-V-R--P-D-A-CV------LVGDSP-ADAAAAAAAGV-AFC-GYH-REP------------V-KR-----R-----L--L---REL-P--G----------AP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_055602594.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------ALE---VAREL--------TALL---SA-Q---------D-----EA---------------------------AG-T--------K-AS-Q-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------T-E--------------------------------------------------------------TE-L------GQK----------------IEQA------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TP----GAVEALQGA--------------RT-A-G-R---GVAVVSNNSAE-CVRVFLELH--G-L----A--EYV-------------------------T-----K-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MH-I-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------H-KV-----D-----Q--F----TE-A--Q----------AD--------V----I--T---E---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_084713521.1 ---------A--RC--------ILFDFDGPLVK-------LFA---G----YS------AAR---VAKEV--------RRDL---RR-R-----W---D-----IR---------------------------YR-P----------VR-G-R----S-----------------------------NCHGA---------------------------I--AA-F----P-D-L---T------R-------N----------R--------------Q-D--------------------------------------------------------------KD-A------IET---Y------------LLAL------V----A-TA------E--R--R---------------------------------A-VR----D-A-----A-P-TL----GAEELVLQL--------------HE-D-G-W---KMAITSNNADE-AIHDYLDQD--R------S--ARI-R---------------PVF-----D-G---M-VF-G-R------G---RIA---AM-------KPEP-----------------------------------D-C--VNEAL-K---------------A--LG-I-D--A-K-E-HR---AV-LLGDSV-SDYQAAVAAEI-DFV-GYS-RRR------------R-KR-----R-----Q--L----RR-A--G----------AD--------Q----V--F---G---SL---------AE-V-------------------------------------------------------------------------------------------------R--------------------------------A---------------------------A------------------------------------------------------------------
WP_027772338.1 -LAG-----A--RC--------VLLDFDGPLCR-------FFA---G----PPGGPANLAPG---IADAL--------RTLL---GE------------------L----P-------------------D--LR-A--------R-LA-P-L----P-----------------------------DPHEV---------------------------Y--RR----------TT--AAL----R-------R----------R--------------G-Q--------------------PE----------------------------------------HP-V------VAT----------------MRKR------L----D-EL------E--L--T---------------------------------A-AG----ATA-----V-P-TP----GAAGLLARL--------------AD-R-G-V---LLGVASNNSEA-AIRVFLERA--G-M----A--RWF-D-----------------------D-----GPVV-G-R-P----D---DAG---LM-------KPDP-----------------------------------T-V--LQGAL-A---------------H--WP-E-R--P-D-A-CV------LVGDSP-ADAAAAAAAGI-AFC-GYH-REP------------G-KR-----R-----L--L---REL-P--G----------AP--------P----A--V---A---DL---------AE-L-------------------------------------A-----------------------------------------------------------P--------------------------------A--------------------------------------------------------------------G-R-----------------------
WP_053704058.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EA------E--V--R---------------------------------A-AK----V-A-G---D-P-TP----GAVQALHSA--------------RK-S-G-R---HVAIVSNNSTE-CVHTYLTQH--G-L----S--GTV-------------------------S-----E-II-G-R-P----P-L-RPD---LM-------KPSP-----------------------------------H-P--LLIAA-S---------------I--LG-V-T--P-G-L-TV------LVGDSV-TDIEAAQAAGA-RSI-GYA-NKA------------M-KQ-----A-----S--L----RA-A--G----------AD--------V----V--V---L---GM---------QE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_124441109.1 -LDR-----T--QA--------VLFDFDGPVAD-------LFR---G----IS------TAP---VADEI--------KDAV---RG-L-----W---G-------------------------------A--LD-Q--------T-VE-D-C----D-----------------------------DSHGI---------------------------L--QR-V-------------------R-DMYDR-R----------R-----------W--A-D----------------------------------------------------PG--------RE-A------LEA----------------AERI------V----T-EH------E--F--D---------------------------------A-VK----S-A-----I-P-ET----YFADLVEAL--------------QD-L-H-L---RLAIVSNNADG-PIMEFLKCL--G-L----Q--SKF-------------------------D-----V-VE-G-R-D----P-R-EPR---HM-------KPHP-----------------------------------D-S--VNRAL-T---------------Q--LE-L-SHLP-S-A-CL------FIGDQL-TDLEASLDAGT-RFI-GYT-RST------------E-RA-----E-----E--M----RR-R--G----------AD--------W----V--V---S---SH---------EP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A-----------------------AQA--------------------------------------------------------------------
EXG79160.1 AIGS-----S--GP--------ILLDFDGPICG-------VFE---N----YS------AWR---VAAQL--------RDMA---EA-S---------G-----AT---------------------------IP-E--------A-IQ-S-E----R-----------------------------DPLAV---------------------------L--SW-S------A--------------------T---------------V---------A-D--------------------------------------------------------------PS-I------ASV----------------VEST------L----I-IE------E--T--K---------------------------------A-VR----T-A-----Q-A-TP----GVVEILRKA--------------DR-L-A-R---PLAVVSNNSSD-AINVFLKQA--S-L----D--GYV-------------------------W-----A-VI-G-R-R----K-G-HPE---LM-------KPHP-----------------------------------Y-A--VLDAA-D---------------E--FS-A-N--P-A-D-CV------FVGDSL-SDIEAGRAAGV-RTV-GFA-NRA------------G-KF-----E-----A--L----IE-S--G----------AD--------A----V--T---W---SM---------QE-I-------------------------------------A-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_109001463.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-A-A-GV------LIGSTL-AELTSARAAGL-RFV-GLA-RNP------------T-AA-----R-----D--L----AP-A--G----------SD--------V----T--V---P---SP---------TP-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--R---------------------------------------------------------AL----
WP_116677224.1 -LRE-----S--AA--------VLLDFDGPITP-------LMP---A----PA------NMH---AADAA--------RGAL---TA-H---------G-----IT---------------------------PP-D--------E-LA-T-T----S-----------------------------DHLAL---------------------------V--RW-A------G--------------------A-------------------------H-A--------------------------------------------------------------PD-A------LAD----------------VDDA------C----T-IA------E--M--N---------------------------------S-AL----T-C-----T-P-TP----GAHALLAAL--------------HA-A-G-T---PVVIVSNNDHA-AIHNYLQRH--E-L----T--AYV-------------------------R-----D-VI-G-R-P----F-M-RPD---LM-------KPHP-----------------------------------H-I--VERAL-A---------------I--VE-S-S--P-E-S-TV------LIGDSV-SDIEVAKATGV-RAI-GYA-KTQ------------Q-RG-----T-----E--L----RA-A--G----------AD--------A----V--T---D---SM---------VS-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUG57228.1 ---D-----A--RT--------LLVDFDGPLAR-------LFP---G----SS------WAE---LGDRV--------RAEA---HR-L---------G-----GP----------------------G----LA-E--------R-LQ-D-E----P-----------------------------DHVQC---------------------------L--RL-V------D--------------------E-------------------------H-S--------------------------------------------------------------PG-L------LAP----------------LERL------V----T-EL------E--L--D---------------------------------A-AS----R-V-----S-P-RP----GALDLVDRT--------------LE-R-G-A---SLAVVTNNTPQ-VVARVLDRA--R-P----G--TSG----R--------------------L-----L-VV-G-R-S----A-G-RVS---DL-------KPAP-----------------------------------D-L--LLRAM-R---------------L--LD-A-R--P-E-D-AV------FLGDSV-TDVQAGRSAGV-PVV-GVA-EDE------------G-RR-----Q-----E--L----LE-A--G----------TV--------A----A--V---P---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_081514494.1 -LAT-----R--PA--------LLLDFDGPVCS-------VFA---G----LP------SRQ---VAKQL--------SQAI----------------G-----IP---------------------------LP-P--------E-LG-A-T----S-----------------------------DPFEI---------------------------L--EY-A------A--------------------T-------------------------F-S--------------------------------------------------------------PS-V------AEA----------------TEQQ------L----T-RL------E--I--E---------------------------------A-VS----E-A-----M-P-TP----FAHSIIRRA--------------STRQ-------EVAIVSNNSTA-AIEAYLRAY--D-L----R--TAV-------------------------S-----G-IY-A-R-T----S-A-S-T---PL-------KPAP-----------------------------------Y-L--LNQAL-A---------------E--LG-Y-R--P-D-E-AT------FIGDSI-TDIQAAHAAGL-PAI-AFA-NKP------------G-KA-----E-----Q--F----AP-H--K----------PA--------T----I--F---E---LM---------FE-L-----------------------SEA-LP--TETRT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084211349.1 -VAA-----S--RV--------ILFDFDGPICS-------LFA---G----VS------AGE---IAELL--------IGVL---RS-R---------S-----AV---------------------------VD-R--------D-AF-D-A----S-----------------------------DPLDV---------------------------L--QY-S------A--------------------R-------------------------F-G--------------------------------------------------------------PS-V------VAD----------------VEDE------L----I-RA------E--L--E---------------------------------V-VR----S-A-----A-P-TP----AGAEAIRSC--------------VE-S-G-R---RAAVVSNNAAS-AVVDYLSNR--G-L----D--TFV-------------------------H-----T-VV-G-R-T----Y-G-APQ---RM-------KPSA-----------------------------------E-P--VERAL-E---------------A--LS-A-K--P-S-A-AV------LVGDSP-GDILAAQAAAT-ASI-GFA-NRP------------S-KW-----R-----R--L----A-----A----------AD--------V----I--I---D---DM---------AE-L-------------------------------------A-----------------------------------------------------------A--------------------------------A----------L--DSAP-----------------------------------------------------------------------------
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WP_083518660.1 ---D-----A--RT--------LLVDFDGPLAR-------LFP---G----SS------WAE---LGDRV--------RAEA---HR-L---------G-----GP----------------------G----LA-E--------R-LQ-D-E----P-----------------------------DHVQC---------------------------L--RL-V------D--------------------E-------------------------H-S--------------------------------------------------------------PG-L------LAP----------------LERL------V----T-EL------E--L--D---------------------------------A-AS----R-V-----S-P-RP----GALDLVDRT--------------LE-R-G-A---SLAVVTNNTPQ-VVARVLDRA--R-P----G--TSG----R--------------------L-----L-VV-G-R-S----A-G-RVS---DL-------KPAP-----------------------------------D-L--LLRAM-R---------------L--LD-A-R--P-E-D-AV------FLGDSV-TDVQAGRSAGV-PVV-GVA-EDE------------G-RR-----Q-----E--L----LE-A--G----------TV--------A----A--V---P---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OMI37894.1 -LGA-----S--DA--------VLFDFDGPICD-------VFR---G----LP------APG---VADEL--------AALL---IA-R---------V-----PA---------------------------LE-A--------R-AR-A-T----D-----------------------------DPMEI---------------------------H--RL-S------P--------------------E-------------------------G-G--------------------------------------------------------------GD-A------LKV----------------VETA------L----T-EA------E--V--A---------------------------------A-VS----L-A-G---L-P-VD----GSVQALHAA--------------RE-S-G-R---RVAVVSNNSGE-CVRRYLFLH--G-L----L--EVV-------------------------D-----E-VI-G-R-P----H-L-RPD---LM-------KPSP-----------------------------------H-P--LLTAA-S---------------S--LD-V-A--P-D-R-TV------LVGDSV-TDIEAARAAQA-RSI-GFA-NKP------------G-KR-----A-----S--L----TE-A--G----------AD--------A----V--V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_065958819.1 -LGA-----S--DA--------VLFDFDGPICD-------VFR---G----LP------APG---VADEL--------AALL---IA-R---------V-----PA---------------------------LE-A--------R-AR-A-T----D-----------------------------DPMEI---------------------------H--RL-S------P--------------------E-------------------------G-G--------------------------------------------------------------GD-A------LKV----------------VETA------L----T-EA------E--V--A---------------------------------A-VS----L-A-G---L-P-VD----GSVQALHAA--------------RE-S-G-R---RVAVVSNNSGE-CVRRYLFLH--G-L----L--EVV-------------------------D-----E-VI-G-R-P----H-L-RPD---LM-------KPSP-----------------------------------H-P--LLTAA-S---------------S--LD-V-A--P-D-R-TV------LVGDSV-TDIEAARAAQA-RSI-GFA-NKP------------G-KR-----A-----S--L----TE-A--G----------AD--------A----V--V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084557028.1 ALDG-----T--RA--------LLFDFDGPVCS-------VFS---A----LP------DQV---AADRV--------RAVL---TG-A---------G-----VE---------------------------LS-V--------E-VV-R-T----K-----------------------------DPLAV---------------------------L--RF-A------A--------------------T---------------A---------G-D--------------------------------------------------------------EG-L------VRR----------------ADEA------L----T-LA------E--I--E---------------------------------A-VQ----L-A-----T-P-TP----GAAEAVIAA--------------AR-A-G-L---PVAIVSNNSEA-AILLHLIEA--D-L----D--QYV-------------------------T-----T-IA-G-R-P----A-G-RPD---LL-------KPDP-----------------------------------Y-S--LLRAL-A---------------E--LH-V-L--P-F-D-AV------MVGDTA-TDVEAARSAGV-ACI-GLA-RNL------------E-RH-----A-----R--L----RA-A--G----------AD--------L----V--L-GED---GL---------SQ-I-------------------------------------A-----------------------------------------------------------E-V-------------LTSRPR----------------------------------------------------------------------------------------------------------
WP_012924127.1 -LRG-----T--EV--------VLLDFDGPVAD-------LFP---R----GS------GSR---IGDRA--------REPL---LR-A---------G-----VE---------------------------LP-E--------V-VR-A-T----V-----------------------------QHLVV---------------------------L--EF-A------G--------------------V-------------------------R-A--------------------------------------------------------------PQ-V------VED----------------VERA------S----V-AG------E--V--E---------------------------------A-AG----T-A-----P-V-TP----GVVEFLDAC--------------AE-T-G-R---RVVVVSNNCGV-AVQSFLERE--G-L----V--GRV-------------------------E-----G-VV-G-R-P----F-G-RPE---LM-------KPNP-----------------------------------A-L--IDGLL-P---------------E--LG-V-A--A-G-R-CL------MVGDSA-SDIEFSRRVGM-PSV-GYA-KSP------------E-RG-----A-----E--L----AA-A--G----------AD--------A----I--A---H---GM---------QR-L-------------------------------------G-----------------------------------------------------------A-A-----------------IRAVG-------------------------------------------------------------------------------------------------------
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WP_078861103.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APE---VAKQL--------AALL---AA-Q---------D-----EA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------M--RI-A------H--------------------E-------------------------T-G--------------------------------------------------------------DE-I------GRT----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TP----GAVEALQAV--------------RA-S-G-R---AVAVVSNNSAE-CVQRFLEEH--G-L----G--GYV-------------------------A-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LIGAA-E---------------Q--MQ-M-D--V-T-H-CA------LIGDSL-TDIQAAHAAGS-TVI-GYA-NKP------------H-KD-----A-----L--F----AD-A--G----------AD--------A----V--T---D---DM---------QA-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
WP_030768966.1 -LAN-----A--RV--------IFFDFDGPMCD-------VFA---G----LP------APK---VAEQL--------TALL---SS-Q---------D-----QA---------------------------AG-A--------K-AA-E-T----D-----------------------------DPIEV---------------------------L--RI-A------L--------------------E-------------------------A-D--------------------------------------------------------------AA-I------GQE----------------VERA------L----T-EA------E--V--E---------------------------------A-IG----V-A-G---P-P-TP----GAVEALQAA--------------RS-S-G-R---VVVVVSNNSAD-CVGRFVEAH--G-L----G--EYV-------------------------A-----G-IV-G-R-P----S-G-QPH---LM-------KPNP-----------------------------------Y-P--LITAA-E---------------Q--AH-T-D--V-T-H-CT------LIGDSL-TDIQAAHAAGT-TVV-GYA-NKP------------H-KE-----A-----L--F----AE-A--G----------AD--------A----V--T---D---DM---------AA-I-------------------------------------A-----------------------------------------------------------E--------------------------------A----------------------------------------------------------------------------------------------
WP_041129014.1 -LAD-----Y--DA--------ILFDFDGPICH-------VFQ---G----LP------APG---VAKDL--------SALL---AT-L---------A-----PE---------------------------LA-D--------A-AH-A-T----D-----------------------------DPMMV---------------------------H--QL-A------R--------------------E-------------------------A-G--------------------------------------------------------------QN-V------LAA----------------VEAA------L----T-DA------E--I--R---------------------------------A-VG----V-A-G---A-P-TD----GAVEAMAAA--------------RD-S-G-R---RVAVVSNNSAD-CVHAYLAAQ--G-L----S--GAV-------------------------E-----V-VV-G-R-P----A-L-RPD---LM-------KPSP-----------------------------------H-P--LLEAA-A---------------I--LG-V-S--P-E-R-ST------LVGDSV-TDIEAARAAGA-GSV-GFA-NKP------------G-KE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094427320.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AE----------------------EQ-H------GDE----------------LRER------W----D-RE---Y--Q--A--V-----------------------------------LD----E-V-----R-P-FA----GAAEFVRAA--------------KA-A-G-Y---RVALASSGASK-FTDKALELL--GLS----A--DEV-------------------------D-----A-IT-S---S----D---DAE---ES-------KPAP-----------------------------------D-I--LAVAL-E---------------R-----A-G--G-G-H-AL------AIGDST-WDARAATRFGV-PAI-GVR-TGG------------I-SE-----A-----E--L----RE-A--G----------CV--------E----V--V---D---SV---------AE-L-------------------------------------I-------------------E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037332568.1 -LRG-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ASE---VADRL--------KRLV----------------E-----P----------------------------------------E-VI-A-S----A-----------------------------DPFDV---------------------------L--RF-A------V--------------------S-------------------------C-G--------------------------------------------------------------PN-T------ANV----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----Q-V-----P-P-AP----GVADVLRDW--------------RA-Q-G-F---TVTVVSNNSVD-AVRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----S-S-DPA---RL-------KPEP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----W-----A--L----AA-L--D----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094359576.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AE----------------------EQ-H------GDE----------------LRER------W----D-RE---Y--Q--A--V-----------------------------------LD----E-V-----R-P-LA----GAAEFVRAA--------------KA-A-G-Y---RVALASSGASK-FTDKALELL--GLS----A--DEV-------------------------D-----A-IT-S---S----D---DAE---ES-------KPAP-----------------------------------D-I--LAVAL-E---------------R-----A-G--G-G-R-AL------AIGDST-WDARAATRFGV-PAI-GVR-TGG------------I-SE-----A-----E--L----RE-A--G----------CV--------E----I--V---D---SV---------AE-L-------------------------------------I-------------------E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084714794.1 ---A-----V--AA--------VLLDFDGPVCN-------LFA---R----RP------APG---VARVL--------LDEL---RG-Q---------G-VAW-LQ----E---------------------------------------T-D----------------------------------DPHGL---------------------------L--AR-L------P-AL--L---D--A-------A----------R-TP-----------S-A----------------------------------------------------EA--------AR-L------IAL----------------TDRA------L----A-RE------E--L--L---------------------------------A-AV----S-A-----D-P-TP----GAREGVLAL--------------AK-A-G-V---PLAVVSNNARP-AIEEYLLGA--G-L----V--EAL-A-----------------------K-----H-VV-G-R-P----A---DLA---RM-------KPDP-----------------------------------S-G--IQEAL-H---------------A--LG-V-A--G-E-A-VS--RCV-YVGDAV-GDASAARAAGV-RFL-GWA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094459261.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AE----------------------EQ-H------GDE----------------LRER------W----D-RE---Y--Q--A--V-----------------------------------LD----E-V-----R-P-FA----GAAEFVRAA--------------KA-A-G-Y---RVALASSGASK-FTDKALELL--GLS----A--DEV-------------------------D-----A-IT-S---S----D---DAE---ES-------KPAP-----------------------------------D-I--LAVAL-E---------------R-----A-G--G-G-R-AL------AIGDST-WDARAATRFGV-PAI-GVR-TGG------------I-SE-----A-----E--L----RE-A--G----------CV--------E----V--V---D---SV---------AE-L-------------------------------------I-------------------E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098477318.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AE----------------------EQ-H------GDE----------------LRER------W----D-RE---Y--Q--A--V-----------------------------------LD----E-V-----R-P-FA----GAAEFVRAA--------------KA-A-G-Y---RVALASSGASK-FTDKALELL--GLS----A--DEV-------------------------D-----A-IT-S---S----D---DAE---ES-------KPAP-----------------------------------D-I--LAVAL-E---------------R-----A-G--G-G-R-AL------AIGDST-WDARAATRFGV-PAI-GVL-TGG------------I-SE-----A-----E--L----RE-A--G----------CV--------E----V--V---D---SV---------AE-L-------------------------------------I-------------------E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104379678.1 -IAS-----R--PC--------TLLDFDGPVCS-------VFA---G----IS------ARH---VAQEL--------GQAI----------------G-----LP---------------------------LP-P--------T-LG-A-T----S-----------------------------DPFEI---------------------------L--QY-A------A--------------------E-------------------------V-S--------------------------------------------------------------DA-A------AEA----------------AEQA------L----T-AL------E--V--E---------------------------------A-VA----L-A-----V-P-AP----HAHDVIRAA--------------AHRP-G-G---TVAIVSNNSIA-AIDAYLTAH--N-L----H--DLV-------------------------S-----G-VY-A-R-T----S-A-T-T---PL-------KPSP-----------------------------------Y-L--LLSAL-S---------------N--LR-L-E--A-H-G-AI------FIGDST-TDLIAAGAAGI-PAI-GYA-NKP------------G-KA-----E-----R--F----AQ-Y--S----------PA--------A----T--I---G---DM---------SA-L-----------------------LDA-IR--T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013015617.1 -LCG-----S--GP--------LLLDFDGPVCG-------VFA---G----DP------SPR---IALGI--------SRIV---EA-T---------G-----IE---------------------------VP-L--------E-LR-E-H-----------------------------------SMEL---------------------------L--SW-V------D--------------------T---------------L---------D-V--------------------------------------------------------------PG-L------TET----------------VEDA------L----S-DA------E--L--R---------------------------------A-VQ----T-A-----S-P-TP----FAREVIEAA--------------HR-A-A-K---PVAVVSNNSAS-SISAYLRAQ--E-L----D--EYV-------------------------W-----P-IV-G-R-P----Y-A-NPS---EM-------KPNP-----------------------------------I-P--LLRAA-E---------------S--LN-V-E--P-E-T-CV------FVGDSV-FDIEAGLAAKT-PVI-GYA-NAS------------H-KT-----K-----T--L----AD-A--G----------AK--------V----I--I---R---SM---------GD-L-------------------------------------V-----------------------------------------------------------S-T-----------------LQ-------NCPTS----------------------------------------------------------------------------------------------
WP_114774010.1 -LSE-----T--TG--------LLLDFDGPVCS-------VFS---G----FP------APV---VAGQL--------RETL----------------A-----QG-------------GHN------R----LP-T--------E-VQ-E-T----D-----------------------------DPFDV---------------------------F--RY-A------A--------------------S-------------------------L-G--------------------------------------------------------------VK-E------ARY----------------VEAA------M----R-AH------E--V--E---------------------------------A-MA----T-A-----E-P-TI----ASHDLIRAW--------------SK-T-G-R---SLAIVSNNSVA-SISSYLHLH--E-L----T--DAV-------------------------D-----V-IS-A-R-T----D-S-DPD---LL-------KPNP-----------------------------------Y-L--VEIAV-S---------------K--LN-L-H--A-T-Q-CI------FIGDSV-ADITAGLRSEV-FPI-GYA-NKD------------G-KL-----D-----S--L----SR-A--G----------AR--------M----M--I---T---EL---------QT-I--AALAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051926349.1 ALRA-----A--DA--------VLLGFDGVLTR-------LRG---D----DG------SS--------L----------------------------------------------------------------------------------------------------------------------PLDL---------------------------L--RE-R---------------------------A----------G-------------------------------------------------------------------------------EV-S------AGE----------------LAGY------L----R-TR------E--T--A---------------------------------A-AR----A-A-----Q-P-VA----NADLLVRTL--------------DA-R-G-L---RLAVVTDHATE-AVTGYLEQR--G-L--M-G----------------------------C-L-P-G-G-VH-G-R-D----D---LGH---PL-------MPHP-----------------------------------H-R--VLQAV-A---------------R--LG-V-R--P-E-Q-CL------MVGTGD-AEQEAARAARV-PFV-HV---DP------------G-FR----------------------R--A----------AD--------V---LT--S---H---GL---------LP-L-------------------------------------L-----------------------------------------------------------R--------------------------------A---------------------------A--Q---------------------------------------------------------SV----
WP_078900581.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----T-EL------E--T--E---------------------------------A-AL----L-A-----R-L-NP----EILDVLDAC--------------AN-S-G-R---TVLLVSNNAGR-AIGAYLDRA--G-L----T--DRV-------------------------G-----G-VF-G-R-V----P-G-EPA---SM-------KPSP-----------------------------------R-L--LLDAM-G-------------------E-T-A--P-E-R-CV------FIGDAV-RDVEAGDAAGV-RTI-GYA-NKP------------G-KV-----A-----K--L----TG-A--G----------AA--------V----V--V---E---SL---------LP-L-------------------------------------A-----------------------------------------------------------A--------------------------------A---------------------LTS----------------------------------------------------------------------
WP_063275148.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ASD---VADRL--------KRLV----------------E-----P----------------------------------------E-VI-T-S----A-----------------------------DPFDV---------------------------L--RF-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------ANV----------------VERQ------L----S-RF------E--G--E---------------------------------A-VA----Q-V-----P-P-SP----GVADVLRDW--------------RA-Q-G-F---TVTIVSNNSVD-AVRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPDP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-R-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----K-----A--L----AA-L--D----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_025273401.1 -------------A--------VILDFDGPVAD-------VFA---G----YP------ASK---IAERL--------VDLV---RQ-F---------D-----TN---------------------------LG-K--------T-LD-G-T----T-----------------------------DPMEV---------------------------L--RQ-C------Q--------------------G---------------V---------L-S--------------------------------------------------------------ED-S------LDW----------------VETE------L----V-HA------E--I--Q---------------------------------A-AE----S-A-----T-V-TP----GAINLFEQC--------------SA-R-G-L---PVIVASNNAEA-CIQLFLKRF--R-L----T--DNI-------------------------H-----L-VS-A-R-P----F-G-RPD---LM-------KPHK-----------------------------------H-V--LSFAS-N---------------V--AQ-I-K--L-E-S-SL------FIGDSA-SDVEAGQTAGV-PII-ALA-NKE------------G-KR-----A-----K--F----KH-A--N----------AT--------A----V--V---D---HM---------DE-VL----------------------------------SII-----------------------------------------------------------A-S----------------REL----------------------------------------------------------------------------------------------------------
WP_112492616.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APQ---VAKQL--------SALL---AS-H---------A-----P----------------------------AA-A--------K-AH-E-T----D-----------------------------DPIEV---------------------------V--RI-A------Y--------------------E-------------------------A-S--------------------------------------------------------------PE-L------GQE----------------VEQA------L----T-AA------E--V--E---------------------------------A-VA----A-A-G---P-P-TP----GAVEALQAA--------------NS-S-G-K---AVAIVSNNSAE-CVQHFIEAH--G-L----G--DYI-------------------------V-----K-VI-G-R-P----A-G-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------L--MH-T-D--V-T-N-CT------LIGDSL-TDIQAAHAAGA-TVI-GYA-NKP------------R-KA-----E-----L--F----VE-A--Q----------AD--------A----I--T---D---DM---------QT-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_076163055.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---K----LP------SSE---VADRL--------KRLV----------------G-----PD---------------------------LP-H--------E-VS-A-A----A-----------------------------DPFEV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------AHV----------------VERQ------L----S-RL------E--N--E---------------------------------A-VS----M-V-----P-P-AP----GAVEVIREW--------------VA-Q-G-F---TVSIVSNNSVE-AIRAFLTVH--E-L----V--EQV-------------------------R-----R-IS-A-R-A----S-S-DPA---HL-------KPHP-----------------------------------V-L--IEAAV-K---------------A--LG-T-S--P-G-K-CV------MIGDSA-ADVLAARAAGV-ASV-ALA-TTS------------A-KR-----R-----S--L----AA-L--H----------PD--------A----L--V---S---DL---------TD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050590084.1 --------------------------FDGPVCS-------IFG---G----YP------APR---VAAEL--------VALL---DV-E---------S-----VA---------------------------VP-P--------E-VR-S-E----G-----------------------------DPLAV---------------------------L--RW-V------G--------------------E---------------T---------C-S--------------------------------------------------------------HN-L------TAA----------------VEET------L----C-AA------E--L--H---------------------------------A-AG----V-A-----V-P-TP----FGREVILGA--------------HA-Q-G-V---PVAVVSNNSAV-AIEAYLTAH--D-L----A--AYV-------------------------T-----P-II-G-R-A----Y-A-DPR---RM-------KPDP-----------------------------------A-P--VLDAV-H---------------A--LG-A-A--P-G-S-CV------LVGDSL-SDIEAARAAGV-AVI-GYA-NRP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101612221.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---E----LP------ARE---VADRL--------KRLV----------------G-----PD---------------------------LP-A--------D-VR-A-T----A-----------------------------DPFDV---------------------------L--EY-A------W--------------------S-------------------------C-G--------------------------------------------------------------PN-T------AHV----------------VERQ------L----S-RL------E--G--E---------------------------------A-VS----Q-I-----A-P-AP----GAQETIREW--------------AA-Q-G-F---TVTIVSNNSVD-AIRSFLTVY--E-L----T--EQV-------------------------R-----R-IS-A-R-S----T-S-DPG---QL-------KPNP-----------------------------------T-L--IEAAM-R---------------A--LG-A-S--P-G-Q-CV------MIGDSA-ADVLAARAAGV-ASV-ALA-VTP------------T-KR-----E-----A--L----AS-V--D----------PD--------A----L--V---S---DL---------AD-L--------RSA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053560273.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APQ---VAKQL--------SALL---AS-H---------D-----SV---------------------------AA-A--------R-AY-E-T----D-----------------------------DPIEV---------------------------L--HI-A------Y--------------------E-------------------------A-N--------------------------------------------------------------LE-L------GRQ----------------VELA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TA----GAVEALQAA--------------NL-S-G-R---AVAVVSNNSAE-CVERFVESH--G-L----G--DYI-------------------------S-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------L--MY-M-D--V-T-N-CT------LIGDSL-TDIQAAHAAGT-TAI-GYA-NKP------------R-KA-----E-----L--F----AE-A--Q----------AD--------A----I--T---D---DM---------QN-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_083288245.1 -ISR-----T--SV--------LMLDFDGPVCS-------VFA---G----LP------APG---IAEQL--------RNTL---RR-L---------G-----VP---------------------------VT-A--------E-LE-D-D----D-----------------------------DPLSI---------------------------Y--RY-S------T--------------------N-------------------------G-G--------------------------------------------------------------PA-V------VAA----------------IHDA------L----V-AA------E--L--R---------------------------------A-VE----T-A-----T-P-TP----GAVDVIDAA--------------HE-R-G-R---RLAVVSNNAAA-AVATYLRLH--G-L----T--GRV-------------------------D-----Y-IA-A-R-R----T-P-EPS---LM-------KPSP-----------------------------------H-Y--LIEAA-A---------------T--LD-V-S--I-R-T-CA------LVGDSG-TDAVAAKRAGA-YAV-GYA-NKS------------G-KG-----E-----Q--L----VA-A--G----------AA--------V----V--I---D---SM---------TT-L-------------------------------------A-----------------------------------------------------------T------------------------VVR----------------------------------------------------------------------------------------------------
WP_093618795.1 -LVG-----A--GP--------LLLDFDGPVCS-------IFA---G----YP------APR---VAAKL--------VALL---DI-K---------G-----IA---------------------------MT-P--------Q-VR-S-E----T-----------------------------DPLAV---------------------------L--RW-V------G--------------------E---------------T---------C-S--------------------------------------------------------------HR-L------TAE----------------VEDA------L----C-TA------E--L--H---------------------------------A-AR----I-A-----T-P-TP----FGHEVILGA--------------HA-R-G-I---PVAVVSNNSAV-AIEAYLTAH--N-L----A--SYV-------------------------T-----P-II-G-R-P----Y-A-DPQ---SM-------KPDP-----------------------------------R-P--VLDAV-R---------------V--LG-A-D--P-R-A-CV------LVGDSL-SDIEAAHAAGV-AAI-GYA-NRP------------W-KV-----A-----A--F-------A--A----------AE--------T----V--V---T---SM---------EA-I-------------------------------------A-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_035297659.1 -LAS-----A--SL--------ILLDFDGPTAH-------LFA---G----AS------ART---VADRL--------AAQL---AA-A---------G-----VP---------------------------LP-D--------D--A-D-Q----Y-----------------------------GPPEL---------------------------G--AE-L------I--------------------R-------------------------Q-H--------------------------------------------------------------RD-Q------ADT----------------IEAL------V----S-AA------E--T--E---------------------------------A-AR----T-A-----E-P-TP----GCRDMLDAA--------------QR-T-G-R---PVVIVSNNSAA-AVCAYLDKH--H-L----T--DYI-------------------------A-----E-VI-G-R-P----H-A-APE---LM-------KPNP-----------------------------------W-P--VHEAA-R---------------R--HH-V-P--A-A-D-CV------LIGDSA-TDIEAAQAAGA-ASI-GYV-NKP------------G-KA-----E-----C--L----NN-A--G----------AT--------V----T--I---A---DM---------HD-L-------------------------------------A-----------------------------------------------------------D------------------------AIH----------------------------------------------------------------------------------------------------
PYG00133.1 -LHR-----C--RL--------VVLDFDGPLAR-------LLP---G----EK------FLR---VAAGA--------RELA---VS-L---------------GV----------------------V----LD-D--------E-LA-R-Q----T-----------------------------DHVQL---------------------------L--RL-V------S--------------------R-------------------------R-D--------------------------------------------------------------AA-T------ARA----------------VERW------C----T-ER------E--L--E---------------------------------A-AA----A-A-----R-P-VA----AAGAFVRAC--------------HE-R-G-T---GVAVVTNNAAG-AVTAVLAHG--G-P----P--LTA-------------------------L-----P-VH-G-R-T----P-D-ALE---RL-------KPSP-----------------------------------S-M--LLAAA-R---------------E--AG-T-G--P-G-E-AV------MVGDSA-SDVHAATAAAM-PCI-GLS-PDP------------A-RR-----A-----E--L----LA-A--G----------AA--------V----A--V---P---DL---------AS-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079197247.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAREL--------AALL---AV-E---------D-----EA---------------------------AG-V--------A-AA-R-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------D-------------------------A-D--------------------------------------------------------------SE-L------GQK----------------IEQA------L----T-GA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TP----GAVEALQAA--------------RA-A-G-R---GVAVVSNNSAE-CVRVFLELH--G-L----E--EYV-------------------------T-----K-IV-G-R-P----A-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MH-I-D--V-T-S-CT------LIGDSL-TDVQAAHAAGA-TVI-GYA-DKP------------H-KA-----D-----L--F----AE-A--Q----------AD--------A----I--T---E---DM---------HA-V-------------------------------------A-----------------------------------------------------------D--------------------------------VLTA-------------------------------------------------------------------------------------------
WP_125691195.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ASE---VADRL--------KRLV----------------E-----P----------------------------------------E-VI-T-S----A-----------------------------DPFDV---------------------------L--RF-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------ANV----------------VERQ------L----S-RF------E--G--E---------------------------------A-VA----Q-V-----S-P-SP----GVADVLRDW--------------RA-Q-G-F---TVTIVSNNSVD-AVQAFLALH--E-L----A--ELV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPEP-----------------------------------A-L--LDAAV-K---------------A--LG-S-S--P-G-R-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----R-----A--L----AA-L--D----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OGP91606.1 -------L-HSIKA--------IILDFDGTLAV-------LNI---D----FS----------S-MRERI--------FDLM---RR-S---------G-----IK----E------E------------A--LQ----------E-KY---L----L-----------------------------EIIDE--------------------V------Y--QI-L------W------------K-------K----------N--------------P-S----------------------------------------------------GA--------ET-F------YQE----------------SHDI------L----H-EV------E--M--K---------------------------------A-AE----K-G-----R-L-IP----RTKGTLKSL--------------RE-K-G-I---KVGIITRNCED-AVRKVFPEI---------D--DFC-------------------------D-----V-FV-S-R------N---SVK---KV-------KPHP-------D---------------------------H----LTRVM-G---------------S--LK-I-S--G-E-E-AV------MVGDHI-IDIQAGKRVGM-RTI-GVL-TGR------------T-KK-----E-----E--F----EK-V--G----------AD--------Y----I--L---R---NA---------SD-I-------------------------------------C-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
OKJ49689.1 -LAN-----A--RV--------ILFDFDGPVCD-------VFA---G----LP------APE---VAREL--------AALL---AV-E---------D-----EA---------------------------AG-V--------A-AA-R-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------D-------------------------A-D--------------------------------------------------------------SE-L------GQK----------------IEQA------L----T-GA------E--V--R---------------------------------A-VA----V-A-G---Q-P-TP----GAVEALQAA--------------RA-A-G-R---GVAVVSNNSAE-CVRVFLELH--G-L----E--EYV-------------------------T-----K-IV-G-R-P----A-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------Q--MH-I-D--V-T-S-CT------LIGDSL-TDVQAAHAAGA-TVI-GYA-DKP------------H-KA-----D-----L--F----AE-A--Q----------AD--------A----I--T---E---DM---------HA-V-------------------------------------A-----------------------------------------------------------D--------------------------------VLTA-------------------------------------------------------------------------------------------
WP_081900009.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-PTTL----GGAESIRAC--------------LR-T-G-R---RATVVSNDPEA-AARAYFAQH--G-L----P--AEV-------------------------W-----P-LV-G-R-A----F-A-EPE---RM-------KPNP-----------------------------------A-P--LLEVL-E---------------A--LS-L-P--P-T-A-AV------LVSDSL-TDLQEAQAAGM-RCI-GYA-NRP------------E-KW-----E-----R--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125790032.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ASE---VADRL--------KRLV----------------G-----PD---------------------------LP-A--------D-VN-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-T------AHV----------------VERQ------L----N-RL------E--G--E---------------------------------A-VA----L-V-----S-P-AP----GVAEVLREW--------------VA-Q-G-F---TVTIVSNNSVD-AIRSFLSLH--E-L----A--EQV-------------------------R-----R-IS-A-R-M----T-S-DPA---QL-------KPRP-----------------------------------M-L--LDAAV-K---------------A--LG-T-S--P-R-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----R-----A--L----TA-L--G----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_126736615.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFS---R----LT------ASE---VADRL--------KLLI----------------E-----P----------------------------------------E-VI-A-S----A-----------------------------DPFDV---------------------------L--RF-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------AHV----------------VERQ------L----S-RF------E--G--E---------------------------------A-VA----Q-I-----S-P-SP----GVTDVLRDW--------------RA-Q-G-F---TVTIVSNNSVD-AIRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----T-S-DPE---RL-------KPQP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-R-CV------MVGDSA-ADILAARAAGV-ASV-ALA-KTP------------A-KR-----R-----A--L----AS-L--A----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_090591678.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER-I------GEQ----------------LRAQ------W----A-EE---Y--R--A--V-----------------------------------LP----E-V-----R-A-IP----GAADLVGHL--------------VA-A-G-H---RVALASSGADE-FTDAALSLL--GLD----R--DDF-------------------------A-----A-VT-S---S----D---DAE---RS-------KPAP-----------------------------------D-L--LRAAM-D---------------S-----A-G--G-S-T-AV------LVGDSV-WDAQAANQMSI-PFV-GVR-TGG------------I-AE-----S-----D--L----LG-A--G----------AS--------R----V--V---D---SV---------VT-L-------------------------------------V-------------------D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100350614.1 -LAD-----A--KV--------VLLDFDGPVTL-------LMP---P----PM------NGE---VADAL--------RDVL---RQ-H---------G-----AA----------------------------T-G----------FP-E-T----T-----------------------------DHLAV---------------------------L--RW-T------A--------------------Q-------------------------H-A--------------------------------------------------------------RS-A------LED----------------VERA------A----D-EL------E--V--E---------------------------------A-AL----R-A-----V-P-TR----GSAELLAHC--------------RE-Q-R-K---PVVVVSNNAAV-AVRAYLERW--E-L----A--DAV-------------------------A-----G-IV-G-R-P----Q-G-HPE---RM-------KPRP-----------------------------------D-M--IHDAL-A---------------L--RG-A-V--P-G-E-AV------LIGDSV-TDIEVAQATGV-QSI-GYA-KTP------------R-RG-----E-----E--L----AV-A--G----------AD--------A----L--A---A---TI---------TN-L-------------------------------------L---------------------------------------------------------LAS-------------------------------------------------------------------------------------------------------------------------------
OLS30363.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----S-QH------E--G--F---------------------------------A-AA----N-A-----T-P-IK----GSLEIVREL--------------RD-A-G-F---KLAILTNNGRP-ALDKIMTQI--P-L----R--ENF-------------------------D-----L-IQ-T-R------H---ESP---KP-------KPFP-----------------------------------D-G--LQKVA-S---------------E--LG-V-G--A-R-E-IV------YVGDAL-IDGTAASRAGI-EFW-GVS-TGE------------T-GA-----D-----A--L----YD-A--G----------AS--------K----V--F---T---SL---------DG-V-------------------------------------L-----------------------------------------------------------E--------------------------------A---------------------------A--L-------------------------------TL------------------------------
SCF24334.1 -LSD-----T--GP--------ILLDFDGPVCA-------VFA---T----LA------DSA---VAAEL--------RRVI---ED-Q---------G-----VE---------------------------IP-A--------H-IR-A-V----D-----------------------------DPLEV---------------------------L--RF-S------A--------------------T---------------I---------G-T--------------------------------------------------------------PS-L------VVR----------------VENA------L----C-RA------E--L--A---------------------------------A-VD----G-A-----T-P-TP----YAREVIVAA--------------HE-A-G-R---PIAIVSNNSAP-AIERYLASH--R-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_123553068.1 ----------------------LLFDFDGPVCD-------VFA---G----LP------APQ---VAHEL--------KELV---AS-C---------L-----PS---------------------------AR-V--------D-VE-A-T----D-----------------------------DPLVV---------------------------M--SV-A------Y--------------------K-------------------------A-G--------------------------------------------------------------PQ-L------GAE----------------IERA------L----M-AA------E--V--A---------------------------------A-VA----V-A-G---D-P-TP----GAVQSLREA--------------RA-V-G-R---RVAVVSNNSAE-CVHAFLERQ--A-I----G--HYV-------------------------D-----H-IV-G-R-P----S-G-QPD---LM-------KPEP-----------------------------------F-S--LHKAA-D---------------L--LG-L-Q--V-S-E-CA------MIGDSL-TDIQAAHAAGT-IVV-GYA-NKP------------R-KR-----Q-----A--F----VE-A--G----------AD--------C----I--V---D---GM---------DE-I-------------------------------------A-----------------------------------------------------------S--------------------------------A-LR-------------------------------------------------------------------------------------------
OJY40974.1 -LAE-----R--PV--------VLLDFDGPMCA-------VFG--GT----LS------APE---VARRL--------TQAA----------------R-----GQ-------------GV-------Q----LR-A--------D-LD-G-T----G-----------------------------DPFDV---------------------------L--KA-A------A--------------------Q-------------------------N-G--------------------------------------------------------------PD-D------AAR----------------VEAL------L----R-IE------E--V--Q---------------------------------A-VS----T-A-----P-I-TD----GLHAALAAL--------------RD-S-A-H---RTTVVSNNSTA-AVHAFITAH--S-L----H--DLI-------------------------R-----G-VI-A-R-A----E-P-NPA---LL-------KPSP-----------------------------------H-L--VHQAI-A---------------D--NR-A-R--P-E-Q-CI------LIGDSD-TDIIAAHHAGV-AAV-AYA-NKP------------G-KV-----G-----A--L----QA-Q--H----------PE--------A----V--I---T---HL---------DD-ITRASK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020633374.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---K----LT------ASE---VADRL--------KRLV----------------G-----PD---------------------------LP-A--------E-VS-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-T------AHV----------------VERQ------F----S-RF------E--G--E---------------------------------A-VA----Q-V-----S-P-AP----GVEEVLRGW--------------VA-K-G-Y---TVTIVSNNSVD-AIRSFLTLH--E-L----T--GQV-------------------------R-----R-IS-A-R-T----T-S-DPA---HL-------KPHP-----------------------------------T-L--LDAAV-K---------------A--LG-T-S--P-R-Q-CV------MVGDSA-ADVLAARAAGV-ASI-ALA-TTP------------A-KR-----R-----T--L----AA-L--D----------PD--------A----L--V---S---AL---------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_006039613.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----NVIEVLQTL--------------VD-R-G-I---QVGVVTTKIRQ-TTDRGLAFV--G-L----N--DYV-------------------------H-----S-VV-T---I----D---DVT---HA-------KPHP-----------------------------------E-P--VLRAL-E---------------E--LG-A-D--P-A-R-TM------MIGDSV-VDIEAAEAAGV-ISV-GVA-WSL------------K-GE-----Q-----K--L----RE-S--G----------AQ--------H----I--I---H---DM---------RD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_114930564.1 -LAN-----A--RV--------IFFDFDGPVCD-------VFA---G----LP------APQ---VAKQL--------SALL---AS-H---------D-----SV---------------------------AA-A--------K-AY-E-T----D-----------------------------DPIEV---------------------------L--HI-A------Y--------------------E-------------------------A-S--------------------------------------------------------------PE-L------GRE----------------VELA------L----T-AA------E--V--E---------------------------------A-VA----V-A-G---P-P-TA----GAVEALQAA--------------NS-A-G-R---AVAVVSNNSAE-CVERFVEAH--G-L----G--DYI-------------------------S-----K-VI-G-R-P----T-G-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------L--MH-M-D--V-T-N-CT------LIGDSL-TDIQAAHAAGT-TVI-GYA-NKL------------R-KA-----E-----L--F----AE-A--Q----------AD--------A----I--T---D---DM---------QN-I-------------------------------------A-----------------------------------------------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_125732211.1 -LWG-----K--DH--------VFLDFDGLVCD-------VFA---R----LP------ASE---VSDRL--------KRLV----------------E-----P----------------------------------------E-VI-A-S----A-----------------------------DPFDV---------------------------L--RF-A------V--------------------S-------------------------C-G--------------------------------------------------------------PN-T------ANV----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----Q-V-----P-P-SP----GVADVLRDW--------------RA-Q-G-F---TVTIVSNNSVD-AVRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----S-S-DPA---RL-------KPEP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----R-----A--L----AA-L--D----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084211475.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PLDV---------------------------L--RY-S------A--------------------R-------------------------F-G--------------------------------------------------------------PS-A------VRD----------------VEGE------L----V-RA------E--I--E---------------------------------A-VR----S-A-----A-P-TP----AGARALRGC--------------VA-S-G-R---LAAIVSNNATE-AVREYLTGH--G-L----A--GLV-------------------------H-----T-VI-G-R-P----H-G-EPD---RM-------KPNA-----------------------------------E-P--VERAM-E---------------A--LS-A-K--P-S-A-SV------MVGDSP-SDIVAAQAAAA-SCI-GFA-NAP------------S-MR-----R-----R--L----A-----G----------AD--------V----I--I---E---NM---------AT-L-------------------------------------A-----------------------------------------------------------A--------------------------------A----------L--ESSP-----------------------------------------------------------------------------
WP_072028907.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ASD---VADRL--------KRLV----------------E-----P----------------------------------------E-VI-T-S----A-----------------------------DPFDV---------------------------L--RF-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------ANV----------------VERQ------L----S-RF------E--G--E---------------------------------A-VA----Q-V-----P-P-SP----GVADVLLDW--------------RA-Q-G-F---TVTIVSNNSVD-AVRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPDP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-R-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----R-----A--L----AA-L--D----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125788868.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------SSE---VADRL--------KRLV----------------G-----PD---------------------------LP-A--------D-VN-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-T------AHV----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----L-I-----S-P-AP----GVAEVLREW--------------VA-Q-G-F---TVTIVSNNSVD-AIRSFLSLH--E-L----A--EQV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPQP-----------------------------------M-L--LDAAV-R---------------A--LG-T-S--P-R-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-TTP------------A-KR-----R-----A--L----AA-L--S----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027860873.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DR-L------GDA----------------LRKA------W----R-EE---Y--V--E--L-----------------------------------KA----E-V-----D-A-LP----GAAELVRRL--------------RS-D-G-Y---RVALASSGDPE-FSREAVDHL--GI-----G--DDI-------------------------E-----L-LT-T---S----E---DAD---ES-------KPEP-----------------------------------D-L--IGVTL-E---------------R-----L-GQ-V-E-R-AV------MVGDTP-YDVESAERAGL-PCI-GLR-SGG------------Y-SD-----A-----E--L----TK-A--G----------AV--------L----V--V---D---AP---------ED-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030760778.1 -IGA-----S--AG--------VLFDFDGPVCD-------VFG---G----LP------APQ---VAVEL--------AGIV---AT-R---------A-----PS---------------------------LA-D--------R-AR-A-T----D-----------------------------DPMEI---------------------------H--RL-S------Q--------------------E-------------------------G-G--------------------------------------------------------------AD-L------LAA----------------VEAA------L----T-TA------E--V--A---------------------------------A-VK----V-A-G---P-P-VA----GAVQTLKAA--------------RA-S-D-R---RVAVVSNNSAE-CVREYLELH--G-I----A--GAV-------------------------E-----V-VV-G-R-P----V-L-RPD---LM-------KPAP-----------------------------------H-P--LLAAA-A---------------A--LD-V-E--P-A-A-TV------LIGDST-TDVEAARAAGT-RSI-GFA-NKP------------Q-KH-----S-----T--L----AD-A--G----------AD--------V----V--V---Q---SM---------E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098753088.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-A--------------------------------------------------------------GP-L------RDA----------------LHAR------L----D-TQ------E--R--R---------------------------------A-AR----T-A-----R-P-TP----GAAETVRLL--------------HG-L-G-L---RLAVTSNNAEA-AVRAYLRRA--R-L----L--GCF------LERGTPGAGATSAAGG---P-A-A-V-IV-G-R-D----G---DHR---RM-------KPEP-----------------------------------Y-C--LERAM-E---------------R--HG-A-V--P-A-A-SL------LIGDAT-TDVKAARAAGV-AVC-GYG-PTE------------D-KA-----R-----A--L----RD-A--G----------AD--------V----V--V---T---HM---------SQ-L-------------------------------------T-----------------------------------------------------------A--------------------------------A----------------------------------------------------------------------------------------------
WP_094004828.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DS-C------GDD----------------VRAK------W----K-EL---V--D--G--M-----------------------------------LP----E-V-----C-A-LD----GAHELLQAA--------------HD-A-G-Y---RVVLASSGKPD-HVDHYLDLI--D-G----R--ELA-------------------------G-----D-WT-S---S----Q---DVE---AT-------KPEP-----------------------------------D-L--LEVAL-E---------------K-----V-R--G-E-Q-AV------VIGDSV-WDCVAAGRIGL-PCV-GLL-TGG------------F-SA-----A-----E--L----TE-H--G----------AA--------R----T--F---A---DL---------HE-L-------------------------------------R----------------------ASLDDLP--------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079169154.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-TP----GGVTALEAA--------------RE-A-G-R---SIAVVSNNSAD-CVRAFLDRH--G-L----S--GHV-------------------------L-----E-IV-G-R-A----D-R-QPD---LM-------KPNP-----------------------------------H-S--LITAA-Q---------------K--LG-I-D--V-T-R-CV------LIGDSL-TDIQAAHTIGA-AAI-AYA-NKP------------H-KH-----E-----L--F----ES-A--G----------AD--------S----V--I---E---AM---------QS-I-------------------------------------A-----------------------------------------------------------E--------------------------------A----------L--QKIP-----------------------------------------------------------------------------
WP_110852007.1 -LHR-----C--RL--------VVLDFDGPLAR-------LLP---G----EK------FLR---VAAGA--------RELA---VS-L---------------GV----------------------V----LD-D--------E-LA-R-Q----T-----------------------------DHVQL---------------------------L--RL-V------S--------------------R-------------------------R-D--------------------------------------------------------------AA-T------ARA----------------VERW------C----T-ER------E--L--E---------------------------------A-AA----A-A-----R-P-VA----AAGAFVRAC--------------HE-R-G-T---GVAVVTNNAAG-AVTAVLAHG--G-P----P--LTA-------------------------L-----P-VH-G-R-T----P-D-ALE---RL-------KPSP-----------------------------------S-M--LLAAA-R---------------E--AG-T-G--P-G-E-AV------MVGDSA-SDVHAATAAAM-PCI-GLS-PDP------------A-RR-----A-----E--L----LA-A--G----------AA--------V----A--V---P---DL---------AS-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KXH71209.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-AT----D-A-----K-L-ID----GSLDVVREL--------------KA-R-G-F---KTAILTNNGRS-AVDLILSKI--P-M----S--GLF-------------------------D-----L-IQ-T-R------N---ESP---SP-------KPYP-----------------------------------D-G--LLSVV-K---------------K--LG-V-G--I-D-E-AV------YVGDAR-IDAAAATRAGI-EFW-GVA-TGE------------T-SK-----D-----E--L----FK-A--G----------AH--------R----V--F---D---SL---------TQ-I-------------------------------------P-----------------------------------------------------------D--------------------------------A---------------------------I--D-------------------------------S-------------------------------
OGP93102.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----Q-EV------E--L--E---------------------------------A-AG----E-G-----R-L-IP----GSKETLTFL--------------RQ-K-E-M---RVGIVTRNCEE-AVRKVFPNI---------N--AYC-------------------------D-----A-FV-S-R------D---SVK---RV-------KPHP-------D---------------------------H----LVSVM-K---------------A--LK-V-S--E-E-K-AV------MIGDHV-LDIQAGKRVGM-KTI-GVL-TGR------------I-KK-----E-----E--F----EK-A--G----------AD--------Y----I--L---R---DV---------SE-I-------------------------------------C-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_005200994.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ES-L------GDT----------------LRDD------W----E-RL---Y--R--K--L-----------------------------------VP----D-V-----R-P-LP----GAVDFVRGL--------------LD-A-G-Y---RVALASSGKAE-FTDAALEVM--GFE----R--IDL-------------------------A-----A-VT-S---S----D---DAD---DS-------KPAP-----------------------------------D-I--LEVAL-K---------------E-----A-G--G-G-R-AI------VVGDTV-WDVASAHRLPA-ECV-AVR-SGG------------F-AE-----A-----E--L----RD-A--G----------AV--------L----V--V---D---HV---------GE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_119033667.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ES-L------GDT----------------LRDD------W----E-RL---Y--R--K--L-----------------------------------VP----D-V-----R-P-LP----GAVDFVRGL--------------LD-A-G-Y---RVALASSGKAE-FTDAALEVM--GFE----R--IDL-------------------------A-----A-VT-S---S----D---DAD---DS-------KPAP-----------------------------------D-I--LEVAL-K---------------E-----A-G--G-G-R-AI------VVGDTV-WDVASAHRLPA-ECV-AVR-SGG------------F-AE-----A-----E--L----RD-A--G----------AV--------L----V--V---D---HV---------GE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053686096.1 -IGA-----S--AG--------VLFDFDGPVCD-------VFG---G----LP------APQ---VAVEL--------AGIV---AT-R---------A-----PS---------------------------LA-D--------R-AR-A-T----D-----------------------------DPMEI---------------------------H--RL-S------Q--------------------E-------------------------G-G--------------------------------------------------------------AD-L------LAA----------------VEAA------L----T-TA------E--V--A---------------------------------A-VK----V-A-G---P-P-VA----GAVQALKAA--------------RA-S-D-R---RVAVVSNNSAE-CVREYLELH--G-I----A--GAV-------------------------E-----V-VV-G-R-P----V-L-RPD---LM-------KPAP-----------------------------------H-P--LLAAA-A---------------A--LD-V-E--P-A-A-TV------LIGDST-TDVEAARAAGT-RSI-GFA-NKP------------R-KH-----S-----T--L----AD-A--G----------AD--------V----V--V---Q---SM---------E------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042368761.1 --AD-----V--RA--------LLFDFDGPVCR-------LFE---G----HD------TGR---MADDL--------RGIL---RG-H---------D-AD--LS-GLHQ---------------------------------------E-R----------------------------------NAHTI---------------------------L--RR-T------R------------------------------------------------G----------------------------------------------------LA--------GA-A------LAE----------------AEKW------L----T-ER------E--C--E---------------------------------A-AS----T-A-----R-L-TP----GVRDLIEGL--------------S------I---PLAVASNNAWD-AIDGCLRRE--G-L----L--ERF-S-----------------------G-----G-IH-G-RDP----K---EPW---RM-------KPHP-----------------------------------D-C--IERAL-H---------------H--LG-A-D--D-R-E-R----VA-LIGDSE-ADAEAAREAGI-AFV-GFV-PEG----R-------A-NA-----A-----R--L----TE-L--G----------AR--------V----V--V---A---EM---------TE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OII68623.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AA--------------RE-A-G-R---SIAVVSNNSAD-CVRAFLDRH--G-L----S--GHV-------------------------L-----E-IV-G-R-A----D-R-QPD---LM-------KPNP-----------------------------------H-S--LITAA-Q---------------K--LG-I-D--V-T-R-CV------LIGDSL-TDIQAAHTIGA-AAI-AYA-NKP------------H-KH-----E-----L--F----ES-A--G----------AD--------S----V--I---E---AM---------QS-I-------------------------------------A-----------------------------------------------------------E--------------------------------A----------L--QKIP-----------------------------------------------------------------------------
WP_114609152.1 -VHA-----A--KA--------ILLDFDGPVTP-------LMP---P----PV------NAQ---AADHA--------RAAL---TG-V---------D-----IP----------------------------A-D----------VA-A-T----T-----------------------------DHLAV---------------------------L--RW-T------A--------------------T-------------------------S-A--------------------------------------------------------------PD-R------LAA----------------VEEA------C----I-AA------E--L--K---------------------------------A-AR----A-C-----E-P-TA----GALDFLRWC--------------QQ-Q-G-K---PVVIVSNNAAG-AITTCLNRF--D-A----A--GLI-------------------------R-----G-IV-G-R-E----P-R-RPD---LL-------KPHP-----------------------------------S-L--VWAAL-D---------------L--AQ-V-Q--A-D-E-AV------LIGDSV-TDVDVALATGS-QAI-GYA-KNA------------D-RR-----R-----R--L----GA-V--G----------AS--------S----V--V---D---SM---------FE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066635811.1 ---D-----A--RT--------LLVDFDGPLAR-------LFP---G----AR------WAE---LGDRL--------RAEA---RR-L---------G-----GS----------------------E----LA-Q--------R-LE-G-E----A-----------------------------DHVQC---------------------------L--RL-V------G--------------------D-------------------------H-S--------------------------------------------------------------PR-L------LEA----------------LEAL------V----T-EL------E--L--E---------------------------------A-AA----R-V-----S-P-RT----GAVALVEHT--------------LG-R-G-A---SVAVVTNNTPA-VVAGVLDRA--R-H----G--VTA----R--------------------L-----H-VV-G-R-S----A-G-QVA---DL-------KPRP-----------------------------------D-L--LVRAL-G---------------L--TG-S-R--P-E-E-SV------FLGDSV-TDVQAGRAAGM-AVV-GVA-EEE------------G-RR-----H-----E--L----LA-A--G----------AV--------G----A--V---D---GV---------DA-L-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052459926.1 ----------------------AMTRTVLFDLD-------GTL---T----DT-V----PLI-A-EHLSG-----A--LVSN---GI-D---------C-----TP----Q-------------------A--VY-P--------L-IG-R-P-L--D-----------------------------VAMGE---------------------------L--HQ-F----G-DDHD------------------------------------------------------------------------------------------------------------TL-A------RVV----------------DEYL------E----N-LL---R--A--V--D---------------------------------E-AG----D-T-----L-L-LP----GVHDMLERL--------------RA-E-G-F---RVGVVTAKGAE-SAVQLMSVT--G-L----N--PFV-------------------------E-----A-LV-T---N----S---DVE---RG-------KPFP-----------------------------------D-A--ALLGL-E---------------R--LG-V-A--A-E-G-AW------YVGDAT-SDIEMAIAAGM-RPM-GIT-TGA------------A-TR-----E-----A--L----LE-A--G----------AE--------V----V--V---D---SA---------AE-A-------------------------------------A-------------------------------------------------E-----------------------------------------------------------------------------------------------------------------------------------------
WP_020376242.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----GANEVLRQL--------------HQ-S-P-L---SLAVVTSKRLD-MTQHGLRLF--G-L----E--EIF-------------------------Q-----T-II-H-H------D---STR---HH-------KPHP-----------------------------------E-P--ILRAL-D---------------E--LC-V-S--A-E-E-AW------YIGDSP-YDMMAAKQAGC-RAI-GFC-YNT------------F-TP-----Q-----Q--L----KE-A--G----------AD--------S----L--V---Y---SW---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_038519717.1 -LRE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------ARE---VADRL--------KRLV----------------E-----P----------------------------------------E-VI-A-S----A-----------------------------DPFDV---------------------------L--RF-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-A------ANV----------------VERQ------L----S-RF------E--G--E---------------------------------A-VA----Q-V-----S-P-SP----GVADVLRDW--------------RA-Q-G-F---TVTIVSNNSVD-AVRAFLGLH--D-L----A--ELV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPEP-----------------------------------A-L--LDAAV-K---------------A--LG-T-S--P-G-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-KTP------------A-KR-----R-----A--L----AA-L--A----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071656301.1 AVLR-----A--RR--------VIWDFDGPLCG-------LFD---G----YP------ATD---VADEL--------LASA---PE-----------A-----------------------------------P-A--------E-LQ-G-A----T-----------------------------DTHVV---------------------------V--RA----------------------------------------------------------------------------------------------------------------------------------LPR----------------LEPL------L----A-AH------E--I--E---------------------------------A-AA----T-A-----A-P-TP----GSDELVAVL--------------LT-H-G-A---TFAVASNNCAA-AVRKHLADR--G-LL---G--EAF-P-----------------------P-----EAIF-G-REP----D---GVG---RM-------KPDP-----------------------------------Y-V--VVQAM-G-------------------G-H-P--P-A-E-CL------MIGDSV-ADVAAARAAGV-GFV-GYA-NRE------------E-KV-----R-----L--L----RD-A--G----------AQ--------W----V--V---R---HL---------DE-L-------------------------------------T-----------------------------------------------------------R--------------------------------A--------------------------------------------------------------------L---PPT-------------------
WP_091968186.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RAEI------L----K-TR---Y--------------------------------------------LP----T-I-----E-G-LP----GVRDLVRRL--------------RA-D-G-R---RLALASSAKAD-ELQTYKTIA--G-I----A--DLI-------------------------G-----T-ET-S---S----D---DAE---AS-------KPDP-----------------------------------D-I--FEAAL-E---------------R--LDGI-A--P-Q-D-AI------VIGDTP-YDAEAARKAGL-RTI-GLL-SGG------------W-TA-----D-----E--L----LR-A--G----------CI--------A----T--Y---R---DP---------AD-L-------------------------------------LAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125798227.1 -LQE-----K--DH--------VFLDFDGPVCD-------VFA---R----LP------SSE---VADRL--------KRLV----------------G-----PD---------------------------LP-A--------D-VN-A-S----A-----------------------------DPFDV---------------------------L--RY-A------A--------------------S-------------------------C-G--------------------------------------------------------------PN-T------AHV----------------VERQ------L----S-RL------E--G--E---------------------------------A-VA----L-I-----S-P-AP----GVAEVLREW--------------VA-Q-G-F---TVTIVSNNSVD-AIRSFLSLH--E-L----A--EQV-------------------------R-----G-IS-A-R-T----T-S-DPA---RL-------KPQP-----------------------------------M-L--LDAAV-R---------------A--LG-T-S--P-R-Q-CV------MVGDSA-ADILAARAAGV-ASI-ALA-TTQ------------A-KR-----R-----A--L----AA-L--S----------PD--------A----L--V---T---DL---------AD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_125539473.1 -LSA-----S--KA--------ILFDFDGPVCD-------VFH---G----LP------APV---IADEL--------TVLL---SV-L---------A-----PA---------------------------LE-A--------P-AR-A-T----D-----------------------------DPMEV---------------------------H--RL-S------Q--------------------L-------------------------G-G--------------------------------------------------------------ST-V------LAA----------------VEAA------L----T-AA------E--I--R---------------------------------A-VQ----V-A-G---D-P-TA----GAVAALHAA--------------RD-A-G-Q---HLAIVSNNSAE-CIRKYLSMH--G-L----A--VLV-------------------------D-----E-II-G-R-P----Q-L-RPD---LM-------KPSP-----------------------------------H-P--LLTAA-S---------------T--LG-V-A--P-S-L-TV------LVGDSI-TDIEAAHAAGA-RSI-GYA-NKP------------H-KR-----A-----S--L----TE-S--G----------AG--------V----V--V---R---QM---------QE-I-------------------------------------A-----------------------------------------------------------D--------------------------------A----------------------------------------------------------------------------------------------
SKS87358.1 ---------------------------------------------------------------------------------------------------------A---------------------------TP-P--------L-AN-A-T----N-----------------------------DPLEV---------------------------L--RT-V------P--------------------F-------------------------------------------------------------------------------------------D-Q------IES----------------IDTK------L----C-DI------E--L--R---------------------------------A-VE----T-S-----K-P-NP----EFRELLKTI-----------------G-D-R---PWAVVSNNSAG-AVRSYFQRH--H-P----E--LAS-------------------------A-----P-VF-G-R-P----F-A-RPD---LM-------KPNP-----------------------------------F-L--LLEAL-K---------------A--LE-V-S--A-D-I-TQ------FIGDSI-SDIEAGHLAGI-HTI-GYA-NKP------------G-KA-----E-----L--L----AE-A--G----------AN--------E----I----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_010149380.1 ---------A--RA--------VLVDFDGPLAR-------LFP---G----GG------WLE---VTDRV--------KAEA---VA-A---------G-----GP----------------------A----LG-E--------L-LA-A-E----R-----------------------------DHVQC---------------------------L--RI-V------G--------------------E-------------------------H-A--------------------------------------------------------------PE-L------LDR----------------LEAF------T----S-HL------E--R--D---------------------------------S-AT----E-V-----S-P-RP----GALDLVDRT--------------LE-R-G-A---VLAVVTNNTPE-IVATVLDRA--R-P----G--ASD----R--------------------L-----Q-VV-G-R-S----R-G-RVD---DL-------KPQP-----------------------------------D-L--LGRAL-G---------------L--LG-A-R--A-E-E-AV------FLGDSV-TDVQAGAAAGM-PVV-GVA-EDS------------A-RR-----R-----E--L----RS-A--G----------AA--------A----V--V---E---GV---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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29



SupplementaryDataFile.3.txt 1/21/2020
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WP_127913187.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-A-LE----GARDLLHAF--------------HG-R-G-W---RVVLATSAGGG-ELGALRRAI--D-A----D--DVI-------------------------A-----G-VA-S---A----D---DVS---SG-------KPAP-----------------------------------D-A--VRHAL-D---------------I--AG-C-G--P-D-E-AL------FIGDTV-WDMRAASRAGV-RSI-ALL-SGG------------I-PR-----G-----D--L----EE-A--G----------AS--------A----V--Y---A---NP---------AD-L-------------------------------------L----------------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------
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SDF66290.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER-L------GDA----------------ARDR------W----E-QE---V--Q--P--L-----------------------------------LG----E-L-----S-P-LP----GARDLLVAV--------------RE-A-G-H---RLVLASSGKSD-QVDHYLDLL--D-A----R--NLA-------------------------E-----A-WT-T---S----D---DVE---AS-------KPAP-----------------------------------D-L--LRTAL-T---------------K--LGEP-E--D-A-P-AV------VVGDSV-YDVEAAKRAGM-PAY-VVR-SGG------------F-GD-----D-----E--L----RA-A--G----------AV--------E----L--Y---D---TP---------AD-L-------------------------------------T-----------AALDSTP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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RLI34833.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------N-QI------E--L--E---------------------------------N-IS----S-T-----C-P-IE----GAKKTLTTL--------------KK-Q-S-Y---DVGVVTRSCRR-YALKVLKLT--G-L----L--EFV-------------------------D-----V-IV-A-R------D---DCE---KD-------KPDP-----------------------------------E-P--LVHAM-K---------------A--VG-S-K--A-E-E-TI------MIGDSI-TDFLCSKNAGV-RFI-GVL-HED--------------DG-L---K-----N--L-K--RN-M--G----------VE--------T----I------K---DL---------RD-L-------------------------------------I-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_114981291.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-DE------Y--V--D----------------------------L--N-T-TP----S---------P-LF-H--DAKAVLSQL--------------SH-A-G-Y---RLAVATGKARR-GLQRVWAES--E-T----E--HYF---------------------------------DT-S-R-C----A---SET---KG-------KPDP-----------------------------------Q-M--LYEIM-N---------------E--LK-T-Q--P-E-H-TL------MVGDSV-HDMKMAVAAGV-QAI-GVS-FGV------------H-DA-----E-----R--L----RE-A--G----------AT--------I----V--V---D---SL---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_047148827.1 --------------------KAVLFDLDGTLID-------SAP---D----IA-A----AVN-E-LVARH-----R--LPPF---AV-E---------K-----VG----T-------------------M--IG-D--------G-MP-K-L-V--E-----------------------------RAFAA---------------------------A--NM-P----L-E---------------------------------------------------------------------------------------------------------------GP-A------LDE----------------AIRE------M----M-PI---Y--L--S--H---------------------------------L-TG----E-S-----R-P-MP----GAREALAHL--------------RA-N-G-I---ATAVATNKPEK-AANEVLSHF--G-L----A--GML-------------------------A-----T-VV-A---G----E---AVA---RK-------KPAP-----------------------------------D-A--LLLAL-E---------------R--LG-V-P--P-S-K-AL------MVGDSK-ADVGAARAAGM-PVV-IVR-GGY------------T--Q-----T-----P--P----EE-L--G----------AD--------L----V--C---A---SL---------LD-L-------------------------------------P----------------------------------------------AALEA----L-----------------------------------------------------------------------------------------------------------------------------------
WP_119961054.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--P-A---L-F-P-------GVDATLRAL--------------HA-S-G-T---RLALVSSNSVE-NVQRALGAE----L----S--ALF-------------------------A-------VF---E-G--------GAH---LL--G----KHRA----------------------------------------LRRVL-R---------------A--TG-H-T--A-A-Q-AI------YVGDQV-ADWEAAQVPGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_022964056.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LSSQ------L----D-AI------E--M--R------------L--------------------A-AE------V-----R-A-AP----GAAELIRHL--------------HE-S-G-R---HIGILTRNLQQ-VARSSLELL--G-V----L--DCF-A-----------------------P-E---H-IL-G-R-D----Q---ALP------------KPDP-----------------------------------D-G--IHQLL-G-RW------------S--VA---R----T-Q-AV------MVGDFR-FDLEAGRAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_024634355.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-AA------I-----L-P-------GVHELLHAA--------------RE-K-G-I---RLAVASSSTRD-WVHGYLRTL--G-I----F--ELF-------------------------D-----V-IH-T---A----E---DVK---RV-------KPDP-----------------------------------E-L--YLLAL-E---------------S--LG-I-E--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RN-L---E--------F-------T--K----------YD--------L----R--L---T---SL---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OLC27474.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DRRVERRV-EL--VL---E-QP------L-----L-P-------GVAGLIDSA--------------RA-A-G-M---PIGVASSSSRD-WVSGHLERL--G-I----R--DCF-------------------------A-----C-LC-G---R----D---DVE---HV-------KPEP-----------------------------------D-L--YLAAL-N---------------C--LG-V-P--A-A-E-VV------AIEDSP-NGVIAAKRAGL-RCV-AVP-NPL------------T-AG-L---D--------L-------S--G----------AD--------V----R--L---R---SL---------AD-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014610331.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-A--QAPILIDDL--------------HT-Q-G-Y---QLAVATGKARE-GLKRVFEQT--G-L----G--RYF---------------------------------VA-S-R-C----A---DEV---RS-------KPHP-----------------------------------E-M--ISSLL-Q---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMAANAGI-DSV-GVT-YGA------------H-SA-----E-----K--L----LR-A--K----------PI--------A----L--I---D---SP---------KQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_121158234.1 ----------------------------------------------------------------------------------------------------------------------------------A--VS----------R-LG--------------------------------------PPLRQ--------------------E------L--SY------W---------------------------------F--------------P-P--------------------------------------------------------------EE---------------------------LESA------V----H-TF---R--S--L--Y---P--------------------SY-------A-VT----P-T-----V-L-LP----GAAETLAAV--------------QA-A-G-L---RVLVVTSKLGR-LARLHVEHL--G-L----P------V-----------------------D-----D-VA-G--------D---------LF------------------A---------------------------E-Q--KATAL-R---------------E--HD-A----------RL------YVGDHV-ADMTAARIAGV-PGV-GVA-TGP------------C-DV-----D-----E--L----RS-A--G----------AE--------L----V--L---D---DL----T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_092799988.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER-L------GDA----------------ARAR------W----E-EE---V--Q--P--L-----------------------------------LG----E-L-----S-P-LP----GARDLLVAV--------------RE-R-G-H---RLVLASSGKAD-QVDHYLDLL--D-V----R--DLA-------------------------E-----A-WT-T---S----D---DVE---SS-------KPAP-----------------------------------D-L--LLTAL-R---------------K--LGEP-D--D-A-P-AV------VVGDSV-YDVEAAKRAGM-PAL-VVR-SGG------------F-GD-----D-----E--L----HE-A--G----------AV--------S----L--H---D---TP---------AD-L-------------------------------------A-----------AA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042675062.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RS-A-G-L---KIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-A---------------K--LDGV-P--P-D-A-II------VVGDTP-YDAEAAAKAGL-RTV-GLV-CGG------------F-PE-----A-----D--L----RA-A--G----------CA--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OGS44589.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LDRI------M----D-EV------E--M--E---------------------------------H-VA----E-T-----K-A-IK----GAGKLLRML--------------RS-R-G-V---KIGILTRGCEG-YAEAALEVT--G-M----L--DSV-------------------------D-----S-IE-C-R------N---SKT---KA-------KPNP-----------------------------------E-S--YLRLV-H---------------A--LG-V-Q--K-D-E-TM------FVGDHP-IDAQCAANAGV-PFV-AVR-TGE------------V-PD-----E-----I--L----RE-V--G----------C-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_008634045.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------IQTL--------------KE-E-G-Y---HLGIVTTKMRH-TVQMGLEMT--G-L----A--GMF-------------------------E-----T-II-T---L----D---DVT---NA-------KPHP-----------------------------------E-P--IVKAL-D---------------H--LG-S-K--A-S-E-AL------MVGDNT-HDIEAGQNAGT-KTA-GVA-WTI------------K-GR-----R-----V--L----DE-L--N----------PD--------Y----M--L---S---NM---------RD-L-------------------------------------L--------------------------------------------SITR-------------------------------------------------------------------------------------------------------------------------------------------
WP_110004612.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D----------------------QR-I------GDE----------------ARER------W----V-EQ---V--D--P--L-----------------------------------LT----E-V-----A-P-LP----GARDLLVGL--------------RE-R-G-H---RVVLASSGKPH-HVDRYLDLL--D-A----R--EVA-------------------------E-----A-WT-T---S----E---DVE---ST-------KPAP-----------------------------------D-L--LQVAL-Q---------------K--LGEP-E--D-A-A-SV------VVGDSV-WDVEAAKKAGM-PAV-SVR-SGG------------F-GD-----D-----E--L----RE-A--G----------AL--------A----V--F---D---TP---------GD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089009595.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-IT----P-T-----L-P-MP----GAEAAIEAV--------------HA-R-G-G---RVMVVTSKIGR-LAKLHLDHL--G-L----A------V-----------------------D-----E-LA-G--------D---------LF------------------A---------------------------E-Q--KASAL-R---------------E--HG-A----------AV------YVGDHV-ADMTAAKTAGI-PGV-GVA-TGP------------C-TQ-----D-----E--L----RT-A--G----------AH--------T----V--L---A---DL----T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091510976.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--V--E---------------------------------A-MT----T-A-----E-T-TE----GAHELIQAW--------------HA-S-G-R---PLAIVSNNSAA-AISTYLDFH--G-I----R--PLV-------------------------D-----V-VS-T-R-E----S-A-DVG---LL-------KPRP-----------------------------------Y----LTRAL-A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097459070.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-YP----GIESFLQTL--------------HE-R-G-C---RLGVVTNKPAA-FTGPLLDSL--G-L----T--HWF-------------------------D-----V-VV-S---G----D---TLP---VK-------KPDP-----------------------------------A-P--LLHAL-A---------------R--LD-V-P--P-A-V-AL------MVGDSI-NDVEAAHAAGM-PVV-AVS-YGY------------N-HG-----H-----D--I----ST-A--G----------AD--------I----V--V---D---SL---------MD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017539895.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LP----GAVELLRTL--------------TG-R-G-I---PWAIATSGQRR-TAGHALELL--G-L----P--ED--------------------------T-----L-MV-T---R----D---QVR---FA-------KPDP-----------------------------------D-L--FLAAA-G---------------R--LG-A-D--P-R-Q-TM------VVGDSV-WDLLAARRAGA-LGV-GLL-SGG------------Y-GR-----D-----E--L----ER-T--G----------AY--------R----V--Y---T---DP---------AD-L-------------------------------------L----------------------------D--------RLDELG------------------------------------------------------------------------------------------------------------------------------------------------
WP_106650213.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LHLD-A-TP----T---------P-LF-A--QAPLLIDQL--------------HT-Q-G-Y---QLAVATGKARA-GLDRVFEQT--G-L----G--RYF---------------------------------VA-S-R-C----A---DDV---HS-------KPHP-----------------------------------E-M--ISSLL-K---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMAANAGI-DSV-GVT-YGA------------H-SA-----E-----K--L----LR-A--K----------PI--------A----L--I---D---SP---------AQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095287362.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-AT------I-----L-P-------GVHELLRTA--------------RE-K-G-I---QLAVASSSTRD-WVHGYLHKL--G-I----Y--EQF-------------------------A-----V-IH-T---A----E---DVK---RV-------KPDP-----------------------------------E-L--YLLAL-H---------------S--LG-I-E--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RD-L---E--------F-------Q--L----------HD--------L----R--L---S---SL---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_113938797.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-V--QTPALIDDL--------------HS-Q-G-Y---KLAVATGKARA-GLDRVFEQT--G-L----G--RYF---------------------------------VA-S-R-C----A---DEV---HS-------KPHP-----------------------------------E-M--ISSLL-K---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMAANAGI-DSV-GVT-YGA------------H-SA-----E-----K--L----LR-A--K----------PI--------A----L--I---D---SP---------KQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075956662.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GEA----------------LRER------W----E-EE---Y--D--R--L-----------------------------------LP----E-I-----V-L-LP----GARDLVLLL--------------AD-R-G-V---RVALASSGKAR-FTDHVVGLL--DLP----G--GTL-------------------------A-----A-TT-S---S----D---DAE---HS-------KPAP-----------------------------------D-I--LASAL-E---------------A-----A-G--G-S-S-AL------VVGDTT-YDVTAAARMDA-PCV-ALL-SGG------------F-GR-----V-----E--L----ED-A--G----------AV--------H----V--A---G---TP---------AE-L-------------------------------------L-------------------EA----------------------------------------------------------------------------------------------------------------------------------------------------------------------
EMR73103.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LMRW-------------------G-I---KMSVATSNSQT-IAEEILNSK--N-I----S--HYF-------------------------S-----A-VV-G-R----------SPQ-L-KM-------KPYP-----------------------------------D-Q--ILRCF-D---------------L--MG-V-D--P-S-N-GI------VVGDSV-KDVLAAKKVGI-YVV-AIP--------A---YF--T-KR-----D-----T--I----EK-A--G----------AD--------V----I--I---E---SL---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_056333686.1 ----------------------------------------------G----LP----------V-PGQDL--------LDAM------I---------G-----PK---------------------------LS-D--------S-LL-N-V----A-----------------------K-----VPADR---------------------------L----------------------------------------------------------------------------------------------------------------------------EE-V------VRR----------------YREH------Y----V-ST------G--I------------------------------------A-QS----R-L-----Y-P-------GIRAILESF--------------AA-A-G-Q---PVAVATQKPQR-LAHKVLAHH--G-I----D--GFF-------------------------H-----G-IH-G-S-A----D---DEA---AV-------DGVP--L-------GK----------------T------Q-I--IAAAL-R---------------D--LD---T----Q-H-AI------MVGDRA-QDVSGAIANGL-DCI-GVA-WGF------------A-PD-----G-----E--L----EE-A--G----------SV--------A----V--V---S---TH---------GE-L-------------------------------------V-------------------------------------------------------------------D------------------------V---------------------------I--E---------------------------------------------------------RL----
WP_013553559.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AL--------------KD-A-G-Y---TMAVVTNKPSQ-FVGPILRNL--S-I----D--SFF-------------------------D-----V-IV-G---G----E---DLP---RK-------KPDP-----------------------------------L-P--LLHAC-E---------------R--MG-C-G--K-D-Q-AL------MIGDSA-NDILAAQTAGI-PVI-AVS-YGY------------D-NG-----R-----S--V----RE-L--G----------AD--------E----V--I---G---EF---------TE-I-------------------------------------L----------------------------------------------K--------------------------------------------------------------------------------------------------------------------------------------------
WP_072658477.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RE-----A-E-AE----I---------R-LF-P--GVRETLEKL--------------RE-R-G-Y---WLGVVTGKSHS-GLLRVLDTF--E-L----S--DLF---------------------------------LV-L-R-T----A---DCT---HS-------KPHP-----------------------------------A-M--VLECM-S---------------E--LG-V-I--A-E-Q-TA------VVGDAL-FDVQMANAAGV-RVI-GVS-FGV------------A-SH-----E-----Q--L----ID-A--G----------AE--------S----V--V---D---DF---------ES-L----------------------------------------------------------------------------------LAYFPSLQE------T-------------------------------------------------------------------------------------------------------------------------------
AKQ63217.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LP----K-V-----R-P-FP----RVRELFQRL--------------RA-G-G-V---RIVLASSAKDE-ELKHYVKLC--G-I----E--GLF-------------------------E-----N-KT-S---Q----D---QVD---KS-------KPHP-----------------------------------D-I--FEAAL-A---------------R--LGKP-S--P-E-V-TV------VVGDTP-YDALAANKLSL-PSV-GVL-AGG------------F-PP-----D-----D--L----RA-A--G----------CR--------T----L--V---K---DP---------AE-L-------------------------------------L-ARYEASR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_044890547.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LP----K-V-----R-P-FP----RVRELFQRL--------------RA-G-G-V---RIVLASSAKDE-ELKHYVKLC--G-I----E--GLF-------------------------E-----N-KT-S---Q----D---QVD---KS-------KPHP-----------------------------------D-I--FEAAL-A---------------R--LGKP-S--P-E-V-TV------VVGDTP-YDALAANKLSL-PSV-GVL-AGG------------F-PP-----D-----D--L----RA-A--G----------CR--------T----L--V---K---DP---------AE-L-------------------------------------L-ARYEASR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104579230.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--A-A---L-F-P-------GIAQTVSAL--------------HA-G-G-T---RLAVVSSNSAE-NVQRVLGEE----L----S--TKF-------------------------A-------LI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TS-H-T--P-A-Q-AI------YVGDQV-ADWEAAQVLGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061779419.1 ---------------------IVGFDLDGTLLD-------TSG---D----LT-A----AVN-H-ALGSI-----G--RAPL---SV-E---------A-----VK----P-------------------M--IG-G--------G-AR-A-M-L--K-----------------------------HGLEA---------------------------T--GG------Y-D---------------------------------------------------------------------------------------------------------------DA-M------LDT----------------LHRQ------L----L-DY---Y--E--A--H---------------------------------L-AV----H-T-----A-P-FP----GALAALDEL--------------AS-R-S-V---RLGIMTNKLER-FARAILEAL--G-L----T--DRF-------------------------D-----A-II-G---G----D---TLG---IP-------KPSP-----------------------------------R-P--IQALV-E---------------Q--CG------G-G-S-AA------FVGDSI-FDVQAARAAGL-PVV-A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095358278.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-AT------I-----L-P-------GVHELLRTA--------------RE-K-G-I---QLAVASSSTRD-WVHGYLHKL--G-I----F--EQF-------------------------A-----V-IH-T---A----E---DVK---RV-------KPDP-----------------------------------E-L--YLLAL-H---------------S--LG-I-E--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RD-L---E--------F-------Q--L----------HD--------L----R--L---S---SL---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077021219.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGM-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------L---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
WP_014374202.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-I------GDD----------------ARER------W----T-EE---F--D--R--L-----------------------------------ID----E-V-----A-P-LP----GARELIEGL--------------RE-R-G-H---RVVLASSGKAK-HVDHFLDLL--G-V----R--DLA-------------------------E-----A-WT-T---N----D---DVE---SS-------KPAP-----------------------------------D-L--LQVAL-T---------------K--LGEP-A--D-A-P-SV------VVGDSV-FDVEAAKNAGM-PAL-VVR-SGG------------F-GD-----D-----E--L----RE-A--G----------AV--------D----V--F---D---TP---------GD-L-------------------------------------A-----------AALDRIP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101925136.1 ---------------------------------------------------------------------------------------------------------------------------------------------------PR-E-T-L--L-----------------PWIG--------PPLRD--------------------S------F--DA-L----F-D--------------------G----------D--------------R-A----------------------------------------------------RA--------ER-A------VAL----------------YRER------Y----D-AR------G--W--R---------------------------------E-HS------V---Y---T-------GMPEAIATL--------------QA-A-G-H---RLAVVTSKNEG-AARRIVEAL--P-F----G--AAF-------------------------E-----T-VV-G-A-S----D---DGT-------R----RYKR-----------------------------------E-L--IAEAL-S---------------R--LA-L-D--A-T-G-AV------MIGDRR-YDMEGARQHGM-RAV-GVL-WGF------------G-AE-----A-----E--L----RE-A--G----------AA--------E----T--V---A---S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062643265.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-T-LR----DAGPLLRRL--------------HD-D-G-W---TVVLATSASGE-ELSALRRAI--D-A----D--DVI-------------------------A-----A-TA-S---S----D---DVE---EG-------KPAP-----------------------------------E-P--VEHAL-E---------------L--VG-A-P--A-E-R-AV------FVGDTV-WDMRAGRRAGV-RCV-GVL-CGG------------I-PR-----A-----D--L----LE-A--G----------AE--------A----V--Y---A---DP---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OSI80178.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AVPDLLRRV--------------RD-A-G-V---RIAVASSAKKD-ELAKYLEIA--G-I----G--DLV-------------------------D-----V-TT-S---S----D---DVQ---ES-------KPAP-----------------------------------D-I--FEAVL-K---------------K--LG-V-E--G-H-D-AV------AIGDTP-YDAEAARKAQI-AIV-GVL-CGG------------F-TG-----S-----S--L----RQ-A--G----------CV--------Q----V--Y---P---GP---------AA-L-------------------------------------L---------ACFR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033113675.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LIDR------Y----R-HH------Y--L--H-------------------------------D-T-TP----S---------P-LF-A--GAGELLHDW--------------QS-R-G-L---QLAVATGKSRR-GLDRVLDET--G-L----R--LLF---------------------------------VT-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LEQIL-D---------------E--LG-L-S--P-R-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----S--L----SR-H--G----------PV--------A----V--V---D---SM---------AV-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062607164.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LLQRL--------------RD-Q-G-L---KLAVASSAKKD-ELEIYLDIA--G-V----T--GVF-------------------------N-----V-MV-S---S----E---DVE---QS-------KPAP-----------------------------------D-V--FEVTL-Q---------------K--LE-V-P--P-D-A-AI------VIGDSP-YDALAAEKAGV-RTI-GLL-SGA------------F-PE-----Q-----S--L----RD-A--G----------CI--------A----I--Y---P---GP---------AG-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026421809.1 --------------------------FDGPVCS-------VFA---G----SP------APV---VADQL--------RDIL----------------V-----EG-------------GH-------V----VP-A--------Q-VK-A-S----L-----------------------------DPFDV---------------------------L--HY-A------A--------------------T-------------------------L-G--------------------------------------------------------------PD-E------ARY----------------AEAA------F----A-AH------E--A--E---------------------------------A-IT----G-A-----A-P-TP----GAHELMSAW--------------CG-S-N-R---PLFIVSNNSRT-AIDAYIDLH--G-L----R--SLV-------------------------A-----G-VS-A-R-E----D-A-RVD---RL-------KPNP-----------------------------------Y-L--VDQA---------------------LA-G-R--ARD-A-AV------FVGDSA-TDQQAAQAAHV-PFI-GFA-NKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100259514.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ET------R--L--S-------------------------------G-A-LH----E---------P-LY-D--GMADLLARL--------------DE-D-G-W---LLGVATGKSDR-GLHSCLETH--G-I----K--QRF---------------------------------VT-L-H-G----A---DRY---PS-------KPHP-----------------------------------A-M--LEAAL-D---------------E--AG-V-E--A-N-Q-AV------MIGDTS-FDIEMAGAAGV-RAI-GVA-WGY------------H-DP-----A-----E--L----LA-A--G----------AQ--------S----V--A---S---TM---------EE-L------------------------------------------------------------------------------------------E------N--------------------------------M---------------------------I--R---------------------------------------------------------------
WP_012324664.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-QQ------Y--L--E-L-----------------------------D-T-TP----S---------P-LF-D--GAELLLQQL--------------NQ-V-G-Y---QLAVATGKARA-GLDRVLNET--G-L----G--QQF---------------------------------IA-S-R-C----A---DEA---VS-------KPHP-----------------------------------E-M--ILQLL-N---------------E--LN-V-E--P-A-K-AL------MIGDSV-HDINMANNAGI-DAV-AVN-YGA------------H-GE-----S-----Q--L----LT-S--K----------PK--------G----I--I---S---SP---------LE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093288667.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E-----A-------------------P-LF-P--GSLEALQRL--------------HG-E-G-Y---RLAIATGKSRR-GLNRSLRHH--GEL----A--GLI---------------------------------IN-S-R-T----A---DET---LS-------KPDP-----------------------------------L-M--LRELL-A---------------D--EQ-L-Q--P-E-E-AL------MIGDTE-YDLAMARAIGM-RSV-GVL-CGV------------H-HP-----E-----R--L----LD-A--G----------AH--------C----L--L---D---GV---------CD-L--------------------------------------------------------------------------------------PGW-----------------------------------------L---------------------------S--T--------------------ARA----------------------------------------
WP_107631918.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LPLLKEL--------------KK-A-G-V---SVGVLSNKYDL-AAKGLIRHY----F----G--DLV-------------------------Q-----V-TC-G-E-R----P---DTP-------R----KPDP-----------------------------------T-S--ALQLL-R---------------E--LG-G-D--A-A-T-AL------YIGDSA-VDMQTAQNAGL-AAV-GVT-WGF------------R-PA-----E-----E--L----KA-A--G----------AQ--------A----L--V---S---DP---------SE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_124731280.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------IA-----N-K-HP----T---------P-LF-E--GIALLIRNL--------------HA-E-G-Y---LLAVATGKGRE-GLDKMLVST--G-L----G--EYF---------------------------------HA-T-R-C----A---DDA---KS-------KPHP-----------------------------------E-M--LHSLL-S---------------H--FN-V-A--A-D-R-AI------MIGDSI-HDLTMANNAGM-ASI-GVS-YGA------------H-NE-----S-----R--L----KA-L--N----------PR--------A----V--V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043383913.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LP----D-V-----R-P-FP----GVRPLFERI--------------HE-A-G-L---TIALASSGKRT-EVDRYTEIL--G-I----G--DLV-------------------------D-----V-AT-S---A----D---DAD---RS-------KPHP-----------------------------------D-I--FQAAL-R---------------K--LDGV-A--P-D-A-AH------VVGDTP-YDAEAAAKAGL-PTI-GLL-CGG------------F-PE-----A-----D--L----TA-A--G----------CV--------A----I--Y---R---DP---------QD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093610832.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAARLLRTL--------------AG-Q-G-W---TVILVTSASGG-ELQALRRAI--D-A----D--EVI-------------------------E-----D-TA-S---A----E---DVA---EG-------KPAP-----------------------------------D-P--VHKAL-E---------------S--AG-I-P--A-E-R-AV------FVGDSV-WDMRAARRAGL-ACV-GVL-SGG------------I-AR-----A-----D--L----EE-A--G----------AA--------A----V--Y---R---DT---------AE-L-------------------------------------L----------------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106671357.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--------------KT-L-G-C---RMAVVTNKPDQ-FVAPLLQQT--G-L----E--QYF-------------------------E-----V-IV-G---G----D---TLA---VK-------KPDP-----------------------------------A-P--LVHAM-E---------------Q--LG-G-T--R-G-T-TV------MVGDSV-ADVSAARAAGI-PCV-AVR-YGY------------N-FG-----S-----S--V----DS-L--G----------AD--------A----V--V---D---SL---------TE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OGR11042.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-YP----DTLPLLEKL--------------AK-A-G-Y---RMGVVSNCGTH-AAHTVLAKF--K-L----A--DYF-------------------------D-I---T-LS---R-N--------EVS---RI-------KPSP-----------------------------------E-G--LILAL-E---------------R--LG-I-S--P-D-R-AL------FIGDSV-NDILAAQAVPM-AS--CFL-SGG--------------ES-----R--------V-TG-KK----G------SQ--AA-----F--Q----I------S---SL---------SG-L-------------------------------------V-----------------------------------------------------------P--------------------------------L---------------------------L------------------------------------------------------------------
WP_111256285.1 -----------------AVS--LTIGFDLDLTL-------VDS----------------AEG---IKVSM--------TEAF---RR-V---------G-----VD-V--D--P---Q--------R---L--LP----------M-IG--------------------------------------LPLET--------------------T------L--RA------F---------------------------------I--------------D-E--------------------------------------------------------------DR---------------------------VPEV------R----D-LY---R--E--L--Y---P--------------------TL-------G-IP----G-T-----K-A-LP----GAVEAIDAI--------------HA-H-H-G---TVLVVSAKIES-AVRAVLAHV--G-L----P------V-----------------------D-----D-VI-G--------E---------RF------------------A---------------------------E-T--KGAAL-Q---------------E--RG-A----------DV------YVGDHP-GDMVGARTAGV-YAI-GVT-TGG------------H-DA-----V-----A--L----RE-A--G----------AD--------V----V--F---A---DL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PYU29339.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RRLQRW--------------AR-R-A-----ELALFTGRTRR-ELRHTLEHF--G-V----T--KLF-------------------------K-----R-VV-----T--M-D---DVE---HL-------KPHP-----------------------------------E-G--LLRLL--------------------NG-T-D--P-K-A-AV------YLGDNL-DDALASKRAGV-PFL-GVL-RHG------------S-EA-HRL-R-A-A-Q--L----RR-H--G----------AR--------I----I--L---H---ST---------NE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OQY17710.1 ------------DA--------VLFDFDGTLVH-------LNI---D----FS----------Q-MRADV--------EAIL---PR-Y---------G-----LS----A------D------------S--KA----------S-RY---T----L-----------------------------ELIAE--------------------C------A--QA-L------T------------T-------R----------N--------------G-G----------------------------------------------------EE--------IA-E------AFR----------------RDAE---AA-I----L-AI------E--M--G---------------------------------A-AD----T-A-----Q-V-HP----GAPELLERL--------------RE-R-G-I---KIGIVTRNCRA-AVEHILGKN---------T--LTY-------------------------D-----V-LL-T-R------D---DVA---AV-------KPHP-------E---------------------------H----LLAAL-R---------------L--LQ-V-E--P-Q-R-AL------MVGDHP-MDIRAGRAVGA-RTV-AVL-TGY------------S-SV-----E-----R--F----------M----------PE------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099028735.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---------P-LF-E--GAETLLKQL--------------NS-N-G-I---KVAVATGKSRI-GLDRLMAES--G-L----S--DIF---------------------------------VT-T-R-T----A---CEA---ES-------KPHP-----------------------------------D-M--LLQIL-A---------------E--LN-V-E--A-T-E-AV------MIGDTL-IDMNLAKNAGI-DAI-GVT-MGV------------A-TR-----E-----Q--L-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109382976.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-A-LP----EAGSLLRRL--------------HR-D-G-R---QVVLATSAGGA-ELSALRRAI--D-A----D--DAI-------------------------T-----A-TA-S---A----D---DVA---EG-------KPAP-----------------------------------E-P--IEHAL-E---------------L--VG-V-P--A-E-R-AV------LVGDSV-WDMRAGSRAGV-RCV-GVL-CGG------------I-PR-----T-----D--L----LE-A--G----------AE--------A----V--Y---D---DP---------AH-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_006484434.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------L---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
WP_126511539.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--H-L-----------------------------D-T-TP----T---------P-IF-N--QAPQLLESL--------------ST-A-G-Y---QLAVATGKARA-GLMRVWEQS--G-L----G--HYF---------------------------------IA-S-R-C----A---DEA---QS-------KPHP-----------------------------------E-M--ILSLL-Q---------------E--LG-V-P--P-E-R-AL------MVGDSL-LDLTMAANAGI-DGV-GVT-YGA------------H-SG-----E-----M--L----QQ-A--N----------PI--------A----L--I---D---SP---------EK-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_092201716.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-I------GDD----------------ARAR------W----V-EE---F--D--A--I-----------------------------------ID----E-V-----A-P-LP----GAREFVAAV--------------RD-R-G-H---RVVLASSGKPQ-HVDHFLDLL--D-A----R--DLA-------------------------E-----A-WT-S---S----E---DVE---ST-------KPAP-----------------------------------D-L--LQVAL-E---------------K--LGEP-L--D-S-P-SV------VVGDSV-FDVEAAKNAGM-PAI-VVR-SGG------------F-GD-----D-----E--L----RE-A--G----------AI--------G----V--Y---D---TP---------AD-L-------------------------------------A-----------AA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026124209.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LP----GAVELLRTL--------------TG-R-G-I---PWAIATSGQRR-TAGHALELL--G-L----P--ED--------------------------T-----L-MV-T---R----D---QVR---FA-------KPDP-----------------------------------D-L--FLAAA-D---------------R--LG-A-D--P-R-Q-TM------VVGDSV-WDLLAARRAGA-LGV-GLL-SGG------------Y-GR-----D-----E--L----ER-T--G----------AY--------R----V--Y---T---DP---------AD-L-------------------------------------L----------------------------D--------RLDELG------------------------------------------------------------------------------------------------------------------------------------------------
KYC44992.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--I--E---------------------------------A-SE----K-A-----E-A-FP----QSIELLKIL--------------KS-Q-G-K---NIGIITRNSKT-ACMKTLEIS--G-L----M--EYM-------------------------D-----V-IV-T-R------E---DVE---KV-------KPDP-----------------------------------E-H--VELAI-R---------------N--LN-K-K--A-E-E-TV------VIGDHK-YDIASGKRAGC-FTI-GIL-SGV------------S-SE-----E-----L--L----NE-A--------------D--------L----I--V---S---SL---------DE-I-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_116574491.1 -LNS-----A--QA--------VLLDFDGPIAE-------LMP---P----PV------NSE---AATAA--------RQIL---A------------G-----IE---------------------------LP-Y--------E-IE-T-S----T-----------------------------DHLAV---------------------------L--RW-A------R--------------------I-------------------------A-M--------------------------------------------------------------TA-F------SLG----------------SKRH------A----P--A------E--V--Q---------------------------------A-AE----V-C-----A-A-SV----HAAAFMEFG--------------HS-R-D-L---PLAIVSNNSSD-AVRTALARW--H-W----L--DRI-------------------------A-----A-FA-C-R-T----P-D-AID---WM-------KPSP-----------------------------------R-L--LLLAA-D---------------V--LH-V-N--I-S-R-TV------FVEDAV-SDVVAAKAAGA-PLI-GLA-KSE------------A-RA-----N-----E--L----GE-A--G----------AD--------L----V--A---D---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_112353030.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-QQ------Y--L--H-L-----------------------------D-Q-TP----S---------P-LF-D--GVKDLLTSL--------------NG-R-G-Y---KLAVATGKARA-GLNRVLTVT--E-L----G--GYF---------------------------------VA-S-R-C----A---DEA---AS-------KPSP-----------------------------------E-M--ILQLL-N---------------E--LD-V-S--P-D-K-AV------MIGDSI-HDLNMANNAGI-HAI-GVD-YGA------------H-DK-----A-----K--L----SQ-A--K----------PK--------A----I--I---S---SP---------ME-L-------------------------------------L-------------------------------E-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_112751285.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-V-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------L---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
WP_109285663.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--H-L-----------------------------D-T-TP----T---------P-IF-N--QAPQLLESL--------------ST-A-G-Y---QLAVATGKARA-GLVRVWEQS--G-L----G--HYF---------------------------------IA-S-R-C----A---DEA---QS-------KPHP-----------------------------------E-M--ILSLL-Q---------------E--LG-V-P--P-E-R-AL------MVGDSL-LDLTMAANAGI-DGV-GVT-YGA------------H-RE-----E-----I--L----KQ-A--N----------PI--------A----L--I---D---SP---------EK-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_124675235.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------L---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
RJX29116.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------GAVKLLSCL--------------QA-A-G-V---RMGIVTSSFYK-KKMNLFTEN--G-L-DP-S--ALF-------------------------R-----S-VI-N-R-R----D---TLK-------N----KPDP-----------------------------------E-P--VLRCL-Q---------------E--LE-I-P--A-A-K-CL------CVGDSP-CDIIAGREAGL-VTV-GVL-TGT------------G-TR-----R-----T--L-S--KE----G----------AD--------V----I--L---D---AV---------TE-L------------------------------------------------------------------P------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_126994571.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----HVLEVIRAL--------------HE-K-G-I---KLGVVTTKIRH-TAMRALELF--G-L----R--PYM-------------------------D-----V-II-T---V----E---DVQ---HP-------KPHA-----------------------------------E-P--ILTAI-S---------------Q--LN-A-D--P-A-S-TL------MVGDSA-ADLLSAHAAGV-RSA-AVA-WSL------------K-GT-----K-----E--L----QK-Y--D----------PD--------Y----I--L---N---DM---------TD-L-------------------------------------Y--------------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------
WP_123239958.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRDS------H----D-AL---Y--A--E--Y-----------------------------------WE----R-L-----T-P-LP----RAVDLLRAC--------------AA-R-G-L---RVVLATSAAEH-EVAALRAAL--A-A----D--DVI-------------------------D-----T-VT-S---S----A---DAR---ES-------KPAP-----------------------------------D-I--LVAAL-D---------------Q--SG-L-T--A-E-R-VV------FVGDSV-WDVAAAGKLDI-PCV-GLA-CGG------------T-SR-----A-----E--L----AG-A--G----------AV--------A----V--Y---D---DP---------AA-L-------------------------------------L---------------------------------D---------------------------------------------------------------------------------------------------------------------------------------------------------
WP_122818392.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GDA----------------VRDR------W----E-QE---F--D--A--L-----------------------------------ID----E-T-----T-L-LP----GARDLLDGL--------------AA-A-G-L---RVALASSSIPK-HAEHPLRLL--G-A----D--DRA-------------------------A-----A-WT-T---S----E---DAD---ST-------KPDP-----------------------------------E-L--LERAL-D---------------R-----L-D--G-E-RRAV------MIGDSV-WDVEAASRAHL-PTI-GVR-SGG------------F-SE-----A-----E--L----RE-A--G----------AV--------A----V----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PKB85627.1 ---------T--DT--------VIFDLDGTLVD-------------S----QP------------AALGA-----T--IEAL---SQ-F---------G-----VQ---------------------------VT-A-D------E-VR-E-A-F--G--------------------G--------GAQKL---------------------------L--GH-F----L-E------------R-------D--------L------------------G--------------------------------------------------------------AD-Q------ASQ---S------------LEAA-V--Q-I-R--S-GL------Q--L--E---------------------------------L-IS-E--T-L---L-L-P-------GVKELMASL--------------KY-S-G-Y---KLAVATMSSRA-VVDSALEFH--G-I----G--PYF-------------------------D-L-----VL-----T--M-D---DVT---KS-------KPDP-----------------------------------E-I--LIKAV-D---------------R--LG-G-E--V-A-R-AL------YVGDSS-HDLEAALNLGM-PFL--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_081701736.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------I----E-EI------E--V--A---------------------------------A-AR----R-G-----Q-M-FS----GAVHMLQQL--------------KS-A-G-I---STYIVTRNCRA-GVLAMLPEA---------Y--SLC-------------------------T-----G-VF-T-R------D---DVT---AV-------KPDP-------R---------------------------H----LTQAL-A---------------V--CG-C-P--A-H-N-AL------MVGDHP-MDILMGKQAGA-VTA-GVT-TGE------------G-NH-----E-----T--L----QQ-A--G----------AD--------Y----I--A---D---SL---------QE-L-------------------------------------M-----------------------------------------------------------Q------------------------------S-----------------------------I--G---------------------------------------------PALAAAKQQPR-------
RLS67510.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P------A-----M-S-------GARELVHAL--------------RG-A-G-F---RTAVGSSGPPL-NVQRAVEGL--D-L----G--GAF-------------------------D-----A-IV-T---G----R---DVT---HC-------KPHP-----------------------------------E-C--FLLAA-S---------------K--LG-I-S--P-E-K-CV------VFEDAP-AGITAAKAAGM-RCV-AIT-SKG------------H-TV-Q---R--------Q-------S--G----------AD--------M----V--C---A---TV---------SE-V---------------------T-----VA--------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_034202150.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------L---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
WP_103004081.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDLLKNL--------------HE-H-G-K---KLAVVSNKFYD-ATRELCQHF----F----S--DYV-------------------------S-----V-AI-G-E-R----E---DIH-------R----KPAP-----------------------------------D-T--VMEAL-R---------------Q--LG-V-D--K-T-D-AV------YIGDSD-VDIATARNSGM-PCI-SVL-WGF------------R-DK-----E-----F--L----LE-H--G----------AT--------T----F--V---S---SP---------QE-L-------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054241098.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-A-LR----DAGPLLRRL--------------HD-D-G-W---TVVLATSASGA-ELSALRRAI--D-A----D--EVI-------------------------A-----A-TA-S---A----D---DVE---EG-------KPAP-----------------------------------E-P--VEHAL-E---------------L--AG-A-P--A-E-T-AV------FVGDTV-WDMRAGRRAGV-RCV-GVL-CGG------------I-PR-----A-----D--L----LE-A--G----------AE--------A----V--Y---A---DP---------AE-L-------------------------------------L---------------------------ASLRDSP---------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076498374.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-A--QAPALISHL--------------HT-Q-G-Y---QLAVATGKARA-GLERVFEQS--G-L----G--KYF---------------------------------VA-S-R-C----A---DEV---NS-------KPHP-----------------------------------E-M--ISSLL-Y---------------E--LN-I-A--P-E-R-AL------MVGDSL-LDLTMAANAGI-DSI-GVT-YGA------------H-NA-----K-----K--L----LR-A--K----------PI--------A----L--I---D---SP---------EQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_056771191.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-P--GMEQTLRAL--------------HA-A-G-W---TLGVATGMSNR-GLAHCLAAN--G-V----G--DVF---------------------------------VT-L-Q-T----A---DDH---PS-------KPHP-----------------------------------A-M--LEQAL-A---------------E--GG-A-T--A-A-E-AV------MIGDTV-YDMQMAKSAHV-RGI-GVE-WGY------------H-MP-----S-----E--L----TA-A--G----------AE--------I----V--V---D---TP---------AQ-L------------------------------------------------------------------------------------------L------E-------------------------------------------------------------------------------------------------------------------------------
WP_120605076.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LP----K-V-----R-P-FP----RVKELFQQL--------------RK-R-G-R---KVALASSANDD-ELKRYVELC--G-I----D--GLF-------------------------E-----A-KT-N---K----E---EVD---KS-------KPHP-----------------------------------D-I--FEAAL-T---------------K--LGKP-D--P-A-T-VV------VVGDTP-YDALAAGKLHL-STV-GML-CGG------------F-RP-----D-----D--L----RT-A--G----------CR--------T----L--V---K---DP---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067507763.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DL------R--L--S-------------------------------G-A-LR----E---------P-LY-D--GIAGLIDEL--------------SG-E-G-W---QLAVATGKSDR-GLHACLDTH--G-I----R--HRF---------------------------------VS-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LEAAL-F---------------E--AA-V-Q--P-G-D-AV------MIGDTS-FDMEMAVAAGV-RAI-GVA-WGY------------H-EA-----H-----E--L----RA-A--G----------AV--------A----V--A---E---TA---------EE-L------------------------------------------------------------------------------------------G------E--------------------------------L---------------------------I--R---------------------------------------------------------------
WP_099843481.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094063586.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DL------R--L--S-------------------------------G-A-LR----E---------P-LY-D--GIAGLIDEL--------------SG-E-G-W---QLAVATGKSDR-GLQACLDTH--G-I----R--HRF---------------------------------VS-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LEAAL-F---------------D--AA-V-Q--P-G-D-AV------MIGDTS-FDMEMAVAAGV-RAI-GVA-WGY------------H-EA-----H-----E--L----RE-A--G----------AV--------A----V--A---E---TA---------EE-L------------------------------------------------------------------------------------------G------E--------------------------------L---------------------------I--R---------------------------------------------------------------
WP_121207774.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----GVHDCLDHL--------------RQ-L-G-C---RMAVVTNKPDQ-FVQPLLEKT--G-L----D--QWF-------------------------D-----L-SV-G---G----D---TLP---VK-------KPDP-----------------------------------A-P--LLHAM-E---------------K--LG-G-T--R-G-T-TV------MIGDSK-ADVNAALAAGI-PCV-AVR-YGY------------N-FG-----G-----S--V----DS-L--G----------AD--------A----V--V---D---SL---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_074806284.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SLV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AQ-A--G----------KQ--------A----V--P---T---HI---------GE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_023011300.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----GVHDCLDHL--------------RQ-L-G-C---RMAVVTNKPDQ-FVQPLLEKT--G-L----D--QWF-------------------------D-----L-SV-G---G----D---TLA---VK-------KPDP-----------------------------------A-P--LLHAM-K---------------K--LG-G-T--R-G-T-TV------MVGDSK-ADVNAALAAGI-PCV-AVR-YGY------------N-FG-----G-----S--V----DS-L--G----------AD--------A----V--V---D---SL---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_090480605.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ET------R--L--S-------------------------------G-A-LH----E---------P-LY-D--GMADLLARL--------------DE-D-G-W---LLGVATGKSDR-GLHSCLETH--G-I----K--QHF---------------------------------VT-L-H-G----A---DRY---PS-------KPHP-----------------------------------A-M--LEAAL-D---------------E--AG-V-G--A-D-D-AV------MIGDTS-FDIEMAGAAGV-RAI-GVA-WGY------------H-DP-----A-----E--L----MA-A--G----------AQ--------S----V--A---S---TM---------EE-L------------------------------------------------------------------------------------------E------N--------------------------------M---------------------------I--R---------------------------------------------------------------
PZR68524.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E-A-----R-A-FP----RVSELLRSL--------------HS-Q-G-L---QVILATSAKPE-ELKRLLAKI--D-A----D--DTI-------------------------D-----R-VV-S---S----E---EVS---TS-------KPAP-----------------------------------D-I--FETAL-E---------------Q--SG-L-N--A-G-Q-AL------VVGDSV-WDLKAASRCGL-PAV-AVV-CGG------------T-SR-----A-----E--L----EE-A--G----------AV--------R----V--Y---E---DP---------AE-L-------------------------------------L----------------------------A------DLR-----------------------------------------------------------------------------------------------------------------------------------------------------
WP_059064934.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OGO06004.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----I-DV------E--L--E---------------------------------A-AN----R-A-----D-P-YV----GVPEMLTQL--------------RD-R-G-F---GVAIVTRNCRA-AVERILARN---------T--LHY-------------------------D-----V-LL-T-R------D---DVD---RV-------KPDP-------H---------------------------Q----LLAAL-E---------------A--LG-E-S--A-T-Q-AL------MCGDHP-MDIIAGQRVGA-HTV-AVM-APG------------S-SA-----D-----R--F----DG-L--E----------PD--------L----I--V---S---MV---------TE-L-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_116449463.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LVRAIGGDEVE----------------------ER-I------GDA----------------ARER------W----V-EE---V--D--P--M-----------------------------------MG----E-T-----A-L-LP----GARELVVAL--------------KE-R-G-H---RVVLASSGKPH-HVERALDLL--D-V----R--DVA-------------------------D-----A-WT-T---S----E---DVE---ET-------KPAP-----------------------------------D-L--LQVAL-K---------------K--LGEP-V--D-A-P-AV------VIGDSV-YDVEAAANAGM-PAI-VVR-SGG------------F-GD-----D-----E--L----RD-A--G----------AL--------A----I--Y---D---TP---------AD-L-------------------------------------T-----------AA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_047436383.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DD-R------QIA---A------------LIDR------Y----R-HH------Y--L--H-------------------------------D-A-TP----S---------P-LF-S--GAGELLHDW--------------RS-R-G-L---QLAVATGKSRR-GLDRVLDET--G-L----R--PLF---------------------------------VT-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LEQIL-D---------------E--LG-L-S--P-R-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----A--L----SR-H--G----------PV--------A----V--V---D---SM---------AA-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093818781.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050432252.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RFGEELEEQ-RSEL------Y----M-EK---Y--------------------------------------------FP----R-V-----R-P-FP----GVRALFERM--------------AS-E-G-R---RVVLASSANER-ELDALVELT--G-V----E--DLI-------------------------E-----A-ST-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-D---------------K--LGSV-D--L-R-E-VM------VVGDTP-YDAEAAGKLGL-SAI-GVR-TGG------------W-SE-----E-----R--L----LE-A--G----------CV--------A----V--Y---G---DL---------KD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_115579771.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--P-A---L-F-P-------GVDAALRAL--------------HA-S-G-T---RLAVVSSNSVE-NVQRALGAE----L----S--ALF-------------------------A-------VF---E-G--------GAH---LL--G----KHRA----------------------------------------LRRVL-R---------------A--TG-H-T--P-A-Q-AI------YVGDQV-ADWEAAQVPGL-PFA-AAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107262317.1 ----------------------------------------------------------------------------------------------------------------------------------A--VS----------R-LG--------------------------------------PLLRT--------------------E------M--AN------W---------------------------------F--------------P-P--------------------------------------------------------------ER---------------------------LDEA------V----E-TY---R--S--L--Y---S--------------------EY-------A-IT----M-S-----P-P-LP----GAVEALAET--------------RA-A-G-L---RVVVVTGKYGP-LARMHLEHL--G-M----A------V-----------------------D-----E-LV-G--------E---------LF------------------A---------------------------A-E--KATAL-T---------------A--HG-A----------EL------YVGDHV-ADMVAARTAGI-PGL-GVT-TGS------------H-DA-----D-----E--L----RA-A--G----------AD--------L----V--V---A---DL----TGFP-QA-L---------------------------RR--------L-------------------------------------------------------M---R-------------------------------------------------------------------------------------------------------------------------------
WP_088101022.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_085998035.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-EL-----------V-G------------------DVVGEA------------------------------------------------GLA-RFDE-----------ISDV------H----A-RE---V--D--A--T-----------------------------------TD----R-L-----R-R-TR----GAAELVRAV--------------AR-R-G-A---RTVLATSASPD-SLGALRRVL--D-L----D--DVL-------------------------D-----A-VT-S---A----E---DVD---RS-------KPHP-----------------------------------E-P--VRTAL-D---------------S--GG-V-D--P-E-R-AV------FVGDSV-WDVQAAARAGL-PCV-ALR-CGG------------I-GP-----A-----E--L----RD-A--G----------AV--------E----V--Y---D---DP---------AD-L-------------------------------------L---------------------------------E---------------------------------------------------------------------------------------------------------------------------------------------------------
GAV19299.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RE-----A-E-AE----I---------R-LF-P--GVRETLEKL--------------RE-R-G-Y---WLGVVTGKSHS-GLLRVLDTF--E-L----S--DLF---------------------------------LV-L-R-T----A---DCT---HS-------KPHP-----------------------------------A-M--VLECM-S---------------E--LG-V-I--A-E-Q-TA------VVGDAL-FDVQMANAAGV-RVI-GVS-FGV------------A-SH-----E-----Q--L----ID-A--G----------AE--------S----V--V---D---DF---------ES-L----------------------------------------------------------------------------------LAYFPSLQE------T-------------------------------------------------------------------------------------------------------------------------------
WP_115334971.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-A--QAPILIDEL--------------HA-Q-G-Y---QLAVATGKARA-GLDRVFAQT--G-L----G--RYF---------------------------------VA-S-R-C----A---DEV---HS-------KPHP-----------------------------------E-M--ISSLL-K---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMAANAGI-DSI-GVT-YGA------------H-SA-----E-----K--L----LQ-A--G----------PI--------A----L--I---D---YP---------AQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095611217.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-----S-V-YP----GILPFLEAC--------------RD-A-G-T---RLGVVTNKPLE-FTGPLLEQM--D-L----A--HWF-------------------------E-----V-VV-G---G----D---SLP---VK-------KPDP-----------------------------------E-P--LFHAC-R---------------E--LG-G-D--P-A-T-CL------MVGDSI-NDIEAAQAAGM-PVV-AVS-YGY------------N-YG-----V-----R--L----ED-T--G----------AD--------R----V--V---D---SL---------TE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_120629187.1 ---------------------------------------------------AH-L-GL-PVP---PIAEV--------RALI----------------G----------------------------------------------------------------------------------------QPLDV---------------------------M--YT--------Q-----F--------------A-------------------------P----------------------------------------------------------------DH--------VPL----------------LCAT------Y----R-EH---Y--P--L--N------------F----------------------LN----H-S-----R-P-FR----GVERVLRTL--------------RE-R-G-Y---LLAVATTKRSD-MARRFVDAL--G-M----G--DLL-------------------------H-----H-VQ-G---T----D---GFP-------H----KPAP-----------------------------------D-V--LHRAL-A---------------A--LG---T------G-GL-W----MVGDTT-LDLRAGQAAGL-RTY-AVT-WGT------------H-SQ-----E-----E--L----AL-A--T----------PD--------E----L------Q-P-DL---------ER-L-------------------------------------L-----------------------------------------------------------A------------------------------H-L----------P--------S-------L------------------------------------------------------------------
WP_101371605.1 --------------------------------------------------------------------------------------------------------------------------------------S----------R-LG--------------------------------------PLLRT--------------------E------M--QN------W---------------------------------F--------------P-P--------------------------------------------------------------ER---------------------------LDEA------I----E-TY---R--A--L--Y---A--------------------EY-------A-IT----L-S-----P-P-LP----GAVEALAET--------------RA-A-G-L---RVVVVTGKYGP-LARRHLEHL--G-M----E------V-----------------------D-----E-LV-G--------E---------LF------------------A---------------------------E-E--KATAL-T---------------T--HG-A----------EL------YVGDHV-ADMVAARTAGI-PGL-GVT-TGS------------H-DA-----D-----E--L----RA-A--G----------AD--------L----V--V---A---DL----TGFP-QA-L---------------------------RR--------L-------------------------------------------------------M---R-------------------------------------------------------------------------------------------------------------------------------
WP_100187028.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAP-----------------------------------D-L--FLFAA-K---------------N--MS-V----P-A-D-CA----L-VIEDSP-AGVEAARRAGM-LCI-GLT-AGS----H-------A-KH-PNH-K---Q-R--L----IE-A--G----------AH-----W-------V--V---S---SY---------EE-V-------------------------------------A-----------------------------------------------------------E--------------------------------V---------------------------V--E---------------------------------------------------------KL----
WP_006480936.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAVVSSKFRY-RIDAILERN--G-L----Q--SLV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AQ-A--G----------KQ--------A----V--P---T---HI---------GE-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091977040.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RS-A-G-L---KIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-A---------------K--LDGV-P--P-D-A-II------VVGDTP-YDAEAAAKAGL-RTV-GLL-CGG------------F-PE-----A-----D--L----RA-A--G----------CA--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011368083.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------I----E-EI------E--V--A---------------------------------A-AR----R-G-----Q-M-FS----GAVHMLQQL--------------KS-A-G-I---STYIVTRNCRA-GVLAMLPEA---------Y--SLC-------------------------T-----G-VF-T-R------D---DVT---AV-------KPDP-------R---------------------------H----LTQAL-A---------------V--CG-C-P--A-Q-N-AL------MVGDHP-MDILMGKQAGA-VTA-GVT-TGE------------G-NH-----E-----T--L----QQ-A--G----------AD--------Y----I--A---D---SL---------QE-L-------------------------------------M-----------------------------------------------------------Q------------------------------S-----------------------------I--G---------------------------------------------PALAAAKQQPR-------
WP_008124034.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDLLKNL--------------HE-H-G-K---KLAVVSNKFYD-ATRELCQHF----F----S--DYV-------------------------S-----V-AI-G-E-R----E---DIH-------R----KPAP-----------------------------------D-T--VIEAL-R---------------Q--LG-V-D--K-T-D-AV------YIGDSD-VDIATARNSGM-PCI-SVL-WGF------------R-DK-----E-----F--L----LE-H--G----------AT--------T----F--V---S---SP---------QE-L-------------------------------------M-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PJE55550.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAP-----------------------------------D-L--FLFAA-K---------------N--MS-V----P-A-D-CA----L-VIEDSP-AGVEAARRAGM-LCI-GLT-AGS----H-------A-KH-PNH-K---Q-R--L----IE-A--G----------AH-----W-------V--V---S---SY---------EE-V-------------------------------------A-----------------------------------------------------------E--------------------------------V---------------------------V--E---------------------------------------------------------KL----
WP_020093459.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RS-A-G-L---KIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-A---------------K--LDGV-P--P-D-A-II------VVGDTP-YDAEAAAKAGL-RTV-GLL-CGG------------F-PE-----A-----D--L----RA-A--G----------CA--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_007074224.1 -------------------------------------------------------------------------------------AR-T---------G-----VP-V--D--A---D--------A---A--VS----------R-LG--------------------------------------PPLRV--------------------E------I--AR------W---------------------------------F--------------P-P--------------------------------------------------------------ER---------------------------VESA------V----A-AF---R--E--L--Y---P--------------------AY-------A-IT----P-T-----L-P-MP----GAVAAIEAV--------------HS-H-G-G---RVLVVTSKMGR-LARLHLEHL--G-L----A------V-----------------------D-----E-LA-G--------D---------LF------------------A---------------------------E-E--KATAL-R---------------A--HG-A----------NL------YVGDHT-ADMVAAQAAGI-PGV-AVA-TGP------------C-SA-----D-----E--L----RS-A--G----------AD--------L----V--L---A---DL----TGFP-AA-L---------------------------AA--------M-------------------------------------------------------I---R-------------------------------------------------------------------------------------------------------------------------------
WP_019884066.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGELLRTL--------------AG-Q-G-R---QVVLVTSAEGT-ELAALRRAI--D-A----E--DAI-------------------------T-----A-TG-S---A----E---DVE---QG-------KPAP-----------------------------------E-P--VEQAL-E---------------S--VG-A-A--P-S-D-AV------FVGDTV-WDMKAATRAGV-PCV-GLL-CGG------------I-PR-----S-----D--L----EE-A--G----------AK--------A----V--F---R---DP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071898235.1 ------AP-P--KT--------IVFDLDGTLVDSLPDIIASFQ-Y-A-L--ES-L-KL-PVP---SDAEV--------RALV----------------G----------------------------------------------------------------------------------------LPLED---------------------------M--YA--------H-----F--------------A-------------------------P----------------------------------------------------------------DH--------VPE----------------LCAI------Y----R-EY---Y--P--R--N------------F----------------------VK----R-S-----R-P-FP----GAVELLRTL--------------RE-R-G-Y---TLAIATTKRTD-MARRFVEAL--G-L----T--SAL-------------------------D-----H-IQ-G---T----D---GFP-------H----KPAP-----------------------------------D-V--IQRAL-A---------------A--LG---S------E-GL-W----MVGDTT-HDILAGRAAGL-RTY-AVT-WGN------------H-GP-----D-----E--L----AT-A--K----------PD--------E----I------Q-A-DL---------SR-L-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_051501629.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033539563.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-KQ------Y--L--Q-L-----------------------------N-Q-TP----S---------P-VF-E--GAEQLLVTL--------------KA-S-G-H---QLAVATGKARA-GLDRVLNET--G-F----V--EHF---------------------------------MA-S-R-C----A---DEA---KS-------KPHP-----------------------------------Q-M--LHELL-E---------------L--VG-V-A--P-E-K-AV------MIGDSV-HDLNMANNAGI-DGI-GVS-YGA------------H-SA-----Q-----K--L----SE-A--N----------PV--------A----I--A---A---RP---------L------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059149681.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-P--GIENTLRGL--------------HA-A-G-W---TLGVATGMSDR-GLTHCLAAN--G-I----A--DLF---------------------------------IT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LEQAL-F---------------E--AG-A-Q--P-A-E-AV------MIGDTV-YDIEMAGAAQV-RAI-GVD-WGY------------H-HP-----R-----E--L----TG-A--G----------AE--------I----V--V---E---SP---------EL-L------------------------------------------------------------------------------------------L--------------------------------------------------------------------------------------------------------------------------------------
WP_022718812.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRKA-----------A---------E--L------------------------------------------------------P-VY-Q--GVGELLSAL--------------HQ-N-G-H---RLAIVTKSPDM-VPRWFIKQY--G-W----P--VDI---------------------------------VV-G---Y----H---DVR---NR-------KPHP-----------------------------------E-G--LLLAM-T---------------K--GG-A-V--A-S-D-TF------HVGDQV-QDTEAARAAGV-VAI-GVT-WGL------------G-DD-----G-----E--L----RA-S--A----------PD--------E----I--F---N---TV---------GE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028059220.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LVAALAGDGFE----------------------RE-Q------GDE----------------VRTA------E----K-VL---Y--M--E--L-----------------------------------IH----E-V-----Q-P-LE----GARAVIEDL--------------KS-S-G-H---VVVLASSAKPE-ELEHYLTLL--D-A----R--SLV-------------------------D-----G-WT-D---S----G---DVE---ST-------KPEP-----------------------------------D-L--VLAAL-E---------------K--SGA--E--P-G-D-AV------MIGDST-WDCRAAERAGV-RSI-GVL-TGG------------F-SE-----Q-----E--L----TE-A--G----------AS--------E----V--F---S---SV---------NE-L-------------------------------------R-----------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_128627367.1 ---------------------------------------------------------------E-LLAGR-----D--LPPL---SL-A---------Q-----VK----S-------------------M--IG-N--------G-LK-K-L-V--E-----------------------------RAFAA---------------------------S--QT-P----L-T---------------------------------------------------------------------------------------------------------------KA-E------LED----------------ASAE------M----A-AI---Y--R--N--H---------------------------------L-TE----L-T-----E-L-MP----GAQETIAQL--------------HV-A-G-F---ALGVVTNKPQV-ATRQILLHF--G-L----T--DRL-------------------------G-----V-IV-G---G----D---AVS---HM-------KPAP-----------------------------------D-S--LLLAL-E---------------R--LG-V-E--P-A-M-AL------MVGDSV-TDFEAARAAGV-PVA-LVR-GGY------------S--K-----V-----P--I----DD-L--G----------AD--------L----V--C---E---SL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059722056.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-H-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SMV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AR-A--G----------KQ--------A----V--A---T---HI---------GE-L-------------------------------------V---------------------------------------------------------------------G----------------------I---------------------------V--Q---------------------------------------------------------QL-Q-R
AIA86747.1 -LAA-----A--GA--------VLFDLDGTLCR-------LFA---H----VP------LAV---HLAEL--------RREV---AR----------------------------------------------LG-V--------D-LG-D-F----H-----------------------------DPYRA---------------------------M--VA-AERDPSLT--------------------E---------------P---------Q-R--------------------------------------------------------------HD-V------VGL----------------LHAR------L----V-TL------E--L--A---------------------------------S-VG----Q-A-----A-P-VP----GAVELVDSL--------------LA-R-G-V---PVGVVTTNSTL-CAEAFLAAH--G-L----G--GRG-------------------------V-----V-VQ-G-R-S----N-L-RPT---VL-------KPDP-----------------------------------T-P--VRLAL-L---------------D--LG-T-E--P-G-D-AV------LVGDS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RPH34318.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LQQR------H----G-EL---F--A--Q--L-----------------------------------LP----R-R-----R-P-LP----GAVELLKFL--------------RS-N-R-I---PHGIATSGQRP-EINASLEAL--G-V----S--KE--------------------------T-----I-VV-E---R----G---DVL---RA-------KPEP-----------------------------------D-L--FLECQ-R---------------R--LG-L-P--A-E-E-CY------VIGDAV-WDLLAARRAGI-LSI-GLL-SGG------------Y-GE-----D-----E--L----SK-A--G----------AF--------R----V--Y---R---DA---------AD-L-------------------------------------L----------------------------Q--------SLDELG------------------------------------------------------------------------------------------------------------------------------------------------
WP_120681301.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRDA------H----D-TL---Y--A--E--Y-----------------------------------WE----R-L-----T-P-LP----GAADLLRAC--------------AE-R-G-L---RVVLATSAAEH-EVTALRRAL--D-A----D--DVI-------------------------A-----A-VT-S---S----A---DAA---QS-------KPAP-----------------------------------D-I--LVAAL-D---------------Q--SG-L-P--A-E-R-VV------FVGDSV-WDVAAAGKLDI-PCV-GLT-CGG------------T-SR-----G-----E--L----AG-A--G----------AV--------A----V--Y---D---DP---------AA-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_108541327.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P--------------L-S----------------------------------------------------SG--SAF---DE-R------QIA---A------------LIDR------Y----R-HH------Y--L--H-------------------------------D-A-TP----S---------P-LF-S--GAGELLHDW--------------RS-R-G-L---QLAVATGKSRR-GLDRVLDET--G-L----R--PLF---------------------------------VT-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LEQIL-D---------------E--LG-L-S--P-R-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----A--L----SR-H--G----------PV--------A----V--V---D---SM---------AA-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RDE13595.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----S-EY------E--G--S---------------------------------V-AG----E-A-----R-V-IE----GALETVRKV--------------RE-R-G-L---KTAILTNNGRF-AVDIMLKVI--P-L----E--DLF-------------------------D-----I-IQ-T-R------N---ESP---TP-------KPYP-----------------------------------D-G--LRTIV-R---------------N--LR-V-R--S-S-Q-VV------YVGDAS-IDGAAASRAGI-EFW-GVT-TGE------------T-DR-----K-----T--L----IS-A--G----------AK--------V----V--V---S---SL---------DG-I-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098104682.1 --------------------EIVGFDLDGTLLD-------THG---D----LS-A----AVN-H-ALVAE-----G--RETI---AP-A---------Q-----VR----D-------------------L--IG-G--------G-AK-K-M-L--A-----------------------------RALDV---------------------------T--GG-A----V-G---------------------------------------------------------------------------------------------------------------PE-R------FDA----------------LHGE------L----L-RY---Y--E--A--N---------------------------------I-AV----H-S-----G-L-FP----GGETMLDAL--------------HA-R-G-V---RIAVVTNKLER-LARRLFGEL--G-L----T--ERF-------------------------F-----T-II-G---G----D---TLG---PG-------RAKP-----------------------------------R-PDLLLEMV-E---------------R--GG------S-A-R-AA------YVGDTT-YDTGAAAAAGL-PCV-AVS-FGF------------C--D-----L-----P--P----AE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013862746.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L------LAR----------------LADS------Y----N-AA---------V------------------------------------A-VE-P--T-I-----G-P-------AACALVREL--------------HR-R-G-R---PLAVVTGASRT-TVLPALTSV--G-L----L--ELF-------------------------G-----A-VV-T---E----E---DVT---VG-------KPDP-----------------------------------E-G--LLLAV-R---------------M--LG-L-P--E-G-A-RV----V-VFEDSV-PGLDAAQAAGM-TPV-GVR----------------G--------S--------L----SE-A----------------------------V------A---AK---------RG-I-------------------------------------------------------------------------------------------------R-------------------------------------------------------------------------------------------------------------------------------
OAI54250.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LQRR------H----S-EL---F--E--E--Y-----------------------------------LP----E-R-----E-P-LP----GAVELLRAL--------------RK-G-N-V---PFGIATSGRRP-DIDKSLQAL--E-L----P--DD--------------------------V-----V-VI-E---R----H---DVA---KA-------KPDP-----------------------------------D-L--FLACQ-A---------------K--MN-F-P--A-N-E-WF------VVGDAV-WDLMAARRAGM-LGV-GVL-SGG------------Y-GE-----D-----E--L----SK-A--G----------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_124477983.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAVVSSKFRY-RIDAILERN--G-L----Q--SLV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AQ-A--G----------KQ--------A----V--P---T---HI---------GE-L-------------------------------------I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094938580.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------GVHELLHAA--------------RE-K-G-I---RLAVASSSTRD-WVHGYLRTL--G-I----F--ELF-------------------------D-----V-IH-T---A----E---DVQ---RV-------KPDP-----------------------------------E-L--YLLAL-E---------------S--LG-I-A--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RN-L---E--------F-------T--K----------YD--------L----R--L---T---SL---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011984544.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA----Q-V-----R-P-FP----GARALLRRA--------------RE-A-G-L---RVALASSGSEE-EVAHNRRLL--D-V----D--ALL-------------------------E-----G-ST-T---S----D---DAA---RS-------KPHP-----------------------------------D-I--FEAAL-A---------------R--VRAP-P--E-R-A-I-------AVGDSP-WDALAAGRAGV-RTV-GLL-SGG------------F-EE-----R-----E--L----RE-A--G----------CV--------A----I--Y---A---GP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_127572506.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P----YVHEVLAAL--------------YQ-K-G-I---QLGVVTTKIRM-TTERGLTFT--G-L----K--DYI-------------------------S-----C-MV-S---I----E---DVQ---HA-------KPHP-----------------------------------E-P--VLRAL-E---------------L--LG-A-D--P-E-T-TM------MVGDSA-VDIESANAAGV-ISV-GVS-WSL------------K-GE-----Q-----M--L----RN-A--G----------AQ--------Y----V--I---S---DM---------RD-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PUA32613.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----E-KF------E--L--E---------------------------------A-AS------A-------P-SP-RK-DALNVLMSL--------------KS-M-G-I---MVAVATNSCRE-AVLLALQKC--G-M----A--AYV-------------------------D-L-----LV-T-R------D---DVE---RI-------KPAN-----------------------------------D-L--LKKAL-S---------------L--LG-V-S--S-E-E-AV------YVGDSA-YDVEAAKSMNV-KSV-AVL-GGA------------H-PE-----G-----V--L----AE-K--G----------PD--------F----I--I---G---SL---------SD-L-------------------------------------L-----------------------------------------------------------S--------------------------------I---------------------------I--R---------------------------------------------------------------
WP_103985329.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RS-A-G-L---KIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-A---------------K--LDGV-P--P-D-A-II------VVGDTP-YDAEAAAKAGL-RTV-GLL-CGG------------F-PE-----A-----D--L----RA-A--G----------CA--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_111901119.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--H-------------------------------G-T-TP----S---------P-LF-A--GAGELLHDW--------------RS-R-G-L---QLAVATGKSRR-GLERVLDET--G-L----R--PLF---------------------------------VA-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LEQIL-N---------------E--LG-L-S--P-R-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----A--L----SR-H--G----------PV--------A----V--V---D---SM---------TA-L------------------------------RE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067598552.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--H---------------------------------N-AV----Y-T-----A-P-YP----HAERVLDEL--------------TM-R-G-V---RMAVVTNKFEE-FATKILTEI--G-L----A--HHF-------------------------V-----A-II-G---G----D---SMG---RGEDGRFLAKPAP-----------------------------------D-P--VIEAQ-K---------------R--CE------A-A-R-FV------FVGDST-YDVKAARGAGV-PVI-GAA-YGY------------C--D-----R-----D--P----QE-L--G----------AN--------A----V--I---D---SL---------DA-L-------------------------------------I----------------------------------------------PALES----L-----------------------------------------------------------------------------------------------------------------------------------
KIU36908.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RA-A-G-L---TIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-E---------------K--LDGA-P--R-D-A-II------VIGDTP-YDAEAAAKAGL-RTV-GLL-CGG------------F-PE-----A-----D--L----RS-A--G----------CV--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067912452.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HA-M------LAQ---L------------YRDA------F----R-ER------R--M--A-------------------------------G-Q-VA----E---------P-LY-D--GIAGLIEEL--------------AG-A-G-W---LLGVATGKSDR-GLAHCLDSH--G-L----A--GHF---------------------------------IT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------S-M--IEACL-A---------------E--SG-A-A--A-S-E-TA------MIGDTA-FDMAMAVNAGV-RAI-GVD-WGY------------H-HP-----R-----E--L----VE-A--G----------AE--------A----V--A---G---SI---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_102959088.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DMLVPTLLPGLDTPQR-----------------------EA-L------GDA----------------HGDV------F----K-AR---Y--------------------------------------------LN----S-V-----Q-P-FA----KARDLLEKA--------------HG-C-G-Q---RVVIASSSSQQ-EIDHYLDRL--D-A----H--SFV-------------------------T-----A-VT-T---K----D---DVE---SS-------KPAP-----------------------------------D-I--FEAAL-K---------------K--LGSP-A--P-D-T-VM------VVGDTP-YDIEAAARCGL-RTV-AVL-SGG------------F-SA-----E-----S--L----RA-A--G----------AV--------A----L--Y---A---DV---------AE-L-------------------------------------L-----------GAYETSP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042376681.1 --GD-----R--AV--------VLLDFDGPLCG-------LFA---R----RP------APA---VAAVL--------LAVL---RR-E---------G-VV--LP----G---------------------------------------A-E----------------------------------DPHGL---------------------------L--AR-L------P-RA--L---A--E-------R----------G-VR-----------A-G----------------------------------------------------ER--------GR-L------VEL----------------VDLT------L----T-RE------E--I--A---------------------------------A-AR----C-A-----E-P-TL----GAAAAVVAL--------------AG-A-G-V---RLGVVSNNARA-AVEEYLPRV--G-L----A--EHL-A-----------------------K-----H-VV-G-R-P----G---DPA---LM-------KPDP-----------------------------------G-G--IREAL-R---------------G--LG-V-G--E-G-E-TG--GCV-YIGDTP-TDAAAAHAAGV-RFL-GWT-GGS----A-------L-RR-----E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDP44058.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H-P-LP----SARTLLNWC--------------RD-A-G-L---TVGLASSGGQR-DLWAMMDVL--D-H----P--D-F-------------------------D-----V-IV-T---G----D---DVD---ST-------KPDT-----------------------------------D-V--LDAAL-D---------------R--AG-L-D--A-E-D-VL------VVGDSV-WDMQAARRAGV-VPV-GVA-TGG------------T-SA-----P-----E--L----ES-A--G----------AE--------L----T--Y---Q---DL---------AA-L-------------------------------------L----------------------------D------ALQ-----------------------------------------------------------------------------------------------------------------------------------------------------
WP_074058358.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--M-A---L-F-D-------GIADIVETL--------------HA-S-G-T---RLAVVSSNSVE-NVQRALGKD----L----S--AKF-------------------------A-------VI---D-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TG-Y-G--A-T-Q-AV------YVGDQV-ADWEAAQVVGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDS82287.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-L------GDT----------------LRDA------W----Q-EE---Y--A--E--L-----------------------------------EA----E-V-----D-P-LP----GSRDLVQAL--------------AA-A-G-W---TVALASSGEAR-FAEHAVASL--GV-----A--DAV-------------------------S-----V-LT-T---N----A---DVD---AS-------KPEP-----------------------------------D-L--LHATL-A---------------R-----L-D--V-E-R-AV------MVGDTP-YDVEAASRAGL-ACI-ALR-SGG------------F-SE-----A-----E--L----GE-A--G----------AV--------L----V--V---D---VP---------GD-L-------------------------------------L-------------------D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091784562.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LEKHRAKI------L----K-ER---Y--------------------------------------------LP----T-I-----Q-G-LP----QVRALIERL--------------QA-D-G-K---QLALASSAKQD-ELQTYKKIA--D-I----D--DLI-------------------------G-----T-ET-S---S----D---DAE---ES-------KPNP-----------------------------------D-I--FQAAL-K---------------R--LNGI-A--P-T-D-AI------VIGDTP-YDAEAARKAGV-RTI-GLL-SGG------------W-SA-----E-----E--L----TQ-A--G----------CI--------A----T--Y---R---DP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_058737941.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-P--GIPELLRRL--------------AD-S-G-W---TLGVATGMSDR-GLAHCLADN--G-I----A--DLF---------------------------------VT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LQAAL-A---------------D--AG-A-G--E-Q-D-AV------MIGDTS-FDMQMARDAGV-RAI-GVD-WGY------------H-LP-----R-----E--L----LT-A--G----------AE--------V----V--V---E---TP---------EQ-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043976273.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-P--GIEGTLRGL--------------HS-A-G-W---TLGVATGMSDR-GLTHCLAAN--G-I----A--DLF---------------------------------VT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LEQAL-F---------------E--AG-A-Q--P-A-E-AV------MIGDTV-YDIEMAGAVQV-RAI-GVD-WGY------------H-HP-----R-----E--L----TE-A--G----------AE--------I----V--V---E---S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_111992980.1 ----------------------VGFDLDGTLLD-------TFR---D----LG-E----AVN-H-ALRLG-----G--FETV---PV-D---------S-----SK----D-------------------L--IG-G--------G-AK-I-M-L--A-----------------------------RAIEA---------------------------Q--GG------L-P---------------------------------------------------------------------------------------------------------------ED-E------FKP----------------LYKA------M----L-AY---Y--S--E--H---------------------------------N-AV----H-S-----A-P-YP----HAREVVAEL--------------AS-R-G-V---KMVVVTNKFEE-FARSILSQI--D-F----I--APF-------------------------E-----T-VI-G---G----N---SLG---RGPDGKYLAKPDP-----------------------------------A-P--VLKAR-E---------------I--CG------G-G-R-FA------FVGDST-YDVKAARAAGV-PVI-GAA-YGY------------C--D-----K-----P--P----HQ-L--G----------AD--------A----V--I---D---SL---------ES-L-------------------------------------I----------------------------------------------PALEA----L-----------------------------------------------------------------------------------------------------------------------------------
SDA27643.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LEKHRAKI------L----K-ER---Y--------------------------------------------LP----T-I-----Q-G-LP----QVRALIERL--------------QA-D-G-K---QLALASSAKQD-ELQTYKKIA--D-I----D--DLI-------------------------G-----T-ET-S---S----D---DAE---ES-------KPNP-----------------------------------D-I--FQAAL-K---------------R--LNGI-A--P-T-D-AI------VIGDTP-YDAEAARKAGV-RTI-GLL-SGG------------W-SA-----E-----E--L----TQ-A--G----------CI--------A----T--Y---R---DP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_007647381.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-A--QTPMLIDDL--------------HN-Q-G-Y---QLAVATGKARA-GLDRVFEQT--G-L----G--RYF---------------------------------IA-S-R-C----A---DEV---HS-------KPHP-----------------------------------E-M--ISSLL-K---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMASNAGI-DSI-GVT-YGA------------H-SA-----E-----K--L----MQ-A--K----------PI--------A----L--I---D---SP---------EQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
KWX12041.1 ---------------------------------------------------HP------LDA-I--------------RTFI----------------G----------------------------------------------------------------------------------------GGMMV---------------------------L-----F------K------------R-------A----------A--------------P-G-----------------------------------------------------------------V------SEE---M------------LRDM-C--K-F-Y--Q-NK---V--E--L--Y---------------------------------A-RE----D-R-----L---YD----GIEELLAGL--------------HE-R-N-T---KLAIVSNKPQV-SMESCLRSL----F-RN-R--PEM-R---------------EWF---C-A-------VY-G-L-S--------DLS---LA-------KPNP-----------------------------------T-F--TRRVL-E---------------D--EG-I-C--P-E-D-AV------YVGDSI-VDVQTAQAAGL-RCI-GCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054487646.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G------------FLVQ------Y----R-DE------Y--V--D----------------------------L--N-P-TP----S---------P-LF-N--DAKAVLSQL--------------TG-S-G-F---QLAVATGKARR-GLQRVWSES--E-T----E--HYF---------------------------------VA-S-R-C----A---SET---RG-------KPDP-----------------------------------Q-M--LYEIM-D---------------E--LN-A-H--Q-E-E-TV------MVGDSV-HDMKMAIAAGV-HPV-GVS-FGV------------H-NA-----E-----R--L----RE-A--G----------AA--------L----V--V---D---SL---------TE-L-----------------------------------------------------------------------------S----D----------------------------------------------------------------------------------------------------------------------------------------------
WP_062318899.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-AA------I-----L-P-------GVHELLQSA--------------RN-K-G-I---QLAVASSSTRD-WVHGYLHHL--G-I----F--EQF-------------------------T-----V-VH-T---S----E---DVK---RV-------KPDP-----------------------------------E-L--YLLAL-K---------------S--LG-V-D--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RN-L---E--------F-------T--K----------HD--------L----R--L---S---SL---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_113835787.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER-I------GDA----------------ARER------W----V-EE---V--D--P--M-----------------------------------MG----E-T-----A-L-LP----GARELIVAL--------------KE-R-G-H---RVVLASSGKPH-HVDRALDLL--D-A----R--DLA-------------------------D-----A-WT-T---S----D---DVE---RT-------KPAP-----------------------------------D-L--LQVAL-E---------------K--LGEP-A--D-A-P-SV------VIGDSV-YDVEAAKNAGM-PAI-VVR-SGG------------F-GD-----D-----E--L----RE-A--G----------AL--------A----I--Y---D---T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020185758.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K--A-------------------------------A-P-EA----D---------P-LY-D--GALDILKAL--------------AA-R-EGV---LLGIATGNSRR-GVNRFLDTF--G-V----R--DLF---------------------------------SA-T-Q-C----A---DDA---PS-------KPHP-----------------------------------A-M--LLQAA-A---------------E--AG-V-P--A-E-D-MV------MIGDTT-FDMMMARSAGA-RAI-GVA-WGY------------H-PA-----D-----R--L----LA-S--G----------AE--------R----V--I---S---SF---------DE-L------------------------------------------------------------------------------------------D------A-------------------------------------------------------------------------------A-L--GFG----------------------------------------
WP_056641963.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-P-LD----SAAELLREL--------------HG-R-G-W---RVVLVTSAQDH-ELDALRRAV--D-A----D--DAI-------------------------T-----A-TA-S---S----D---DVS---EG-------KPAP-----------------------------------D-P--VHHAL-G---------------L--AD-A-P--A-R-G-AV------LVGDTV-WDMKAGARAGV-TCV-GLL-CGG------------I-PR-----A-----D--L----EE-A--G----------AR--------A----V--Y---R---NP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_088854495.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L------QR-S-G-Y---RLGIITDGDPI-KQWEKILRL--E-L----D--EYF-------------------------G-----G-VF---I-S----D---HLG---VK-------KPHP-----------------------------------K-I--FRKAL-R---------------K--MG-V-E--P-G-E-AI------MVGDRLYSDIYGAKQVGM-RTV-WFK-YGK------------Y-AD-----R-----E--L----EY-L--D----Y-----AD-----F--T----I------S---SL---------EE-L------------------------------------------------------------------P------------------------------E--------------------------------I---------------------------L--R---------------------------------------------------------GL----
WP_075976041.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D--------F---------------------------------------------------------------------------------DR-A----F-GDE----------------VRSR------W----T-TE---F--D--R--L-----------------------------------ID----E-V-----R-P-FP----GVDRLFDVL--------------TD-S-G-H---SIVLATSGQPQ-HVDHFLHLL--D-A----T--HLP---------------------------------RT-T---S----D---DVE---AT-------KPAP-----------------------------------D-L--IKAAL-T---------------E--VS------E-P-T-GV------TLGDST-WDCQASRSAGL-PAV-GLL-TGG------------F-GE-----A-----E--L----KE-A--G----------AQ--------A----I--Y---S---SV---------ED-L-------------------------------------V-------------------D---------------HIT--TSP------------------------------------------------------------------------------------------------------------------------------------------------
WP_002625473.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VT----R-S-----R-P-FP----GAVELLRTL--------------RE-R-G-Y---TLAIATTKRTD-MARRFVEAL--G-L----T--SAV-------------------------D-----H-IQ-G---T----D---GFP-------H----KPAP-----------------------------------D-V--IQRAL-A---------------A--LG---S------E-GL-W----MVGDTT-HDILAGRAAGL-RTY-AVT-WGN------------H-GA-----D-----E--L----AT-A--K----------PD--------E----L------Q-A-DL---------SR-L-------------------------------------L-----------------------------------------------------------E-------------------------------------------------------------------------------------------------------------------------------
WP_081549108.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-A-LR----DAGPLLRRL--------------HD-D-G-W---TVVLATSASGE-ELSALRRAI--D-A----D--DVI-------------------------A-----A-TA-S---S----D---DVE---EG-------KPAP-----------------------------------E-P--VEHAL-E---------------L--VG-A-P--A-E-R-AV------FVGDTV-WDMRAGRRAGV-RCV-GVL-CGG------------I-PR-----A-----D--L----LE-A--G----------AE--------A----V--Y---A---DP---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_085094953.1 -IAS-----A--GA--------LLLDFDGPITA-------LMP---A----PL------NAE---AADRA--------RAAL---Q------------H-----VS---------------------------LP-D--------E-IQ-S-T----T-----------------------------DHLAV---------------------------L--RY-V------A--------------------A-------------------------F-M--------------------------------------------------------------PA-E------LNR----------------VEAA------C----S-SA------E--V--A---------------------------------C-AR----R-S-----Q-P-SP----EIRTMLRNA--------------QR-Q-T-I---PVAIVSNNSQS-SVEEFLQRF--S-W----T--API-------------------------Q-----V-LA-C-R-T----P-A-TVL---RL-------KPDP-----------------------------------Y-L--VRTAV-E---------------Q--LD-V-D--A-G-R-CV------FVGDSA-TDVEAGRAVGV-RVI-GLA-KTP------------Q-RG-----Q-----E--L----LD-A--G----------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
GAV32025.1 ---------------D-----AVLFDFDGTLAD-------SIP---H----IR-A----SFR-H-AVREV-----L--GQEM---AD-E---------V-----LL----R-------------------N--VG-M--------P-LA-Q-Q-M--R-----------------------------ILVD-----------------------------------------D---------------------------------------------------------------------------------------------------------------DE-L------AER----------------LLAS------Y----R-AF---N--H--A--T---------------------------------H-DE----M-V-----R-A-FP----GAHEVLATI--------------RA-A-G-A---SVGLVTSKSRP-IAERGIRLL--G-M----E--DAF-------------------------D-----V-VV-T---A----D---DVA---AH-------KPDP-----------------------------------T-P--VLHAI-R---------------V--LG-A-D--P-A-R-SA------YVGDSP-ADVASAKAAGV-RAV-AAT-WGV------------A-PR-----D-----R--L----LE-A--G----------PD--------L----V--V---D---SL---------TE-V-------------------------------------P----------------------------------------------EA-------------------------------------------------------------------------------------------------------------------------------------------
WP_115718614.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RD---E------------LLAV------Y----R-DQ------Y--V--E-L-----------------------------N-P-TP----T---------P-LF-P--GVNDMLVEL--------------KN-T-G-K---TLAVATGKARA-GLDRVFGAT--G-L----A--PLF---------------------------------TT-T-R-T----A---DDA---KS-------KPHP-----------------------------------D-M--LEQIL-A---------------E--TG-I-D--A-D-K-AL------MIGDSV-LDIGMAKAAGM-RAM-GVT-FGV------------H-GG-----E-----K--L----KA-A--G----------AD--------A----L--I---D---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050732595.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-QK---F--------------------------------------------LP----E-V-----R-P-FP----AVRPLFERI--------------RA-A-G-L---KIALASSGKGP-EVERYQEIL--G-I----A--DLV-------------------------D-----V-VT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAA-K---------------K--LEGF-G--K-D-E-MI------VIGDTP-YDAQAASKAGL-RTI-GVL-CGG------------F-PE-----A-----D--L----SG-A--G----------CV--------A----I--Y---R---DP---------QD-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_088985061.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRDA------H----D-SL---F--L--E--Y-----------------------------------AD----R-L-----T-P-LP----HAADLLRAC--------------AD-R-G-L---RVVLATSAAEH-EVRALRAAL--D-A----D--DAV-------------------------D-----T-VT-S---S----A---DAQ---QG-------KPAP-----------------------------------D-I--LVAAL-E---------------Q--SG-L-A--A-E-R-VV------FVGDSV-WDVAAAGRLGI-PCI-GLT-CGG------------T-GR-----A-----E--L----AG-A--G----------AV--------E----V--Y---D---DP---------GA-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095992646.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MP----K-L-----R-P-FP----QVRELFQQL--------------RQ-D-G-L---KLVLASSANED-ELERYIRLC--R-I----E--GLT-------------------------H-----G-ET-S---K----G---DVS---KT-------KPNP-----------------------------------D-I--FDVAM-E---------------R--LGRP-D--P-H-S-VV------VIGDTP-FDALAAGKLGL-ASV-GLR-CGG------------F-PE-----D-----D--L----RT-A--G----------CR--------D----I--Y---K---DP---------AE-L-------------------------------------L-ARYESSPNT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103709557.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L----K-ER---Y--------------------------------------------LP----T-I-----R-G-LP----QVRALIERL--------------LA-D-G-K---QLALASSAKGD-ELQTYKKIA--D-I----E--DLI-------------------------S-----V-ET-S---S----D---DAE---ES-------KPNP-----------------------------------D-I--FQAAL-K---------------R--LDGI-A--A-D-D-AV------VVGDTP-YDAEAASKAGI-RTI-GLL-SGG------------W-TA-----E-----E--L----KQ-A--G----------CI--------A----T--Y---R---DP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109185031.1 -LAN-----A--RV--------VLFDFDGPVCD-------VFA---G----LP------APE---VAGEL--------TALL---SA-R---------D-----EA---------------------------AG-A--------K-AA-Q-T----D-----------------------------DPIEV---------------------------L--RI-A------H--------------------E-------------------------A-D--------------------------------------------------------------TE-L------GQQ----------------IEQT------L----T-AA------E--V--R---------------------------------A-VA----V-A-G---Q-P-IP----GATEALQAA--------------RA-A-G-R---GVAVVSNNSAE-CVRAFLELH--G-L----E--EYV-------------------------T-----E-IV-G-R-P----S-E-QPH---LM-------KPNP-----------------------------------F-P--LITAA-E---------------R--MH-I-D--V-T-S-CT------LIGDSL-TDIQAAHAAGA-TAI-GYA-NKP------------H-KT-----Q-----S--F----TE-A--R----------AD--------V----V--T---Q---DM---------QS-I-------------------------------------A-----------------------------------------------------------D--------------------------------ALTAV------------------------------------------------------------------------------------------
WP_093581468.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E--R--H---------------------------------A-AE----G-V-----R-P-FP----GAVGLLEEL--------------HG-R-G-I---AVGVVTSKARV-RYTADAARG--R-L----S--HLI-------------------------A-----A-AT-C---A----E---DVV---RG-------KPDP-----------------------------------Q-A--ALSVL-D---------------Q--LG-V-P--A-D-R-AV------MVGDTV-VDIGTGRAAGL-RSI-GVT-WGS------------T-PA-----G-----P--L----VE-A--G----------AD--------A----V--V---G---TF---------DE-L-------------------------------------R-------------------------------------------------AA-LSTGP----------------------------------------------------------------------------------------------------------------------------------
WP_067682652.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H-----E---P-LF-D--GMEDLLRRL--------------HS-G-G-R---TLGVATGKSDR-GLVSCLRSH--G-I----A--DLF---------------------------------VT-L-Q-T----A---DRH---PS-------KPDP-----------------------------------A-M--LQAAL-A---------------E--AS-S-T--P-E-S-AV------MIGDTS-FDMEMARAAGV-RAI-GVS-WGY------------H-AP-----E-----E--L----LE-F--G----------AC--------G----V--A---N---TM---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_116499594.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E----A---------P-LF-E--GIPALLAEL--------------RA-R-E-R---RLAVATGKSRR-GLERALGAS--G-L----A--GLF---------------------------------EA-T-R-C----A---DEG---FP-------KPHP-----------------------------------D-M--VLRLL-E---------------E--TG-V-E--P-S-R-AV------LVGDTT-HDLELAANAGV-DAV-AVT-YGA------------H-GE-----A-----L--L----RE-R--A----------AR--------H----Y--A---D---SV---------AE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RUP19007.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RSDL------F----K-RR---Y--------------------------------------------LS----E-V-----R-P-FP----GVRPLFEHI--------------RA-A-G-L---TIALASSGKRS-EVEHYTEIL--E-I----G--DLV-------------------------D-----V-AT-S---S----D---DAD---RS-------KPHP-----------------------------------D-I--FEAAL-E---------------K--LDGA-P--R-D-A-II------VIGDTP-YDAEAAAKAGL-RTV-GLL-CGG------------F-PE-----A-----D--L----RS-A--G----------CV--------A----I--Y---R---DP---------ED-L-------------------------------------L-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071896989.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MP----K-L-----R-P-FP----QVRELFQRL--------------RQ-D-G-L---KLVLASSANED-ELERYIRLC--R-I----E--GLT-------------------------H-----G-ET-S---K----G---DVS---KT-------KPNP-----------------------------------D-I--FDAAM-E---------------R--LGRP-D--P-H-S-VV------VIGDTP-FDALAAGKLGL-VSV-GLR-CGG------------F-PE-----D-----D--L----RT-A--G----------CR--------D----V--Y---Q---DP---------AE-L-------------------------------------L-ASYETSPNT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101100893.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VVRAL--------------HA-R-G-H---RLAVVTAKNEA-HARRIIEHL--P-F----G--ACF-------------------------D-----E-VI-G-A-T----A---DGS-------R----SSKP-----------------------------------Q-L--VAEAL-S---------------R--LS-L-Q--P-G-Q-CW------MIGDRR-MDIEGARHHGL-RNI-GVL-WGF------------G-GA-----E-----E--L----RE-A--G----------AD--------A----L--A---A---SP---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011234593.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-DE------Y--V--D----------------------------L--N-T-TP----S---------P-LF-H--DAKTVLSQL--------------SS-A-G-Y---RLAVATGKARR-GLQRVWAES--E-T----E--HYF---------------------------------DT-S-R-C----A---SET---RG-------KPDP-----------------------------------Q-M--LYEIM-N---------------E--LK-T-H--P-E-H-TV------MVGDSV-HDMKMAVAAGV-QAI-GVS-FGV------------H-DA-----E-----R--L----RE-A--G----------AT--------I----V--I---D---SL---------SE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_064507490.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--A-A---L-F-P-------GIAQTVGAL--------------HG-G-G-T---RLAVVSSNSAE-NVQRVLGEE----L----S--KKF-------------------------A-------LI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TS-H-T--A-A-Q-AI------YVGDQV-ADWEATQVLGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051242923.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--------------HQ-R-G-H---RLAVVTNKPEA-FSREIVEHF--G-L----D--KMF-------------------------T-----V-VV-G---G----D---TCA---TR-------KPDP-----------------------------------Q-M--LFHAC-R---------------E--LG-V-A--P-E-D-AI------LVGDSP-ADVNAALAGGF-PSI-AVR-GGY------------T--N-----I-----A--V----EE-L--G----------AD--------C----V--I---D---SL---------DD-L-------------------------------------G----------------------------------------------EALTR----LP----------------------------------------------------------------------------------------------------------------------------------
WP_071874997.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------GSITLIQRL--------------FE-A-G-I---PLAIASSSSNK-DIALAVDAL--G-I----R--PYF-------------------------Q-----V-LV-S---G----E---DCA---RS-------KPFP-----------------------------------D-V--FLKAA-D---------------A--LG-V-K--P-E-T-AL------VIEDAV-NGVKAAKAAGM-VCL-GFE-NPA------------F-TK-Q---D--------L-------R--E----------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_108993897.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--------------KA-N-G-V---KLGVVTTKMRL-TTERGLKFV--G-I----H--SYM-------------------------D-----V-VI-T---I----D---DVA---NA-------KPHP-----------------------------------E-P--VLKAL-E---------------L--LG-A-D--P-A-T-AL------MLGDST-VDMEAASAAGV-LPV-GVA-WSM------------K-GG-----Q-----I--L----RD-A--G----------AA--------Y----V--I---D---DM---------RE-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_124707325.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DR-L------GDA----------------LRAE------W----A-DR---Y--R--E--V-----------------------------------LP----E-V-----R-P-LP----GARRFVEDL--------------NG-A-G-L---TVALASSGAAE-FTDAALDIL--RMN----R--DDF-------------------------A-----A-VT-S---S----E---DVD---VS-------KPEP-----------------------------------D-I--LATAL-D---------------R-----A-G--G-T-R-AV------LVGDTV-WDIESARRLDA-ECV-AVR-SGG------------F-AE-----A-----E--L----SG-A--G----------AV--------L----V--V---E---TV---------GD-L-------------------------------------A-------------------D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_046963515.1 -------------------------------------------------------------------------------------------------------------------------------------II-F--------D-FD-G-T-L--A-----------------------------DSFGF-FLSTQRALAARHG-------------F--RA-A----Q-A------------H-EVDAA-R----------R-------L------T-T--------------------------------------------------------------RE-L------LKQ------------SGL-PTWR-V--P-L-V--A-AD--FI--RL-M--R---------------------------------S-AP-P--A-A---L-F-P-------GIAQTVSAL--------------HA-G-G-T---RLAVVSSNSVD-NVQRALGED----L----S--TKF-------------------------A-------VI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TS-H-T--P-A-Q-AV------YVGDQV-ADWEAAQRLGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_087633526.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LIARV--------------RE-A-G-L---KVAVASSAKKQ-ELNVYLDLA--G-I----T--DLL-------------------------D-----A-ST-S---S----D---DAE---AS-------KPAP-----------------------------------D-I--FNAVL-K---------------K--LD-V-A--G-A-D-AV------AIGDSP-YDSQAARAAGM-GCI-GFL-SGG------------F-TE-----A-----S--L----RD-A--G----------CH--------A----V--Y---P---GP---------GA-M-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
BAJ50233.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-A-----E-A-TP----GIADVLEKL--------------KT-L-G-F---KLVVATNSHRE-AVEEALKKT--G-L----D--KYF-------------------------E-----H-VY-T-R------D---DVE---KM-------KPRP-----------------------------------D-I--LLKIA-E---------------D--MR-I-P--I-S-S-IV------YVGDSV-NDLRAAREAGA-RFI-AVA-WGL------------H-SA-----E-----K--F----ME-N--G----------AT--------E----I--A---H---NP---------SE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OZA93938.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-E--GIAELVDRL--------------AR-S-G-W---ALGVATGKSDR-GLTACLAGH--G-L----L--DRF---------------------------------VT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------A-M--LEAAL-H---------------E--AG-A-L--P-G-A-AV------MIGDTS-FDMDMARAAGV-RAI-GVD-WGY------------H-PA-----D-----E--L----AA-A--G----------AE--------V----V--V---S---SA---------AQ-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077161590.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LLQRL--------------RD-G-G-L---KLAVASSAKKD-ELEVDLDIA--G-V----A--GIF-------------------------N-----V-TV-S---S----E---DVA---QS-------KPAP-----------------------------------D-V--FEVAL-Q---------------K--LG-V-P--P-D-A-AI------VIGDSP-YDAQAAGRTGL-RTI-GVL-SGG------------F-PE-----Q-----S--L----RD-A--G----------CI--------A----V--Y---P---GP---------AG-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
BAJ46647.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-A-----E-A-TP----GIADVLEKL--------------KT-L-G-F---KLVVATNSHRE-AVEEALKKT--G-L----D--KYF-------------------------E-----H-VY-T-R------D---DVE---KM-------KPRP-----------------------------------D-I--LLKIA-E---------------D--MR-I-P--I-S-S-IV------YVGDSV-NDLRAAREAGA-RFI-AVA-WGL------------H-SA-----E-----K--F----ME-N--G----------AT--------E----I--A---H---NP---------SE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019128599.1 ------------PA--------VLFDFDGTIAD--T----------G----PA------VLS---ISRRA-----L---------AA-R---------G-----YD-L--E-----------------A----VG----------D-LR-Q-L-I--G-----------------------------PPLVD--------------------G---F--M--LV-T------G-----G------S-------R-------------------------D-E------------------A-------------------------------------------LE-L------VDV----------------YRGL------F----N-EY---------V--A-------P-----------------------D-D-YP--------------P-FP----GIPELLRAL--------------SD-R-G-T---KIAVATSRLDE-TARQMIAAL--D-L-------PPF-------------------------D-----I-IA-G-R-L--------EPG------------RATK-------A---------------------------D-C--IRACL-D---------------G--LG-M-G--P-S-D-AV------MVGDRH-HDVLGAHEVGL-PCI-GVW-RDE----P-------A-RA-----E--------L----AG-S--G----------AD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_023400286.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AVLKQL--------------TE-S-G-I---KIAIATGKSRQ-GLNRLLSES--G-L----Q--KYF---------------------------------QV-T-R-T----A---DEA---QS-------KPHP-----------------------------------D-M--LHQVL-V---------------E--LG-V-A--A-K-D-AV------MIGDTT-IDMEMASNAGV-DAI-GVT-FGV------------A-TR-----E-----E--L-----------------QPFSPV--------Q----I--V---D---EF---------EQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RJS88685.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LQEI------M----N-EV------E--M--E---------------------------------S-VS----E-T-----R-P-VE----GAEEALRSL--------------KE-M-G-Y---KIAVLTRGHHN-YAVETLRRA--G-L----L--PYL-------------------------D-L-----IL-G-R-G----E---TPR-------P----KPYP-----------------------------------E-A--LEHTA-Q---------------L--LN-L-K--P-E-E-LI------LVGDHP-IDSTCAKNAKV-RFI-GVL-TGA------------A-TP-----K-----T--W----RE-T--G----------CT--------E----I--I-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042011452.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--H-------------------------------D-V-TP----S---------P-LF-A--GAEELLHAW--------------QA-R-G-L---QLAVATGKSRR-GLDRVLEET--G-L----R--PLF---------------------------------VT-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LVQIL-D---------------E--LG-L-L--P-W-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----A--L----GR-H--G----------PV--------A----V--V---D---TM---------AV-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062785149.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AQA---HD-M------LTQ---A------------YKDT------F----R-AR------R--E--A-------------------------------G-M-VG----E---------P-LY-D--GIAALVEDL--------------AR-R-G-W---LLGVATGKSDR-GLAHCLATH--G-L----S--RHF---------------------------------VT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------S-M--IEACL-D---------------A--TG-A-D--T-A-L-TV------MIGDTA-YDMAMARNAGV-RAI-GVD-WGY------------H-ER-----A-----E--L----FA-A--G----------AH--------A----V--A---G---TV---------AE-L------------------------------------------------------------------------------------------A------E--------------------------------L---------------------------L--H-------------AVG-----------------------------------------------
PZP32299.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-IF-D--QAPQLLESL--------------SA-K-G-Y---QLAVATGKARA-GLVRVWEQS--G-L----G--HYF---------------------------------IA-S-R-C----A---DEA---QS-------KPHP-----------------------------------E-M--IISLL-H---------------E--LG-I-Q--P-E-R-AL------MVGDSL-LDLTMAANAGI-DSI-GVT-YGA------------H-SE-----A-----V--L----RQ-A--K----------PI--------A----L--I---D---SP---------QQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_065962273.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAADLLRAV--------------AD-R-G-R---HIVLASSASED-ELAAMRAAI--G-A----D--ELT-------------------------A-----D-AL-S---S----D---DVG---TG-------KPAP-----------------------------------D-L--VERAL-E---------------R--AG-V-P--P-E-D-AV------FVGDTV-WDVKAARKAGV-PCV-ALL-SGG------------V-PH-----E-----V--L----AD-A--G----------AA--------E----I--Y---Q---SP---------AD-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051562347.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HT-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----Q-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PYO21638.1 --------------------------------------------------------------------------------------------------------RE----A------W----------R-A--LL-D--------E-LG-V-A-P--A-----------------------------QPDYW-----------------R--L------T--IG-R------P-----G------N-------E--------A-V--------------P-L------------------L---------------------------------LG--------HP-L------SSS------EAMRL-----ADRK------H----D-LY------Q--QLAR---H-----------------------------G-LP------A-----V-P-------GVIAFVDEV--------------AA-A-G-I---PRAVATSASRV-DVHRLLGRL--G-L----R--DRF-------------------------D-----A-VV-T---A----E---DVR---FG-------KPDP-----------------------------------E-V--YLLAA-D---------------S--IG-V-P--S-V-Q-CL------VFEDAV-VGVQAARRAGM-RVI-GVA-TAH------------P-ED---ELR--------A-------A--G----------AA--------S----V--I---D---DF---------EG-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106830218.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-FP------L-----I-P-------GSLDFIRAL--------------KK-A-G-F---RVALVTSSETK-KMNRAFDIL--S-L----K--GVF-------------------------D-----V-VI-T---A----D---RIT---KG-------KPDP-----------------------------------M-C--YQLAA-S---------------D--LH-L-T--P-D-E-CI------VFEDAF-AGIQAATSAGM-KVI-GVS-STN------------S-AE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035544082.1 ---------------------------------------------------------------------------------------------------------------------------------------------------IG-P-P-L--R-----------------------------ESLRK---------------------------I--N-------------------------------------------------------------------------------------------------------------------------PD-R------VEE----------------MIET------Y----R-KH---N--I--E--H---------------------------------H-HD----Y-V-----K-A-YD----GVVDTIHKL--------------NE-Q-G-Y---RLGIVTTKMRN-TVHMGLELT--G-L----N--GLF-------------------------E-----T-VV-T---L----D---DVL---NA-------KPHP-----------------------------------E-P--IVKAL-D---------------A--LD-A-K--A-S-E-SL------MVGDNT-HDIEAGQNAGT-KTA-GVA-WTV------------K-GR-----D-----V--L----DK-L--H----------PD--------Y----M--L---T---HM---------SE-L-------------------------------------L--------------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------
RLI02117.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----N-NI------E--L--E---------------------------------A-LP----T-M-----L-L-KP----NAHETLTEL--------------QK-E-G-Y---RMGIATRSHGE-YAVKVLKKF--N-I----A--QYF-------------------------H-----G-VI-G-R------D---ETQ---YP-------KPDP-------R---------------------------H----LLSTI-E---------------L--IK-A-K--P-E-E-TL------YIGDTT-TDLTTSLAAKV-DFI-GYW-RDN--------EW----AK-----R--------L----MD-G--G----------CK--------K----I--I---K---DL----YDL--VE-L-------------------------------------A-----------------------------------------------------------R-------------------------------------------------------------------------------------------------------------------------------
PRX12375.1 ----------------------------------------------------------------------------------------------------------------------------------A--VS----------R-LG--------------------------------------PPLRT--------------------E------L--RY------W---------------------------------F--------------P-E--------------------------------------------------------------EQ---------------------------VEEA------V----T-AY---R--A--L--Y---E--------------------EL-------A-IT----P-S-----L-P-TP----GAVETLEAV--------------RA-A-G-L---RIVVVTSKLGR-LARLHLDHL--G-M----H------P-----------------------D-----E-LA-G--------D---------LF------------------A---------------------------E-G--KATAL-V---------------E--HG-V----------RW------YVGDHV-ADMVAARTAGV-PGI-GVA-TGP------------C-SE-----A-----E--L----RD-A--G----------AA--------H----I--L---P---DL----T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103728429.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LF-P--GVGDTLRAL--------------QA-Q-G-W---TLGVATGMSDR-GLSFCLAAN--G-I----T--DLF---------------------------------VT-L-Q-T----A---DRH---PS-------KPNP-----------------------------------A-M--LQHAL-F---------------E--AG-A-D--A-T-Q-AV------MIGDTA-YDMQMAASAHV-RGI-GVD-WGY------------H-HP-----R-----E--L----IA-A--G----------AE--------V----V--V---E---SP---------AQ-L------------------------------------------------------------------------------------------L------E-------------------------------------------------------------------------------------------------------------------------------
WP_124467394.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-R-AD------E--I------------------------------------M-VP-GT-R-I-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAIVSSKFRY-RIDAILERN--G-L----Q--SLV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AQ-A--G----------KQ--------A----V--P---T---HI---------GE-L-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PWL26648.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER------R--L--R-------------------------------G-A-IH----E---------P-LY-E--GIRELLITL--------------RE-A-D-W---RLAVATGKSDR-GLQACLEQH--G-L----T--DMF---------------------------------VS-L-Q-T----A---DRH---PS-------KPHT-----------------------------------D-M--LDAAI-F---------------E--AG-V-A--P-Q-D-AV------MIGDTT-FDIIMAKDANV-RSI-GVA-WGY------------H-AP-----E-----E--L----LE-A--G----------AE--------A----V----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_110762674.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAMDGAFHAMGLV-PPTRN--------------------D------T--RR-I----V-G-----L------S-LTEAM-R---RL-----H--------------P-E----------------------------------------------------GE--AET---HD-L------LAQ---A------------YKDA------F----R-AR------R--E--A-------------------------------G-M-VG----E---------P-LY-D--GIAALVEDL--------------VH-R-G-W---LLGVATGKSDR-GLAHCLATH--G-L----S--RHF---------------------------------VT-L-Q-T----A---DRH---PS-------KPHP-----------------------------------S-M--IEACL-D---------------A--TG-A-D--V-A-L-TV------MIGDTA-FDMAMARNAGV-RAI-GVD-WGY------------H-ER-----A-----E--L----FA-A--G----------AH--------S----V--A---G---SV---------TE-L------------------------------------------------------------------------------------------A------E--------------------------------L---------------------------L--Q-------------AVG-----------------------------------------------
WP_029218674.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--A-A---L-F-P-------GIAQTVSAL--------------HA-G-G-T---RLAVVSSNSAE-NVQRVLGEE----L----S--TKF-------------------------A-------LI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TS-H-T--P-A-Q-AI------YVGDQV-ADWEAAQVLGL-PF---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ESU41174.1 ---------------------------------------------------HP------LDA-I--------------RTFI----------------G----------------------------------------------------------------------------------------GGMMV---------------------------L-----F------K------------R-------A----------A--------------P-G-----------------------------------------------------------------V------SEE---M------------LRDM-C--K-F-Y--Q-NK---V--E--L--Y---------------------------------A-RE----D-R-----L---YD----GIEELLAGL--------------HE-R-N-T---KLAIVSNKPQV-SMESCLRSL----F-RN-R--PEM-R---------------EWF---C-A-------VY-G-L-S--------DLS---LA-------KPNP-----------------------------------T-F--TRRVL-E---------------D--EG-I-C--P-E-D-AV------YVGDSI-VDVQTAQAAGL-RCI-GCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_012339729.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-AD------E--I------------------------------------M-VP-GT-R-V-----Y-P-------EVPPLLAAL--------------RE-Q-G-L---AVAVVSSKFRY-RIDAILERN--G-L----Q--SLV-------------------------D-----V-LI-G---G----E---DVQ---RH-------KPDP-----------------------------------E-G--LVQAL-A---------------R--LG-L-P--A-A-A-AI------YVGDHA-VDAQAAERAGV-PFV-GAV-SGM--------------TS-F---D-----A--W----AQ-A--G----------KQ--------A----V--P---T---HI---------GE-L-------------------------------------V-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011919097.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------D-T-TP----T---------P-LF-A--QAPILIDDL--------------HT-Q-G-Y---QLAVATGKARA-GLNRVFEQT--G-L----G--RYF---------------------------------VA-S-R-C----A---DEV---RS-------KPHP-----------------------------------E-M--ISSLL-Q---------------E--LN-I-A--P-N-R-AL------MVGDSL-LDLTMAANAGI-DSV-GVT-YGA------------H-SA-----E-----K--L----LR-A--K----------PI--------A----L--I---D---SP---------KQ-L-------------------------------------L-------------------------------Q-----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104621635.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--V-A---L-F-P-------GIAHMVSAL--------------HA-G-G-T---RLAVVSSNSVE-NVQRALGAE----L----S--ARF-------------------------A-------VI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TG-H-T--A-S-Q-AV------YVGDQV-ADWEAAQVVGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RDE15767.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-AV----N-A-----A-L-IE----GALEIVHKI--------------RN-L-G-V---RTAIYTNNGRP-SVDRIMQHI--P-L----A--DYF-------------------------D-----V-IQ-T-R------H---ESP---QP-------KPFP-----------------------------------D-G--LWKLV-S---------------V--LG-V-H--P-D-E-TA------YVGDAL-IDATAAKRAGI-EFW-GVA-TGE------------T-PS-----W-----V--L----KD-A--G----------AS--------V----V--F---E---SL---------DG-I-------------------------------------L-----------------------------------------------------------D--------------------------------E---------------------------V--L-------------------------------S-------------------------------
WP_041412670.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--H-L-----------------------------D-T-TP----T---------P-IF-N--QAPQLLESL--------------ST-A-G-Y---QLAVATGKARA-GLVRVWEQS--G-L----G--HYF---------------------------------IA-S-R-C----A---DEA---QS-------KPHP-----------------------------------E-M--ILSLL-Q---------------E--LG-V-Q--P-E-R-AL------MVGDSL-LDLTMAANAGI-DAV-GVT-YGA------------H-NE-----A-----M--L----QQ-A--N----------PI--------G----I--I---D---SP---------EK-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091558840.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ER-L------GDA----------------ARER------W----E-EE---V--Q--P--L-----------------------------------LG----E-L-----A-P-LP----GARDLLVAV--------------RE-R-G-H---RLVLASSGKAD-QVDHYLDLL--D-A----R--DLA-------------------------E-----A-WT-T---S----D---DVE---AS-------KPAP-----------------------------------D-L--LRTAL-A---------------K--LGEP-E--D-A-P-AV------VVGDSV-YDVEAAKRAGM-PAY-VVR-SGG------------F-GD-----D-----E--L----RA-A--G----------AV--------E----L--Y---D---TP---------AD-L-------------------------------------T-----------AA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040950599.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H-P-HP----DILSLLQTL--------------KE-H-G-I---RIGVITGKSRR-AYEISAEAL--E-M----A--PFF-------------------------D-L---V-IT-G--------D---DVE---RP-------KPDP-----------------------------------E-G--VLKAM-T---------------T--LN-G-H--K-E-D-TI------FLGDSI-ADVKAGQAAGV-RTF-AVQ-WLS----T-------S-QS---S-E---F-E--L-------S-------------PE--------H----I--Y---R---TV---------PP-F-------------------------------------L-----------------------------------------------------------D-------------------------------------------------------------------------------------------------------------------------------
WP_026578228.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------IQTL--------------KE-E-G-Y---HLGIVTTKMRH-TVQMGLEMT--G-L----A--GMF-------------------------E-----T-II-T---L----D---DVT---NA-------KPHP-----------------------------------E-P--IVKAL-D---------------R--LG-S-K--A-S-E-AL------MVGDNT-HDIEAGQNAGT-KTA-GVA-WTI------------K-GR-----R-----V--L----DE-L--N----------PD--------Y----M--L---S---NM---------RD-L-------------------------------------L--------------------------------------------SITR-------------------------------------------------------------------------------------------------------------------------------------------
WP_104612026.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------R-----------------AWIG--------PPLRD--------------------S------F--TE-C----F-P--------------------D----------H--------------P-E----------------------------------------------------LV--------QR-A------LAS----------------YRRR------Y----D-AV------G--W--T---------------------------------E-LS------V---F---D-------DIGNVITGL--------------HR-A-G-H---RLAVVTSKNER-YARRIVEHL--P-F----G--ACF-------------------------E-----N-VI-G-A-S----E---DGE-------R----RFKP-----------------------------------D-L--IAEAL-R---------------R--LQ-I-D--K-T-G-CV------MIGDRR-MDIDGANHHGL-HSI-GVL-WGF------------G-DE-----A-----E--L----RA-A--G----------AG--------A----I--A---H---TP---------EQ-L-------------------------------------T-----------------------------------QLI---------------------H--------------------------------A----------------------------------------------------------------------------------------------
WP_080150589.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-------DIEAVVRAL--------------HA-R-G-H---RLAVVTAKNEP-HARRIVEHL--P-F----G--GLF-------------------------E-----D-VI-G-S-T----P---DGS-------R----SSKP-----------------------------------Q-L--VGEAL-H---------------R--LQ-L-A--P-E-R-CW------MIGDRR-MDIEGARHHGL-RSV-GVL-WGF------------G-GE-----H-----E--L----TE-A--G----------AG--------Q----L--A---R---DP---------AQ-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_120597382.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GRDIPFAHVRSQIGKGA----------------------DQ-LL-----PVFFNDEELERFGK-----DLEE------D----R-SA---RF-K--R--EF----------------------------------LP----K-V-----R-P-FP----RVKELFQLL--------------RK-R-G-R---KIALASSAKDD-ELKRYVELC--G-I----D--GLF-------------------------E-----A-KT-N---K----D---EVD---KS-------KPHP-----------------------------------D-I--FEAAL-V---------------K--LGKP-D--P-A-T-VV------VIGDTP-YDALAAGKLHL-ASV-GVL-CGG------------F-RA-----E-----D--L----RT-A--G----------CR--------T----L--V---K---DP---------AE-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_069526845.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LIDR------Y----R-HH------Y--L--H-------------------------------D-A-TP----S---------P-LF-S--GAGELLHDW--------------RS-R-G-L---QLAVATGKSRR-GLDRVLDET--G-L----R--PSF---------------------------------VT-S-R-G----A---DEA---RS-------KPDP-----------------------------------L-M--LEQIL-D---------------E--LG-L-S--P-R-Q-AV------MIGDSV-HDMAMAEAIAM-PRI-GVT-WGV------------D-SR-----D-----A--L----GR-H--G----------PV--------A----V--V---D---SM---------AA-L---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OAZ14023.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAP-----------------------------------D-L--FLHAA-D---------------A--MG-Y-A--Q-G-D-AI------VIEDSV-AGVTAARAAGM-KCI-GFV-GGG----H-Y-AD--D-RE-GAS-Q-----R--L----YE-A--G----------AD--------I----V--I---S---DM----S-------M-------------------------------------L----------------------------------------------------A------Q--------------------------------A---------------------------I------------------------------------------------------------------
WP_084709642.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-LP----GSGELARSL--------------ND-R-G-Y---GVWLVTSAKPE-ELDRHLDAL--G-I----S--ESI-------------------------S-----G-VV-S---S----G---DAA---EA-------KPAP-----------------------------------D-V--FELAL-K---------------R--AG-V-E--A-E-E-AI------TAGDSV-WDIQAAARAGI-ESV-AVL-SGG------------AFSR-----R-----E--L----ED-A--G----------AR--------G----V--Y---R---DC---------AE-L-------------------------------------L----------------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063565193.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------Q-AA------I-----L-P-------GVHELLRSA--------------RK-K-G-I---QLAVASSSTRD-WVHGYLRTL--G-I----F--ELF-------------------------D-----V-IH-T---A----E---DVK---RV-------KPDP-----------------------------------E-L--YLLAL-E---------------S--LG-I-G--A-S-E-AV------VFEDSP-NGLKAAKAAGI-RCV-IVP-NEV------------T-RN-L---E--------F-------S--K----------YD--------L----R--L---T---SL---------AE-I---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_119162866.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VDLVAGL--------------RD-A-G-L---RVGVVTAKMRS-LAEHGLGVC--G-Y----E--GLI-------------------------E-----V-AC-G---V----E---DTT---RH-------KPDP-----------------------------------E-P--LLAGL-A---------------R--MG-G-S--L-G-S-VA------YVGDSV-WDLRAAQAAGM-PGI-GVT-WGA------------G-DP-----G-----E--L----RA-E--Q----------SL--------A----V--V---D---TP---------DQ-L-------------------------------------A-------------------------------------------------AR-LL-G-----------------------------------------------------------------------------------------------------------------------------------
WP_085395060.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AVPDLFRRV--------------RD-A-G-V---QIAAASSAKKD-ELSKYLEMA--G-V----G--DLV-------------------------D-----V-AT-S---S----D---DVE---ES-------KPAP-----------------------------------D-I--FEAVL-K---------------K--LG-V-E--G-P-D-AV------AIGDTP-YDAEAASKAKV-PMV-GVL-CGG------------F-TE-----G-----S--L----RQ-A--G----------CV--------Q----V--Y---P---GP---------AA-L-------------------------------------L-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ATB43826.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MP----K-L-----R-P-FP----QVRELFQQL--------------RQ-D-G-L---KLVLASSANED-ELERYIRLC--R-I----E--GLT-------------------------H-----G-ET-S---K----G---DVS---KT-------KPNP-----------------------------------D-I--FDVAM-E---------------R--LGRP-D--P-H-S-VV------VIGDTP-FDALAAGKLGL-ASV-GLR-CGG------------F-PE-----D-----D--L----RT-A--G----------CR--------D----I--Y---K---DP---------AE-L-------------------------------------L-ARYESSPNT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
RKZ13625.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DLLDAL--------------HS-D-G-V---LLGVATGKSRR-GLLRFLQAH--E-L----L--DHF---------------------------------AT-L-Q-S----A---DDA---PS-------KPHP-----------------------------------G-M--IVRAL-E---------------E--TG-S-S--A-D-E-SV------MIGDTS-FDIEAARNAGV-TGI-GVD-WGH------------H-SA-----S-----T--L----RR-A--G----------AS--------F----V--A---R---DA---------PS-L------------------------------------------------------------------------------------------R------A-------------------------------------------------------------------------------------------------------------------------------
WP_069998980.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P------G-----I-P-------A---LIRSL--------------HA-A-G-Y---QLAVASSSPYA-YIIRVTKAL--G-I----Y--PYF-------------------------H-----K-IV-S---G----A---DVP---HP-------KPAP-----------------------------------D-V--FFKAV-E---------------E--LE-L-T--P-S-E-CI------IIEDST-NGVRAAQAAGI-PCI-GFY-NPD------------S-GD-Q---N--------L-------K--E----------AA--------I----I--I---E---SF---------ET-L---------------------------DA--------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_047693328.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--R---------------------------------A-AP-P--T-A---L-F-P-------GIAQTVSAL--------------HA-G-G-T---RLAVVSSNSAE-NVQRVLGEE----L----S--TKF-------------------------A-------LI---E-G--------GAH---LL--G----KQRA----------------------------------------LRRVL-R---------------A--TS-H-T--P-A-Q-AI------YVGDQV-ADWEAAQVLGL-PFA-AVA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

############################################################################################################
27. EACC1 alignment
############################################################################################################

WP_019885900.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------TV--IAV---------H---G-E-------------------------G----------------A-D-----------GA------HE-LRRWLS--AVPQLRG-RIHS--G--ATQ------AE-----P-P--A-G---------A--------M-------G-L-A-TDALLAV-LAPG--GVAA---V---FAGAV----VAWAQT-R-R--G----S--QT------ITI-T---R-P-D--G-TQVTVSTT---HV--------RGLDAQQS-AD------L-----A---------------------------------------R--------------------Q--------------------L-A-----------------------T-----------------D----------------------------------------------------IT--G-------------------P---P-A----A--------P---------------------G-Q-----T---V-----------------------P----------PDA-PP--V-------------------TRPAPPAPP-PALPGASADTSPSPDAPPVT---RPAPPAPPAGLPGASPDTSPPPALPGPGTPADAPPPTP--------------------------
WP_062752525.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--LEV---------G---G-G--------G--------G---TA--G----------------D-G-----------GAAG-AGALD-LREWLR--AEPELRG-LVGR--V---P-------VP-----P-P--G-R--------DA--------M-------G-A-L-GELVPLL-LQPG--GLTV---T---LAASV----VAWLQT-R-R--G----S--QT------VTI-T---R-P-D--G-TQVVVTSE---GV--------RGLTPEAS-GD------L-----A---------------------------------------Q--------------------Q--------------------V-A-----------------------R-----------------A----------------------------------------------------LR--D-------------------G---N-P----P--------G---------------------G-------N---P-----------------------GDGSGTGGGSGTGG-GS-------------------------GTGGGS-GTGG-GSGTGGGSGGGSGTG---EGS-------------------------------------------------------------
SOR77037.1 -------------------------------------------------------------------------------------------------------------M-------A------------------------V---------------E------IH--VTV---------E---T-S-------------------------G----------------T-A-----------DA------HD-LRRWLT--AQPRLRG-RVTR--A--DA-------SA-P---P-P--P-G---------T--------M-------G-L-A-ADALLAL-LAPG--GVAS---V---LAGAV----IAWVQS-R-K--G----D--QS------VTL-T---R-P-D--G-TQISVTST---QV--------RSMDPTQV-EA------L-----V---------------------------------------S--------------------Q--------------------L-A-----------------------A-----------------Q----------------------------------------------------LD--P-------------------A---Q-G----T--------P-VAD---------------P-E-R-----R---Q-----------------------P----------DAG-SG-------------------------GDGTPG-PA-------RWSATTPTDAA---RPSGTGPDGGTPAL--------------------------------------------------
KQX58974.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--LEV---------T---G-P--------E--------D---PA--A----------------T-G-----------AA------VE-LRTWLR--GDPALRD-RVER--L--AP-------AP-----P-V--A-APQEPEEPMEP--------M-------G-G-F-GEIVSLL-LQPG--GLTV---T---LAAAV----VAWLQT-R-R--G----S--QT------VTI-T---R-P-D--G-TQVVVTSE---GV--------RGLTPESS-GE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------R-----------------A----------------------------------------------------LQ--G-------------------G---T-E----P--------A---------------------A-------E---G-----------------------Q----------TSG-EQ-------------------------ASGAPS-GEQA-SGTSGEQASGGRDPG---RS--------------------------------------------------------------
WP_056551849.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--LEV---------T---G-P--------E--------D---PA--A----------------T-G-----------AA------VE-LRTWLR--GDPALRD-RVER--L--AP-------AP-----P-V--A-APQEPEEPMEP--------M-------G-G-F-GEIVSLL-LQPG--GLTV---T---LAAAV----VAWLQT-R-R--G----S--QT------VTI-T---R-P-D--G-TQVVVTSE---GV--------RGLTPESS-GE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------R-----------------A----------------------------------------------------LQ--G-------------------G---T-E----P--------A---------------------A-------E---G-----------------------Q----------TSG-EQ-------------------------ASGAPS-GEQA-SGTSGEQASGGRDPG---RS--------------------------------------------------------------
WP_010033024.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IH--VTV---------E---T-S-------------------------G----------------T-A-----------DA------HD-LRRWLT--AQPRLRG-RVTR--A--DA-------SA-P---P-P--P-G---------T--------M-------G-L-A-ADALLAL-LAPG--GVAS---V---LAGAV----IAWVQS-R-K--G----D--QS------VTL-T---R-P-D--G-TQISVTST---QV--------RSMDPTQV-EA------L-----V---------------------------------------S--------------------Q--------------------L-A-----------------------A-----------------Q----------------------------------------------------LD--P-------------------A---Q-G----T--------P-VAD---------------P-E-R-----R---Q-----------------------P----------DAG-SG-------------------------GDGTPG-PA-------RWSATTPTDAA---RPSGTGPDGGTPAL--------------------------------------------------
WP_073729973.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------FT--LGV---------Q---A-E--------T------------GD--H----------------M-G-----------AT------DD-LYDWLR--QDPELRG-LVRR--D--LV-------DS-----A-P--S-G---------A--------M------GG-A-W-SELLALL-LAPG--GPTA---A---AGAAL----VVWLQN-R-R--S----N--VT------VTI-S---R-P-D--G-TQLVVTSE---KV--------RPLTAEGT-GE------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------E-----------------A----------------------------------------------------LR--EPSAQDAGRGPSAPDTG---E---R-E----L--------S---------------------A-------G---D-----------------------G----------TGQ-AD-------------------------GYGSRR-PD-------GDGTRRTEGAH-------------------------------------------------------------------
WP_086168353.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------FT--LGV---------Q---A-E--------T------------GD--H----------------A-S-----------AT------DE-LYDWLR--QDPELRG-LVRR--D--LA-------DS-----A-P--A-G---------A--------M------GG-A-W-SELLTLL-LAPG--GPTA---A---AGAAL----VVWLQN-R-R--S----N--VT------VTI-N---R-P-D--G-TQLVVASE---KV--------RPLTAEGT-GE------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------E-----------------A----------------------------------------------------LR--EPSAQDAEREPSALDTG---E---R-E----P--------S---------------------G-------G---D-----------------------G----------TRQ-AD-------------------------RDGSRR-VD-------GDGTRRAEGAH-------------------------------------------------------------------
WP_086740326.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------FT--LGV---------Q---A-E--------T------------GD--H----------------A-S-----------AT------DE-LYDWLR--QDPELRG-LVRR--D--LA-------DS-----A-P--A-G---------A--------M------GG-A-W-SELVTLL-LAPG--GPTA---A---AGAAL----VVWLQN-R-R--S----N--VT------VTI-N---R-P-D--G-TQLVVASE---KV--------RPLTAEGT-GE------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------G-----------------A----------------------------------------------------LR--EPSAQDAEREPSAPDTG---E---R-E----P--------S---------------------G-------G---D-----------------------G----------TRQ-AD-------------------------GDGSRR-AD-------GDGTHRAEGAH-------------------------------------------------------------------
KDN73958.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------TH--VTV---------E---T-T-------------------------G----------------T-A-----------DV------QD-LRRWLT--AQPRLRG-RVTR--A--DA-------SA-P---P-P--P-G---------T--------M-------G-L-A-ADALLAL-LAPG--GVAS---V---LAGAV----IAWVQS-R-K--G----D--QS------VTL-T---R-P-D--G-TQISVTST---QV--------RAMDPAQV-EA------L-----A---------------------------------------G--------------------Q--------------------L-A-----------------------A-----------------Q----------------------------------------------------LE--S-------------------L---P-D----T--------A-VAD---------------P-E-R-----R---A-----------------------P----------DSG-AG---------------------------GAPD-PA-------HRPAATPTDPA---RRPGAGTDGGTPAL--------------------------------------------------
WP_051649269.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------TH--VTV---------E---T-T-------------------------G----------------T-A-----------DV------QD-LRRWLT--AQPRLRG-RVTR--A--DA-------SA-P---P-P--P-G---------T--------M-------G-L-A-ADALLAL-LAPG--GVAS---V---LAGAV----IAWVQS-R-K--G----D--QS------VTL-T---R-P-D--G-TQISVTST---QV--------RAMDPAQV-EA------L-----A---------------------------------------G--------------------Q--------------------L-A-----------------------A-----------------Q----------------------------------------------------LE--S-------------------L---P-D----T--------A-VAD---------------P-E-R-----R---A-----------------------P----------DSG-AG---------------------------GAPD-PA-------HRPAATPTDPA---RRPGAGTDGGTPAL--------------------------------------------------
WP_055689145.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VT--LAV---------D---A-G--------D------------GD--A----------------A-G-----------AS------DD-LYQWLR--QDPDLRV-LVRR--E--VP-------AA-----P-P--D-G---------A--------M-------G-A-L-GELISLL-LAPG--GPTA---A---VGAAV----VVWLQN-R-R--G----N--QT------VTL-G---L-P-D--G-TQVVVSSE---KV--------RGLTAEGA-SE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------E-----------------A----------------------------------------------------LR--R------ERDPRS-VPGTPGP---R-E----A--------R---------------------E-------P---E-----------------------G----------TRG-AR-------------------------VPGTEA-ED-------GGRVGPSAETD-------------------------------------------------------------------
WP_055593759.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--LAV---------D---A-G--------D------------GD--A----------------A-G-----------AS------ED-LYQWLR--QDPDLRV-LVRR--E--VP-------DA-----L-P--D-G---------A--------M-------G-A-L-GELISLL-LAPG--GPTA---A---LGAAV----VVWLQG-R-R--G----N--QT------VTL-S---L-P-D--G-TQVVVSSE---KV--------RGLTAEGA-GE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------LQ--Q------ERNPRTAAPGTQRP---Q-G----T--------Q---------------------R-------P---Q-----------------------G----------TQG-IQ-------------------------ETRHTA-ED-------DGRVGPSGGAG-------------------------------------------------------------------
SDW32577.1 -------------------------------------------------------------------------MVTPLRLTEQRYHSLTPAVFTRRYPGLGRTVGYQGGV-------N------------------------V---------------D------VV--VSA---------D---G-P--------D----------------S----------------A-D-----------QL------RS-LHEWLR--DVGELRG-RIGL--S--ER----------A---A-E--P-G---------T--------L-------G-P-V-LEALVVA-LGPA--GAAT---A---VSTAV----ISWLRT-R-R--G----E--VR------IKA-T---F-G-E--N-RSVELTAT---NV--------AKLDAAAL-EH------Q-----V---------------------------------------A--------------------R--------------------I-A-----------------------A-----------------M----------------------------------------------------LE--Q-------------------G---S-K----P--------L---------------------D-------D---R---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070029920.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------VT--LFS---------A---G-P--------D------------GG--R----------------V-A-----------AT------SE-LHKWLQ--RQPELRG-RLVR--Q--SA-------AA-----P-T--P-G---------T--------M-------G-A-S-GELLTLL-LAPG--GLTA---A---LAAAV----VAWLRN-R-H--G----D--QT------VTI-T---L-P-D--Q-TQITVSST---KV--------RGLTAEAT-GD------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------ID--G-------------------S---V-R----T--------A---------------------D-------G---G-----------------------A----------ERG-AP-------------------------GAGAAP-GE-------VNTHRQVQPAGDGGERA-------------------------------------------------------------
WP_074990165.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------VT--LFS---------A---G-P--------D------------GG--R----------------V-A-----------AT------SE-LHRWLQ--RQPELRG-RLVR--Q--SA-------AA-----P-T--P-G---------T--------M-------G-A-S-GELLTLL-LAPG--GLTA---A---LAAAV----VAWLQN-R-H--G----D--QT------VTI-T---L-P-D--Q-TQITVSST---KV--------RGLTAEAT-GD------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------ID--G-------------------S---G-R----T--------A---------------------D-------G---G-----------------------A----------ERG-AP-------------------------GAGAAP-VE-------VNTHRPVQPAGDGGERA-------------------------------------------------------------
WP_093595983.1 ---------------------------------------------------------MLWQDED---------MTELGAHTGT-----------------------------------------------------------L-----------RL--S------VS--TPD---------D---T---P------D----------------D----------------V-D-----------HL------RS-LYAWLT--VEESLRG-AVTS--R--GA----------V---P-E--P-G---------S--------M-------G-A-A-LDVLTVA-IGSG--GVAA---V---LARSV----TTWLIQ-R-R--A----D--VT------VTV-T---A-E-D--G-TRVEVDVR---RA--R-DP--EALIRQVA-ALAERPGGV-----A---------------------------------------E------G-------------A----------------------D-----------------------P-----------------P-----AEGPDPSAAPSGPPVDG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109378190.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MR--VTL---------AV--A-G--------D------------GD--E----------------A-G-----------AS------DD-LYQWLR--QDPDLRV-FVRR--E--VP-------AA-----P-P--D-G---------A--------M-------G-A-L-GELISLL-LAPG--GPTA---A---VGAAV----VVWLQG-R-R--G----N--QT------VTL-T---L-P-D--G-TQVVVSSE---KV--------RGLTAEGA-GE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------V-----------------A----------------------------------------------------LQ--Q------ERYPQA-------P---P-E----T--------P---------------------R-------R---Q-----------------------E----------TQG-IQ-------------------------GTRDTA-ED-------DGRVGPSQEAG-------------------------------------------------------------------
PKV83071.1 --------------------------MLRFGPIPALARDDERVTSAT--SQELR----------------------------------------------------------------------------------------I---------------R------TA--SGS---------G---E-T-H------D----------------G----------------P-D-----------EL------RS-LFNWLG--HEDALRG-RVRV--E--HA----------P---I-T--P-G---------E--------M-------G-G-G-LDALVVA-LGPG--GVGA---A---AVGALIGALATWFQH-R-R--A----D--LR------ITV-T---N-E-N--G-RTVEVDGK---RV----DV--SELVEVVE-RL------L-----V---------------------------------------E------R-------------Q----------------------T-----------------------G-----------------R-----GG-E------------G-TP-E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103512661.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LT--VTV---------Q---D-D--------A------------G---E----------------G-N-----------GH------AE-LRSWLL--DVPELRG-RVDR--R--ER-------DD-----G-S--A-R---------T--------M-------G-P-A-ADALVAL-LEPG--GVAA---A---FAGAM----VAWVQT-R-R--S----S--HT------VTV-I---R-P-D--G-TEITISSR---QA--------RAMSPEEA-AA------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------P-E----H--------GAPPA------------VPPGSA-------D---T-----------------------P----------DEP-RRGGD-------------------TTDDPRRDP-DASG-----------------------------------------------------------------------------------
WP_109185243.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--LEV---------G---G-G--------G--------G---TA--G----------------D-G-----------GAAG-AGALD-LREWLR--AEPELRG-LVGR--V---P-------VP-----P-P--G-R--------DA--------M-------G-A-L-GELVPLL-LQPG--GLTV---T---LAASV----VAWLQT-R-R--G----S--QT------VTI-T---R-P-D--G-TQVVVTSE---GV--------RGLTPEAS-GD------L-----A---------------------------------------Q--------------------Q--------------------V-A-----------------------R-----------------A----------------------------------------------------LR--D-------------------G---N-P----P--------G---------------------G-------N---P-----------------------G---------------------------------------------------G-GSGTGGGSGGGSGTG---EGS-------------------------------------------------------------
CUW32072.1 ---------------------------------------------------------------------------------------------MNRA---------------------------------------------M-----S---------E------IT--ISL---------P---D-T--------G------------PA--G----------D-----R-D-----------ET---AL-FD-LKRRLT--AEDDARG-RLRV--V--AQ----------P---P-A--Q-G---------T--------L-------G-V-P-ADVLMLL-VEPG--ALA----V---LASVL----VTWLRG-R-R--S----T--VR------LEI-R---R-G-D--G-KELSLSAD---RV--------AGLDGERL-RG------L-----V---------------------------------------E--------------------E--------------------I-A-----------------------D-----------------A----------------------------------------------------LQ----------------------A---P-E----S--------------------------------------R---P-----------------------P----AV----ERA-GR-------------------------DAEDAE----------HGEARPGR----------------------------------------------------------------------
WP_073931364.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------VH--DDE---------N---G-T--------G------------D---T----------------A-G-----------AA------AE-LRTWLT--DVPRLRG-RVDR--A--EQDDRAERDGG-----A-P--A-R---------T--------M-------G-P-A-VDALVAV-LEPG--GVAA---V---FAGAL----VAWLQT-R-R--S----S--HT------ISV-T---R-P-D--G-TRITLSSR---QA--------RALSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------P-A----D--------G-TRQDDGDQDDGDGDTRD---G-------D---P-----------------------S----------DSR-TT-----------------------------------------------------------------------------------------------------------------------
WP_008736615.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VT--VLA---------D---G-Q--------D----------------A----------------A-D-----------QL------RS-LQEWLV--GVEELRG-RVTA--E--EA----------P---P-P--P-G---------K--------L-------G-P-V-LETLVVA-LGPG--GAVT---A---FSVAV----LAWLRT-R-R--G----D--VR------MKL-T---L-L-G--G-RSLELTAR---RV--------SGLDAEAL-RR------Q-----V---------------------------------------A--------------------D--------------------M-A-----------------------D-----------------A----------------------------------------------------LA--K-------------------G---G-A----E--------G---------------------E-------V---E-AIAEIAEIAEGGNGGETGG---T----------GRR-EL--R--------------------------------------------------------------------------------------------------------------------
WP_073781011.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VT--VLA---------D---G-Q--------D----------------A----------------A-D-----------QL------RS-LQEWLV--GVEELRG-RVTA--E--EA----------P---P-P--P-G---------K--------L-------G-P-V-LETLVVA-LGPG--GAVT---A---FSVAV----LAWLRT-R-R--G----D--VR------IKL-T---L-L-E--G-RSLELTAR---RV--------SGLDAEAL-RR------Q-----V---------------------------------------A--------------------D--------------------V-S-----------------------D-----------------A----------------------------------------------------LA--K-------------------G---G-A----E--------G---------------------E-------V---E-AIADIAEGAEGGNGGETGG---T----------GRR-EL--R--------------------------------------------------------------------------------------------------------------------
WP_073799165.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VR--VLA---------D---G-Q--------D----------------A----------------A-D-----------QL------RS-LQEWLV--GVEELRG-RVTA--E--EA----------P---P-P--P-G---------K--------L-------G-P-V-LETLVVA-LGPG--GAVT---A---FSVAV----LAWLRT-R-R--G----D--VR------IKL-T---L-L-G--G-RSLELTAR---RV--------SGLDAEAL-RR------Q-----V---------------------------------------A--------------------D--------------------M-T-----------------------D-----------------A----------------------------------------------------LA--K-------------------G---G-A----E--------G---------------------E-------V---E-AIAEIAEIAEGGNGGETGG---T----------GRR-EL--R--------------------------------------------------------------------------------------------------------------------
WP_053711828.1 ------------------------------------------MTPAT--SRLLR----------------------------------------------------------------------------------------I---------------R------AA--SGS---------G---E-T-D------H----------------G----------------A-D-----------EL------RS-LFDWLR--HEDALRG-RVRA--E--HA----------P---I-G--P-G---------E--------M-------G-A-G-LDALVVA-IGPG--GMGA---V---AVGTLAGALATWFPH-R-R--A----D--LR------ITV-T---D-E-N--G-RTVEVDGK---RV----DV--SALAEAVE-RL------L-----A---------------------------------------D------GEAGTDGEAHTDR-E----------------------A-----------------------G-----------------T-----DG-E------------G-AP-Q-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059253791.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----S---------E------IT--ISL---------P---D-T--------G------------PA--G----------D-----R-D-----------ET---AL-FD-LKRRLT--AEDDARG-RLRV--V--AQ----------P---P-A--Q-G---------T--------L-------G-V-P-ADVLMLL-VEPG--ALA----V---LASVL----VTWLRG-R-R--S----T--VR------LEI-R---R-G-D--G-KELSLSAD---RV--------AGLDGERL-RG------L-----V---------------------------------------E--------------------E--------------------I-A-----------------------D-----------------A----------------------------------------------------LQ----------------------A---P-E----S--------------------------------------R---P-----------------------P----AV----ERA-GR-------------------------DAEDAE----------HGEARPGR----------------------------------------------------------------------
WP_107082547.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--VLA---------D---G-Q--------D----------------A----------------A-D-----------QL------RS-LQEWLV--GVEELRG-RVTA--E--EA----------P---P-P--P-G---------K--------L-------G-P-V-LETLVVA-LGPG--GAVT---A---FSVAV----LAWLRT-R-R--G----D--VR------MKL-T---L-L-G--G-RSLELTAR---RV--------SGLDAEAL-RR------Q-----V---------------------------------------A--------------------D--------------------M-A-----------------------D-----------------A----------------------------------------------------LA--K-------------------G---G-A----E--------G---------------------E-------V---E-AIAEIAEIAEGGNGGETGG---T----------GRR-EL--R--------------------------------------------------------------------------------------------------------------------
WP_037662633.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VR--VDA---------E---G-P--------D----------------A----------------A-D-----------RL------RS-LYGWLS--DDQLLRG-RLGL--R--ER----------P---P-E--P-G---------T--------L-------G-P-V-LEAVLVA-LGPG--GAAT---A---LATGV----IAWLRN-R-R--G----D--VR------LKV-T---L-E-D--G-RSLELTGK---RV--------AGLDAAAL-RR------Q-----A---------------------------------------A--------------------D--------------------L-A-----------------------A-----------------L----------------------------------------------------LG--Q-------------------G---D-E----N--------P---------------------E-------R---R-H-------PEPREIPERGGHGDP----------ERR-EL--S--------------------------------------------------------------------------------------------------------------------
WP_051674065.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------VA--VEL---------A---G-P--------G----------------A----------------S-D-----------EL------RS-LHEWLS--AEHELRG-RVRL--V--QA----------P---P-P--P-G---------A--------L-------G-T-V-EETLTVV-LAPG--GVTA---V---LASAA----VAWMRH-R-T--G----E--VV------CKL-T---K-P-D--G-TTMEVSAQ---RV--------RGSDVAEV-RE------L-----V---------------------------------------G--------------------E--------------------L-A-----------------------R-----------------M----------------------------------------------------LD--D-------------------G---S-G----A---------------------------------------------------------------------------------------VGG-GSGDPAGDDSATGGDDPAAPSGR----------------------------------------------------------------------------------------
WP_051860360.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------VT--VEL---------A---G-P--------G----------------A----------------S-D-----------EL------RS-LHEWLS--AEDELRG-RVRL--V--QA----------P---P-P--P-G---------A--------L-------G-T-V-AETLTVV-LAPG--GVTA---V---LASAA----VAWMRH-R-T--G----E--VV------CKL-T---K-P-D--G-TNMEVSAQ---RV--------RGSDMAEV-RE------L-----V---------------------------------------G--------------------E--------------------L-A-----------------------R-----------------M----------------------------------------------------LD--D-------------------G---S-G----A---------------------------------------------------------------------------------------GGG-GSGDPAGDDSPTGRDDPAAPSGR----------------------------------------------------------------------------------------
WP_055555440.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IG--LTV---------R---A-D--------E--------R---DP--S----------------P-G-----------ADTAGAGPDD-LRRWLA--GQPGLRG-RVRR--A--TD-------SG-----P-P--P-G---------A--------M-------G-A-G-TDVVLAL-LEPG--GVAT---V---LAGAV----VAWLQT-R-R--G----S--RT------VTI-T---R-P-D--G-TEISVSST---EV--------GPLDAQQA-GE------L-----A---------------------------------------A--------------------R--------------------L-A-----------------------A-----------------A----------------------------------------------------LE--P-------------------E---A-G----A--------P---------------------E-------A---G-----------------------G------------G-EP-------------------------SDGVPP-AS-------------------------------------------------------------------------------------
WP_018549570.1 ---------------------------------------------------------------------------------------------------MTYRTEDAG----------------------------------A---------------T------VV--LTV---------D---G-E--------A----------------G----------------A-D-----------EL------RS-LHAWLA--DVDELRG-RAGL--A--ES----------P---P-V--P-G---------T--------L-------G-P-V-VDGVLVL-LGPG--GAVT---A---LATAV----VAWIRH-R-H--S----D--VI------VKV-T---R-R-G--G-ASVELTGK---RV--------QSLSSAEL-RE------F-----V---------------------------------------G--------------------L--------------------L-S-----------------------E-----------------Q----------------------------------------------------LD--A-------------------D---R-Q----A--------A---------------------D-------G---G---------------------R-P----------HSD-AP-DADAS-----------------------------------------------------------------------------------------------------------------
PKB35290.1 --------------------------------------------------------------------------------------MVRLGLDAGSGEPVDVRVD-------------------------------------V---------------R------VT--DGA---------D---G-T--------A----------------A----------------A-D-----------ET------RS-LLAWLT--EEDELRG-RVTP--Q--EG----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAL----VAWIRS-R-H--G----N--VT------VKA-T---R-P-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------T-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---R-D----A-----------------------------------------------------------------------------DGG-AL-----------------------------------------------------------------------------------------------------------------------
ASQ93155.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VV--LSV---------S---G---------------------------G----------------S-G-----------AS------GD-LRRWLT--RDPQLRG-RLGR--E--AA-------AE-----P-A--A-G---------T--------M-------G-A-T-AELLPVL-LAPG--GLTA---A---LAAAV----VAWLQN-R-R--G----N--QT------VTI-T---R-P-D--G-TQVTVTSE---RV--------RGLTAEGA-GD------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------D-----------------A----------------------------------------------------LQ--Q-------------------G---P-Q----A--------T---------------------G-------P---A-----------------------T----------EPD-HR-------------------------PEPTPA-RD-------QYRNRE------------------------------------------------------------------------
KPI06058.1 -------------------------------------------------------------------------MSTHVR--------------------VRVSGA-------------------------------------A---------------V------AD--GAA---------D---E-V--------L----------------V----------------A-D-----------ES------RS-LLRWLA--DADELRG-QIMA--V--EK----------P---P-R--P-G---------T--------L-------G-P-L-IETIGVV-LGSS--GMAT---A---LTTGV----IAWVRS-R-R--S----D--IT------VKL-T---R-P-D--G-SSFELTGK---RV--------KLLTDEKL-KN------L-----A---------------------------------------D--------------------T--------------------A-A-----------------------R-----------------M----------------------------------------------------LE----------------------------S----N-------DG---------------------D-------D---G--------SGPTDGTSG----------------------------------------------------------------------------------------------------------------------------------------------
PIG38694.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VT--VAV---------D---A-R--------N------------RD--T----------------A-G-----------AS------DD-LYQWLR--QDPDLRA-FIRR--E--AA-------TA-----P-P--G-G---------A--------M-------G-A-L-GELITLL-LAPG--GPTA---A---LGAAV----VMWLQS-R-R--G----N--QT------VTI-T---L-P-D--G-AQVVVSSE---KV--------RGLTAEGT-SE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------LR--Q------ERNPQG--------------------------------------------------------------------------------------------------------------------------------TQDTT-ED-------DGRVGPSREAG-------------------------------------------------------------------
WP_037726786.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------VT--LAV---------S---G-P--------G------------ED--T----------------D-G-----------AS------SD-LRRWLR--RHPELRD-RITR--E--PA-------AE-----P-A--P-G---------S--------M-------G-A-A-GELVSLL-LAPG--GLTA---A---LAAAV----VAWLQN-R-R--G----N--QT------VTI-T---L-P-D--G-TQVTVSSE---RV--------RDLSAEGS-GE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------Q-----------------A----------------------------------------------------IQ--R-------------------R---P-D----A--------T---------------------D-------D---R-----------------------T----------DRD-AA-------------------------SGTPAE-PD-------RT----------------------------------------------------------------------------
WP_053707259.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IV--ITV---------E---G-D-------------------------E----------------S-G-----------TD------LG-LHNWLS--GEPELRG-RIRR--S--AV-------DA-----P-P--A-G---------A--------M-------G-V-V-GDALIAL-LEPG--GVAA---V---FAGAV----VGWAQS-R-R--G----S--QT------ITI-T---R-P-D--G-VEITISAT---HV--------RNLDARQT-AE------L-----A---------------------------------------Q--------------------Q--------------------L-A-----------------------A-----------------A----------------------------------------------------VQ--Q-------------------P---S-A-----------------------------------G-D-----T---A-----------------------P----------PASADG--D-------------------GEGGPREQP-PTV------------------------------------------------------------------------------------
WP_078644979.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VV--LSV---------S---G---------------------------G----------------S-G-----------AS------GD-LRRWLT--RDPQLRG-RLGR--E--AA-------AE-----P-A--A-G---------T--------M-------G-A-T-AELLPVL-LAPG--GLTA---A---LAAAV----VAWLQN-R-R--G----N--QT------VTI-T---R-P-D--G-TQVTVTSE---RV--------RGLTAEGA-GD------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------D-----------------A----------------------------------------------------LE--Q-------------------G---P-Q----A--------T---------------------G-------P---A-----------------------T----------EPD-HR-------------------------PEPTPA-RD-------QYRNRE------------------------------------------------------------------------
KOV91281.1 ----------------------------------------------------MR----------------------------------------------------------------------------------------I---------------R------AA--SGS---------G---E-T-D------H----------------G----------------A-D-----------EL------RS-LFDWLR--HEDALRG-RVRA--E--HA----------P---I-G--P-G---------E--------M-------G-A-G-LDALVVA-IGPG--GMGA---V---AVGTLAGALATWFPH-R-R--A----D--LR------ITV-T---D-E-N--G-RTVEVDGK---RV----DV--SALAEAVE-RL------L-----A---------------------------------------D------GEAGTDGEAHTDR-E----------------------A-----------------------G-----------------T-----DG-E------------G-AP-Q-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OIJ93039.1 ---------------------------------------------------------------------------------------------------MGGSMP-------------------------------------D---------------V------VT--LSV---------D---G-D--------G----------------D----------------G-A-----------EA------AD-LAVWLD--EEDVLRG-RIRR--T--AG----------A---V-P--E-G---------A--------L-------G-G-G-LQQLVVS-LGSG--GVAT---A---VASVL----IAWLRR-R-T--G----S--VT------VRL-S---R-G-D--G-HRIELRAD---HV--------RALDAEQL-RA------Q-----V---------------------------------------A--------------------Q--------------------L-A-----------------------T-----------------A----------------------------------------------------VW--P-------------------D---E-A----V--RDVR--G---------------------S-------G---V-----------------------P----------DDA-AE--R--------------------------------------------------------------------------------------------------------------------
WP_071374857.1 ---------------------------------------------------------------------------------------------------MGGSMP-------------------------------------D---------------V------VT--LSV---------D---G-D--------G----------------D----------------G-A-----------EA------AD-LAVWLD--EEDVLRG-RIRR--T--AG----------A---V-P--E-G---------A--------L-------G-G-G-LQQLVVS-LGSG--GVAT---A---VASVL----IAWLRR-R-T--G----S--VT------VRL-S---R-G-D--G-HRIELRAD---HV--------RALDAEQL-RA------Q-----V---------------------------------------A--------------------Q--------------------L-A-----------------------T-----------------A----------------------------------------------------VW--P-------------------D---E-A----V--RDVR--G---------------------S-------G---V-----------------------P----------DDA-AE--R--------------------------------------------------------------------------------------------------------------------
WP_093604360.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VD--LLV---------P---D--------------------------------------------T-G-----------ES------AD-LRRWLL--RDPQLRS-GVGR--E--RT-------HE-----P-P--A-D---------S--------M-------G-A-R-EELITLL-LAPG--GLTA---A---LAAAV----VAWLQN-R-R--G----N--QT------VTI-T---R-P-D--G-VQITVTSE---RV--------RGLTPEMS-GS------L-----A---------------------------------------L--------------------R--------------------V-A-----------------------E-----------------A----------------------------------------------------IQ----------------------A---P-D----T--------S---------------------G-------P---N-----------------------P----------APG-SS-------------------------EPGEPE-RP-------PGREQV------------------------------------------------------------------------
WP_079161065.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IA--LTI---------R---P-D--------E--------E---SG--G----------------A-G-----------DGLH----ED-LRRWLA--GQPGLRG-RVGR--D--TG-------SA-----P-P--P-G---------T--------M-------G-A-G-TDVILAL-LAPG--GVAT---V---LAGAV----VAWLQA-R-K--G----S--QT------VTI-T---R-P-D--G-TQITVSST---QV--------KPLDGQQA-GE------L-----A---------------------------------------R--------------------Q--------------------L-A-----------------------A-----------------A----------------------------------------------------LE--A-------------------D---A-P----T--------P---------------------G-------P---G-----------------------P------------G-AC-------------------------DD--HP-AS-------------------------------------------------------------------------------------
WP_081546165.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--ITV---------R---D-E--------N------------ARRDG----------------P-D-----------PD------EL-LRQWLN--EQPELRG-RTRR--R--NA-------AV-----P-P--P-D---------E--------M-------G-L-A-ADAVLAL-LEPG--GVAA---A---FAGAV----VAWAQT-R-R--G----S--QT------ITL-R---Q-A-D--G-REVTIVSD---HV--------KGLDADRT-AD------L-----A---------------------------------------R--------------------Q--------------------L-T-----------------------A-----------------D----------------------------------------------------LL--S-------------------S---P-E----M--------P---------------------A-G-----P---D-----------------------D----------PGP--------------------------------PP-PSAP-----------------------------------------------------------------------------------
WP_097229463.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------FT--VAV---------R---G-D--------G------------AD---------------------------------GV------LE-LRRWLA--AEPELRG-RVRS--G--Q--------PV-----VRR--R-D---------V--------M-------G-T-A-SDALTAV-LEPG--GVAT---V---FAGAL----VAWLHS-R-R--S----N--QT------VTV-T---R-P-D--G-TEITVSST---RV--------RSLDAASV-AE------L-----V---------------------------------------R--------------------Q--------------------L-A-----------------------A-----------------TDPPG---------------------------------------------DCDSD--S-------------------G---T-D----A--------E---------------------G-D-----P---G-----------------------G----------AMT-GR--T-------------------A------------------------------------------------------------------------------------------------
WP_051828389.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------W------IT--ITV---------R---D-D--------N------------ARRGG----------------A-A-----------PC------EL-LRQWLD--EQPELRG-RTRR--Q--TT-------AT-----P-P--P-G---------E--------M-------G-V-A-TDALLAL-LEPG--GVAA---A---FAGAV----VAWAQT-R-R--G----S--QT------ITV-R---Q-A-D--G-REVTIVST---HV--------KGMDADQT-AD------L-----A---------------------------------------R--------------------R--------------------L-T-----------------------A-----------------D----------------------------------------------------LM--S-------------------P-P-P-E----E--------P---------------------T-S-----I---P-----------------------G----------TGL--------------------------------HP-PE-------------------------------------------------------------------------------------
WP_084896276.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IT--LDA---------G---G-P--------V-----------------------------------------------ET------DD-LWRWLR--RDPGLRG-HIGR--V--PP-------GL-----P-E--A-G---------T------M-S-------G-G-A-PELITLL-LAPG--GLTA---A---VAAAI----VAWLQS-R-R--V----N--QT------VTI-T---R-P-D--G-TQVTVTSE---RI--------NGRTAEST-GD------L-----A---------------------------------------R--------------------R--------------------V-A-----------------------D-----------------A----------------------------------------------------LQ--P-------------------Q---P-Q----P--------V---------------------S-------P---P-----------------------L----------NRT-DG-------------------------TSPAGP-AE-------SA----------------------------------------------------------------------------
WP_086697136.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----S---------E------IT--ISL---------P---D-T--------G------------PA--G----------D-----R-D-----------ET---AL-FD-LKRRLT--AEDDARG-RLRV--V--AQ----------P---P-A--Q-G---------T--------L-------G-V-P-ADVLMLL-VEPG--ALA----V---LASVL----VTWLRG-R-R--S----T--VR------LEI-R---R-G-D--G-KELSLSAD---RV--------AGLDGERL-RG------L-----V---------------------------------------E--------------------E--------------------I-A-----------------------D-----------------A----------------------------------------------------LQ----------------------A---P-E----S--------------------------------------R---P-----------------------P----AV----ERA-GR-------------------------DAEDA-----------------------------------------------------------------------------------------
WP_099943888.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAV---------D---A-R--------N------------RD--T----------------A-G-----------AS------DD-LYQWLR--QDPDLRA-FIRR--E--AA-------TA-----P-P--G-G---------A--------M-------G-A-L-GELITLL-LAPG--GPTA---A---LGAAV----VMWLQS-R-R--G----N--QT------VTI-T---L-P-D--G-AQVVVSSE---KV--------RGLTAEGT-SE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------LR--Q------ERNPQG--------------------------------------------------------------------------------------------------------------------------------TQDTT-ED-------DGRVGPSREAG-------------------------------------------------------------------
WP_016640036.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VE--VIT---------E---G-P--------D----------------A----------------S-D-----------EL------RS-LQAWLG--DVQELRG-RVSD--R--ER----------P---P-E--P-G---------T--------L-------G-P-A-LDALLVT-VGPG--GAAT---A---LAAAV----IAWLRT-R-R--G----E--VR------IKV-T---L-P-G--R-RSLELTAK---GV--------SGLDAESL-RR------Q-----V---------------------------------------A--------------------D--------------------V-A-----------------------G-----------------T----------------------------------------------------LA------------------------------------------P---------------------E-------R---T-S-------PENGEREPAAG---P----------ERR-EL--P--------------------------------------------------------------------------------------------------------------------
WP_052413571.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IL--VTV---------R---G-D--------D------------AG--A----------------D-E-----------RG------HD-LRRWLI--AEPELRG-RIRT--A--D--------GA-----P-P--P-G---------A--------P-------G-A-V-TDALVAM-LEPG--RIAE---V---FAAVV----VAWAQS-R-Q--G----N--QT------VTI-T---R-P-D--G-AETTVGTA---RV--------KGLDPRRR-AE------L-----A---------------------------------------R--------------------R--------------------L-T-----------------------A-----------------V----------------------------------------------------VD--T-------------------A---P-A----P--------A---------------------RTRPV---D---R-----------------------G----------AEP-RR--H-------------------P------------------------------------------------------------------------------------------------
KUM90168.1 ------------------------------------------MTSAT--SQELR----------------------------------------------------------------------------------------I---------------R------TE--SGS---------G---E-T-D------H----------------G----------------P-D-----------EL------RS-LFDWLR--HEDALRG-RVRV--E--HA----------P---I-T--P-D---------E--------M-------G-G-G-LDALVVA-LGPG--GVGA---A---AVGALIGAVATWFQH-R-R--A----D--LR------ITV-T---N-E-N--G-RTVEVDGK---RV----DV--PALVEVVE-RL------L-----A---------------------------------------D------E-------------Q----------------------A-----------------------G-----------------R-----DG-T------------G-TP-E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PKW40573.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------SL--LAM---------D---G-S--------E----------------G----------------P-D-----------SL------AD-LRDWLS--DEALLHG-RVHV--P--PS----------A---P-G--A-G---------E--------L-------G-A-W-SDTLIVA-VGAG--GALT---A---LARAV----AVYVRQ-P-R-RS----T--VR------VKV-V---A-P-D--G-TRTELTVQ---HA----KNL-DAVENLLR-TA------L-----H---------------------------------------S--DT--D-------------T----------------------G-----------------------R-----------------E---------------------------------AVFGGAAPALGEASEAEG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDT41267.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VH--ISV---------I---G-G--------E----------------T--------GRANGSGTA-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------A---P-A--P-G---------E--------M-------G-S-V-LDAVTVA-LGAG--GALS---V---LASSL----RVWFAQ-P-R-RS----D--VR------LKI-R---R-T-D--G-GTLELDAK---RV----RA--GDLEDLLR-SA------LEGSASE---------------------------------------A------S-------------S----------------------P-----------------------E-----------------A---------------------------------PEPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051661499.1 ---------------------------------------------------------MFHDHAV---------MERLDTYTG------------------------------------------------------------L-----------RL--S------VS--AEP---------A---A---E------H----------------D----------------R-D-----------GL------RA-LYEWLI--AEDSLRG-SVAL--R--GA----------P---P-E--V-G---------T--------M-------G-A-A-LEAITVA-VGSG--GVGG---M---LARSV----ASWLIQGR-R--V----D--VK------VSV-V---A-E-N--G-RRVEVDVR---RA--R-NP--ERVMEQVA-DL------I-----R---------------------------------------C------A-------------E----------------------D-----------------------P-----------------A-----DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051790042.1 ------------------------------------------MTPAT--SRLLR----------------------------------------------------------------------------------------V---------------R------AA--SGS---------G---E-T-D------H----------------G----------------A-D-----------EL------RS-LFDWLR--HEDALRG-RVRA--E--HA----------P---I-G--P-G---------E--------M-------G-A-G-LDALVVA-IGPG--GVGA---V---AVGALAGALATWFPH-R-R--A----D--LR------ITV-T---D-E-N--G-RTVEVDGK---RV----DV--SALAEAVE-RL------L-----A---------------------------------------D------G-------------E----------------------A-----------------------G-----------------T-----DG-E------------G-SP-Q-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051850144.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------SL--LAV---------D---G-P--------E----------------G----------------P-D-----------SL------AD-LRDWLS--DEALLRG-RVQV--P--PS----------A---P-D--A-G---------E--------L-------G-A-W-SDTLIVA-VGTG--GALT---A---LARAV----AVYVRQ-P-R-RS----T--VR------VKV-V---A-P-D--G-TRTELTVQ---YA----KNL-DAVEKLLR-TA------L-----H---------------------------------------S--DT--D-------------T----------------------G-----------------------R-----------------E---------------------------------AVSGGAAPALGEASEAEG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051871299.1 ---------------------------------------------------------------------------------------------------MEAGT--------------------------------------H---------------I------LR--ITL---------T---G-P--------Q----------------S----------------Q-E-----------EL------RS-LFAWLT--AESELRG-RVDM--A--GQ----------V---P-E--P-G---------K--------L-------G-T-A-AQELIIA-LGPA--GAT----V---LAATV----VTWLRQ-R-T--T----T--IR------CRA-T---T-E-D--G-RSIELAAT---RV--------RGADPDTV-QS------L-----I---------------------------------------G--------------------Q--------------------L-T-----------------------A-----------------L----------------------------------------------------------------------------G---T-N----T--------S---------------------G-------A---R-----------------------S----------EHG-ST-------------------------TTGPEP----------------------------------------------------------------------------------------
WP_054217804.1 ---------------------------------------------------------------------------------------------------MRVSGA-------------------------------------A---------------V------AD--GAA---------D---E-V--------L----------------V----------------A-D-----------ES------RS-LLRWLA--DADELRG-QIMA--V--EK----------P---P-R--P-G---------T--------L-------G-P-L-IETIGVV-LGSS--GMAT---A---LTTGV----IAWVRS-R-R--S----D--IT------VKL-T---R-P-D--G-SSFELTGK---RV--------KLLTDEKL-KN------L-----A---------------------------------------D--------------------T--------------------A-A-----------------------R-----------------M----------------------------------------------------LE----------------------------S----N-------DG---------------------D-------D---G--------SGPTDGTSG----------------------------------------------------------------------------------------------------------------------------------------------
WP_055582923.1 ---------------------------------------------------------MFHDHAV---------MERLDTYTG------------------------------------------------------------L-----------RL--S------VS--AEP---------A---A---E------H----------------D----------------R-D-----------GL------RA-LYEWLI--AEDSLRG-SVAL--R--GA----------P---P-E--V-G---------T--------M-------G-A-A-LEAITVA-VGSG--GVGG---V---LARSV----ASWLIQGR-R--V----D--VK------VSV-V---A-E-N--G-RRVEVDVR---RA--R-NP--ERVMEQVA-DL------I-----R---------------------------------------C------A-------------E----------------------D-----------------------P-----------------A-----DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073752659.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------SL--LVM---------D---D-S--------G----------------G----------------P-D-----------SL------AD-LRDWLS--GEAELRG-RVFV--Q--PC----------A---P-G--T-G---------E--------L-------G-A-W-SDTLIVA-VGAG--GALT---A---LARSL----AVYFRQ-P-R-RS----T--VR------VKV-V---A-P-D--G-TRTELTVQ---HA----KNL-DAVETLLR-TA------L-----H---------------------------------------P--DP--D-------------T----------------------G-----------------------R-----------------G---------------------------------AIPDGSAPALGEASETEG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077965477.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------SL--LAV---------D---G-S--------E----------------G----------------P-D-----------PL------AD-LKDWLS--DESLLRG-RVHV--P--PS----------A---P-G--A-G---------Q--------L-------G-A-W-SDTLIVA-VGAG--GALT---A---LARSV----AVYVRQ-P-R-RS----T--VR------VKV-V---A-P-D--G-TRTELTVQ---HA----KNL-DAVENLLR-TA------L-----H---------------------------------------L--DP--D-------------T----------------------G-----------------------R-----------------E---------------------------------AVSGGAALALGEASEAEG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094214728.1 ---------------------------------------------------------------------------------------------------MDVRVD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEDELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
WP_097255380.1 ---------------------------------------------------------------------------------------------------MDVRVD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEGELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--S-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
WP_101373080.1 ---------------------------------------------------------------------------------------------------MDVRVD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEGELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
WP_051467905.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------AR--IKV---------S---G---D------D----------------P----------------A-R-----------ET------AG-LHEWLR--GDRTLAG-RVRA--E--ST----------P---P-R--D-G---------E--------L-------G-G-S-ADVLVAA-LGSG--GAAV---A---LTNVL----VAWVKS-R-R--P----D--VS------VTV-T---T-E----N-GSVKIDTT---DLPAD-AV--LPLLREV----------L-----H---------------------------------------G------D-------------E----------------------H-----------------------R-----------------------RD---LIRRDDAALRDG-DK-ALR-DGDD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073384278.1 --------------------------------MGH----T------------------------------------------------------------------------------------------------------L-----A---------E------VH--LQV---------F---S-D-K------S----------------A----------------I-D-----------DL------AS-LEKTLI--SVEEFRG-RTRS--V--AH----------P---P-A--A-D---------R--------L-------G-S-L-PDVLVLA-LANG--TAV----L---LASTA----VSWIRH-R-T--H----D--IR------LLI-T-R-K-G-D--E-TSVELTAE---RL--------RGLGQEEI-GA------L-----I---------------------------------------H--------------------R--------------------T-G-----------------------R-----------------A----------------------------------------------------LE--Q----E--------------R---P-R----T--------A---------------------H-------E---D-----------------------P--------G-HGP--------------------------------------------------------------------------------------------------------------------------
SFY01652.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IT--VSV---------E---D-G--------D------------SG---------------------------------GL------HD-LRRWLS--DEPELRG-RIRG--H--T--------AS-----PIP--S-D---------A--------M-------G-L-G-AEALLAV-LGPG--GVAV---V---FAGAL----VAWVQS-R-R--G----D--QT------VTI-T---R-P-D--G-TTVTVSAT---RV--------RGMNAEQN-AQ------L-----A---------------------------------------R--------------------E--------------------L-A-----------------------A-----------------LLGPG------------------------------------------------AD--P-------------------V---P-P----A--------D---------------------G-E-----L---S-----------------------P----------EAP-QR-----------------------------------------------------------------------------------------------------------------------
WP_018683317.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------IL--VTP--------IT---A-D-P------R----------------D----------------A-D-----------AL------AD-IAAWLR--LEDELRG-RIDL--R--SA----------P---P-R--P-G---------E--------M-------G-S-L-WEVLVVA-AGAG--GAVT---V---LVQSL----FGWLQS-K-R--R----D--LS------IRL-T---I-G----G-DELVLDAK---QL--NADP--AAVLRLTT-AA------I-----E---------------------------------------A------MQRAQQAHGAPGRIE----------------------G-----------------------R-----------------P-----DA-A------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_056799763.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------------G---S----------------D-D-----------GV------AD-LGTWLK--DVPQLRG-RVDR--A--ER-------DG-----G-P--P-G---------T--------M-------G-P-A-MDALVAV-LEPG--GVAA---V---FVGAV----VAWLQT-R-R--S----S--YT------ISV-T---R-P-D--G-TRISLSSR---QA--------RALSPQDA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------H-----------------P--------------------------------------------------------------------------------P-A----D--------G-GGRADPQDGVVREESQD---G-------N---P-----------------------P----------GSP-TT-----------------------------------------------------------------------------------------------------------------------
WP_100598629.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LV--LDV---------Q---G-S--------A--------A---DT-----------------------------------------AD-LRRWFV--RQPELRG-ALVP--P--AT-------QV-----P-Q--P-G---------T--------M-------G-A-V-DHVLELL-LQPG--GMTA---V---VAAAV----VAWLQN-R-R--G----S--HT------VTI-T---R-P-D--G-TQVVVTAE---KV--------RGLTAQGV-SE------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------LE--E-------------------P---L-G----R--------P---------------------G-------A---A-----------------------G-----------------------------------------------------------GVADAVDEG---RR--------------------------------------------------------------
WP_106677146.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------AT--LTV---------S---S-P--------G-----NGTGTGAGP--G----------------P-G-----------AV------ND-LRRWLQ--RHPELRA-HLRQ--E--PA-------PE-----P-A--P-G---------T--------M-------G-A-A-SELLTLL-LAPG--GATA---A---LSAAI----VAWLQS-R-R--G----N--QT------VTI-T---L-P-D--G-AQVTVSTE---NV--------RDLNARDS-GE------L-----A---------------------------------------R--------------------R--------------------L-A-----------------------E-----------------A----------------------------------------------------LQ--R-------------------G-ELP-P----A--------D---------------------G-------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------
AKJ15647.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--LNT---------D---G-P--------E----------------A----------------A-D-----------QL------RS-LHAWLT--DVDELRG-RVGC--K--ES----------P---P-E--K-G---------T--------L-------G-P-L-LEALTVA-LGPG--AAAT---A---LATTV----IAWLRT-R-R--S----E--IH------IKV-T---L-P-D--R-RSLGLSAR---NV--------ADLDAAAL-RQ------Q-----V---------------------------------------A--------------------D--------------------V-A-----------------------I-----------------L----------------------------------------------------LG----------------------------A----Q--------D---------------------E-------Q---G------------DVTLEIAP---V----------ERR-ED--R--------------------------------------------------------------------------------------------------------------------
EFL23145.1 -----------------------------------------------------------------MFAWTRTMLLGARRGETGAA---------------------------------------------------------V---------------E------SH--ISV---------D---G-P--------E----------------P----------------D-E-----------SL------EQ-LAAWLR--GEPELAG-RVKA--K--AA----------P---P-R--D-G---------E--------M-------G-A-A-VELLVVS-LGAG--GALS---V---LAGSL----RAWLSQ-P-R-RS----G--IK------VTV-H---R-P-D--G-QRLEIDAR---HV----TK--ESVEEILR-QA------L-----R---------------------------------------A------E-------------E----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KDQ68047.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------VT--VTI---------T---G-D--------G----------------V----------------A-D-----------EL------RS-LHEWLI--AEEELRG-RVRL--M--EA----------P---P-S--P-G---------T--------L-------G-T-V-PEMLTIA-LAPG--GVTA---V---LASAA----IAWMRH-R-T--G----E--VT------CKL-T---R-P-G--G-TSVEFTAQ---RV--------RGADMTEV-RE------L-----V---------------------------------------D--------------------R--------------------L-A-----------------------D-----------------M----------------------------------------------------LE--G-------------------D---P-G----V---------------------------------------------------------------------------------------VDG-DQGEST------------VPTGQ----------------------------------------------------------------------------------------
PKV55963.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--LNT---------D---G-P--------K----------------A----------------A-D-----------QL------RS-LHAWLT--DVDELRD-RVGC--K--ES----------P---P-E--K-G---------T--------L-------G-P-L-LEALTVA-LGPG--AAAT---A---LATTA----SAWLRT-R-R--S----E--IH------IKV-T---L-P-D--R-RSLELSAS---NV--------ADLDTAAL-RQ------Q-----V---------------------------------------A--------------------D--------------------V-A-----------------------V-----------------L----------------------------------------------------VG----------------------------A----Q--------A---------------------Q-------R---G------------DATLEIVP---L----------ERR-ED--R--------------------------------------------------------------------------------------------------------------------
WP_037710889.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------VT--VTI---------T---G-D--------G----------------V----------------A-D-----------EL------RS-LHEWLI--VEEELRG-RVRL--M--EA----------P---P-S--P-G---------T--------L-------G-T-V-PEMLTIA-LAPG--GVTA---V---LASAA----IAWMRH-R-T--G----E--VT------CKL-T---R-P-D--G-TSVELHAQ---RV--------RGTDMTEV-RE------L-----V---------------------------------------D--------------------R--------------------L-A-----------------------D-----------------M----------------------------------------------------LE--G-------------------G---P-G----A---------------------------------------------------------------------------------------VDG-DQGEST------------VPTGQ----------------------------------------------------------------------------------------
WP_051723267.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LV--VTV---------R---D-D--------A------------E---E----------------G-S-----------GA------AE-LRSWLT--GLPELRG-RVDR--V--DA-------GEPET--A-P--A-G---------A--------M-------G-A-A-TDALVAV-LEPG--GVAA---V---FAGAV----VAWAQT-R-R--A----S--HT------ITV-T---R-P-D--G-TEITISSR---QA--------RSMTPEEA-AA------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------G-G----N--------A--PA------------QE---G-------D---S-----------------------S----------SSP-S------------------------------------------------------------------------------------------------------------------------
WP_051797407.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---G-----------E------LT--LTV---------Q---A---P------D----------------A----------------E-A-----------CL------RA-LHQWLS--ADNGLRG-RVRR--R--HT----------P---P-S--P-G---------H--------M-------G-G-S-ADALTII-LGSG--GIVG---L---IA-PL----CAWLTS-R-R--S----D--IA------VTL-E---A-D-D--G-RKVTLDVK---RA--T-DE--RAVIREAQ-EV------F-----R---------------------------------------S------L------AERP---E----------------------A-----------------------H-----------------P-----GE---QGYGAH-PA--G---------RGE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051822893.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---G-----------E------LT--LTV---------D---A---P------D----------------T----------------E-A-----------CL------RA-LHQWLS--AEHGLRG-RVHR--R--HT----------P---P-P--P-G---------H--------M-------G-G-S-ADALTVI-LGSG--GIVG---L---IA-PL----CAWLTS-R-R--S----D--VT------VTL-E---A-D-D--G-RKVTLDVK---RT--T-DE--RAVIREAQ-EV------F-----R---------------------------------------S------L------AERP---E----------------------A-----------------------H-----------------P-----DG---QESGAH-PA--G---------RGE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OXY99708.1 -------------------------------------------------------------------------------------------------------MD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEDELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
PKV35908.1 -------------------------------------------------------------------------------------------------------MD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEGELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
SOD87477.1 -------------------------------------------------------------------------------------------------------MD-------------------------------------V---------------R------VT--DDA---------D---V-A--------G----------------A----------------A-D-----------ET------RS-LLAWLT--QEGELRG-RVTP--Q--ER----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAV----VAWIRS-R-H--S----D--VT------VKA-T---R-S-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------S-S-----------------------R-----------------L----------------------------------------------------LE--S-------------------G---Q-G----G--------Q---------------------G-------G---P---------------------G-P----------DGG-AL-----------------------------------------------------------------------------------------------------------------------
WP_007461575.1 ------------------------------------------MTGGLVVLWKEQAVSE----------------------------------------------------------------------------------------------------M------IT--LSV---------H---P-D-S------P----------------S----------------A-D-----------AR------RS-LASWLR--AEDRLRD-GVTT--T--PP-------------------D-E---------A--------S-------A-D-D-TDVLRVA-VGDA--GSAM---V---LVQAV----AGWLTH-R-R--E----N--LT------VRL-A---G-P-D--G-WSAELDVH---QA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------T----------------------P-----------------------E-----------------K---------------------GRLP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084531937.1 ---------------------------------------------------------------------------MYSA--------------------IAQCLG-------------------------------------V---------------E------LI--ITA---------D---S--------------------------------------------S-E-----------EL------RD-LGDYLG--DTDELRG-CVRQ--R--SS----------P---P-G--P-E---------E--------M-------G-P-V-LEALEIV-IGPG--GVTA---A---TATAV----IAWVRS-R-R--A----R--VR------VTV-Q---G-S-G--N-RSLELDAR---GV--------SALDAEGL-QQ------L-----T---------------------------------------E--------------------T--------------------L-L-----------------------H-----------------T----------------------------------------------------ID----------------------------P----D-------GR---------------------E-------R---P-------------------P---L----------SE---------------------------------------------------------------------------------------------------------------------------
WP_088982801.1 ------------------------------------------MSVPL----------E----------------------------------------------------------------------------------------------------T------VT--LVV---------Y---P-D-H------P----------------S----------------A-D-----------GR------RS-LASWLR--LTDQLRG-RVTW--A--VA-------------------P-D---------P--------SVPAGSM-T-G-V-TDVLVVA-VGGG--GALA---V---LVQAI----AGWLSR-R-G--E----D--VT------VRI-T---G-A-D--G-QSVELEVR---QV--R-DL--TQVATLVE-NT------V-----R---------------------------------------A------L-------------E----------------------Q-----------------------S-----------------Q---------------------P----PAG-TEQR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059193393.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----K---------E------IR--IKV---------H---G----------D---------------------------------A-A-----------AE------ES-LLDWLR--QEPGLRG-RVRH--D--TP----------P---P-Q--A-G---------T--------M-------G-S-L-GELVVES-LVTGTIGTLM-G-L---MAQSL----SLWLGQ-R-R--SQGNAH--TT------VTV-T---T-G-D--G-RSVTVTSA---QA--------GEAEQLLR-LA------L-----E---------------------------------------G--------------------R----------------------S-----------------------A-----------------P--------------------------------------------------------D-------------------G---P-P----P--------T---------------------A-A-----S---D-----------------------V----------QGR--------------------------------------------------------------------------------------------------------------------------
WP_067827015.1 -------------------------------------------------MKIPEWL----RSLT---------PAGSVQRRRN-----------------------------------------------------------M---------------E------LE--IRV---------A---S---D------R----------------S----------------D-D-----------DL------VA-LSQWLR--RERGLSS-AVNL--V--RA----------K---Q-S--D-D---------A--------L-------G-G-A-WELLTAA-VGSG--GTFA---V---LAASL----DAWLRT-R-R--R----P--TT------IRL-T---R-G----D-NSIEIDGK---NV--G-DL--KKLFEML--------------------------------------------------------G------E-------------P----------------------K-----------------------V-----------------------EE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086172729.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IL--VTV---------R---G-D--------D------------AG--A----------------D-E-----------SG------HD-LRRWLT--AEPELRG-RIRT--A--D--------GA-----P-P--P-G---------A--------P-------G-A-V-TDALVAM-LEPG--RIAA---V---FAAVV----VAWAQS-R-R--G----N--QT------VTV-T---R-P-D--G-AETTVSAT---RV--------KGLDPRQR-AE------L-----A---------------------------------------R--------------------R--------------------L-T-----------------------A-----------------A----------------------------------------------------VE--T-------------------A---P-A----P--------R---------------------G-------D---R-----------------------G----------RRA-DR-----------------------------------------------------------------------------------------------------------------------
WP_086733927.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IL--VTV---------R---G-D--------D------------AG--A----------------D-E-----------SG------HD-LRRWLT--AEPELRG-RIRT--A--D--------GA-----P-P--P-G---------A--------P-------G-A-V-TDALVAM-LEPG--RIAA---V---FAAVV----VAWAQS-R-R--G----N--QT------VTI-T---R-P-D--G-AETTVSAT---RV--------RSLDPRQR-AE------L-----A---------------------------------------R--------------------R--------------------L-T-----------------------A-----------------A----------------------------------------------------VE--T-------------------A---P-A----P--------G---------------------G-------D---R-----------------------A----------RRA-GR-----------------------------------------------------------------------------------------------------------------------
WP_091447807.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LR--IRV---------S---G-A--------D---------------------------------A-D-----------GV------RS-LRESLS--WEDELRG-RVEL--V--EA----------A---P-R--R-G---------E--------L-------G-V-V-PDALVVA-LGPG--VVT----A---VVSVV----ITWIRH-R-S--Y----D--VD------VEM-T---R-A-D--G-AKVAVSAK---RV--------RGANSDSL-RE------L-----V---------------------------------------T--------------------E--------------------A-A-----------------------A-----------------T----------------------------------------------------LD--G-----------------V-A---A-E----V--------D---------------------G-------S---A----R----------------R-P--------A-EDV-DQ-----------------------------------------------------------------------------------------------------------------------
KIF00454.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------VA--VIA---------E---G-A--------D----------------G----------------G-D-----------QL------RS-LLDWLA--DSQELRG-RVEA--V--ER----------P---P-E--T-G---------T--------L-------G-P-V-LDALSVA-LGPA--GAVS---A---FATGL----IAWLRT-R-R--G----D--VH------IKV-T---L-P-E--G-SSLELAAK---RV--------SGLDTPAL-ER------Q-----V---------------------------------------A--------------------Q--------------------I-A-----------------------D-----------------L----------------------------------------------------LN--G-------------------Q---Q-A----A--------G---------------------A-------H---E-----------------------P----------ESR-EL--P--------------------------------------------------------------------------------------------------------------------
WP_093709954.1 ------------------------------------------------------------------------------------------------------MVP-------------------------------------D---------------I------VT--LSV---------S---D-G------------------------------------------A-K-----------ET------AD-LAAWLE--EEDDLRG-LVRR--E--AG----------T---V-P--E-G---------A--------L-------G-G-E-LQQLVVG-LTSG--GVAT---A---VASVA----VAWLRR-R-T--G----S--VT------VRV-S---G-R-D--G-TELEVSAD---QV--------RNMDADQL-RA------Q-----V---------------------------------------A--------------------Q--------------------L-V-----------------------S-----------------V----------------------------------------------------AW--A-------------------G---D-T----Q--RE-P--G---------------------E-------G---A-----------------------D----------GE---------------------------------------------------------------------------------------------------------------------------
WP_093859836.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------I---G-G--------E----------------T--------GRANGSGTA-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------A---P-A--P-G---------E--------M-------G-S-V-LDAVTVA-LGAG--GALS---V---LASSL----RVWFAQ-P-R-RS----D--VR------LKI-R---R-T-D--G-GTLELDAK---RV----RA--GDLEDLLR-SA------LEGSASE---------------------------------------A------S-------------S----------------------P-----------------------E-----------------A---------------------------------PEPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_096058917.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VR--ITV---------A---G-E--------E----------------G--------D-------Q-G-----------AL------RS-LREWLV--REPKLRG-GVRL--V--QH----------P---P-A--P-D---------R--------L-------G-S-I-PDALLVT-LGPG--GVAT---A---VASVL----IAWIRR-R-G--G----D--VS------VKV-T---Q-P-D--G-TSVEVSAT---DV--------RGLDAAGV-RA------W-----V---------------------------------------A--------------------E--------------------V-S-----------------------R-----------------A----------------------------------------------------LA--G-------------------G---G-G----S--REAGGSA---------------------V-------G---G---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100825534.1 ---------------------------------------------------------------------------------------------------MDVRVD-------------------------------------V---------------R------VT--DGA---------D---G-T--------A----------------A----------------A-D-----------ET------RS-LLAWLT--EEDELRG-RVTP--Q--EG----------P---P-V--P-G---------T--------L-------G-P-V-LDGLVVA-LGSG--GAVT---G---LTTAL----VAWIRS-R-H--G----N--VT------VKA-T---R-P-D--G-ASLEISTK---LV--------GPMTPQEL-RA------F-----V---------------------------------------T--------------------D--------------------T-S-----------------------R-----------------L----------------------------------------------------LE--G-------------------G---R-D----A-----------------------------------------------------------------------------DGG-AL-----------------------------------------------------------------------------------------------------------------------
WP_101407060.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------D---G-S--------E----------------G----------------P-D-----------SL------AD-LRDWLS--DEALLHG-RVHV--P--PS----------A---P-G--A-G---------E--------L-------G-A-W-SDTLIVA-VGAG--GALT---A---LARAV----AVYVRQ-P-R-RS----T--VR------VKV-V---A-P-D--G-TRTELTVQ---HA----KNL-DAVENLLR-TA------L-----H---------------------------------------S--DT--D-------------T----------------------G-----------------------R-----------------E---------------------------------AVFGGAAPALGEASEAEG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107471257.1 ------------------------------------------------------------------------------------------------------MVL-------------------------------------D---------------I------VR--LSV---------S---G-G------------------------------------------A-A-----------EN------AD-LAGWLD--EEDALRG-HVRR--V--AG----------P---V-P--D-G---------A--------L-------G-G-E-LQQLVVG-LTSS--GVTT---A---VASVV----VAWLRR-R-T--G----S--VS------VRV-S---G-R-D--G-FELEVHAD---QV--------RNMDAGQL-RA------Q-----V---------------------------------------D--------------------Q--------------------L-V-----------------------S-----------------A----------------------------------------------------AW--P-------------------D---G-A----G--RE-P--G---------------------E-------G---A-----------------------D----------GE---------------------------------------------------------------------------------------------------------------------------
AIA00737.1 -------------------------------------------------------------------------MERLDTYTG------------------------------------------------------------L-----------RL--S------VS--AEP---------A---A---E------H----------------D----------------R-D-----------GL------RA-LYEWLI--AEDSLRG-SVAL--R--GA----------P---P-E--V-G---------T--------M-------G-A-A-LEAITVA-VGSG--GVGG---M---LARSV----ASWLIQGR-R--V----D--VK------VSV-V---A-E-N--G-RRVEVDVR---RA--R-NP--ERVMEQVA-DL------I-----R---------------------------------------C------A-------------E----------------------D-----------------------P-----------------A-----DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SCF63949.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VT--VYA---------E---G-P--------D----------------P----------------A-E-----------EL------RS-LHDWLT--DIEELRG-RVRC--Q--ES----------P---P-P--P-G---------T--------L-------G-P-L-LDALSVA-LGPA--GAAT---A---LATTV----VAWLRT-R-R--S----E--IR------IKV-T---L-P-D--R-RSVELTAK---GV--------SDLDSAAL-RQ------Q-----V---------------------------------------G--------------------D--------------------V-A-----------------------Q-----------------L----------------------------------------------------L----------------------------------R--------S---------------------D-------V---E---------QRNEIGRNDAG-------------------------------------------------------------------------------------------------------------------------------------------
WP_031084685.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AA--VIA---------K---G-P--------D----------------A----------------G-D-----------QL------RS-LREWLT--DAPELRG-RVGA--V--ER----------P---P-Q--P-G---------T--------L-------G-P-V-LETLAVA-LGPA--GAVT---A---FATGL----VAWLRT-R-R--G----D--VH------IKV-T---L-P-D--R-SSLELTAE---RV--------SGLDAGTV-QQ------Q-----V---------------------------------------K--------------------D--------------------L-A-----------------------D-----------------L----------------------------------------------------LN--R-------------------Q---Q-G----E------------------------------A-------D---G-----------------------P----------GAR-EL--P--------------------------------------------------------------------------------------------------------------------
WP_053164263.1 -------------------------------------------------------------------------MERLDTYTG------------------------------------------------------------L-----------RL--S------VS--AEP---------A---A---E------H----------------D----------------R-D-----------GL------RA-LYEWLI--AEDSLRG-SVAL--R--GA----------P---P-E--V-G---------T--------M-------G-A-A-LEAITVA-VGSG--GVGG---V---LARSV----ASWLIQGR-R--V----D--VK------VSV-V---A-E-N--G-RRVEVDVR---RA--R-NP--ERVMEQVA-DL------I-----R---------------------------------------C------A-------------E----------------------D-----------------------P-----------------A-----DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_060888019.1 ---------------------------------------------------------------------------------------------------MSDISETND-M--------------------------------L---------------D------VT--LRL---------L---T-D--------D--------A-S-PA--P----------L-PAA-A-D-----------DL------AL-LRRGLV--AEPELRG-RVRL--V--TG----------G---P-E--E-G---------Q--------M-------G-T-G-IELLAIA-IGSS--GAVT---A---LVRSL----PALLKA-R-R--A----A--AT------VEL-T---L-P-D--G-RTVKVTAD---SA--------DDAHTLLD-AA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EFL39449.1 METPMPEPIAPQDPETVAEAA-VA---------------P------------------------------------------------------------------------------------------------------F---------------E------VV--LTV-------------S----------E---------------------------------P-D-----------AV------GP-LFRRLR--TVPETT---VTR--R--RS----------G---P-D--E-G---------E--------L-------G---V-VETLQLL-VPSA--AVLT---V---AIRTL----PAFIRS-R-R--S----S--VT------VEL-T---R-G-D----RSVTVTGE---NL--D-DP--QKVIEAAD-RL------L--G--R---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KJY43406.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VT--ITV---------D---S-V--------N----------------G----------------P-A-----------GT------DD-LRRWLG--GQPDLRG-RIRR--R--S--------DG-----P-A--P-G---------I--------M-------G-A-A-GDAVLAV-LEPG--GVAA---A---CAGAV----VAWVRT-R-R--G----T--QT------VTI-T---R-P-D--G-TRLTLSTT---QV--------KGLDARQT-AE------L-----A---------------------------------------Q--------------------R--------------------L-A-----------------------A-----------------G----------------------------------------------------LE--G-------------------R---D-A----E--------A---------------------T-P-----S---G-----------------------P----------PAP--------------------------------------------------------------------------------------------------------------------------
SCF81128.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AV--ITV---------Q---G-E-------------------------G----------------R-S-----------HT------HA-LRNWLS--EEPRLRG-RIRV--G--DG-------GD-----L-P--A-G---------A--------M-------G-L-G-ADALIAL-LAPG--GVAA---V---FAGAV----VAWAQT-R-R--G----S--QT------ITI-T---R-P-D--G-TEITISSD---HV--------RGLDAQQT-AT------L-----A---------------------------------------R--------------------Q--------------------L-A-----------------------A-----------------D----------------------------------------------------VV--R-------------------V---S-T----E--------P---------------------G-S-----D---V-----------------------P----------RTP--------------------------------------------------------------------------------------------------------------------------
SED41685.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LV--VTV---------RG--D-E--------D------------G---A----------------E-G-----------GL------AE-LGTWLT--DVPQLRG-RVDR--V--ER-------DG-----V-P--A-G---------A--------M-------G-P-A-ADALVAV-LEPG--GVAA---A---FAGAL----VAWVQT-R-R--S----S--HT------ISV-T---R-P-D--G-TRITISSR---QA--------RALSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------A-Q----D--------G---------------------E-------D---S-----------------------P----------DSP-TT-----------------------------------------------------------------------------------------------------------------------
WP_003966577.1 -----------MGTTDAVDGT-DP---------------F------------------------------------------------------------------------------------------------------H---------------E------IV--VTV-------------S----------E---------------------------------P-A-----------GV------GP-LSRRLG--AIPGAD---VTR--Q--RS----------R---P-G--A-G---------E--------L-------G---A-AEVIQLL-VPSS--AVLA---V---AIRTL----PAFIKS-R-R--S----S--VT------VKL-T---R-E-D----RTVTISGG---NL--D-DP--QKVLEIVE-RL------L--G--D---------------------------------------D------------------E-R--------------------A-R-----------------------G-----------------E-RAL-DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_012379217.1 -----------MGTTGAVDGT-DT---------------F------------------------------------------------------------------------------------------------------H---------------E------IV--VTV-------------S----------E---------------------------------P-A-----------GV------GP-LSRRLG--AIPGAD---VTR--Q--RS----------R---P-G--A-G---------E--------L-------G---A-AEVIQLL-VPSS--AVLA---V---AIRTL----PAFIKS-R-R--S----S--VT------VKL-T---R-E-D----RTVTISGG---NL--D-DP--QRVLEIVE-RL------L--G--D---------------------------------------D------------------E-R--------------------A-R-----------------------D-----------------E-RAL-DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018956197.1 -----------MAAESEGRGSPDA---------------G------------------------------------------------------------------------------------------------------Y---------------E------VV--LTL-------------S----------E---------------------------------P-A-----------GV------GP-LSRRLG--AVPGAV---VTR--K--RS----------R---P-G--A-G---------E--------L-------G---A-AEVIQLL-VPSS--AVLA---V---AIRTL----PAFIKS-R-R--S----S--VT------VKL-T---G-G-D----RTVTLSGG---NL--D-DP--QKVFELVE-RL------L--D--D---------------------------------------E--------------------R--------------------T-R-----------------------D-----------------E-RTR-DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030705286.1 -----------MGTTDAVDGT-DT---------------F------------------------------------------------------------------------------------------------------H---------------E------IV--VTV-------------S----------E---------------------------------P-A-----------GV------GP-LSRRLG--AIPGAD---VTR--Q--RS----------R---P-G--A-G---------E--------L-------G---A-AEVIQLL-VPSS--AVLA---V---AIRTL----PAFIKS-R-R--S----S--VT------VKL-T---R-E-D----RTVTISGG---NL--D-DP--QKVLEIVE-RL------L--G--D---------------------------------------D------------------E-R--------------------A-R-----------------------D-----------------E-RAL-DE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050367089.1 ---------------------------------------------------------------------------------------------------MDDLLR-------------------------------------I---------------R------VA--DAD---------R---G-A--------A----------------A---------------------------------------S-LLAWLR--AEDELRG-RVEL--E--AA----------P---P-Q--P-G---------S--------P-------G-T-R-ADVLTVA-VGTG--GAAS---G---LTCAL----IAWVRR-R-G--G----E--TV------VRV-T---R-A-D--G-SSIELRAT---AV--------HGLEPDGV-AE------L-----V---------------------------------------R--------------------E--------------------V-G-----------------------R-----------------S----------------------------------------------------LA--D-------------------R---P-G----P--AA-L--P---------------------D-------G---D----E----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051581547.1 ------------------------------------------MLDRG--DFGAQ---E----DV---------MER-----G----------------------------------------------------------------------------V------AH--VRL-----------------D------D----------------A----------------P-H-----------GL------RS-LAQWLR--SESELRG-RVRL--T--EH----------S---I-E--P-G---------D--------M-------G-G-A-LDAVAIA-LGSG--GAAT---I---FVRSL----FTWLSQ-R-QVGT----S--VR------IQL-K---R-P-D--G-TETTLDLA---AV--H-DP--DAVVDKVL-NF------L-----A---------------------------------------T------D------------------------------------------------------------------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051747232.1 ---------------------------------------------------------------------------------------------------MDDLLR-------------------------------------I---------------R------VA--DAD---------R---G-A--------A----------------A---------------------------------------S-LLAWLR--AEDELRG-RVEL--E--AA----------P---P-Q--P-G---------S--------P-------G-T-R-ADVLTVA-VGTG--GAAS---G---LTSAL----IAWVRR-R-G--G----E--TV------VRV-T---R-A-D--G-SSIELRAT---AV--------HGLEPDGV-AE------L-----V---------------------------------------R--------------------E--------------------V-G-----------------------R-----------------S----------------------------------------------------LA--D-------------------R---P-G----P--AA-L--P---------------------D-------G---D----E----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051825763.1 ---------------------------------------------------------------------------------------------------MDDLLR-------------------------------------I---------------R------VT--DAD---------R---G-A--------A----------------A---------------------------------------S-LLAWLR--AEDELRG-RVEL--E--AA----------P---P-Q--P-G---------S--------P-------G-T-R-ADVLTVA-VGTG--GAVS---G---LTSAL----IAWVRR-R-D--G----E--TV------VRV-T---R-A-D--G-SSIELRAT---AV--------HGLEPDGV-AE------L-----V---------------------------------------R--------------------E--------------------V-G-----------------------R-----------------S----------------------------------------------------LA--D-------------------R---P-G----P--AA-L--P---------------------D-------G---E----E----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051877321.1 -------------------------------------------------------------------------MADVGAGQD------------------------------------------------------------P---G-----------K------LR--LTV---------E---G---V------D----------------G----------------E-A-----------QL------RS-LQQWLA--YDDELRG-RVTW--Q--YA----------P---P-A--P-G---------H--------M-------G-G-T-LTALTVI-LGSG--GIAG---L---IA-PL----CTWFTN-R-R--P----D--VA------VSL-E---L-G-D--G-RKVSIDVK---RA--T-DQ--SAVLHEAQ-EL------F-----R---------------------------------------S------L------D-------------------------------------------------------------------------------------SRN-----G---------QGE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053754404.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----T---------D------FR--IVI---------S---G----------S---------------------------------D-D-----------DA------ES-LWDWLR--QEPGLRG-RVNR--R--TL----------P---P-P--A-G---------S--------M-------G-S-M-VELVVEG-LVGGTVGTLA-G-Q---LGLAL----SSWLTR-S-R--AGRPRE--AT------LTI-T---L-A-D--G-QAVTLTSD---NA--------ALAVQLLQ-RA-PGEQ-R-----S---------------------------------------G--------------------E----------------------T-----------------------V-----------------T--------------------------------------------------------N-------------------N---A-T----P--------P---------------------S---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059145485.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LV--VTV---------RG--D-E--------D------------G---V----------------E-G-----------GL------AE-LGTWLT--DVPQLRG-RVDR--V--ER-------GG-----V-P--A-G---------A--------M-------G-P-A-ADALVAV-LEPG--GVAA---A---FAGAL----VAWVQT-R-R--S----S--HT------ISV-T---R-P-D--G-TRITISSR---QA--------RALSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------P-R----D--------G---------------------A-------D---S-----------------------P----------DSP-TT-----------------------------------------------------------------------------------------------------------------------
WP_059195108.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IH--IIV---------L---G-T--------A----------------G----------------D-D-----------GL------RE-LHRRLT--DIEELRG-EVRA--V--PA----------A---S-R--P-G---------A--------L-------G-T-L-LDALSVN-VLSA--GAVS---A---VAGVV----VTWIRH-R-T--T----D--AV------IKL-R---R-P-D--G-TEVEVTAE---RV--------RRLNSAAV-RS------I-----V---------------------------------------A--------------------E--------------------L-S-----------------------Q-----------------A----------------------------------------------------AG--P-------------------E---G-N----S---------------------------------------------------------------------------------------DDG-G-----------------TPSGE----------------------------------------------------------------------------------------
WP_083108843.1 -------------------------------------------------------------------------MADVGAGQG------------------------------------------------------------P---G-----------Q------LR--LTV---------K---G---M------D----------------G----------------E-A-----------HL------RS-LQQWLA--CDDELRG-RVTW--Q--YA----------P---P-A--P-G---------H--------M-------G-G-T-LTALTVI-LGSG--GIAG---L---IA-PL----CTWFTS-R-R--P----D--VA------VSL-E---L-G-D--G-RKVSIDVK---RA--T-DQ--SAVLHEAQ-EL------F-----R---------------------------------------S------L------D-------------------------------------------------------------------------------------SRN-----G---------QGE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095751376.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VT--LAV---------D---A-G--------S------------GD--G----------------V-G-----------AA------DD-LYRWLR--QDPELRA-FVRR--E--AP-------AA-----P-P--G-G---------A--------M-------G-A-L-GELISLL-LAPG--GPTA---A---VGAAV----VVWLQN-R-R--G----N--QT------VTI-T---L-P-D--G-TQVVVSSE---KV--------RGLTAEGT-SE------L-----A---------------------------------------E--------------------K--------------------V-A-----------------------E-----------------A----------------------------------------------------IR--Q------ERAGRTPEAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101386063.1 ----------------------------------------------------MR----------------------------------------------------------------------------------------I---------------R------TA--SGS---------G---E-T-H------D----------------G----------------P-D-----------EL------RS-LFNWLG--HEDALRG-RVRV--E--HA----------P---I-T--P-G---------E--------M-------G-G-G-LDALVVA-LGPG--GVGA---A---AVGALIGALATWFQH-R-R--A----D--LR------ITV-T---N-E-N--G-RTVEVDGK---RV----DV--SELVEVVE-RL------L-----V---------------------------------------E------R-------------Q----------------------T-----------------------G-----------------R-----GG-E------------G-TP-E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
CEL16981.1 -----------------------------------------MMPGCF--AFPATNV------------FL------------------------------------------------------------------------V-AVD-----------N------AS--ITV---------D---G---T----D-------------------------------------D-----------DL------RS-LANWLR--DEDELRG-RVKL--E--SA----------P---I-E--E-E---------Q--------M-------G-P-V-LDAVVVI-LTSA---TAG---T---LIRSV----KDWLIA-N-R-NA----K-KVT------LKL-T---S-K-D--G-GKLELSCG---SA--D-EA--ETAMQAAR-KF------L-----G---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KJY28680.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VH--ISV---------A---G-G--------E----------------T------------GPGTV-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------P---P-G--P-G---------E--------M-------G-S-V-LDTVTVA-LGAG--GALQ---V---LASSL----RTWFAQ-P-R-RS----D--VR------VKI-R---R-T-D--G-GTVEIDAK---RV----RA--GDLEAILR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------PAPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SBO93207.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------VQ--LRI---------D---G-D--------N----------------P----------------G-D-----------EL------RD-LYAWLG--EEPELRG-RVRI--V--EA----------P---P-E--P-G---------A--------L-------G-T-A-PDVLNLL-LGAG--GGLA---T---AATVL----VAWLGT-R-R--G----E--VS------VKV-T---L-G----E-RSVEVTAK---GV--------KAADAAGA-GD------L-----A---------------------------------------A--------------------Q--------------------L-I-----------------------R-----------------M----------------------------------------------------LE--P-------------------T-----P----A---------------------------------------------------------------------------------------DQPDETTGPA---------------------------------------------------------------------------------------------------------
WP_051673827.1 -------------------------------------------------------------------------------------------------------------M-------R------------------------V---------------E------VA--LEV---------G---G-T--------A--------E---DA-----------------------------------------YE-LRQWLR--GDPELRP-AVVP--V--VP-------AS-----P-T--P-G---------S--------M-------G-T-V-GAVIELL-LQPG--GLTV---T---LAAGV----VAWLQT-R-R--G----S--QT------VTI-T---K-P-D--G-TQVVVTSQ---GV--------RGLTPESG-GR------L-----T---------------------------------------L--------------------E--------------------V-A-----------------------R-----------------A----------------------------------------------------LE--E-------------------P---E-R----R--------T---------------------S-------D---P-----------------------E-NP------------------------------------------------------------------------------------------------------------------------------------
WP_051789358.1 -------------------------------------------------------------------------------------------------------------M-------H------------------------V---------------E------IA--LEV---------S---G-T--------A--------E---DS-----------------------------------------YE-LRQWLR--GDPELRP-AVVP--L--VP-------AS-----P-A--P-G---------S--------M-------G-G-F-GAVIELL-FQPG--GLTV---T---LAAGV----VAWLQT-R-R--G----S--QT------VTI-T---K-P-D--G-TQVVVTSQ---GV--------RGLAPESS-GE------L-----A---------------------------------------L--------------------E--------------------V-A-----------------------R-----------------A----------------------------------------------------LE--E-------------------P---A-R----Q--------T---------------------S-------D---P-----------------------E-NP------------------------------------------------------------------------------------------------------------------------------------
WP_052392347.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------AT--LTV---------T---S-P--------G-----------TGP--G----------------G-G-----------AV------ND-LRRWLQ--RHPELRA-HIRQ--E--PA-------PE-----P-A--P-G---------T--------M-------G-A-A-SELLTLV-LAPG--GLTV---A---LSAAV----VAWLQN-R-R--G----N--QT------VTI-T---L-P-D--G-AQVTVTTE---NV--------RDLNARDS-GE------L-----A---------------------------------------Q--------------------R--------------------V-A-----------------------E-----------------A----------------------------------------------------LH--Q-------------------G-R-P-P----A--------D---------------------G-------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076986698.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LT--VNV---------E---P-D--------E----------------T----------------A-D-----------EL------RS-LRQWLS--DVDELRG-RVTA--V--ES----------P---P-A--P-G---------A--------L-------G-P-V-PDALVVA-LGPG--ATTT---A---LATGL----VAWLRD-R-H--G----E--IR------VKL-T---L-S-D--R-RTVELAAK---SV--------AGLDAEAV-EK------Q-----V---------------------------------------A--------------------E--------------------L-S-----------------------R-----------------L----------------------------------------------------IA--S-------------------D---G-K----D--------W---------------------M-------D---R---------PDGP--------------------------------------------------------------------------------------------------------------------------------------------------
OIK01659.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------M------VR--LSV---------S---G-G------------------------------------------A-A-----------EN------AD-LAGWLD--EEDALRG-HVRR--V--AG----------P---V-P--D-G---------A--------L-------G-G-E-LQQLVVG-LTSS--GVTT---A---VASVV----VAWLRR-R-T--G----S--VS------VRV-S---G-R-D--G-FELEVHAD---QV--------RNMDAGQL-RA------Q-----V---------------------------------------D--------------------Q--------------------L-V-----------------------S-----------------A----------------------------------------------------AW--P-------------------D---G-A----G--RE-P--G---------------------E-------G---A-----------------------D----------GE---------------------------------------------------------------------------------------------------------------------------
SIM83978.1 ------------------------------------------MPTSQ----------D----------------------------------------------------------------------------------------------------T------IT--LSV---------Y---P-D-L------P----------------S----------------A-D-----------AR------RS-LASWLR--SEERLRG-QVTT--A--PA----------G---P-TPAE-Q---------G--------S-------A-G-V-PDVLVVT-VDSG--GAVM---V---LVQAI----AGWLAH-R-R--E----D--VT------VRL-A---R-P-D--G-WSAELDVR---QA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------Q----------------------P-----------------------E-----------------T---------------------S-EP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_005165699.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------TATSE------LH--FAI---------D---G---D------N----------------A----------------D-R-----------YF------QS-LNSWLA--NENDFRG-QVNA--R--QQ----------P---I-R--P-G---------E--------M-------G-G-V-IDVLVVA-LGSG--GAGA---V---LARSV----TTWLTQ-T-R--A----D--IT------LTI-K---S-R-E--G-TQIKIDVN---RA--K-DA--EGVIREIG-EL------I-----E---------------------------------------K------S-------------D----------------------N-----------------------Q-----------------RLVSGEDG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033355495.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VT--LTA---------A---G-G--------Q----------------E----------------A-D-----------EL------RS-LRTWLA--DVDELRG-RVTS--V--ES----------P---P-V--P-G---------T--------L-------G-P-V-LDALAVA-LGPG--GVAT---A---LATAV----FSWIRQ-R-R--G----E--VT------LKI-S---R-P-D--G-ASVEFSGK---RV--------QGLDDRTI-RA------L-----L---------------------------------------A--------------------D--------------------A-T-----------------------R-----------------V----------------------------------------------------LE--A-------------------A---E-D----T--------G---------------------E-------V---E---------------------G-P----------R----------------------------------------------------------------------------------------------------------------------------
WP_051724817.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IL--IAV---------R---D-G--------S----------------G----------------P-D-----------AV------AD-LRDWLT--AEPELRG-RHRL--V--PR----------P---P-A--E-G---------E--------L-------G-G-W-ADTLIVA-VGAG--GALT---T---LAKSL----SVYLQQ-P-R-RS----S--VR------VEL-V---K-A-D--G-TRLTLTAE---QV----GDL-RQVESLLH-AA------A-----D---------------------------------------GPAVPAVG-------------G----------------------A-----------------------G-----------------T---------------------------------GETD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_057238329.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------AW--LSV---------R---G-G--------D----------------S----------------V-R-----------EL------QE-LDEWLN--GEPELRG-RLKP--R--AA----------Q---P-G--P-G---------E--------L-------G-A-P-FDVLVTA-IGSG--GVIS---V---LAGSL----HAFLTR-P-R-GT----D--VR------ISV-S---S-P-D--G-RSVELEAQ---RV--------EDVEALLR-QV------I--A--A---------------------------------------S------EES-----------E----------------------G-----------------------ES----------------G---------------------------------AEQTGVGGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066890950.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTV---------A---G-E--------E----------------G--------D-------Q-G-----------AL------RS-LREWLV--REPKLRG-GVRL--V--QH----------P---P-A--P-D---------R--------L-------G-S-I-PDALLVT-LGPG--GVAT---A---VASVL----IAWIRR-R-G--G----D--VS------VKV-T---Q-P-D--G-TSVEVSAT---DV--------RGLDAAGV-RA------W-----V---------------------------------------A--------------------E--------------------V-S-----------------------R-----------------A----------------------------------------------------LA--G-------------------G---G-G----S--REAGGSA---------------------V-------G---G---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071383372.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------M------VR--LSV---------S---G-G------------------------------------------A-A-----------EN------AD-LAGWLD--EEDALRG-HVRR--V--AG----------P---V-P--D-G---------A--------L-------G-G-E-LQQLVVG-LTSS--GVTT---A---VASVV----VAWLRR-R-T--G----S--VS------VRV-S---G-R-D--G-FELEVHAD---QV--------RNMDAGQL-RA------Q-----V---------------------------------------D--------------------Q--------------------L-V-----------------------S-----------------A----------------------------------------------------AW--P-------------------D---G-A----G--RE-P--G---------------------E-------G---A-----------------------D----------GE---------------------------------------------------------------------------------------------------------------------------
WP_075740780.1 ----------------------------------------------------------------------------------------------------------------------------------------------MHPIDRSADAIAPA--A------LS--LAV---------R---G---P------G----------------M----------------S-D-----------QL------GA-LRNWLV--RENALRG-RLEL--R--RR----------P---G-A--E-G---------E--------M-------G-A-L-ADVLLVA-LGAG--GTGA---V---VARSM----STWLVQ-R-R--S----D--VT------ITV-T---A-P-D--G-RQVHVDVQ---RA--R-NP--VAVIREVE-QL------T-----A---------------------------------------P------E-------------R----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109818808.1 ------------------------------------------MPASL----------E----------------------------------------------------------------------------------------------------M------IT--LGV---------A---P-D-L------P----------------S----------------A-A-----------AQ------RS-LASWLR--SDDRLRD-KVAV--A--AP-------------------A-G---------A--------TTSPGEAPA-G-A-TDVLTVA-VGDA--GAVM---V---LVQAI----AGWLTH-R-R--E----D--VT------VTL-T---R-A-D--G-WSAELDVR---EA--R-DM--NRVTALIE-AA------V-----R---------------------------------------A------V-------------A----------------------P-----------------------Q-----------------E---------------------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PRX63748.1 ----------------------------------------------------------------------------------------------------------------------------------------------------MLEMSDAV--D------LQ--VVV---------E---G---A------E----------------A----------------E-T-----------HA------VG-LFNWLG--SEDELRG-RVRP--Q--RR----------A---P-K--P-G---------E--------M-------G-S-A-VELLTVA-VGSG--GAVA---V---LIQSV----CTWLTS-R-G--A----D--VK------VTV-T---T-A-D--G-RRVEVDVR---RA--A-DP--AAVLREVA-EQ------F-----P---------------------------------------A------A-------------V----------------------E-----------------------R-----------------H-GES----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SED09207.1 ------------------------------------------MPDDT--E--LR----------------------------------------------------------------------------------------L---------------R------VT--G-------------------E------D----------------A----------------I-P-----------RL------RA-LHRWLG--REDDLRG-LVEL--R--NR----------P---I-A--P-G---------E--------M-------G-G-A-VDVLTVA-LGSS--GAGA---V---LIRSLARSVSTWLTQ-S-R--A----D--VS------VTV-TT--T-G-E--T-REVKVDVQ---RA--R-DP--EAVLRSVE-EL------L------------------------------------------------------------------G----------------------P-----------------------G-----------------R-----SG-Q------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051843551.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------IA--LEV---------G---G-T--------S--------E---DA-----------------------------------------YE-LRQWLR--GDPELRP-AVVP--L--VP-------AS-----P-A--P-G---------S--------M-------G-A-F-GSVIELL-LQPG--GLTV---T---LAAGV----VAWLQT-R-R--G----S--QT------VTI-T---K-P-D--G-TQVVVTSQ---GV--------RGLTPESS-GE------L-----A---------------------------------------L--------------------E--------------------V-A-----------------------R-----------------A----------------------------------------------------LE--E-------------------P---A-R----Q--------P---------------------S-------G---P-----------------------E-NP------------------------------------------------------------------------------------------------------------------------------------
WP_053711694.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IA--LEV---------S---G-T--------A--------E---DS-----------------------------------------YE-LRQWLR--GDPELRP-AVVP--L--VP-------AS-----P-A--P-G---------S--------M-------G-G-F-GAVIELL-FQPG--GLTV---T---LAAGV----MAWLQT-R-R--G----S--QT------VTI-T---K-P-D--G-TQVVVTSQ---GV--------RGLTPQSS-GE------L-----A---------------------------------------L--------------------E--------------------V-A-----------------------R-----------------A----------------------------------------------------LE--E-------------------P---A-R----Q--------T---------------------S-------D---P-----------------------E-NP------------------------------------------------------------------------------------------------------------------------------------
WP_070029270.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VK--VAV---------D---G-G--------R----------------A----------------A-D-----------EL------RS-LREWLV--ADPSLRG-RVRL--E--AA----------P---P-A--P-G---------T--------L-------G-S-A-LETLSVA-LGPG--GVAT---A---LASVL----ITWIRR-R-S--G----G--VT------LTV-R---R-G-D--G-ASFGLKAP---SV--------RELSPQDV-TE------L-----T---------------------------------------R--------------------R--------------------L-S-----------------------E-----------------S----------------------------------------------------LDGPG-------------------T---H-D----S--------A---------------------R-------E---S---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_074475907.1 ----------------------------------------------------------------------------------------------------------M-----------------------------------Q---------------Q------LR--ISI---------D---G-D--------G----------------T----------------G-D-----------EA------RS-LQDWLL--DVPELRG-RLTA--A--QA----------P---P-P--P-G---------K--------L-------G-P-V-LEAVLVA-LGPG--GAAA---A---AAAAV----VAWIRH-R-S--S----D--VT------VRI-T---R-A-D--G-AEVEVTAT---RV--------RKLDQAAL-RA------E-----T---------------------------------------D--------------------R--------------------L-A-----------------------A-----------------L----------------------------------------------------L---G-------------------R---E-L----P--------P---------------------T-------P---P---------------------R-P---------------------------------------------------------------------------------------------------------------------------------------
WP_074990255.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VK--VAV---------D---G-G--------R----------------A----------------A-D-----------EL------RS-LREWLV--ADPSLRG-RVRL--E--AA----------P---P-A--P-G---------T--------L-------G-S-A-LETLSVA-LGPG--GVAT---A---LASVL----ITWIRR-R-S--G----G--VT------LTV-R---R-G-D--G-ASFELKAP---SV--------RELSPQDV-TE------L-----T---------------------------------------R--------------------R--------------------L-S-----------------------E-----------------S----------------------------------------------------LDGPG-------------------T---H-D----S--------A---------------------R-------E---S---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_084759454.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LK--IDL---------L---D-P-H------D--------P---GS--A------------AV--A-D-----------EL------LR-LNSWLL--TQDGFRG-RVRV--L--ER----------P---P-A--A-G---------T--------L-------G-A-S-LDAVMVA-VSSG--LTSS---A---AFGAL----IAWLKT-R-P--G----K--LT------MRV-K---K-P-D--G-TEIEIEAE---GL--------RGLSAAQL-AA----Y-V-----E---------------------------------------S------I-------------Q----------------------A-----------------------T-----------------A----------------------------------------------------SS--D-----------------------P-T----S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086839407.1 ------------------------------------------MPDDT--E--LR----------------------------------------------------------------------------------------L---------------R------IT--G-------------------D------D----------------D----------------A-T-----------QL------RS-LHRWLG--HDDDLRG-RVAL--R--NK----------P---I-A--P-G---------E--------M-------G-G-A-VDVLTVA-LGSS--GAGA---V---LIRSLARSVSTWLTQ-S-R--A----D--VS------VTV-TT--N-G-E--T-REVKVDVR---RA--R-DP--EAVLRSVE-EL------L------------------------------------------------------------------E----------------------P-----------------------G-----------------R-----SG-Q------------V----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097233812.1 --------------------------------------------------------------------------------MG------------------------------------------------------------V-----------RV--R------IR--VAA---------G---E---D------G----------------A----------------R-E------------L------AS-LRRWLE--AEAGLRG-TVDV--E--RR----------P---V-G--A-G---------E--------M-------G-A-L-ADTLTVA-VGAG--GVVT---V---LAGSL----SGWLRQ-R-R--S----D--VR------VDI-T---A-S-D--G-RRVSVTAR---RV--R-DA--PALIENV----------L-----A---------------------------------------A------E-------------R----------------------E-----------------------S-----------------R-----DG----DGAPRGAD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104477267.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IL--VTA---------P---D-T--------D--------E-------S----------------G-D-----------TL------RS-AFSWLR--EEDDLRG-RVHL--R--QA----------P---P-Q--A-G---------Q--------M-------G-S-P-WEAIVVAALSAG--GAVP---V---LINTL----GTWIRN-Q-R--T----T--LK------LEV-K---I-G-E----TSIVIDAD---RV--------KANPDEIG-LL------L-----D---------------------------------------K------A---T---------R----------------------A-----------------------A-----------------T---------------------H------------------------------LE----------------ITN---G---D-A----T------------------------------G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109279769.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VA--IEV---------R---G-Q--------R----------------S----------------G-D-----------EL------RS-LCEWLV--ADERLRG-RVRL--D--IA----------P---P-V--P-G---------T--------L-------G-S-A-LETLSVA-VGPG--GVAT---A---LASVL----ITWIRR-R-T--G----S--VS------LKV-S---K-P-D--G-STYELNAA---PV--------RGLTATEV-RE------L-----A---------------------------------------G--------------------E--------------------L-A-----------------------Q-----------------R----------------------------------------------------LAPEP-------------------E---G-T----Q--------A---------------------D-------G---S---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030219435.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------LV--VTV---------R---G-D--------E------------D---G----------------T-D-----------EA------AE-LRAWLT--DVPELRG-RVAR--------------DG-----A-PR-E-G---------T--------M-------G-P-A-VDALVAV-LEPG--GVAA---V---FAGAL----VAWLQT-R-R--S----S--HT------ISV-T---R-P-D--G-TRITLTSR---QA--------RTLSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------P--------------------------------QD---G-------D---E-----------------------T----------GSR-TT-----------------------------------------------------------------------------------------------------------------------
WP_050782610.1 ----MPEPIAPQDPETVAEAA-VA---------------P------------------------------------------------------------------------------------------------------F---------------E------VV--LTV-------------S----------E---------------------------------P-D-----------AV------GP-LFRRLR--TVPETT---VTR--R--RS----------G---P-D--E-G---------E--------L-------G---V-VETLQLL-VPSA--AVLT---V---AIRTL----PAFIRS-R-R--S----S--VT------VEL-T---R-G-D----RSVTVTGE---NL--D-DP--QKVIEAAD-RL------L--G--R---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051044348.1 ----MPEPISPQEPETATEAA-GA---------------P------------------------------------------------------------------------------------------------------F---------------E------VV--LTV-------------S----------E---------------------------------Q-A-----------DV------GP-LFRRLG--TVPEAT---VTR--R--RS----------G---P-D--E-G---------E--------L-------G---V-VEVLQLL-VPSA--AVLT---V---AIRTL----PAFIRS-R-R--S----S--VT------VTL-T---R-G-D----RSVTLTGE---NL--D-DP--QKAFEIAD-RL------L--G--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051723090.1 ----MPGPNTSQEPEIPANAA-GG---------------P------------------------------------------------------------------------------------------------------L---------------E------LG--LTV-------------S----------E---------------------------------P-A-----------DV------GP-LFRRLR--AVPGAT---VTR--R--RS----------G---P-G--G-G---------E--------L-------G---V-TEVLQLL-VPSS--AVLA---V---AIRTL----PVFIKS-R-R--S----S--VT------VTI-T---R-D-D----RSVTLTGE---NL--D-DP--QKILDITD-RL------L--G--H---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051826953.1 ------------------------------------------------------------------------------------------------------------------------------------------------MVGMTQADTETP--E------LE--LTV---------S---G---D------D----------------A----------------E-T-----------HL------LA-LRDWLA--LEDALRG-RLEL--R--GS----------A---P-E--S-G---------H--------M-------G-V-A-LDVVAVA-LGSG--GAGA---V---LARSL----SIWLIQ-R-R--A----D--VK------VSV-V---A-A-D--G-RRVEVDVR---RA--A-DP--EHVIGEVV-AL------L-----D---------------------------------------Q------S-------------R----------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067806049.1 ----------------------------------------------------------------------------------------------------------MA-Q--------------------------------L---------------N------VT--VTV---------A---A-E--------R----------------P----------------D-E-----------EL------RS-LDRELT--DADELRG-QVRP--A--IA----------E---P-Q--P-G---------E--------L-------G-A-L-ETALIVG-LGQG--GAAT---A---LATVL----IAWLRT-R-V--G----S--VS------VKL-T---R-S-D--K-VVLEVNAA---QL--------RGLSAVQV-LE------F-----T---------------------------------------G--------------------K--------------------L-A-----------------------A-----------------D----------------------------------------------------LD--P-------------------D---S-G----P--PQ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079172843.1 ------------------------------------------MESKF--------F--------------------------------------------------------------------------------------I---------------E----------------------D---A-D-A------E--------R-------A----------------S-T-----------YL------RS-LADWLR--YEEDLRG-KTQL--E--HG----------E---I-T--P-G---------Q--------M-------G-G-L-PEALVAT-LSTG--GAAT---V---LARAV----VEWVRQ-R-K--S----D--VT------VKA-V---K-P-D--G-ETFEIDLR---RV--T-AP--EALVAELC-KF------L-----S---------------------------------------P------E-------------Q----------------------S-----------------------G-----------------P--------------------------------------------------------D-----------------------P-D----E--------T---------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_081238712.1 ----MPEPISPQEPETATEAA-GA---------------P------------------------------------------------------------------------------------------------------F---------------E------VV--LTV-------------S----------E---------------------------------Q-A-----------DV------GP-LFRRLS--TVPEAT---VTR--R--RS----------G---P-D--E-G---------E--------L-------G---V-VEVLQLL-VPSA--AVLT---V---AIRTL----PAFIRS-R-R--S----S--VT------VTL-T---R-G-D----RSVTLTGE---NL--D-DP--QKAFEIAD-RL------L--G--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093468834.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTV---------RG--D-E--------D------------G---A----------------E-G-----------GL------AE-LGTWLT--DVPQLRG-RVDR--V--ER-------DG-----V-P--A-G---------A--------M-------G-P-A-ADALVAV-LEPG--GVAA---A---FAGAL----VAWVQT-R-R--S----S--HT------ISV-T---R-P-D--G-TRITISSR---QA--------RALSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------A-Q----D--------G---------------------E-------D---S-----------------------P----------DSP-TT-----------------------------------------------------------------------------------------------------------------------
AKN75595.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-FD-LKRRLT--AEDDARG-RLRV--V--AQ----------P---P-A--Q-G---------T--------L-------G-V-P-ADVLMLL-VEPG--ALA----V---LASVL----VTWLRG-R-R--S----T--VR------LEI-R---R-R-D--G-KELSLSAD---RV--------AGLDGERL-RG------L-----V---------------------------------------Q--------------------E--------------------I-A-----------------------D-----------------T----------------------------------------------------LQ----------------------A---P-E----S--------------------------------------R---P-----------------------P----AV----ERA-GR-------------------------DAGDD-------------EARPGR----------------------------------------------------------------------
KSU68257.1 --------------------------MRQDTCMTN-----------------------------------------------------------------------------------------------------------Q---------------S------GD--API---------Q---I-S--------G----------------N----------------P-T-----------DL------IQ-LMEWFR--HDNALRG-RIQL--Q--AP----------P---A-Q--D-G---------Q--------M-------G-G-L-ADVLLVA-VGSG--GIGT---A---LVASL----KAWFAN-R-N--S----D--VN------LKV-T---L-P-T--G-AVISVEGK---RV----KQ--DEIFSNMQ-TM------I-----D---------------------------------------S------L-------------D----------------------T-----------------------T-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_006378561.1 -------------------------------------------------------------------------------------------------------------M--------------------------------L---------------D------VM--LRL---------L---T-D-S-V--T-D--------Q-A-GH--A----------P-SAT-D-D-----------DL------FL-LRRGLV--AEPELRG-RVHP--V--PR----------A---P-E--K-G---------Q--------M-------G-S-G-IELLAIA-IGSS--GAVS---A---LVRSL----PALLKA-R-R--A----A--AT------AEL-T---L-P-D--G-RSVKITAD---SA--------DDARTLLD-AA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019750099.1 --------------------------MRQDTCMTN-----------------------------------------------------------------------------------------------------------Q---------------S------GE--API---------Q---I-S--------G----------------N----------------P-T-----------DL------IQ-LMEWFR--HDNALRG-RIQL--Q--AP----------P---A-Q--D-G---------Q--------M-------G-G-L-ADVLLVA-VGSG--GIGT---A---LVASL----KAWFAN-R-N--S----D--VN------LKV-T---L-P-T--G-AEISVEGK---RV----KQ--DKIFSNMQ-TM------I-----D---------------------------------------S------L-------------D----------------------T-----------------------T-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040828294.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------IA--VTL---------A---G-T-------------------------S----------------T-D-----------EL------HS-LYRDLG--REFELRG-RVSM--T--DR----------P---P-A--S-G---------T--------L-------G-G-V-ADMLIVA-LGPS--GVGA---V---LATAL----VAWVRN-R-S--T----D--VV------CKL-S---R-P-D--G-SSAELSAK---QL--------RGCDAAAL-QQ------V-----V---------------------------------------R--------------------D--------------------L-A-----------------------V-----------------A----------------------------------------------------ME--A-------------------P---A-V----S---------------------------------------------------------------------------------------ETT-AE-------------------------------------------------------------------------------------------------------------
WP_043735402.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VL--VES---------T---Q-P--------G----------------G----------------A-D-----------AL------RD-LNTELL--NDARWRG-RVTL--L--ET----------P---A-P--R-N---------T--------L-------G-P-V-LEGLQIA-LQPQ--TLV----P---LATAL----FAFLRV-Y-T--S----D--IE------IGI-R---R-T-D--KKTEVTLSAK---RI--------KRLKDAEL-PA------A-----L---------------------------------------A--------------------E--------------------L-I-----------------------G-----------------Q----------------------------------------------------LD--S-----------------------P-H----S------------------------------D-------N---T---------------------E-P---------------------------------------------------------------------------------------------------------------------------------------
WP_051022391.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LI--IAV---------T---S-D--------D---------------------------------I-D-----------EL------RS-LEEELV--DVDELRG-AVRR--Q--AA----------P---L-G--E-G---------E--------L-------G-A-V-EEVLIVA-LGQG--GAAAVAGA---LVTAV----VAWIRT-R-P--A----S--VV------VKM-T---G-A-D--G-SALEVDAR---NM--------RGLSPEQV-MQ------L-----S---------------------------------------S--------------------D--------------------L-A-----------------------T-----------------R----------------------------------------------------LD--P-------------------G---R-D----P--GR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051175242.1 --------------------------------MTS----H------------------------------------------------------------------------------------------------------L-----A---------R------LR--VVV-------------G----------D------Y----------------------------D-----------DL------LS-LRSWLR--DEDALRG-RVDL--V--RA----------A---A-A--P-D---------R--------M-------G-S-L-SDALIIA-LGAG--GTLT---V---LARAI----PDWLLG-H-K-------N--VT------IEI-T---G-P-Q--G-KSVTISAT---GV--R-DP--RALIREVL-AR------------N---------------------------------------E------I-------------E----------------------S-----------------------T-----------------R--------Q------------G------------------------------LP--D-----------------------A-D----Q----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053927196.1 ---------------------------------------------------------------------------------M------------------------------------------------------------V---G-----------E------VK--LTV---------D---G---P------G----------------G----------------E-A-----------PL------RS-LQEWLA--SDDELRG-RVGR--Q--YA----------P---P-E--P-G---------R--------M-------G-G-T-LEVLPVA-LGPG--GIAA---P---IG-PL----STWFTG-R-R--P----D--VA------VTL-E---L-G-D--R-RKVCVDVK---RA--T-DR--SAVIREAH-DL------F-----T---------------------------------------A------L------D-------------------------------------------------------------------------------------GANSPD--A---------QGE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063006009.1 -------------------------------------------------------------------------MMGAGGNTD------------------------------------------------------------T---------------N------VI--VAV---------S---G-G--------D----------------G----------------I-A-----------GT------ES-LIAWLR--QEPEMRG-RIQA--V--TS----------E---P-S--D-G---------E--------M-------G-S-V-VDVATVA-VGAG--GAVS---M---LAMSL----KTWLAQ-P-R-RS----D--VS------IEI-R---H-P-D--G-RSVVLDAK---RV--------DDVDALLN-TV------L-----D---------------------------------------S------T-------------N------------------D---T-----------------------V-----------------N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067529228.1 --------------------------MRQDSHMSN-----------------------------------------------------------------------------------------------------------Q---------------N------GQ--SPI---------K---I-T--------G----------------A----------------P-D-----------DL------VH-LLDWFR--RDEALRG-RVQS--Q--AP----------Q---A-S--D-G---------H--------M-------G-D-L-YDVLMVT-LGAG--GAAT---A---LVNSL----RIWFTT-R-H--A----E--LT------LTV-T---L-P-D--G-TEILLDGK---RV----KQ--DETFVSLQ-KM------I-----E---------------------------------------T------L-------------G----------------------T-----------------------G-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067804861.1 --------------------------------MTS----H------------------------------------------------------------------------------------------------------L-----A---------H------LR--VVV-------------G----------D------Y----------------------------D-----------DL------LS-LRSWLR--DEDALRG-RIEL--V--HA----------A---P-A--P-D---------R--------M-------G-S-L-SDALIIA-LGAG--GTLT---V---LARAI----PDWLLR-H-K-------N--VT------IEI-T---G-P-Q--G-RSVTISAT---GV--R-DP--RALIREVL-AR------------N---------------------------------------G------N-------------E----------------------S-----------------------E-----------------G--------H------------G------------------------------LP--D-----------------------A-D----Q----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077059651.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------QF--R------IR--IAA---------G---Q---D------V----------------A----------------R-E------------L------ES-LRRWLE--SETELRG-MSDV--E--RL----------P---V-G--T-G---------Q--------M-------G-L-L-SDTLTVA-LGTG--GAVT---V---LAGSL----SGWLRQ-R-R--S----D--VR------IEI-R---T-E-D--G-RHVSVNAQ---RV--R-DA--PALIETV----------L-----R---------------------------------------S------E-------------Q----------------------E-----------------------D-----------------R-----GP----GPALPSAD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086157994.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VV--ITV---------A---G-E--------G------------T---S----------------P-A-----------GA------HE-LHGWLR--DVPELRG-RVGP--D--DA--------------A-P--P-V---------P------GAM-------G-P-G-ADALVAL-LEPG--GVAA---A---FAGAL----IAWVQT-R-R--G----T--HT------VTV-V---R-P-D--G-TEISVSTR---QA--------RELTPEQL-AE------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------P-A----A--------D-PGD-GG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086729273.1 -----------------------------------------------------------------------------------------------------------------------------------------------------MDTTAGV--D------PL--LRI---------T---V---A------D----------------A----------------P-G-----------AL------QS-LYDWLR--LEDEFRG-RLRL--A--PS----------A---P-G--TGG---------E--------M-------G-G-L-LDVLTIA-LGSG--GAGA---V---LARSL----STWLTH-R-H--A----D--VK------VTV-R---G-P-D--G-RSVEVEAH---LV--RGDV--PGLIREIT-RL------V-----D---------------------------------------A------T-------------E----------------------Q-----------------------Q-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089020355.1 -----------------------------------------MVLASQ----------E----------------------------------------------------------------------------------------------------T------IT--LSV---------F---P-D-L------P----------------S----------------A-D-----------AR------RS-LASWLR--SEDRLRE-KVTA--P--PA----------D---P-S--D-D---------V--------S-------A-E-V-TDSLLVA-VDSS--VVVM---V---LVQAV----AGWLTH-R-R--D----D--VT------VRL-A---G-P-D--G-WSAELDVR---RA--R-DM--DEVTALIE-AA------V-----R---------------------------------------A------Q-------------A----------------------A-----------------------Q-----------------E---------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_090797923.1 ----------------------------------------------------------------------------------------------------------------------------------------------M----------------------YL--IAL---------A---D-G--------D---------------------------------P-D-----------DL------LS-ARSWLA--DVESLRG-RVTL--R--HR----------A---P-V--E-G---------Q--------L-------G-T-I-TDIAVI--VGPG--GLG----A---FTVAL----VTWLRN-R-H--S----D--VT------IKV-T---A-E-S--G-ATCEISAK---RL--------RPVDASAL-AI------------E---------------------------------------A------E-------------R--------------------L-S-----------------------R-----------------A----------------------------------------------------LS----------------------A---P-S----P------------------------------D-------G---G-----------------------P----------DSD-PA-----------------------------------------------------------------------------------------------------------------------
WP_093497024.1 ------------------------------------------------------------------------------------------------------------------------------------------------MAG----SAGVT--E------VG--LTV---------G---G---T------D----------------A----------------G-S-----------HL------PA-LRDWLA--SEDELRG-NLRW--L--RS----------S---P-G--P-G---------E--------M-------G-G-A-LDVLVVA-LGSG--GAGA---V---LAQSL----ATWLTG-R-R--A----D--VV------VTV-R---L-P-E--G-QEVTVDVR---RA--A-DP--QAVVREVT-SL------L-----D---------------------------------------A------S-------------R----------------------G-----------------------R-----------------D-A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101608477.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LV--AKV---------E---G-P--------E----------------A----------------G-D-----------EL------RS-LHEWLG--ENEELRG-RVRL--S--ER----------P---P-E--P-G---------T--------L-------G-P-V-LDALVVA-LGPA--GAAT---A---IAATV----LGWLRT-R-R--S----E--VR------VKL-T---L-P-G--R-RTMEIIAK---NV--------ADLDAAAL-QQ------Q-----L---------------------------------------G--------------------Q--------------------V-V-----------------------A-----------------M----------------------------------------------------L----------------------------------E--------P---------------------D-------K---Q---------PPSDQ-------------------------------------------------------------------------------------------------------------------------------------------------
WP_107657320.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VL--VES---------V---G-P--------D----------------G----------------A-D-----------AL------QE-FDKELL--NDARWRG-RVAL--V--ER----------P---A-P--P-G---------T--------L-------G-P-V-LEAVRIA-LEPQ--TLA----L---LVTAV----ISYLRY-R-T--T----D--LD------LKI-V---R-T-D--SKTEVVLSGR---RI--------KGHDHAAL-AR------E-----L---------------------------------------A--------------------D--------------------A-V-----------------------S-----------------R----------------------------------------------------LE--P-----------------------P-D----A------------------------------D-------D---P---------------------Q-P---------------------------------------------------------------------------------------------------------------------------------------
OEV32520.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VA--DAD---------R---G-A--------A----------------A---------------------------------------S-LLAWLR--AEDELRG-RVEL--E--AA----------P---P-Q--P-G---------S--------P-------G-T-R-ADVLTVA-VGTG--GAAS---G---LTCAL----IAWVRR-R-G--G----E--TV------VRV-T---R-A-D--G-SSIELRAT---AV--------HGLEPDGV-AE------L-----V---------------------------------------R--------------------E--------------------V-G-----------------------R-----------------S----------------------------------------------------LA--D-------------------R---P-G----P--AA-L--P---------------------D-------G---D----E----------------------------------------------------------------------------------------------------------------------------------------------------------
SDY41344.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LT--IEV---------E---A-S--------E----------------R----------------G-P-----------EL------RS-LRQWLI--SETELRG-RVQT--V--QA----------P---P-E--P-G---------T--------L-------G-P-T-TDALLVA-LGPG--GVAT---A---VATVL----VSWIRR-R-G--G----D--VT------AKV-T---R-P-D--G-TTIEVEAT---NL--------RDMDVADV-EK------F-----A---------------------------------------S--------------------S--------------------V-A-----------------------R-----------------S----------------------------------------------------LE--D-------------------T---G-E----QDGK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEF56362.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------VQ--LQV---------S---A-D--------S----------------S----------------A-D-----------AL------RD-LYAWLS--EEPELRG-RVKI--V--EA----------P---P-E--P-G---------A--------L-------G-A-A-PDVLQLL-LGAG--GALA---T---MATVL----VAWLGT-R-R--G----E--VS------IKI-S---R-GQE--E-SSVELTAK---GV--------KGLDAAAA-KA------L-----T---------------------------------------D--------------------H--------------------L-A-----------------------Q-----------------V----------------------------------------------------LA--D-------------------P-----E----V---------------------------------------------------------------------------------------TGS----------------------------------------------------------------------------------------------------------------
WP_015099360.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LE--LTA------------------------D----------------A----------------A-D-----------DL------RD-LHRALT--GEAELRG-RVRL--R--SR----------P---P-E--P-G---------A--------L-------G-P-V-VEAVEVA-LAPG--GALT---V---VAGAV----LVWLRH-R-R--G----T--VK------VKV-T---R-G----K-STVEVTAQ---RV--------RELDPAAV-RD------L-----T---------------------------------------T--------------------E--------------------I-V-----------------------A-----------------A----------------------------------------------------LD--G-------------------K---R-Q----L---------------------------------------------------------------------------------------EGG---DRPA---------------------------------------------------------------------------------------------------------
WP_018554561.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----------------A-D-----------EL------RS-LHEWLI--VEEELRG-RVRL--M--EA----------P---P-S--P-G---------T--------L-------G-T-V-PEMLTIA-LAPG--GVTA---V---LASAA----IAWMRH-R-T--G----E--VT------CKL-T---R-P-D--G-TSVELHAQ---RV--------RGTDMTEV-RE------L-----V---------------------------------------D--------------------R--------------------L-A-----------------------D-----------------M----------------------------------------------------LE--G-------------------G---P-G----A---------------------------------------------------------------------------------------VDG-DQGEST------------VPTGQ----------------------------------------------------------------------------------------
WP_037877852.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----------------A-D-----------EL------RS-LHEWLI--AEEELRG-RVRL--M--EA----------P---P-S--P-G---------T--------L-------G-T-V-PEMLTIA-LAPG--GVTA---V---LASAA----IAWMRH-R-T--G----E--VT------CKL-T---R-P-G--G-TSVEFTAQ---RV--------RGADMTEV-RE------L-----V---------------------------------------D--------------------R--------------------L-A-----------------------D-----------------M----------------------------------------------------LE--G-------------------D---P-G----V---------------------------------------------------------------------------------------VDG-DQGEST------------VPTGQ----------------------------------------------------------------------------------------
WP_043450256.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--VEV---------V---G-D--------R----------------S----------------A-D-----------EL------RS-LRDWLV--AEEELRG-RVRL--E--LP----------P---P-E--P-G---------A--------L-------G-S-V-VEALTVA-LAPG--GVAT---A---VASVL----ISWLRR-R-T--G----D--VS------VKV-V---R-P-D--G-ASTEFSAT---NV--------SGLDAAQI-QR------M-----T---------------------------------------A--------------------E--------------------L-S-----------------------R-----------------S----------------------------------------------------LGPVG-------------------D---R-E----P--------D---------------------D-------A---G---------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_049715171.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AT--ITV---------E---S-A--------N----------------G----------------P-S-----------GP------DD-LRRWLG--GQPGLRG-RVSR--R--A--------DP-----P-A--P-G---------T--------M-------G-A-T-ADAVLAV-LEPG--GVAA---A---FAGAV----VAWVRT-R-R--G----T--QT------VTV-T---R-P-D--G-TRFTLSTT---HV--------KGLDAHQA-AE------L-----A---------------------------------------Q--------------------R--------------------L-A-----------------------A-----------------T----------------------------------------------------LE--R-------------------G---D-------------------------------------------------D-----------------------T----------PRP--------------------------------------------------------------------------------------------------------------------------
WP_051753396.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IL--VTV---------T---V-G--------D----------------A----------------A-D-----------GL------RN-LRSWLV--EEPELRG-RVGL--V--EA----------E---P-A--A-G---------A--------L-------G-P-V-PEMLQVV-FGAG--GALA---T---LAGVV----IAWLGN-R-G--G----E--VT------VKL-T---R-G----E-AVAEISAK---GV--------KSLDLAQT-RA------L-----T---------------------------------------M--------------------H--------------------L-A-----------------------E-----------------V----------------------------------------------------LK--D-------------------A---EVP----R---------------------------------------------------------------------------------------GAG----------------------------------------------------------------------------------------------------------------
WP_060904615.1 -------------------------------------------------------M----HGTQ---------DTGA-----------------------------------------------------------------T---------------D------VQ--IEL---------E---S---A------T----------------E----------------L-D-----------DH------LA-LFGWLR--SERGLQG-RVQV--V--PA----------P---P-A--E-N---------E--------L-------G-A-G-LDLLTVS-LGSS--GIAT---V---LAGSL----ATWLQN-R-R--T----PTKIR------ISI-T---R-A----D-RTLELETG---DA--A-EA--EALIQRF----------L----TE---------------------------------------D------T-------------D----------------------G-----------------------V--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103953692.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------VQ--LQV---------S---A-D--------S----------------S----------------A-D-----------AL------RD-LYAWLS--EEPELRG-RVKI--V--EA----------P---P-E--P-G---------A--------L-------G-A-A-PDVLQLL-LGAG--GALA---T---MATVL----VAWLGT-R-R--G----E--VS------IKI-S---R-GQE--E-SSVELTAK---GV--------KGLDAAAA-KA------L-----T---------------------------------------D--------------------H--------------------L-A-----------------------Q-----------------V----------------------------------------------------LA--D-------------------P-----E----V---------------------------------------------------------------------------------------TGS----------------------------------------------------------------------------------------------------------------
PIF83911.1 ------------------------------------------MPASL----------E----------------------------------------------------------------------------------------------------M------IT--LSV---------F---P-D-L------P----------------S----------------A-D-----------AR------RS-LTSWLR--AEDRLRD-GVTT--T--S-----------------------------------------S-------A-G-D-TEVLRVV-ADDA--GTVM---V---LVQAI----AGWLTH-R-R--D----D--VT------VQL-S---R-P-D--G-WSAELDVH---RA--R-DM--DEVTGLIE-AA------V-----R---------------------------------------A------V-------------S----------------------P-----------------------G-----------------Q---------------------G-AP-----PETR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052709520.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------A---G-G--------E----------------T------------GPGTV-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------P---P-G--P-G---------E--------M-------G-S-V-LDTVTVA-LGAG--GALQ---V---LASSL----RTWFAQ-P-R-RS----D--VR------VKI-R---R-T-D--G-GTVEIDAK---RV----RA--GDLEAILR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------PAPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053650957.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------A---G-G--------E----------------A------------GPGTV-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------P---P-G--P-G---------E--------M-------G-S-V-LDTVTVA-LGAG--GALQ---V---LASSL----RTWFAQ-P-R-RS----D--VR------VKI-R---R-T-D--G-GTVEIDAK---RV----RA--GDLEAILR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------PAPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075976363.1 ---------------------------------------------------------MEQAVEDAR----------------------------------------------------------------------------V---------------E------TR--LIF---------D---G-A--------D----------------S----------------A-A-----------TL------AS-LNEWLR--RADELRG-RVRV--V--PR----------V---P-A--T-G---------E--------M-------G-G-A-IDILIVA-AGAG--GVLT---V---LAKSL----SVWLAR-P-R-R-----S--VT------VAV-E---R-P-D--G-TRVEITGD---HL----RSV-GELTELLE-TS------L-----H---------------------------------------D-QD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_080042215.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------VH--LRI---------E---G-D--------N----------------A----------------G-D-----------EL------RD-LYAWLG--EEPELRG-RVRI--V--EA----------P---P-E--P-G---------A--------L-------G-A-A-PDLLNLL-LGAG--GGLA---T---AATVL----VAWLGT-R-R--G----E--VS------VKA-S---R-G----D-RSVELTAK---GV--------KAVDAAAA-RD------L-----A---------------------------------------E--------------------Q--------------------V-V-----------------------R-----------------L----------------------------------------------------LE--E-------------------P-----P----A---------------------------------------------------------------------------------------TPLP---------------------------------------------------------------------------------------------------------------
WP_088948769.1 ------------------------------------------MPASL----------E----------------------------------------------------------------------------------------------------M------IT--LSV---------F---P-D-L------P----------------S----------------A-D-----------AR------RS-LTSWLR--AEDRLRD-EVTT--T--S-----------------------------------------S-------A-G-D-TEVLRVV-ADDA--GTVM---V---LVQAI----AGWLTH-R-R--D----D--VT------VQL-S---R-P-D--G-WSAELDVH---RA--R-DM--DEVTALIE-AA------V-----R---------------------------------------A------V-------------S----------------------P-----------------------G-----------------Q---------------------G-AP-----PATS----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_088989057.1 -------------------------------------------------METLT---E----------------------------------------------------------------------------------------------------I------IT--LSV---------Y---P-D-S------S----------------S----------------A-D-----------AR------RS-LASWLR--ADARLRE-AVTT--T--PT-------------------D-G---------T--------S-------T-D-D-ADVLRLA-VGGA--GAAM---V---LVQAV----ADWLSN-R-R--E----D--VT------VQL-S---R-P----G-WSAELDVH---QA--R-DM--GQVTALVE-TT------V-----R---------------------------------------A------V-------------T----------------------P-----------------------E-----------------E---------------------G----RLP---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091285508.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MV--VSA---------D---G-P--------D----------------S----------------A-D-----------QL------RS-LHEWLR--DVGELRG-RIGL--S--ER----------A---A-E--P-G---------T--------L-------G-P-V-LEALVVA-LGPA--GAAT---A---VSTAV----ISWLRT-R-R--G----E--VR------IKA-T---F-G-E--N-RSVELTAT---NV--------AKLDAAAL-EH------Q-----V---------------------------------------A--------------------R--------------------I-A-----------------------A-----------------M----------------------------------------------------LE--Q-------------------G---S-K----P--------L---------------------D-------D---R---------------------------------------------------------------------------------------------------------------------------------------------------------------
AUG75451.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AR--LSI---------R---V-D--------G----------------G--------C-------G-D-----------DL------RS-LRQWLT--EEEALRG-RLEL--E--RV----------R---P-A--P-G---------T--------L-------G-T-V-TETLTVL-LGPG--GVAT---A---VASVL----ISWIRR-R-R--G----T--VT------LKV-T---R-P-D--G-TATELSAT---HV--------GGLDAAQV-RQ------L-----S---------------------------------------L--------------------D--------------------L-S-----------------------D-----------------S----------------------------------------------------FT--R-------------------D---D-D----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PIG15861.1 ------------------------------------------------------------------------------------------------------------------------------------------------------MSEGER--E------LW--LRV---------S---G---------------------------S----------------K-D-----------EL------RS-LRDWLR--HEDGLRG-RVRA--F--QS----------P---L-T--P-G---------E--------M-------G-G-V-LDALAVA-VGSG--GMGA---V---LANCL----STWIGQ-R-R--S----D--VR------ITV-S---T-R-D--G-RTIEVDAK---GV----DP--QALARDIE-HM------L-----N---------------------------------------S------D-------------E----------------------A-----------------------E-----------------G-NPQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PWV79680.1 --------------------------------MPE-----------------------------------------------------------------------------------------------------------A---------------N------GQ--LTI---------H---T-T--------G----------------G----------------A-D-----------EL------LQ-LLDWFR--HDDVLRG-RVST--P--PT----------R---I-R--D-A---------Q--------M-------G-D-L-YDVLMVA-LGTG--GLAP---A---LTRSL----TTWLTH-R-R--S----D--VT------VTV-T---RNS-D--G-TSVTLDGN---RI----KS--PEVLRELR-DI------L-----D---------------------------------------G------A-------------D--------------------PDN-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SHM52898.1 ------------------------------------------------------------------------------------------------------------------------------------------------------MGEREQ--E------LR--LRV---------Q---G---------------------------A----------------E-G-----------QL------QS-LMDWLR--HEDGLRG-RVRA--V--QP----------P---P-A--P-G---------E--------M-------G-G-A-LDVLAVA-VGSG--GMGV---V---LANCL----STWIAQ-R-R--S----D--LR------ITV-S---T-Q-D--G-RTVEVDAK---GV----DP--QALARDIE-RL------L-----N---------------------------------------K------P-------------E----------------------G-----------------------E-----------------E-GQQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020419828.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VT--LTV---------A---A-D--------R----------------A----------------G-D-----------EA------RS-LREWLL--GQEELRG-RVRL--V--DS----------P---P-E--P-G---------R--------L-------G-S-V-VETLAVA-LGPG--GVAT---A---TATVL----IAWLRR-R-T--S----D--VT------ITV-R---K-P-D----SDFELTAT---NV--------KGVDAGEL-AE------L-----T---------------------------------------R--------------------R--------------------V-S-----------------------A-----------------E----------------------------------------------------LD--G-------------------G---D-E----T--------A---------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027930057.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VT--LTV---------T---A-E--------R----------------A----------------G-D-----------EA------RS-LREWLL--GQDELRG-RVRL--V--ES----------P---P-Q--P-G---------R--------L-------G-S-V-VETLAVA-LGPG--GVAT---A---TATVV----IAWLRR-R-T--S----D--VT------ITV-K---K-P-D----SDFELTAT---NV--------KGVDAGEL-AE------L-----T---------------------------------------R--------------------R--------------------V-S-----------------------A-----------------E----------------------------------------------------LD--G-------------------G---D-E----T--------A---------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_045558679.1 -------------------------------------------------------------------------------------------------------------M--------------------------------L---------------D------VT--LRL---------L---T-D--------D--------A-S-PA--P----------L-PAA-A-D-----------DL------AL-LRRGLV--AEPELRG-RVRL--V--TG----------G---P-E--E-G---------Q--------M-------G-T-G-IELLAIA-IGSS--GAVT---A---LVRSL----PALLKA-R-R--A----A--AT------VEL-T---L-P-D--G-RTVKVTAD---SA--------DDAHTLLD-AA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051753712.1 ----------------------------------------------------------------------------------------------------------------------------------------------M----------------------VI--VDT----------------------------------------------------------P-A-----------EV------RE-LHAWLR--REPELRG-GVRL--L--ES----------P---P-P--T-G---------A--------L-------G-P-V-AEAVQVL---AG--APVA---A---VAGVV----IAWLRY-R-T--S----D--VK------ITV-K---R-P-D--G-TEVQISAT---RI--------KTLNAEQT-RA------V-----T---------------------------------------A--------------------Q--------------------I-E-----------------------T-----------------A----------------------------------------------------LN--N-----------------------E-R----S-----L--P-VP------------------E-------E---S----------------------------------AGG--------------------------------------------------------------------------------------------------------------------------
WP_051860348.1 ----MSEPH----SDTAPDAA-EV---------------P------------------------------------------------------------------------------------------------------F---------------A------CA--VTV-------------S----------E---------------------------------P-A-----------SV------GP-LFRRLS--TIPDAT---VNR--H--RS----------G---P-E--D-G---------K--------L-------G---V-AETLHLL-VPSA--AVLT---V---VIRSL----PAFIRS-R-R--S----S--VS------VTI-T---R-G-D----RSVTFDGK---NL--P-NP--EKAVEITD-RL------L--G--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052281097.1 -----------------------------MNCMPE-----------------------------------------------------------------------------------------------------------S---------------K------GQ--LTI---------R---T-N--------G----------------G----------------A-D-----------EL------VQ-LLQWFN--GEDELRG-RVRL--P--QN----------Q---I-R--P-G---------E--------M-------G-N-I-YDVLVVA-VGAG--GIAP---A---LASSL----TTWLSN-R-R--S----D--IT------VTL-R---R-D-D--N-TEITVDAK---RV----RT--PEIAEALR-RM------L-----E---------------------------------------P------P-------------S----------------------N-----------------------L-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063006011.1 -----------------------------MDDMPE-----------------------------------------------------------------------------------------------------------P---------------K------DQ--LTI---------R---T-S--------G----------------S----------------A-D-----------DL------FG-LLEWFN--DEDDLRG-RVEL--P--AN----------G---I-R--P-G---------Q--------M-------G-D-L-YDVLVVA-VGAT--GLAS---A---LARSL----TTWFTT-R-G--S----D--IS------VTL-E---L-G-D--D-TKLTLDGN---RI----NA--PEVLEALH-SV------L-----E---------------------------------------R------A-------------G----------------------K-----------------------S-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063038312.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------LT--IAV---------D---A-E--------R----------------A----------------D-------------EL------RS-LDRELV--DVEELRG-LVRR--Q--AA----------P---P-R--D-G---------E--------L-------G-T-L-DEVLIVA-LGQG--GAAG---A---LTTAL----VAWLRR-R-V--G----S--VT------VRL-T---R-S-D--S-SVLEVNAQ---HV--------RNLSADKL-ME------L-----T---------------------------------------A--------------------R--------------------L-Q-----------------------T-----------------E----------------------------------------------------LD--S-------------------G---R-G----T--DR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079277600.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------G------IS--V-----------------E--------D------------AA--T----------------D-T-----------GV------HD-LRRRLA--GEPELRG-RIRT--D--G--------SG-----PLP--A-G---------A--------M-------G-L-A-TDALLAV-LEPG--GVVT---T---FAAGL----VTWLAA-R-R--T----E--CT------VTV-T---R-P-D--G-TQITLTAT---RI--------RNLTAQQR-AE------F-----V---------------------------------------R--------------------E--------------------I-T-----------------------A-----------------A----------------------------------------------------LD--E-------------------S---G-P----E--------R---------------------E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083971536.1 ----MDADHHSQKTAASGNAH-PDD---------------------------------------------------------------------------------------------------------------------L-----V---------E------LE--VEV-------------S----------D---------------------------------P-------------AL-L----SS-LARWLG--RSPDTR---VRR--V--AV----------P---P-G--A-G---------E--------L-------G---A-ADIVIAV-VSSS---ALA---A---LVQVI----PEFIRS-K-R--S----P--VV------VKL-----R-H-K--G-RTIEVSAD---NA--------TDAATMLD-KL------------T---------------------------------------G--------------------Q-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104820595.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AR--LSI---------R---V-D--------G----------------G--------C-------G-D-----------DL------RS-LRQWLT--EEEALRG-RLEL--E--RV----------R---P-A--P-G---------T--------L-------G-T-V-TETLTVL-LGPG--GVAT---A---VASVL----ISWIRR-R-R--G----T--VT------LKV-T---R-P-D--G-TATELSAT---HV--------GGLDAAQV-RQ------L-----S---------------------------------------L--------------------D--------------------L-S-----------------------D-----------------S----------------------------------------------------FT--R-------------------D---D-D----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_016572868.1 ------------------------------------------------------------------------------------------------------------------------------------------------------MTDGVP--E------LW--LRL---------P---G---------------------------A----------------A-D-----------QL------PS-LMDWLR--HEDGLRG-RVRA--V--HS----------P---P-A--P-G---------E--------M-------G-G-A-LDVLAVA-VGSG--GVGA---V---LANCL----ATWIAQ-R-R--S----D--VR------ITL-S---T-R-D--G-RTLEVDAK---GV----DP--RALVRDIE-RL------L-----D---------------------------------------D------P------------------------------------G-----------------------A-----------------G-ADR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_039795335.1 ------------------------------------------M-RDA--E--LQ----------------------------------------------------------------------------------------L---------------S------IA--G-------------------D------D----------------V----------------E-R-----------RL------RV-LHDWLH--REDELRG-RVAL--R--NR----------P---I-Q--D-G---------Q--------M-------G-G-V-LDVIAVT-LSGG--GAGT---V---LIRSL----SNYLIQ-S-R--A----D--LK------ITV-T---G-G-N--Q-REVTVDAR---RI--K-DP--EALIRQVD-SL------L------------------------------------------------------------------E----------------------P-----------------------D-----------------A-----AD-P------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_048818821.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--LRL---------L---T-D-S-V--T-D--------Q-A-GH--A----------P-SAT-D-D-----------DL------FL-LRRGLV--AEPELRG-RVHP--V--PR----------A---P-E--K-G---------Q--------M-------G-S-G-IELLAIA-IGSS--GAVS---A---LVRSL----PALLKA-R-R--A----A--AT------AEL-T---L-P-D--G-RSVKITAD---SA--------DDARTLLD-AA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051661885.1 ------------------------------------------------------------------------------------------------------------------------------------------------------MTDGVP--E------LW--LRL---------P---G---------------------------A----------------A-D-----------QL------PS-LMDWLR--HEDGLRG-QVRA--V--HS----------P---P-A--P-G---------E--------M-------G-G-A-LDVLAVA-VGSG--GVGA---V---LANCL----ATWIAQ-R-R--S----D--VR------ITL-S---T-R-D--G-CTLEVDAK---GV----DP--RALVRDIE-RL------L-----D---------------------------------------D------P------------------------------------G-----------------------A-----------------G-ADR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051711433.1 -----------------------------------------------------------------M----------------------------------------------------------------------------V---------------E------SW--LAV---------E---A-G-------------------------G----------------P-D-----------AV------LD-LRDWLA--DEPVLRG-RVRV--T--AT----------T---P-H--Q-G---------E--------L-------G-S-W-SDTLVVA-LGAG--GALT---T---LAASL----KVYLSQ-P-R-TS----T--VR------LKT-V---K-P-D--G-TRTEVTAE---NV----AR--SDVETVLR-AA------L-----H---------------------------------------T------D-------------P----------------------R-----------------------T-----------------D---------------------------------GVAD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051715268.1 -----------------------------MT-MPE-----------------------------------------------------------------------------------------------------------H---------------Q------GQ--LTI---------S---T-E--------G----------------S----------------A-D-----------DL------FE-LLEWLN--DHDELRG-LVKL--P--RQ----------Q---I-R--P-G---------E--------M-------G-G-L-SEVLVVA-LGGG--GVAT---A---LISSL----TSWFTV-R-R--S----E--IS------VTV-K---S-G-A--G-SEITLDAK---RV----ML--PEVTASLK-TL------M-----E---------------------------------------A------L-------------D----------------------K-----------------------E-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062924605.1 -------------------------------------------------------M----QG------------TGA-----------------------------------------------------------------T---------------N------VQ--IRL---------D---S---A------T----------------E----------------L-D-----------DR------LA-LIGWLR--GERGLQG-RVHV--L--PA----------A---P-A--E-N---------D--------L-------G-A-G-LDLLTVS-LGSS--GIAT---V---LAGSL----ATWLQN-R-R--T----PTKIR------ISI-T---W-A----D-RTLELETG---DA--A-EA--EALIQRF----------L----TD---------------------------------------D------T-------------D----------------------G-----------------------V--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089513739.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LR--IGL---------R---T-T---G----E--------T---AD--A----------------T-P-----------DT-P-L--ER-LRQWLR--NEPELRG-RITP--L--RS----------T---P-G--P-E---------Q--------M-S-----G-G-V-VDALVLA-VGSG--TVG----V---LARSL----PIWLKQ-Q-R--S----Q--VE------IEI-T---G-A-N--G-ETVRVKAD---NI--------QDAESLIR-RA------L--G--Q---------------------------------------P------P-------------A----------------------S-----------------------D--------------------------D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091453106.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AL--LTV-----------------E------D----------------E----------------TGD-----------AV------GS-LLAWLK--LEDALRG-RVRL--R--QA----------A---P-A--P-G---------Q--------M-------G-A-I-SDTVTVA-VGGG--GAVT---V---LISSI----TTWLRN-R-R--S----D--VT------INL-T---I-G----K-RKLIIDTK---RV--KADP--DSVRLLID-TA------T-----E---------------------------------------A------L-------------R----------------------Q-----------------------ED----------------P-----DA-T------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107256709.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-------TVDDPA--D------LR--VTV---------D---G---------------------------S----------------L-D-----------EV------LS-LQRWLG--EQDDFAG-RTRL--L--RP----------D---P-G--P-G---------Q--------M-------G-A-V-LDTITIA-AGGG--GAVT---A---LLGTM----SVWMRH-R-G--A----K--IT------ATV-K---K-G-N----RSVTINAD---RV--------RAADIAQL-KE------M-----V---------------------------------------A--------------------E--------------------F-S-----------------------R-----------------T----------------------------------------------------LD----------------------------E----S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107267269.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-------TVDDPA--D------LR--VTV---------D---G---------------------------S----------------L-D-----------EV------LS-LQRWLG--EQDDFAG-RTRL--L--RP----------D---P-G--P-G---------Q--------M-------G-A-V-LDTITIA-AGGG--GAVT---A---LLGTM----SVWMRH-R-G--A----K--IT------ATV-K---K-G-N----RSVTINAD---RV--------RAADIAQL-RE------M-----V---------------------------------------A--------------------E--------------------F-S-----------------------R-----------------T----------------------------------------------------LD----------------------------E----S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
GAT71384.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------IV--VNA---------E---T----------G----------------S----------------R-D-----------HL------RE-LYAWLQ--EETDLRG-RVVM--E--ER----------P---P-D--P-G---------A--------M-------G-P-S-PEALQVL-LDAG--GTLC---S---TAATV----IAWLRT-R-T--G----E--VS------VRL-A---D-G----D-REIEVGAS---GL--------RNLEHTQV-DE------I-----T---------------------------------------E--------------------Q--------------------V-V-----------------------Q-----------------T----------------------------------------------------FQ--K-------------------A-----G----S---------------------------------------------------------------------------------------RG-----------------------------------------------------------------------------------------------------------------
OIK08128.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E----------------------D---A-D-A------E--------R-------A----------------S-T-----------YL------RS-LADWLR--YEEDLRG-KTQL--E--HG----------E---I-T--P-G---------Q--------M-------G-G-L-PEALVAT-LSTG--GAAT---V---LARAV----VEWVRQ-R-K--S----D--VT------VKA-V---K-P-D--G-ETFEIDLR---RV--T-AP--EALVAELC-KF------L-----S---------------------------------------P------E-------------Q----------------------S-----------------------G-----------------P--------------------------------------------------------D-----------------------P-D----E--------T---------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OKK04987.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MS--V-----------------E--------D------------AA--T----------------D-T-----------GV------HD-LRRRLA--GEPELRG-RIRT--D--G--------SG-----PLP--A-G---------A--------M-------G-L-A-TDALLAV-LEPG--GVVT---T---FAAGL----VTWLAA-R-R--T----E--CT------VTV-T---R-P-D--G-TQITLTAT---RI--------RNLTAQQR-AE------F-----V---------------------------------------R--------------------E--------------------I-T-----------------------A-----------------A----------------------------------------------------LD--E-------------------S---G-P----E--------R---------------------E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OLB75938.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LR----I---------S---V-S--------S----------------D-------------PGTD-S-----------QL------RS-LVDWLD--HEPELRG-RVRA--L--AR----------P---P-A--G-N---------E--------L-------G-A-T-TDAVQVA-LGAG--GAIA---V---LASSL----RVWFAQ-P-R-RS----D--VR------LKI-R---G-S-S--G-RTIEVDAK---RV--------SNVEALIR-EV------L-----N---------------------------------------A------D-------------A----------------------G-----------------------P-----------------G---------------------------------DEPS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OLE22806.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AE--IRV---------S---S---GSQGSDVD----------------E----------------V-G-----------EL------AA-LLEWLR--GERGLVG-ATRE--V--QV----------P---P-G--P-G---------E--------L-------G-G-A-VEALVVT-LGAG--GAAG---T---LARSL----FGWLRT-R-R--P----N--LK------ITV-T---T-D----R-NSVTVEAS---QVRDA-DV--LPMLREV----------L-----E---------------------------------------P------R-------------D----------------------G-----------------------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SCF09290.1 ----------------------------------------------------MT---E----------------------------------------------------------------------------------------------------I------IT--LSV---------Y---P-D-S------S----------------S----------------A-D-----------AR------RS-LASWLR--ADARLRE-AVTT--T--PT-------------------D-G---------T--------S-------T-D-D-ADVLRLA-VGGA--GAAM---V---LVQAV----ADWLSN-R-R--E----D--VT------VQL-S---R-P----G-WSAELDVH---QA--R-DM--GQVTALVE-TT------V-----R---------------------------------------A------V-------------T----------------------P-----------------------E-----------------E---------------------G----RLP---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015656507.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------VT--LRL---------I--------------D--------E-T-GA--E-------------TT-G-A-----------DF------VA-IRKQLT--QRPELRG-YVDV--V--RG----------E---A-E--N-G---------E--------M-------G-S-G-LELLLVG-IGSG--GALT---A---LITTL----PALLTA-R-R--S----P--TS------VEI-T---L-A-D--G-RSAKVTAD---SA--------EDARALLE-EA------L-----R---------------------------------------D--------------------H----------------------L-----------------------N-----------------P-PQP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018348269.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--LAV---------Q---A-E--------R----------------E----------------A-D-----------DL------HS-LREWLV--AEDLLRG-RVRA--V--RP----------I---P-D--P-G---------T--------L-------G-S-V-VETLAVM-LGPG--GVAT---A---IASVL----ITWLRR-R-T--G----N--VK------VQV-T---A-P-D--G-SSMELSAT---NV--------RNVDAATL-EK------L-----T---------------------------------------N--------------------Q--------------------L-S-----------------------A-----------------S----------------------------------------------------LG--N-------------------E---R-Q----A--------L---------------------E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051158321.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MF--ITA---------E---E--------------------------------------------A-E-----------EL------RD-LGDYLS--DTEELHG-CVRS--R--SR----------P---P-G--Q-E---------E--------M-------G-P-V-LDALEIV-VGPA--GVTA---A---TATAI----VAWLRS-R-R--T----N--VR------ITV-K---G-A-D--E-RSVDLNAH---GV--------TALDATGL-QE------L-----T---------------------------------------T--------------------T--------------------L-L-----------------------D-----------------T----------------------------------------------------LD----------------------------P----E------------------------------Q-------R---P-------------------R---L----------GE---------------------------------------------------------------------------------------------------------------------------
WP_051274390.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VT--ITV---------Q---G-D--------G----------------A----------------T-D-----------QL------RA-LDQELS--DVDELRG-RVRP--V--AG----------R---P-R--P-G---------E--------L-------G-V-L-DSALVVA-VGQG--GAIT---V---MVAAL----VAWLRR-R-V--G----T--LS------VTL-T---V-G-E--N-S-LEVTSE---NV--------RGLTAEQV-RS------L-----V---------------------------------------T--------------------E--------------------L-R-----------------------E-----------------S----------------------------------------------------LT--E-------------------S---A-G----G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051951601.1 ------------------------------------------------------------------------------------------------------------------------------------------------------MTGETG--D------LR--IEV---------G---G---------------------------G----------------A-D-----------DL------RS-LYHWLR--DEESLRG-RVRG--E--SP----------L---P-G--E-A---------E--------M-------GAG-L-LDVLVVA-AGSG--GVGA---V---LAGAL----STWIAQ-R-R--S----D--VE------ITI-T---A-Q-D--G-STVEVKGA---RV----DA--HVLMRDVE-RL------L-----E---------------------------------------R------G-------------E----------------------R-----------------------E-----------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075138181.1 ----MPEPL----PDQG--AA-RV---------------P------------------------------------------------------------------------------------------------------Y---------------A------CT--VTV-------------S----------E---------------------------------L-A-----------DV------GP-LFRRLT--TIPEAT---VTR--Q--HA----------R---P-E--D-D---------E--------L-------G---G-AEVLQLL-VPSA--AVLS---L---VIRTL----PAFIRS-R-R--S----S--VT------VTI-T---R-G-D----RSVTVDGT---NL--P-DP--EEVLEITQ-RL------I--G--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093405879.1 --------------------------------------------------------------------MNDM----------------------------------------------------------------------A---------------L------IK--MSL---------L---D----------G----------------R----------------P-G-----------DV------YS-LFSWLQ--RTDELRG-RVQT--L--PR----------Q---P-G--P-H---------E--------M-------G-G-A-VEIISVA-LSSG--GAAA---V---LAGAL----NTWLQS-R-R--A----R--IS------VEF-VAAET-G-ET-L-QRVEVEAS---NA--------ASVKELY--DT------L-----T---------------------------------------S------D-------------R----------------------K-----------------------V-----------------S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093598336.1 ----------------------------------------------------------------------------------------------------------------------------------------------M----------------------VT--ISV---------G---A-D--------D----------------A----------------G-A-----------EV------RS-LDQELV--GVDELRG-AVRL--V--VA----------E---P-G--A-G---------E--------L-------G-A-I-DSTLVVA-LGQG--GAVT---A---LVSVL----VAWLRR-R-V--G----N--VS------VKL-T---K-K-D--D-TVIEVTAE---HV--------RRLTGDQL-MA------F-----V---------------------------------------K--------------------E--------------------L-N-----------------------A-----------------S----------------------------------------------------LD--E-------------------G---E-E----K----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106243198.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------M--D------LQ--VVV---------E---G---A------E----------------A----------------E-T-----------HA------VG-LFNWLG--SEDELRG-RVRP--Q--RR----------A---P-K--P-G---------E--------M-------G-S-A-VELLTVA-VGSG--GAVA---V---LIQSV----CTWLTS-R-G--A----D--VK------VTV-T---T-A-D--G-RRVEVDVR---RA--A-DP--AAVLREVA-EQ------F-----P---------------------------------------A------A-------------V----------------------E-----------------------R-----------------H-GES----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KIA61331.1 --------------------------------MPE-----------------------------------------------------------------------------------------------------------S---------------K------GQ--LTI---------R---T-N--------G----------------G----------------A-D-----------EL------VQ-LLQWFN--GEDELRG-RVRL--P--QN----------Q---I-R--P-G---------E--------M-------G-N-I-YDVLVVA-VGAG--GIAP---A---LASSL----TTWLSN-R-R--S----D--IT------VTL-R---R-D-D--N-TEITVDAK---RV----RT--PEIAEALR-RM------L-----E---------------------------------------P------P-------------S----------------------N-----------------------L-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017982730.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--LTV---------T---A-E--------R----------------A----------------G-D-----------EA------RS-LREWLL--GQDELRG-RVRL--V--ES----------P---P-E--P-G---------R--------L-------G-S-V-VETLAVA-LGPG--GVAT---A---AATVV----IAWLRR-R-T--S----D--VT------ITV-N---K-P-D----SDFELSAT---NV--------KGVDAGEL-AE------L-----T---------------------------------------R--------------------R--------------------V-S-----------------------A-----------------E----------------------------------------------------LD--G-------------------G---D-E----T--------A---------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_023560335.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------VF--LTA---------S---GDD--------D----------------Q----------------V-R-----------SI------DE-VQDWLD--HEPDLQG-RISR--T--PA----------K---P-R--P-G---------E--------L-------G-A-G-WDTLTVA-VGAG--GALS---V---LGASL----KVFFAQ-P-R-RT----D--LK------LTV-R---A-A-D--G-RSVVLDAK---RV----KE--ADVVTVLR-ET------L--G--G---------------------------------------A------T-S-----------D----------------------G-----------------------N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_025348143.1 --------------------------------MPE-----------------------------------------------------------------------------------------------------------L---------------L------GQ--LTI---------H---AEE--------G----------------D----------------I-D-----------EL------FG-LVDWFD--DDDELRG-RVRR--L--ST----------P---I-R--P-G---------E--------M-------G-G-V-TDVLVVA-LGTG--GIAS---V---LAQSL----TAWFTH-R-R--S----D--IT------LTL-S---A-G-E----TQVTVDAK---RV----KT--PEVAQALQ-AL------L-----E---------------------------------------Q------A-------------N----------------------K-----------------------S-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040694361.1 --------------------------------MPN-----------------------------------------------------------------------------------------------------------S---------------N------GQ--LWI---------R---T-S--------G----------------N----------------P-E-----------NL------VQ-LLDWFR--HDDALRG-RISP--Q--AA----------Q---I-R--S-D---------E--------M-------G-G-L-TDVLVLA-ASSG--GIGV---A---LVRSL----TVWLTH-R-R--T----D--IT------VTV-T---R-A-N--G-DKIELDAK---RV----DS--TEVLQQVQ-RL------I-----D---------------------------------------P------P-------------D----------------------V-----------------------A-----------------S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042254254.1 --------------------------------MTN-----------------------------------------------------------------------------------------------------------H---------------Y------QR--LLI---------T---S-D--------G----------------E----------------P-D-----------DL------LQ-LLDWFR--NDDALRG-RVQP--E--AP----------E---F-R--D-N---------Q--------M-------G-G-L-YDVLAVA-VGVG--GVAP---A---LASSL----STWLTH-R-R--S----D--IT------LKL-T---R-A-D--G-TEIELDAR---RV----SS--SDAVEELR-KL------L-----D---------------------------------------T------P-------------D----------------------D-----------------------P-----------------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050593059.1 ---------------------------------------------------------------------------------------------------MG---W-------------------------------------V---------------R------VA--SGT---------------G--------V----------------G---------------------------------------A-LGDWLR--AEPELRG-RVGR--E--VS----------P---P-D--S-G---------S--------L-------G-A-V-TEVLVVA-VGSG--GVAS---V---LASAL----VSWVRR-R-P--G----S--AE------VTV-T---L-A-D--G-RSIAVRTV---DV--------HGLDADAV-AG------L-----V---------------------------------------R--------------------Q--------------------V-S-----------------------V-----------------A----------------------------------------------------IA--E-------------------G---A-A-------------------------------------------G---D----E----------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051740136.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T---G-G--------E----------------T----------------V-A-----------EA------ES-LTDWLR--GEPGLP--RVTL--T--GR----------A---P-A--P-G---------E--------M-------G-S-V-LDAVTVA-LGAG--GALS---V---LASSL----RVWFAQ-P-R-RS----D--VR------LKI-R---R-A-D--G-GTLELDAK---RV----RA--GDLEDLLR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------RAPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051754873.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T---G-G--------E----------------T----------------V-A-----------EA------ES-LTDWLR--GEPGLT--RVTL--T--GR----------A---P-A--P-G---------E--------M-------G-S-V-LDAVTVA-LGAG--GALS---V---LASSL----RVWFAQ-P-R-RS----D--VR------LKI-R---R-A-D--G-GTLELDAK---RV----RA--GDLEDLLR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------RTPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051797235.1 ----------------------------------------------------MS---H----------------------------------------------------------------------------------------------------P------VT--IAV---------T---S-D------------------------------------------D-D-----------DR------RD-LHRWLR--REPELRG-RVRE--Q--PG----------S---P-R--P-G---------T--------M-------G-T-G-VELLLVA-LGSG--GAIA---V---LIQSV----AGWLNA-R-R--P----D--VT------VRI-E---V-T-D--R-WSVELDVA---RA--R-DE--RQVAALIE-SV------L-----A---------------------------------------R------L-------------D----------------------D-----------------------P-----------------P---------------------A--P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_058228238.1 --------------------------------MTN-----------------------------------------------------------------------------------------------------------Q---------------S------GD--API---------Q---I-S--------G----------------N----------------P-T-----------DL------IQ-LMEWFR--HDNALRG-RIQL--Q--AP----------P---A-Q--D-G---------Q--------M-------G-G-L-ADVLLVA-VGSG--GIGT---A---LVASL----KAWFAN-R-N--S----D--VN------LKV-T---L-P-T--G-AVISVEGK---RV----KQ--DEIFSNMQ-TM------I-----D---------------------------------------S------L-------------D----------------------T-----------------------T-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067487973.1 -------------------------------------------------------------------------MMGAG--MD------------------------------------------------------------I---------------R------VV--VAV---------S---D-E--------S----------------V----------------M-A-----------ST------ES-LIAWLH--QEPELRG-RVQT--L--VK----------E---P-E--A-G---------D--------M-------G-T-V-LDVATVA-LGAG--GALS---V---LAMSL----RTWFAQ-P-R-RS----D--AR------IEI-R---H-P-D--G-RSVVVDAK---RV--------DNVEALLE-AL------L-----D---------------------------------------T------D-------------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067690701.1 --------------------------------MSE-----------------------------------------------------------------------------------------------------------P---------------H------GQ--YTI---------R---T-S--------G----------------G----------------P-D-----------EL------LQ-LLDWFR--HDDALRG-RIGP--S--PA----------R---I-R--D-G---------Q--------M-------G-D-L-YDVLVIA-VGAG--GLAP---A---LTRSL----TAWLTH-R-R--S----D--VT------VTV-Q---R-P-D--G-TAVTFDGK---RI----KT--PEALRELG-NL------F-----E---------------------------------------G------P-------------D------------------PLP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073802404.1 -----------MGSTDAVHGT-DA---------------L------------------------------------------------------------------------------------------------------H---------------E------IV--VTV-------------S----------E---------------------------------P-A-----------GV------GP-LSRRLG--AIPGAD---VTR--K--RS----------R---P-G--A-G---------E--------L-------G---A-AEVIQLL-VPSS--AVLA---V---AIRTL----PAFIRS-R-R--S----S--VT------VKL-T---R-E-G----RTVTISGG---NL--D-DP--RQVLEIVE-RL------L--G--D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079178867.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------A---T-A--------F----------------I---------SVLSPDPV-R-----------HA------ES-LTDWLR--GEPALTG-RVRP--V--GG----------A---P-V--E-G---------H--------L-------G-V-P-LDTVSVL-LGAG--GPLT---V---LASCL----RAWITQ-P-R-RS----D--VK------LSI-R---R-E-H--G-PAIEIDAR---RV----DG--EDLARLLR-QA------L--D--E---------------------------------------H------Q-------------D----------------------P-----------------------R-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099127615.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----A---------E------LR--LSV---------E---G---------------------------S----------------A-Q-----------DS------EE-LWDWLR--REPSLRG-RISR--V--DS----------E---V-Q--D-S---------T--------M-------G-T-L-MEVAVEA-SVAG--GVSA---VAGYVGQSL----SVWFSQ-R-R--N-RS-A--VT------VTL---------D--G--RRQVTVE---GL----AG--DDAERILR-SL------V-----Q---------------------------------------E--------------------G----------------------T-----------------------Q-----------------E---------------------G------------------------------TQ--E-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AOR36787.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRRWLA--GQPGLRG-RVGR--D--TG-------SA-----P-P--P-G---------T--------M-------G-A-G-TDVILAL-LAPG--GVAT---V---LAGAV----VAWLQA-R-K--G----S--QT------VTI-T---R-P-D--G-TQITVSST---QV--------KPLDGQQA-GE------L-----A---------------------------------------R--------------------Q--------------------L-A-----------------------A-----------------A----------------------------------------------------LE--A-------------------D---A-P----T--------P---------------------G-------P---G-----------------------P------------G-AC-------------------------DD--HP-AS-------------------------------------------------------------------------------------
APE36223.1 --------------------------------MTD-----------------------------------------------------------------------------------------------------------L---------------N------GQ--LTI---------R---T-S--------G----------------D----------------S-D-----------EL------FR-LLEWFR--NDDALRG-RVSL--P--TP----------Q---I-R--E-G---------Q--------M-------G-D-V-YDVLTVA-GGAG--GFGT---A---LAMSL----NAWLKT-R-R--S----Q--VK------ITL-K---R-N-G----IELELDAA---II----KA--PELVREIH-KL------L-----G---------------------------------------E------A-------------D----------------------T-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EFF88992.1 -----------------------------MQATGRT----------------------------------------------------------------------------------------------------------M---------------R------AY--IRL---------T---G-E--------T----------------A----------------P-A-----------EL------TG-LTDWLS--REDAFRG-RTAV--E--RP----------D---T-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-TSAKVSLR---NV----SE--AEVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EHR51770.1 ---------------------------------------------------------MQESVS----------------------------------------------------------------------------------------------------------LAL---------D---V-A--------D----------------A----------------P-D-----------GL------AD-LGQWLR--QEPELRG-LVQR--V--RK----------P---P-E--P-G---------E--------M-------G-S-L-TEVLVAV-GGGG--GVLV---V---LAESL----KAWLNR-P-R-HE----G--VE------LRLRT---G-R-R--G-RTISITAR---DA--------DEVEVILR-RL------L-----E---------------------------------------P------G-------------G----------------------N-----------------------G-----------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOV61478.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------L---I-D-D-L--T-D--------E-A-GN--A----------S-GAT-E-D-----------DL------AL-LRRGLV--AEPELRG-RVAL--V--NK----------A---P-G--K-G---------Q--------M-------G-S-G-IELLTIA-IGSS--GAVT---A---LIRSL----PTLLKA-W-R--A----A--AT------VEL-T---L-P-D--G-RNVKVTAD---SA--------DDAQTLLD-TA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015801011.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-ACA-----------T------AT--LRT---------D---G---------------------------A----------------T-E-----------DV------RA-LARWLR--DGDGLRG-RVSL--A--DG----------Q---A-A--P-G--GAGQ---D----------------G-A-A-QDAALVV-LTSA--TAPA-------LVRWL----FDWLKH-C-R--T-AR-Q--VS------LTV-R---G-A-D--G-REVELTCG---ST--T-DA--ARVLASTR-AV------L-----A---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_036514812.1 --------------------------------MSE-----------------------------------------------------------------------------------------------------------P---------------D------GQ--LMI---------R---T-S--------G----------------G----------------P-D-----------EL------FR-LLDWFR--HDDELRG-RVSP--L--SP----------G---V-R--D-G---------R--------M-------G-D-L-YDVLVVA-VGAG--GLAP---A---LTRSL----SAWLTH-R-R--A----D--IT------ITV-K---R-S-N--G-AEITLDAN---RV----KS--AEVLAQVR-DL------L-----D---------------------------------------E------V-------------D------------------N-P----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_038508877.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------EQ--A------AE--ITI-------------------L----D----------------G------------VRL-D-A-----------ER------RF-LHDWFR--TAPGFRG-AVRT--P--AP----------P---P-E--S-G---------K--------L-------G-G-V-SDVLVVV-FGAG--GTAT---L---LVKHM----ADWLVA-R-R--P----K--VH------IKV-T---G-P-D--G-RTVEVETE---NL----TG--DQLSDVVS-KV------V-----H---------------------------------------P--------------------E----------------------D-----------------------K-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051751806.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VL--VR-------------------------A----------------E----------------A-D-----------QL------RD-LHSWLI--EEPEFRG-HVRI--L--ER----------D---R-A--P-H---------E--------L-------G-P-T-TDLLQVA-LGSG--GAVA---A---LAGIV----VAWLNS-R-P--G----E--VS------IRI-S---R-G----D-QEVEVTAK---GV--------KSLTPEGV-RA------L-----T---------------------------------------G--------------------Q--------------------I-S-----------------------E-----------------A----------------------------------------------------VA--D-------------------R-----P----S---------------------------------------------------------------------------------------DGA----------------------------------------------------------------------------------------------------------------
WP_052407300.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--ISV---------R---G-T--------G----------------T----------------T-D-----------CL------RS-LRGWLV--ETGELRG-PLHL--G--HR-------PC-G-----A--S-G---P-----A----------------G---V-VDVLVVA-TDTE--GATS---V---LASAV----LSWLRH-R-E--T----G--VD------LSL-A---T-A-D--G-ATVELRAD---RV--------RALDEDGV-RA------------E---------------------------------------S------A-------------R--------------------L-A-----------------------R-----------------Q----------------------------------------------------LA--------------------------P-S----V--------H-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053745314.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------L---I-D-D-L--T-D--------E-A-GN--A----------S-GAT-E-D-----------DL------AL-LRRGLV--AEPELRG-RVAL--V--NK----------A---P-G--K-G---------Q--------M-------G-S-G-IELLTIA-IGSS--GAVT---A---LIRSL----PTLLKA-W-R--A----A--AT------VEL-T---L-P-D--G-RNVKVTAD---SA--------DDAQTLLD-TA------L-----R---------------------------------------D--------------------H----------------------R-----------------------Q-----------------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086819105.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--ISV---------R---G-T--------G----------------T----------------T-D-----------CL------RS-LRGWLV--ETGELLG-PLHL--G--HR-------PR-A-----A--S-G---P-----E----------------G---V-VDVLVVA-TGTE--RESA---V---LASAV----LAWLRH-R-E--T----G--VD------LRL-A---T-A-E--G-STVELPAE---RV--------RAMDEDGV-RA------------E---------------------------------------S------A-------------R--------------------L-A-----------------------R-----------------A----------------------------------------------------LA--------------------------P-A----V--------H-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091399541.1 -------------------------------------------------------MPE----------------------------------------------------------------------------------------------------M------IT--LSV---------H---P-D-L------P----------------S----------------A-D-----------AR------RS-LASWLR--AEDRLRE-GVTT--T--ST-------------------D-G---------T--------S-------A-D-T-TDVLLVA-ASDA--GTAM---V---LVQAI----AGWLTH-R-R--D----D--VT------VRL-T---R-P-D--G-WSAEVDVH---RA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------T----------------------P-----------------------A-----------------Q---------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_096492710.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-PSA-----------T------AT--LRT---------D---G---------------------------A----------------T-E-----------DV------RA-LARWLR--DGDGLRG-RVSL--A--GA----------Q---A-A--P-G--GAGQ---E----------------G-A-A-QDAALVV-LTSA--TAPA-------LVRWL----FDWLKH-C-R--T-AR-Q--VS------LTV-R---G-A-D--G-REVELTCG---ST--T-DA--ARVLASTR-AV------L-----A---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098083203.1 --------------------------------MPE-----------------------------------------------------------------------------------------------------------H---------------E------DQ--LII---------R---T-D--------G----------------S----------------A-D-----------EL------FG-LLEWFN--DDDELRG-RVSM--P--TT----------P---I-R--P-G---------Q--------M-------G-D-L-AEVLVVA-LGVQ--GIVS---A---LIQSL----TTWFTH-R-R--S----D--IA------VTL-T---L-D-H----TELTLDAK---RV----KT--PEITQALQ-TL------L-----D---------------------------------------Q------A-------------N----------------------K-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014182282.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VR--LTL------------------------Q--------T---LH--A----------------D-E-----------SL-P-LT-ED-LLRWLK--DEPELRG-RVTV--A--SA----------A---P-E--P-G---------Q--------M-S-----G-G-V-LQTILVS-LGSA--GVG----A---LARSL----PIWLRL-Q-R--S----K--VE------IEV-T---R-A-D--G-RSVRVSTD---NR--------KDVDSLIH-DV------L--G--V---------------------------------------G------L-------------D----------------------R-----------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040712577.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MQ--LLI---------R---G---V------G----------------G----------------V-D-----------GV------VE-LLQTMR--FEDALRG-HVRQ--R--PT---M----------V-R--P-D---------E--------M-------G-G-V-SDALVLT-VGSG--GAVGIA-A-A-LVRSL----NVWFTH-R-R--S----A--MK------LTL-T---A-A-D--G-TSVTIEAG---RV----DT--PEVLQEIQ-KL------L-----E---------------------------------------A------A-------------R----------------------S-----------------------E-----------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050375602.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VG--IRV---------S---G---G------D----------------E----------------I-A-----------EL------AA-LWDWLR--GERDLRG-LVDA--V--RR----------P---S-A--E-G---------E--------L-------G-G-A-FDMLTVA-LGSG--GAVA---V---LARSL----TSWLSS-R-R--P----D--VT------LTV-T---G-V----T-GRVQLDAR---HVKDT-DV--LPLIQEV----------L-----R---------------------------------------G------R-------------D----------------------D-----------------------T-----------------------PT---S---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051653552.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AR--IGV---------V---G---G-----------------------D----------------G-D-----------EL------SS-LYTWLV--DEDGLRG-RVRV--E--RR----------P---I-G--A-T---------E--------L-------G-A-A-VDLLSVA-LGAG--GAGS---V---LGTAL----VTWLRS-R-R--T----S--AR------ITV-E---V-G----E-RSVTLEID---SL--R-DT--RALLEQV----------L-----R---------------------------------------Q------G-------------L----------------------D-----------------------E-----------------------GD-----GRDV----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051853232.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAV---------E---DPGTP------E----------------A----------------E-A-----------HM------IA-LRDWLV--SEDALRG-RVRL--R--RQ----------P---P-L--A-G---------H--------M-------G-S-T-VELLTVA-LGSG--GVLA---V---LIQSV----CTWLTS-R-G--T----D--IK------ITV-S---T-E-D--G-RRIELDVR---RA--A-DP--QALLREVA-ER------F-----P---------------------------------------A------P-------------D----------------------E-----------------------R-----------------S-G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052371933.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------SW--LVV---------E---G-V--------D----------------A----------------V-A-----------GL------AS-LTDWLR--REGELRG-RVRL--I--RH----------P---P-E--Q-G---------Q--------M-------G-S-L-VDVLAVA-VGGG--GALT---A---LAGSL----SVWLRQ-P-R-RA----T--VR------IAV-A---T-P-D--G-TRVEITGE---NL----RTA-GEIEGLLR-GC------V-----H---------------------------------------H-PGDR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052478239.1 -------------------------------------------------------M------------FL------------------------------------------------------------------------V-AVD-----------N------AS--ITV---------D---G---T----D-------------------------------------D-----------DL------RS-LANWLR--DEDELRG-RVKL--E--SA----------P---I-E--E-E---------Q--------M-------G-P-V-LDAVVVI-LTSA---TAG---T---LIRSV----KDWLIA-N-R-NA----K-KVT------LKL-T---S-K-D--G-GKLELSCG---SA--D-EA--ETAMQAAR-KF------L-----G---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053164556.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAV---------E---GLGEP------G----------------I----------------E-A-----------HL------IA-LRDWLV--SEDALRG-RVRP--Q--RQ----------S---P-L--P-G---------H--------M-------G-S-A-MELLTVS-LGSG--GILA---V---LIQSV----CTWLTS-R-G--T----N--VK------ITI-S---A-E-D--G-RRIEVDVQ---RA--A-DP--QALLREVA-EQ------F-----P---------------------------------------E------P-------------G----------------------S-----------------------L-----------------P-R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061989687.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LT--IRI---------T---A-E--------D----------------A----------------V-A-----------EL------GS-LNDWLS--ADEQLRG-RIDV--L--AA----------A---G-E--P-G---------T--------L-A-----G-G-L-LEALAVA-LAPG--GVAT---V---VATVL----VTWIRH-R-T--G----S--VK------ITG-T---C-P----G--RLDVRSR---SH----TC--ANLDAAAV-RE------L-----T---------------------------------------A--------------------K--------------------I-A-----------------------D-----------------A----------------------------------------------------PE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091516393.1 ----------------------------------------------------------------------------------------------------------------------------------------------M--LG-----------S------VE--FRC-------------A-E-------------------------A----------------P-E-----------EL------RS-LEKWLT--PARELRG-RTRL--G--HA----------A---I-A--E-G---------E--------M-------G-G-A-LEVLTVG-LGSG--SALT---V---LIQSV----FSWLER-R-R--A-GS-T--IK------LKL-K---Q-P-D--G-READLEID---GA--Q-QP--DAIVERVF-DF------F-----G---------------------------------------E--------------------R----------------------R-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099854647.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------M------IT--LSV---------F---P-D-L------P----------------S----------------A-D-----------AR------RS-LTSWLR--AEDRLRD-GVTT--T--S-----------------------------------------S-------A-G-D-TEVLRVV-ADDA--GTVM---V---LVQAI----AGWLTH-R-R--D----D--VT------VQL-S---R-P-D--G-WSAELDVH---RA--R-DM--DEVTGLIE-AA------V-----R---------------------------------------A------V-------------S----------------------P-----------------------G-----------------Q---------------------G-AP-----PETR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040745697.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-TAG-----------T------IA--IRL---------D---Q---Q---ND-------------------------------------D-----------EL------RA-LARWLQ--DDEELQG-RVRL--R--EE----------P---I-R--E-G---------Q--------M-------G-G-V-LDSVVVV-LGSG---TAA---A---ATTSL----FDWLSR-K-R-EA----T-KIT------LTV-R---K-P-G--G-PEIELACG---ST--T-AA--REILGAVD-EF------L-----D---------------------------------------E--E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052069324.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------SV--LHV---------E---G-R-------------------------S----------------P-D-----------AL------TE-LRSWLS--DEDTLRG-RVQV--V--PP----------A---S-Q--P-G---------Q--------L-------G-S-W-ADTLVVA-VGAG--GALT---T---LARSL----TVFLGR-P-R-AT----A--VK------VTT-V---A-P-D--G-TRTEVTAD---HV----RK--SDVESLLR-IA------L-----H---------------------------------------D-------------------------------------------------------------------------------------Q---------------------------------ETAD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052423634.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VE--LRV---------V---A---DA-----D----------------P----------------T-G-----------EL------IS-LTKWLQ--SQRALRG-RVRP--V--RR----------P---P-G--P-E---------E--------L-------G-G-A-IELLGIA-LGSG--GAGV---V---LARAL----TTWLTN-R-H--S----D--VS------ITV-T---T-S----E-GTVQVEAK---RV--D-DA--LPLLREV----------L-----N---------------------------------------Q------G-------------R----------------------V-----------------------D-----------------------DD---G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_068904454.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNA---------E---T----------G----------------S----------------R-D-----------HL------RE-LYAWLQ--EETDLRG-RVVM--E--ER----------P---P-D--P-G---------A--------M-------G-P-S-PEALQVL-LDAG--GTLC---S---TAATV----IAWLRT-R-T--G----E--VS------VRL-A---D-G----D-REIEVGAS---GL--------RNLEHTQV-DE------I-----T---------------------------------------E--------------------Q--------------------V-V-----------------------Q-----------------T----------------------------------------------------FQ--K-------------------A-----G----S---------------------------------------------------------------------------------------RG-----------------------------------------------------------------------------------------------------------------
WP_069571866.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IR--IGA---------I---G-D--------E----------------G----------------V-G-----------EL------TA-LLQWLR--AERQLSG-LVQP--A--FR----------A---A-G--P-E---------E--------L-S-----G-G-V-LDAVIVA-VGSG--GFGV---V---LAQSL----TAWLKS-R-R--P----A--VK------FTI-T---S-P-E--G-VTEHLETA---EA--------EVAAPLIE-AM------V-----R---------------------------------------R------A-------------G--------------------S-G-----------------------R-----------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070025777.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------AR--IAI---------V---G---G-----------------------C----------------D-G-----------DL------PS-LYQWLT--GEDELRG-HVRV--A--RR----------P---M-R--E-T---------D--------L-------G-S-A-GDLLTVA-LSAG--GAGS---V---LSSAL----ITWLKT-R-R--T----S--AK------ITV-E---A-G----N-RSITLEID---TL--R-DA--TALLEQV----------L-----R---------------------------------------A------D-------------R----------------------D-----------------------D-----------------------AD------RSA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079273211.1 ---------------------------------------------------------------------------MD-----------------------------------------------------------------V---------------N------VE--LRL---------Q---S---S------K----------------T----------------V-D-----------DL------IG-LSEWLR--GERRLQG-RVQQ--V--RS----------N---P-E--P-G---------Q--------L-------G-G-A-FEVVSVA-LGSG--GIAT---V---LASSV----ATWLQS-R-R--S----DPKLR------ITI-T---R-A----D-RTLEIEAS---SA--D-EA--EELIKRF----------M-----D---------------------------------------G------A-------------R----------------------G-----------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093485252.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VR--IGA---------V---G-D--------E----------------G----------------V-L-----------EL------AA-LLQWLR--AERQLSG-LVQP--A--FR----------T---A-G--P-E---------D--------L-S-----G-G-V-LDVVSVA-VGSG--GVAV---A---LAQSL----TTWLKG-R-R--A----A--VK------FTI-T---L-P-G--G-ATCHLETA---ES--------AVAAPIIE-EM------L-----R---------------------------------------R------A-------------D--------------------S-G-----------------------R-----------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SFW52991.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-SSG-----------T------IE--VSV---------S---E---P------------------------------------------D-----------EL------RR-LGAWLR--DEEPLRG-RVKF--S--VR----------S---P-L--P-G---------Q--------M-------G-G-V-LESVVVI-ATSS---TAP---A---LCTAL----FGWLKH-R-R-DA----A-KVD------LKI-T---N-A-A--G-KELTLRCG---SA--D-DA--TELLESMR-DF------L-----G---------------------------------------E--GA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014445973.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T------LR--VEI---------F---A----------D---------------------------------P-D-----------TL------RA-VERELR--SDADLRGTRLSR--I--DA----------P---I-K--P-G---------E--------M-------G-F-V-PDALQWV-TDNN--TLLA---A---LAGAV----AGWLGR-Q-R--Q----P--TR------VRV-R---L-G-E----REIELESD---RV--K-DA--DATAEELL-RK------L-----R---------------------------------------D------D-------------D----------------------T-----------------------D-----------------V--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020509053.1 ------------------------------------------------------------------------------------------------------MDV-------------------------------------S---------------I------TT--GDA---------D---D-L----------------------------------------------------------------RA-LRAWLT--DEDALRG-RITA--R--ET----------P---A-K--P-D---------K--------L-------G-P-V-LEALVVA-VGPG--GAAV---A---LVTGI----VAWLRQ-Q-R--G----D--LT------LRV-E---R-P-D--G-SSFEIAAQ---RV--------KGLDMPAL-RA------E-----I---------------------------------------E--------------------R--------------------L-T-----------------------D-----------------Q----------------------------------------------------ID----------------------------P----P----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030125864.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LQ--LWA---------E---G-A--------D----------------P----------------L-E-----------EL------ED-LNDWLS--QEPELRG-RVKP--A--PA----------I---P-S--E-G---------E--------L-------G-G-L-PEVLIAA-LGGG--GVAS---A---LATSL----GAYLSQ-P-R-RR----S--VR------IKM-K---G-P-H--G-QEVEVDAQ---NA--------SDAERLLQ-IA------L--G--R---------------------------------------R------E-------------D----------------------P-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030546694.1 ---------------MPANAA-GG---------------P------------------------------------------------------------------------------------------------------L---------------E------LG--LTV-------------S----------E---------------------------------P-A-----------DV------GP-LFRRLR--AVPGAT---VTR--R--RS----------G---P-G--G-G---------E--------L-------G---V-TEVLQLL-VPSS--AVLA---V---AIRTL----PVFIKS-R-R--S----S--VT------VTI-T---R-D-D----RSVTLTGE---NL--D-DP--QKILDITD-RL------L--G--H---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030639116.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LQ--LWA---------E---G-A--------D----------------P----------------L-E-----------EL------ED-LNDWLS--QEPELRG-RVKP--A--PA----------I---P-S--E-G---------E--------L-------G-G-L-PEVLIAA-LGGG--GVAS---A---LATSL----GAYLSQ-P-R-RR----S--VR------IRM-K---G-P-H--G-QEVEVDAQ---NA--------SDAERLLQ-IA------L--G--R---------------------------------------R------E-------------D----------------------P-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_031080561.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LQ--LWV---------E---G-A--------D----------------P----------------V-E-----------EL------ED-LGDWLS--QEPELRG-RVSP--A--PA----------I---P-S--E-G---------E--------L-------G-G-L-PEVLIAA-LGGG--GVAS---A---LATSL----SAYLSQ-P-R-RR----S--IR------IKI-K---G-P-Q--G-QEVEVDAQ---CA--------GDAERLLR-IA------L--G--Q---------------------------------------G------E-------------G----------------------P-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035302986.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-SDP-----------T------LT--AAI---------S---G---D----D-------------------------------------D-----------EL------RT-LARWLR--DEDDLRG-HVHL--V--NH----------P---I-H--P-G---------H--------M-------G-G-A-LDAVAVA-LSSG--GTLT---V---LVKSL----FTYLST-R-R-KE----V-VLK------LRL-K---D-A-Q--G-REFEAEAT---ST--T-TA--TTLLTQAE-KF------F-----A---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050799858.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------SH--ISV---------D---G-P--------E----------------P----------------D-E-----------SL------EQ-LAAWLR--GEPELAG-RVKA--K--AA----------P---P-R--D-G---------E--------M-------G-A-A-VELLVVS-LGAG--GALS---V---LAGSL----RAWLSQ-P-R-RS----G--IK------VTV-H---R-P-D--G-QRLEIDAR---HV----TK--ESVEEILR-QA------L-----R---------------------------------------A------E-------------E----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051708894.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------M------IT--LSI---------H---P-D-L------P----------------S----------------A-A-----------AR------RS-LASWLR--AEERLRE-LVTT--T--SP-------------------E-G---------A--------S-------A-G-H-PDVLQVA-ASDA--GTAM---V---LIQAV----AAWLTH-R-R--E----D--VT------VTL-T---R-P-D--G-WSAEVDIH---RA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------T----------------------A-----------------------P-----------------Q---------------------S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055547602.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------SH--ISV---------D---G-P--------E----------------P----------------D-E-----------SL------EQ-LAEWLQ--GEPELAG-RVKP--K--AA----------P---P-R--E-G---------E--------M-------G-A-A-AELLVVS-LGAG--GALS---V---LASSL----RAWLAQ-P-R-RS----G--IK------VTV-H---R-P-D--G-RRLEIDAR---HV----TK--ESVEEILR-QA------L-----R---------------------------------------A------E-------------E----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067309664.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LQ--IRI---------E---G-G-------------------------P----------------V-D-----------EY------VA-LADWLN--GNRDFRG-RVRQ--E--LG----------P---P-T--D-G---------T--------L---G---G-E-W-VDMLTIA-VGSG--GLGV---A---LTNSL----NKWLEN-R-R--A-GL-V--AK------VTV-T---S-K-R----RTVKLRAR---DA--N-----AEAVQLLG-EI------L-----R---------------------------------------D------A-------------D----------------------E-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079193145.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LR--LWV---------D---G-A--------D----------------P----------------V-E-----------EL------ED-LDDWLS--QESELRG-RVKP--A--PA----------I---P-A--A-G---------E--------L-------G-G-L-PEVLIAT-LGAG--GVAS---A---LATSL----GAYLSQ-P-R-RR----A--VR------IKM-K---G-P-Q--G-QEVELDAQ---SV--------DDAERLLK-IA------L--G--Q---------------------------------------A------E-------------E----------------------R-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091306292.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------QA----------R--IRV---------T---T---D------D----------------A----------------R-D-----------RL------RP-LLTWLR--AEDELRG-RVEL--T--GA----------A---P-A--P-G---------E--------M-------G-A-V-ADVLTVA-LGGG--GAAA---V---LARSL----TTWLRQ-Q-R--S----D--TT------IEI-T---T-D-ADGG-RSVKVTAQ---RV--A-DA--EAVIKSVL-D------------------------------------------------------------A-------------E----------------------R-----------------------E-----------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093945737.1 ----------------------------------------------------------------------------------------------------------------------------------------------M--SG-----------T------IS--ITL---------P---D---A------------------------------------------DE----------EL------RR-LGSWLG--DEDELRG-RVQL--A--DA----------P---I-R--S-G---------Q--------M-------G-G-V-LEAVVVV-VTSG---TAT---A---LCNSL----FGFLTR-S-R-EA----K-KVT------LKV-K---N-A-A--G-AELELVCG---TA--D-DY--REIAATLQ-QF------L-----E---------------------------------------G--KA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101468971.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AR--IEI---------P---G---G-----------------------N----------------G-E-----------DL------RA-LREWLS--GEDELRG-RVRG--V--RQ----------P---I-G--D-T---------E--------L-------G-A-V-TDVLTVA-LATG--GAGS---V---LASSL----VTWLKT-R-Q--T----S--AK------ITV-K---S-A----R-RSVTLDIR---TV--E-DV--APLLEQI----------L-----S---------------------------------------G------S-------------S----------------------E-----------------------L-----------------------GD-------EH----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103335469.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------QA----------R--IRV---------T---A---G------D----------------S----------------R-D-----------RL------RP-LMSWLR--AEDELRG-QLEL--T--SA----------A---P-A--P-D---------E--------M-------G-A-V-ADVLTVA-LGSG--GAAA---V---LARSL----SVWLRQ-Q-R--S----D--TT------IEI-T---T-A-GDGA-RSVKVTAQ---RV--E-DA--EAVIKSVL-D------------------------------------------------------------A-------------E----------------------R-----------------------E-----------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103490228.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LQ--LWV---------E---G-A--------D----------------P----------------V-E-----------EL------ED-LGDWLS--QEPELRG-RVKP--A--PA----------I---P-S--E-G---------E--------L-------G-G-L-PDVLIAA-LGGG--GLAS---A---LAASL----SAYLSQ-P-R-RR----S--VR------IKM-K---G-P-Q--G-QEVEVDAQ---CA--------GDAERLLR-IA------L--G--Q---------------------------------------A------E-------------G----------------------S-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
APU44471.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------VE--LRL---------Q---S---S------K----------------T----------------V-D-----------DL------IG-LSEWLR--GERRLQG-RVQQ--V--RS----------N---P-E--P-G---------Q--------L-------G-G-A-FEVVSVA-LGSG--GIAT---V---LASSV----ATWLQS-R-R--S----DPKLR------ITI-T---R-A----D-RTLEIEAS---SA--D-EA--EELIKRF----------M-----D---------------------------------------G------A-------------R----------------------G-----------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018541940.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AF--IDI---------E---G---G------D----------------R----------------V-G-----------EL------AA-LVGWLR--RERELQG-VVRL--V--RR----------D---V-E--E-T---------E--------L-------G-S-G-LDVLSVA-VGSG--GVGV---A---LAQSL----SAWLRT-R-R--S----D--VK------VTV-T---A-N----G-RTVEVDAR---RV--S-DP--VGLITRV----------L-----G---------------------------------------G------D-------------D----------------------G-----------------------T-----------------------GD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030738956.1 ----------------MAGDA-EA---------------P------------------------------------------------------------------------------------------------------F---------------E------VV--LSV-------------S----------E---------------------------------P-A-----------DV------GP-LHRRLS--PLPGLE---VSR--M--RS----------G---P-G--E-G---------Q--------L-------G---V-VEVLQLL-VPSA--AVLT---V---AIRTL----PAFIQS-R-R--S----S--VT------VTL-T---R-G-K----RSVTVTVE---NS--D-DP--QTVLEIAS-HL------L--S--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035279790.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VL--VAV-----------------P------G----------------E----------------E-E-----------LL------DG-LLDWLR--REEGLRG-RANR--T--RV----------T---V-P--A-T---------T--------M-------G-G-V-VETLTVA-VGGG--GALT---V---LVTSV----GAWVRN-R-R--S----D--VT------VEV-T---V-A----D-RTVRVEGK---RI--KADA--DSLAALVV-EA------N-----R---------------------------------------A------A-------------D----------------------G-----------------------H--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051182843.1 --------------------------------------------------------------------------------MY------------------------------------------------------------T---------------E------LT--LSI---------I---G-A--------D----------------P----------------G-W-----------HM------GE-LVRWLR--AEPELRG-KVTV--T--DA----------V---P-N--P-G---------D--------M-------G-S-L-VELATVA-VGGG--GVLS---V---LATSL----KTWFAQ-P-R-HS----D--IH------IEV-R---N-V-S--G-QSVIVDAE---RV--------PDVAALLQ-AV------L-----D---------------------------------------A------D-------------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051771299.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T---G-G--------E----------------T----------------V-A-----------EA------ES-LTDWLR--GERGLA--AVGL--T--GN----------A---P-E--P-G---------A--------M-------G-T-V-LDTVSVA-LGAG--GGLS---V---LASSL----RTWFAQ-P-R-RS----D--VR------LKI-R---R-P-G--G-ATVEVDAK---RV----RA--GDLEAILR-AA------L-----------------------------------------------------------------------------------------------------------------E-----------------E---------------------------------PADDAPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053652889.1 ----------------------------------------------------MP---D----------------------------------------------------------------------------------------------------S------FT--LAL---------H---S-D-R------P----------------V----------------A-D-----------AQ------RS-LASWLR--ADDRLHG-TVTT--A--AT-------------------D--------------------T-------E-E-E-ASVLLVA-VGDA--GSAM---V---LVQAL----AGWLTH-R-R--D----D--VT------VTL-K---G-P-A--G-WSAELDVP---RA--R-DM--GQVTALVE-AA------V-----R---------------------------------------A------V-------------A----------------------A-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054294680.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-AEE-----------N------AS--ITV---------D---G---T----E-------------------------------------D-----------DL------RS-LGNWLR--DEDDLRG-RVKL--D--AA----------P---I-E--E-G---------E--------M-------G-A-V-LDAVVVL-LTSA---TAG---T---LIRSV----KDWLIV-T-R-NA----K-KVT------LKL-T---S-K-D--G-GKLELSVG---SA--K-DA--ETALEAAR-KF------L-----G---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062989910.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VR--IQL---------A---G-D--------N----------------A----------------A-A-----------AL------VE-LKQWLS--REDELSG-RLSA--V--TR----------A---P-L--P-G---------Q--------M-------G-G-I-TDVLIVV-LGAQ--GAGA---A---LVSSL----SVWIRH-R-R--P----S--VE------IEL-T---N-S-D--G-RSAKLSLR---DT----PP--SEVSEIIR-QI------V-----E---------------------------------------H-----ER-------------N-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076994204.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-AED-----------N------AS--ITV---------D---G---T----E-------------------------------------D-----------DL------RA-LGNWLR--DEDDLRG-RVRL--D--SA----------P---I-E--E-G---------Q--------M-------G-A-V-LDAVVVV-LTSA---TAG---T---LIRSV----KDWLIA-T-R-NA----K-KVT------LKL-T---S-K-D--G-GKLELSVG---SA--E-DA--EAALDAAR-KF------L-----G---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079136578.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------E---A-G-------------------------G----------------P-D-----------AV------LD-LRDWLA--DEPAFRG-RVRV--A--AA----------T---P-G--P-G---------E--------L-------G-S-W-SDTLVVA-LGAG--GTLT---T---LAASL----KVYLSQ-P-R-TS----S--IK------LKT-V---N-P-D--G-TRTEVTAE---HV----AR--ADVESVLK-AA------L-----H---------------------------------------S------G-------------R----------------------R-----------------------T-----------------D---------------------------------DVSD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093717772.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VL--IGI---------N---G---G------D----------------E----------------V-G-----------EL------IS-LAGWLR--AERDLQG-AVQV--V--RR----------Q---V-R--E-A---------E--------L-------G-A-A-LDVLSVA-VGSG--GVGV---A---LAQSL----SVWLGA-R-R--S----D--IK------ITV-T---A-N----G-RTIEVDAH---RV--S-DP--VRLITRV----------L-----E---------------------------------------S------S-------------D----------------------G-----------------------S-----------------------ES-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100590194.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------N------IR--LTV---------L---G-D--------R----------------A----------------A-T-----------DL------GD-VRALLD--CEPELRG-QVRV--E--EH----------A---I-R--P-G---------D--------L-------G-G-L-SDTLAIA-LGAQ--GAVA---V---FAASL----RVLFAQ-P-R-RA----D--FR------IVL-T---L-P-D--G-TKVEVDAK---RA----KE--IDIAELIR-QT------K--G--T---------------------------------------A------Q---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106188106.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-RSS-----------S------IA--ISS---------D---D---S----D-------------------------------------E-----------EL------RS-LARWLR--DEDEFRG-RVEL--L--AA----------P---I-A--A-D---------E--------M-------G-A-D-LESVVTI-VTSG---TAG---V---FVTSL----FAWLER-R-R-SA----S-RVR------LTI-R---T-G-T--G-ATVELTCG---SA--E-DA--DAVLKQIT-KI------I-----D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107079341.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AS--ITL---------V---D----------D----------------P----------------A-D-----------QL------AS-LFSWLQ--RDDELRG-RIKS--V--TA----------G---L-K--P-D---------D--------M-------G-G-V-TEMLTVA-LGSG--GAVA---A---LGGTL----SAWLSV-R-R--A----K--IS------VEI-T---T-G-DT-C-RRVEIDAA---NA--------GTATRLLR-EA------C-----E---------------------------------------A------A-------------G----------------------E-----------------------N-----------------S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018538327.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTS---------E---G---V------E----------------A----------------E-A-----------RL------QS-LQEWLT--SDDRLRG-RVEW--L--RR----------P---P-Q--R-G---------H--------M-------G-A-A-LDTLTVV-LGTG--GVAA---L---IT-PL----CTWLTS-R-R--P----D--VS------LTV-E---L-P-N--G-RKVSVDVK---RA--H-DE--RAVIREIA-GL------L-----T---------------------------------------P-------------------------------------------------------------------------------------------------------PD--G---------PET----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019930719.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTI---------G---V-E--------G----------------G----------------P-D-----------EV------LA-LLDWFG--HDDVLRG-RVRP--V--AA----------G---A-G--A-G---------Q--------M------SG-G-V-YEAIGVA-LGAG--GVAS---A---LVRSL----TAWVTH-R-R--S----D--VK------LTF-T---R-G-D----TTVEFDGA---RV----DP--EEVLRELR-SL------L-----E---------------------------------------P------P-------------G--------------------G-A-----------------------A-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_024806583.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------LN--ITA-------------G-S--------D----------------T----------P-----V-D-----------DL------LS-LGQWLQ--RERELAG-AVKE--V--RS----------T---P-T--E-E---------E--------L-------G-G-A-IELLSVV-VESG--DVLT---A---LVSTL----GIWLQH-R-P-------R--TK------LTI-T---R-G-D----QMIEIDTN---SV--------RQLSALLD-KV------------A---------------------------------------G------P-------------E----------------------T-----------------------D-----------------P--------------------------------------------------------E-----------------------P-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030860065.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VR--VGL---------V---G-D--------G----------------T----------------G-E-----------EL------RR-LEQWLR--QDQELR--GVTV--T--AL-------RA-P---D-Q--G-G---------E--------M-------G-P-V-TEALHLL-LEPQ--GVLP---A---VAASL----GTWAGM-R-R--R----G--VR------VRV-T---S-G-K----KTVEIDAT---RL--D-DP--QEAALRIV-RE------L-----D---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_034092777.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--LHV---------E---G-R-------------------------S----------------P-D-----------AL------TE-LRSWLS--DEDTLRG-RVQV--V--PP----------A---S-Q--P-G---------Q--------L-------G-S-W-ADTLVVA-VGAG--GALT---T---LARSL----TVFLGR-P-R-AT----A--VK------VTT-V---A-P-D--G-TRTEVTAD---HV----RK--SDVESLLR-IA------L-----H---------------------------------------D-------------------------------------------------------------------------------------Q---------------------------------ETAD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051362899.1 ---------------------------------------------------------MAGFLG----------------------------------------------------------------------------------------------------------LAV---------D---G-D--------D----------------P----------------V-G-----------DL------EV-LREWLR--DEPELRK-HVKR--V--TA----------P---P-P--P-G---------H--------M-------G-E-V-TELVIAL-AGAG--GFVT---V---LAESL----KSWLNR-P-R-KH----A--VT------LKI-T---K-P-D--G-QSIEVSSQ---HA--------KDLDDLLP-KL------L-----N---------------------------------------Q------D---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051833578.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------I------VQ--VGL---------S---G-D--------E----------------A----------------G-D-----------EL------RR-LEQWLR--QDQELR--RVAI--T--AQ-------AA-P---V-E--D-G---------D--------M-------G-P-V-TEALQLL-LEPQ--GVLT---A---VAASL----GTWAGV-R-R--R----Q--VH------IRV-R---S-G-E----KEVEIDAS---RL--E-DP--DEVAVRIV-RA------L-----D---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053694048.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------I------VR--VGL---------I---G-D--------E----------------A----------------G-D-----------EV------RR-LEQWLR--QDQDLG--QVTI--T--AL-------AA-P---A-G--E-G---------D--------M-------G-P-V-TEALQLL-LEPR--GVLT---A---VAASL----GTWAGV-R-R--R----Q--VH------IRV-R---S-G-E----KEVEIDAS---RL--Q-DP--DEVAVRIL-RE------L-----D---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053763839.1 ---------------MWDIMG-AD--------HQG---------------------------------------------------------------------------------------------------------------------------S------LE--LAV-------------S----------R---------------------------------E-G-----------EL------NS-LRTWLDLAAIPGV---DVRR--V--AG----------T---P-G--P-G---------E--------Q-------G---A-LDTLTVL-ATST--ALVA-------AIRIL----PEFLRA-R-R--S----D--LS------VTV-T---V---R--G-KKLTVDAR---NV--------EEVMPILE-KL------L-----D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053790627.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------I------VQ--VGL---------I---G-D--------E----------------A----------------G-D-----------EL------RR-LEQWLR--QDQELR--RVAI--T--AQ-------AA-P---V-E--D-G---------D--------M-------G-P-V-TEALQLL-LEPQ--GVLT---A---VAASL----GTWAGV-R-R--R----Q--VH------IRV-R---S-G-D----KEVEIDAS---RL--E-DP--DEVAVRIV-RE------L-----D---------------------------------------G--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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WP_106956679.1 --------------------------------MGE-----------------------------------------------------------------------------------------------------------L----------------------LA--LAV---------D---G-D--------E----------------T----------------G-D-----------AL------GD-LLDWLR--DEPKLRV-HVRA--Q--NR----------V---P-E--P-G-----Y------------M-------G-S-L-MDLAVL--ISAS--PVLV---A---LASSL----KEWLRQ-P-R--K--R-S--VD------LRI-T---T-E-H--G-RSIEVSAQ---HA--------DDLERMLT-RL------L--G--Q---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AEV85592.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AR--IAI---------N---G-S--------D-----------------------------------N-----------DR------IA-LWDWLL--NERELRG-RVRR--E--AI----------S-----R--V-G---------E--------M---G---G-Q-I-EYVVSAA-VSAG--AVWA---T---LARTL----SVWLLQ-R-R--S----D--VT------ITI-T---G-P-G--G-RKIQVNAK---RT--------KDPEALVR-QV------L--D--A---------------------------------------S------A-------------E----------------------S-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AUG81298.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------SG-----LL--LSV---------T---G-E--------D----------------A----------------V-D-----------EL------AD-LADWLR--HEPELRG-LVAF--V--GA----------E---P-G--P-G---------E--------L-------G-A-L-ADALAVA-VGSG--GALT---V---LAASL----RAYLSQ-P-R-KS----D--VR------IEV-R---G-P-E----HSVTVDAT---RV--------KDVEALLR-ET------L--R--H---------------------------------------L------G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KPI29333.1 ---------------MAPDDGDVP--------ERQ---------------------------------------------------------------------------------------------------------------------------K------VE--LAV-------------S----------D---------------------------------P-S-----------QL------AS-LRDWLR--GQQDV---EVRV--T--PG----------V---P-G--A-G---------E--------Q-------G---A-LDVLAVL-ASSS--GMIA-------AIRVL----PEYIRS-R-R--S----G--FR------IET-T---V---R--G-EKLVLDAT---NV--------DDVLPVLE-RL------L-----R---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051182412.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSI---------R---T-T--------G----------------S----------------P-D-----------DL------VQ-LLDWFG--RDDALRG-RVRL--E--SP----------P---I-Q--D-G---------Q--------M-------G-D-L-YQVLTVA-LSSG--GIAT---A---LAGAL----KTWFTT-R-R--S----D--LV------VTI-S---R-P-D--G-TELKVDAK---HV----NS--HEVLSDLT-AL------V-----E---------------------------------------P------R-------------D----------------------A-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051450927.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------VW--LSV---------E---G-D--------D----------------P----------------A-E-----------GL------AQ-LSDWLG--RESELRG-LVRP--G--DS----------A---P-G--P-G---------E--------L-------G-A-L-ADALVAA-VGGG--GAIS---V---LAASL----KAFLAQ-P-R-RS----D--VR------IVL-R---T-S-D--G-RRVEVDAK---RV--------GNVEALVR-ET------L--R--Q---------------------------------------P------E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104790638.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-A-L-GELISLL-LAPG--GPTA---A---VGAAV----VVWLQG-R-R--G----N--QT------VTL-T---L-P-D--G-TQVVVSSE---KV--------RGLTAEGT-SE------L-----A---------------------------------------E--------------------R--------------------V-A-----------------------A-----------------A----------------------------------------------------LR--Q------EQRTQA-EPGGIRP---P-E----P--------P----------------------------------------------------------------------G-SQ-------------------------ETAGAT-QD-------AGRTGPSPEAG-------------------------------------------------------------------
WP_104819701.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------SG-----LL--LSV---------T---G-E--------D----------------A----------------V-D-----------EL------AD-LADWLR--HEPELRG-LVAF--V--GA----------E---P-G--P-G---------E--------L-------G-A-L-ADALAVA-VGSG--GALT---V---LAASL----RAYLSQ-P-R-KS----D--VR------IEV-R---G-P-E----HSVTVDAT---RV--------KDVEALLR-ET------L--R--H---------------------------------------L------G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ANO41895.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AY--IRL---------T---G-D--------T----------------A----------------P-K-----------EL------TG-LTDWLS--REDEFRG-RTAV--E--RP----------D---A-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-ASVKVSLR---DV----PE--ADVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUL21378.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-L-A-GDAVLAL-LAPG--GVAT---V---LAGAL----IAWVQT-R-K--G----S--RT------VTI-T---C-P-D--G-TEISVTST---QV--------GAMDAHQA-EE------L-----A---------------------------------------Q--------------------R--------------------I-S-----------------------A-----------------G----------------------------------------------------LE--A------------------------------T--------A-RAE---------------S-D-D-----A---L-----------------------P----------ESS-PG-------------------------SPGGPG-PT-------AGPAA--------------GPTAGSPAP--------------------------------------------------
OKK25374.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWV---------D---G-A--------D----------------P----------------V-E-----------EL------ED-LDDWLS--QESELRG-RVKP--A--PA----------I---P-A--A-G---------E--------L-------G-G-L-PEVLIAT-LGAG--GVAS---A---LATSL----GAYLSQ-P-R-RR----A--VR------IKM-K---G-P-Q--G-QEVELDAQ---SV--------DDAERLLK-IA------L--G--Q---------------------------------------A------E-------------E----------------------R-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018569469.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AY--IRL---------T---G-D--------A----------------A----------------P-E-----------EL------TG-LIDWLS--REDGFRG-RTAV--E--RP----------D---A-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-TSVKISLR---DA----PE--ADVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019983234.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AY--IRL---------T---G-E--------T----------------A----------------P-A-----------EL------TG-LTDWLS--REDAFRG-RTAV--E--RP----------D---T-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-TSVKVSLR---NV----PE--AEVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020666482.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AR--IEV---------T---G-S--------E------------DV-------------------Q-A-----------DV------AS-LREWLD--GEPKLRG-AVHR--E--PA----------P---L-R--D-D---------E--------M-------G-G-V-ADVLVAA-LGDG--GAIA---A---LAAAV----GTWLGT-R-R--S----K--VT------LRV-T---G-R-D--G-ETVEV-----------------DVQSKNA-EA------V-----L---------------------------------------R--------------------A--------------------V-L-----------------------E-----------------D----------------------------------------------------PE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030521461.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------LS--ISV---------S---A-A-S------D----------------S----------------A-A-----------EV------RS-LFRWLQ--REEDLPN-PVFV--P--AT--------------P-G--P-E---------D--------M-------G-G-L-SDALVLV-LGSG--TGVV-------LARSL----SVWIRH-R-T--S----D--VK------ITI-----R-G-Q--K-GTVQLDMQ---RL--G-DP--RAVVEILR-EA------------T---------------------------------------G--------------------E--------------------L----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037891842.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AY--IRL---------T---G-D--------A----------------A----------------P-E-----------EL------TG-LTDWLS--REDGFRG-RTAV--E--RP----------D---A-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-TSVKISLR---DA----PE--ADVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043262060.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AY--IRL---------T---G-E--------T----------------A----------------P-A-----------EL------TG-LTDWLS--REDAFRG-RTAV--E--RP----------D---T-P--P-D---------H--------M-------G-G-L-TEVVIVA-LGAQ--GAGT---A---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-TSAKVSLR---NV----SE--AEVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051837966.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T---G---G------D----------------E----------------L-R-----------ET------AT-LWTWLR--GERGLAG-LVRA--E--SR----------P---P-A--E-G---------E--------M-------G-G-V-TDVLVVA-LGTG--GAGA---V---LAGSL----TAWLRT-R-R--A----D--VS------VTV-T---T-D----A-GSVKVNAH---NVKPD-DV--VPMIREV----------L-----G---------------------------------------E------G-------------E----------------------G-----------------------G-----------------------SG---V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051877232.1 ---------------MLSDGG-SH--------TRD---------------------------------------------------------------------------------------------------------------------------R------VE--LAV-------------S----------D---------------------------------P-S-----------QL------AA-LRDWMS--GQPGV---DVAV--V--AG----------T---P-G--P-G---------E--------L-------G---V-LDVLVVL-AGSS--GVVG-------AIRTL----PDFIRS-R-R--S----G--IR------IET-T---V---D--G-QPFVLDAT---NV--------DEVMPILE-RL------L-----D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053923404.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------AH--IRL---------T---G-E--------T----------------A----------------S-A-----------EL------IG-LAEWLS--REDELRG-RAAI--E--SP----------E---S-R--P-D---------Q--------M-------G-S-L-AEVLVVA-LGVQ--GAGS---V---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-QSVKITLR---DV----PK--PDLEAVLR-KA------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062707009.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AS--IRL---------T---G-E--------T----------------A----------------Q-A-----------EL------TA-LAAWLS--REDEFRG-RSAI--G--RP----------E---A-R--P-G---------H--------M-------G-G-I-TEVVIVA-LGAQ--GAGT---V---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-QSVKISLR---NV----PE--ADVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062714441.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-L-A-GDAVLAL-LAPG--GVAT---V---LAGAL----IAWVQT-R-K--G----S--RT------VTI-T---C-P-D--G-TEISVTST---QV--------GAMDAHQA-EE------L-----A---------------------------------------Q--------------------R--------------------I-S-----------------------A-----------------G----------------------------------------------------LE--A------------------------------T--------A-RAE---------------S-D-D-----A---L-----------------------P----------ESS-PG-------------------------SPGGPG-PT-------AGPAA--------------GPTAGSPAP--------------------------------------------------
WP_063038929.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VS--ISV---------S---A-A-S------D----------------S----------------A-A-----------EV------RS-LFRWLQ--REEDLPN-PAFA--P--AA--------------P-G--P-E---------D--------M-------G-G-L-SDALVVV-LGSG--TGVV-------LARSL----SVWVRH-R-T--A----D--LK------VTI-----R-G-Q--K-GTVELDGK---RV--R-DP--LAVVEALR-EA------------A---------------------------------------G--------------------E--------------------L----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066927619.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AY--IRL---------T---G-E--------T----------------A----------------P-A-----------EL------TG-LTEWLS--REGEFRG-RTAV--G--RP----------E---V-R--P-D---------Q--------M-------G-G-I-TEVVIVA-LGAQ--GAGT---M---LAASL----SVWIRH-R-R--P----S--AD------IEV-T---G-P-D--G-RSVKVSLR---NA----PE--EDVEAVLR-RV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067118993.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AH--IRL---------S---G-E--------T----------------A----------------Q-A-----------EL------IG-LAEWLG--REDDFRG-RTVV--E--RP----------E---S-R--P-D---------L--------M-------G-G-V-AEVLIVA-LGAQ--GAGT---V---LAASL----SVWIRQ-R-R--P----S--AD------IEV-T---G-P-D--G-QSVRISLR---NV----PQ--PDLDAVLR-KV------L-----E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091624407.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------G---G---------------------------S----------------G-D-----------EL------RQ-LASWLR--TEDELKD-RVRLSERSVAA--------------D------G---------D----------------V--------VVVL-VSSR--SVAT-------LCRSL----FGWVRR-R-R--G-D--Q-RVW------LKV-K---R-S----G-AVEELDLD---CG----TG--SDADAVLA-SV--RGF-L-----D---------------------------------------Q--------------------P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_104380153.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------A------VR--IRL---------T---G-G--------N----------------A----------------Q-S-----------EL------LD-LTTWLS--DEDELRG-RVST--E--QP----------V---V-R--P-G---------E--------M-------G-G-L-ADVLVVA-VGAQ--GMGA---V---LAASL----SVWIKH-R-R--P----S--AE------IEI-V---G-P-D--G-RNVKIAVR---DL----PD--HEVADLLK-QA------L-----D---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDW24590.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AR--IEV---------G---G-D--------------------------------------------------------DF------AS-LREWLA--GEPGLRG-LITP--G--NA----------P---I-R--P-G---------E--------M-------G-G-V-TDVLVAT-LGDG--GAVA---A---LAAAL----GTWLGT-R-R--S----K--VR------LKV-T---N-A-R--G-ESVEL-----------------DIHSKDA-EK------V-----V---------------------------------------R--------------------A--------------------L-L-----------------------E-----------------N----------------------------------------------------PD-------E------------------K-A----G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_045318341.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-------PGESPE--T------VT--ITV---------D---G----------H---------------------------------R-T-----------GL------ES-LWDWLR--HEPELRG-RLRA--V--TP---A------A---P----D-G---------A--------M-------G-S-G-VELVVVA-SAPA-------L-D-V-LARSI----PVWLAQ-R-E--S----G--AT------VTI-K---A-P-D--G-RSVTAT---------------QDIDPAQP-LR---DL-L--G--T---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_090800042.1 ----------------------------------------------------------------------------------------------------------------------------------------------M----------------------ST--LTI---------E---C-A--------E---------------------------------P-------------DS------AS-LYEWLR--NEDALRG-AVVR--Q--AE----------P---A-R--P-E---------T--------L-------G-A-L-STILVDV-LAPG--AVAA-------LAGSL----SVWFTQ-R-R--S----D--VK------ITI-----R-S-R--R-GTISLDAK---RV--P-DA--ERLLRSVV-EA------V-----E---------------------------------------P--------------------D----------------------E-----------------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091088895.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----T----------------E-D-------------------QE-LRAWVE----------LVES-----------------P---P-P--E-G---------T--------L-------G-P-V-ADLVQIA-VESP--EVVA---G---VTSVI----IAWLRF-R-R--S----D--VK------IKI-R-N-T-R-S--T-SQVDVSVT---RV--------KGLDGAQL-GE------L-----T---------------------------------------G--------------------Q--------------------I-K-----------------------R-----------------A----------------------------------------------------IS--G-------------------E---P-P----N------------------------------E-------I---P-----------------------P----------DGG-AG--G--------------------------------------------------------------------------------------------------------------------
WP_092783696.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-TE-----------------------AAL---------T---G---T----D-------------------------------------D-----------DL------RE-LATWLR--DEDELRG-RVRL--R--DA----------P---I-R--E-G---------E--------M-------G-A-A-IDALTIA-LGGG--GAGA---V---MIRSV----FTYLST-R-R-KA----V-VLD------LDL-K---D-G-D----KHFKAKLA---NN--S-NV--DEVLAQVD-KF------F-----D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094006827.1 ----------------------MRGKN-----------AS------------------------------------------------------------------------------------------------------C---------------S------VD--VVV-------------S----------D---------------------------------P-A-----------EL------RS-LREHLG--RIPGVE---VTQ--V--PG----------R---P-G--A-G---------E--------Q-------G---A-WDLLQVL-AAGG--GVLA---V---TIKTL----PEFIRS-R-R--S----N--VT------VTL-E---S-G-D----RRVTVTAE---NV--------EDAEAVVD-KL------L--G--D---------------------------------------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_100579415.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA--DSQELRG-RVDA--V--ER----------P---P-E--T-G---------T--------L-------G-P-V-LDALSVA-LGPA--GAVS---A---FATGL----IAWLRS-R-R--G----D--VH------IKV-T---L-P-D--G-SSLDLAAK---RI--------SGLDTPAL-QR------Q-----V---------------------------------------E--------------------Q--------------------I-A-----------------------D-----------------L----------------------------------------------------LG--S-------------------W---Q-A----A--------G---------------------A-------D---E-----------------------P----------ERR-EL--P--------------------------------------------------------------------------------------------------------------------
PRY54979.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AE--LTV---------T---G-S-D------D----------------P----------------R-G-----------EL------VL-LRKWLN--RDEDYRG-RVDF--K--PA----------E---P-Q--E-G---------E--------L-------G-A-G-TDILLAA-IAAG--GLDA-------LGQTI----GVWIRS-R-R--S----E--IE------VEV-S---A-A-D--G-SRVRITAK-------------GPIAKSVA-KR------L------------------------------------------------------------------D--------------------L-G-----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDE31791.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------AV--IAV---------V---G-A-G------G----------------N----------------R-D-----------DL------AA-LRQWLV--REDAFRG-RVAF--A--PA----------E---V-R--E-G---------E--------L-------G-A-V-QELLTVA-LTAG--SFNA-------LCQAI----AAWFQA-R-R--S----E--LE------VEV-T---N-S-E--G-GSVRISAK-------------GAVVKSVA-KK------L------------------------------------------------------------------D--------------------L-G-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_004559361.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------ME--LTI---------E---T---------------------------T----------------E-S-----------EL------RS-LRDWLA--AEDELRSTRVNW--K--PA----------E---Q-R--P-G---------E--------M-------G-A-V-ADVLVVA-LGAG--GAGT---V---VANSI----ATWIKH-R-S--R----D--LK------LKI-T---T-K-D----RIVEIEAG---NV--Q-DP--AEIVTAIT-RL------L-----P---------------------------------------P--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030154700.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------AE--IAV---------H---G-T-D------D----------------T----------------H-G-----------EL------AA-LLDWLD--HEDEFRG-RVRF--A--PA----------E---I-K--P-G---------E--------L-------G-G-L-ETLLLAA-IAAG--GLDV-------LGRTI----VGWLQT-R-R--S----S--IE------VTV-T---A-P-D--G-SGLQISAQ-------------GAVAKTVA-QK------L------------------------------------------------------------------D--------------------S-G-----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075735850.1 ----------------------MMVEE-----------MS------------------------------------------------------------------------------------------------------K---------------A------VE--VSV-------------S----------D---------------------------------P-G-----------EL------RS-LREHLR--RIPGIE---VHQ--I--AG----------R---P-A--P-G---------E--------Q-------G---A-WDALQIL-AAGG--GALA---I---ALRTI----PAFVRS-R-R--S----D--VS------VTV-T---T-E-A----KTVTVTAS---NV--------NEVMLILE-KA------L-----D---------------------------------------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EWC63377.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------P------G----------------E----------------E-E-----------LL------DG-LLDWLR--REEGLRG-RANR--T--RV----------T---V-P--A-T---------T--------M-------G-G-V-VETLTVA-VGGG--GALT---V---LVTSV----GAWVRN-R-R--S----D--VT------VEV-T---V-A----D-RTVRVEGK---RI--KADA--DSLAALVV-EA------N-----R---------------------------------------A------A-------------D----------------------G-----------------------H--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030987664.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDG-----A-P--A-G---------A--------M-------G-T-A-VDALVAV-LEPG--GVAA---V---FAGAL----VAWLQT-R-R--S----S--HT------IRV-T---R-P-D--G-TRITLSSR---QA--------RALSPQEA-AD------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------R--------------------------------------------------------------------------------P-D----D--------G-GPQNGSQEETHEEDPRD---G-------N---S-----------------------P----------DSR-AT-----------------------------------------------------------------------------------------------------------------------
WP_051367990.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------ML--LAV---------T---A-D--------D----------------P----------------S-A-----------NL------AD-LHSWLT--RVPDARV-ELRP-----GR--------------P-A--P-G---------E--------L-------G-S-G-WDAVTAV-CSSG--AAIG-------VLRAV----HVWIRS-R-Q--T----R--VR------VSI-S---D-G-D----RKLEIEAT---HL--------DDPDAFAA-RA------I-----D---------------------------------------A----------F---------R----------------------A-----------------------P-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053733409.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----H---------E------KP--MEI---------S---G---------------------------S----------------E-E-----------DL------RS-LHDWLR--DEDELR--RAAV--E--WR-------SM-P---P-K--P-D---------E--------M-------G---S-AGVLTVT-LADD--ADHA---V---LARSI----AVWTRH-R-A-------A--VA------LTI-T-----A-G--G-RVAEVDSR---PL--S-DP--AELAEIIA-KL------V-----R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_110081433.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------P------G----------------E----------------E-E-----------LL------DG-LLDWLR--REEGLRG-RANR--T--RV----------T---V-P--A-T---------T--------M-------G-G-V-VETLTVA-VGGG--GALT---V---LVTSV----GAWVRN-R-R--S----D--VT------VEV-T---V-A----D-RTVRVEGK---RI--KADA--DSLAALVV-EA------N-----R---------------------------------------A------A-------------D----------------------G-----------------------H--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOV11283.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTDWLR--GEPGLT--RVTL--T--GR----------P---P-G--P-G---------E--------M-------G-S-V-LDTVTVA-LGAG--GALQ---V---LASSL----RTWFAQ-P-R-RS----D--VR------VKI-R---R-T-D--G-GTVEIDAK---RV----RA--GDLEAILR-TA------L-----E---------------------------------------S------Q-------------E----------------------P-----------------------E-----------------G---------------------------------PAPSGPEQG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013423591.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------A------TT--FVI---------S---A-A--------D----------------A----------------A-------------DL------LS-LRTWLR--RVNGLEV-KLSP-----TA--------------P-S--S-G---------E--------Q-------G-A-G-WDVLSVV-AGSG--GVGV---A---MLATI----KSWIES-R-R--S----S--LR------IRV-K-D-S-S-S--E-REIELDAE---NI--------DDVMPLLK-KM------L-----D---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098512379.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EV------VH-LAGWLG--AEDELAG-RVRLSEMTGAA--------------V------G---------T----------------V--------VVLL--SSR--SVGV-------LCRSL----FGWLR-------G-D--R-RVS------LTV-K---R-S----G-AVEELDLD---CG----AG--SDADEVLA-SV--REF-L-----D---------------------------------------R--------------------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
APE38064.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------LR-LNSWLL--TQDGFRG-RVRV--L--ER----------P---P-A--A-G---------T--------L-------G-A-S-LDAVMVA-VSSG--LTSS---A---AFGAL----IAWLKT-R-P--G----K--LT------MRV-K---K-P-D--G-TEIEIEAE---GL--------RGLSAAQL-AA----Y-V-----E---------------------------------------S------I-------------Q----------------------A-----------------------T-----------------A----------------------------------------------------SS--D-----------------------P-T----S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030338292.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------E----------------A----------------E-T-----------HL------VS-LRDWLA--AEEALRG-RVEL--L--AR----------T---P-Q--P-G---------Q--------M-------G-A-A-LDVLAVA-LGSG--GAGA---V---LARSV----STWLVQ-R-R--A----D--VT------VHV-S---R-G-D--G-REVTVEVR---RT--S-DA--QAVIGAVG-RL------L-----E---------------------------------------G------G-------------E----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033291480.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EL------QH-LASWLG--AEDELAG-RVRL-----AG--------------P------E---------S----------------G--------VVVM-VSSR--SAGT-------FCRSL----FGWLRR-R-Y--D-G--P-PVS------LTV-K---R-S----G-AVEELDVD---CG----RG--SDVDQVLA-SV--RGF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037809200.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EV------RH-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGT-------FCRSL----FGWLHR-Q-R--D-G--R-RVS------LTV-K---R-S----G-AVEELDVD---CG----GG--HDVDEVLA-SV--RNF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043831325.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EV------RH-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGA-------FCRSL----FGWLHR-Q-R--D-G--R-RVS------LTV-K---R-S----G-AVEELDVD---CG----GG--HDVDEVLA-SV--RNF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053116041.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------E---G-E--------E----------------P----------------V-D-----------GL------ID-LSDWLR--AEPELRG-MVAL--S--TA----------V---P-S--P-G---------E--------L-------G-G-L-SDALVIA-VSSG--GALT---V---LAASL----RAFLAQ-P-R-RS----D--IR------IVV-H---G-P-E--G-HRVEVDAK---RV--------GDVEALLR-EV------L--R--G---------------------------------------G------R---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067578379.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EV------RH-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGT-------FCRSL----FGWLRG-Q-R--D-G--R-QVS------LTV-K---R-S----G-AVEELDVD---CG----GG--HDVDEVLA-SV--RSF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_072475299.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------S---E---P------------------------------------------D-----------EL------RR-LGAWLR--DEEPLRG-RVKF--S--VR----------S---P-L--P-G---------Q--------M-------G-G-V-LESVVVI-ATSS---TAP---A---LCTAL----FGWLKH-R-R-DA----A-KVD------LKI-T---N-A-A--G-KELTLRCG---SA--D-DA--TELLESMR-DF------L-----G---------------------------------------E--GA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091039878.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------M--IAV---------V---G-A-G------G----------------N----------------R-D-----------DL------AA-LRQWLV--REDAFRG-RVAF--A--PA----------E---V-R--E-G---------E--------L-------G-A-V-QELLTVA-LTAG--SFNA-------LCQAI----AAWFQA-R-R--S----E--LE------VEV-T---N-S-E--G-GSVRISAK-------------GAVVKSVA-KK------L------------------------------------------------------------------D--------------------L-G-----------------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101436672.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EL------QH-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGT-------FCRSL----FGWLRG-H-R--D-G--R-RVS------LTV-K---R-S----G-AVEELDVE---CG----GG--HDVDEVLA-SV--RSF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_009085569.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------A-D-----------EL------QH-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGA-------FCRSL----FGWLHR-Q-R--D-G--R-RVS------LTV-K---R-S----G-AVEELDVD---CG-----G--HDVDEVVA-SV--RSF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020663538.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---G---------------------------S----------------E-D-----------EL------RQ-LATWLG--AEDELAG-RVRL-----GG--------------P------D---------S----------------G--------LVVM-VSSR--SAGT-------FCRSL----FGWLRG-Q-R--A-G--R-QVS------LTV-K---R-S----G-AVEELDVE---CG-----G--RDVDEVAT-SV--RDF-L-----D---------------------------------------R--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037367462.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------AA--ITV---------D---A---------------------------S----------------A-D-----------EL------QQ-LVSWLG--AEDELAG-RVRL-----AG--------------P------G---------S----------------G--------VVVM-VSSR--SAGT-------FCRSL----FGWLRG-Q-R--A-G--R-QVS------LTV-K---R-S----G-AVEELDVD---CG-----G--HDVDEVLA-SV--RSF-L-----D---------------------------------------Q--------------------D-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054212290.1 ----------------------MP--------ERQ---------------------------------------------------------------------------------------------------------------------------K------VE--LAV-------------S----------D---------------------------------P-S-----------QL------AS-LRDWLR--GQQDV---EVRV--T--PG----------V---P-G--A-G---------E--------Q-------G---A-LDVLAVL-ASSS--GMIA-------AIRVL----PEYIRS-R-R--S----G--FR------IET-T---V---R--G-EKLVLDAT---NV--------DDVLPVLE-RL------L-----R---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101380473.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTV-------------S----------D---------------------------------P-V-----------EL------RS-LREHLR--RVSGAE---VVQ--V--PG----------K---P-A--P-G---------E--------Q-------G---A-LDVLEVL-AGGS--SVLA---V---VIKTL----PDFIRS-R-R--S----D--IS------VTV-S---S-G-E----RSITISKS---NA-GK-DAWAAEVKPVLD-EW------F--G--D---------------------------------------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_045743884.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----------------A-G-----------EL------TS-LYSWLQ--RDDDLRG-RVRT--V--PT----------A---A-Q--P-G---------E--------M-------G-G-V-TEMVSVA-LGSG--GAVA---A---FGGAL----TSWLSA-R-R--T----T--VI------VEI-A---D-G-ER-T-RRVEIDAT---NA--------SAAERLLS-RA------V-----E---------------------------------------S------M-------------G----------------------E-----------------------Q-----------------R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051047444.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MI--DVDELRG-AVRR--Q--AA----------P---L-G--E-G---------E--------L-------G-A-V-EEVLIVA-LGQG--GAAALAGA---LVTAV----VAWIRT-R-P--A----S--LV------VKM-T---G-A-D--G-TTLEVEAR---NL--------RGLPPEQL-MR------L-----S---------------------------------------S--------------------D--------------------L-A-----------------------T-----------------R----------------------------------------------------LD--P-------------------G---R-D----S--GR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051169530.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWLV--GEDLLRG-RARV--V--TS----------P---P-P--E-G---------A--------L-------G-S-T-VETLAIA-LAPG--GAVT---V---LASAL----ITWIRR-Q-R--G----D--IT------LKV-V---RPD----G-ASVEFSGA---NA--------R-LEDDNT-RR------L-----I---------------------------------------T--------------------E--------------------L-L-----------------------Q-----------------H----------------------------------------------------AD--S-------------------N---G-D----V---------------------------------------------------------------------------------------EDV---R------------------------------------------------------------------------------------------------------------
WP_004945484.1 --------------------------------MGD---------------------------------------------------------------------------------------------------------------------------N------IE--LTV-------------S----------D---------------------------------P-S-----------QM------LP-LRDWLR--GQPGT---DVAM--A--PG----------R---P-G--H-G---------E--------L-------G---T-FDVLVVL-ASSA--GVVE-------AFRTL----PEFFRS-R-R--S----G--LR------IEM-T---V---R--G-ERLVLEAT---NV--------DEVMPILE-RL------L-----D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051969288.1 ---------------------------------------M------------------------------------------------------------------------------------------------------V---------------T------IE--LWV-------------S----------D---------------------------------P-T-----------EL------RA-LRSLLG--RIQGLE---VVQ--R--AG----------R---P-A--E-G---------E--------L-------G---A-WDVLQVA-AASG--GLLV---A---AVGAI----PEFIRS-R-R--T----E--VT------VTI-K---R-D-D----QEIAVTAA---NA--------EDALRLVD-KA------L-----N---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054048388.1 ---------------------------------------M------------------------------------------------------------------------------------------------------S---------------G------VV--VSV-------------S----------D---------------------------------P-A-----------EL------RS-LRDHLR--RVPDLD---LVQ--V--PG----------V---P-A--V-G---------E--------Q-------G---V-WDVLQLS-AASG--GVLV---V---AVRTL----PAFIKS-R-R--S----S--VS------ITV-K---T-G-D----KTITLTAD---NV--------ADVLPVVE-KA------L-----D---------------------------------------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093897822.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRG-RIRV--G--DG-------GD-----L-P--A-G---------A--------M-------G-L-G-ADALIAL-LAPG--GVAA---V---FAGAV----VAWAQT-R-R--G----S--QT------ITI-T---R-P-D--G-TEITISSD---HV--------RGLDAQQT-AT------L-----A---------------------------------------R--------------------Q--------------------L-A-----------------------A-----------------D----------------------------------------------------VV--R-------------------V---S-T----E--------P---------------------G-S-----D---V-----------------------P----------RTP--------------------------------------------------------------------------------------------------------------------------
WP_101378381.1 ---------------------------------------M------------------------------------------------------------------------------------------------------V---------------T------IE--LRV-------------S----------D---------------------------------P-A-----------EL------RA-LRTLLV--RMPGLE---VVQ--Q--AG----------A---P-V--Q-G---------E--------L-------G---V-WDFLQVA-AASG--GVLA---A---AVGTI----PEFIRS-R-R--T----D--VT------VTI-K---R-E-D----LEVEVNAS---NA--------EDALRLVD-KA------L-----N---------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KUL31772.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----V---------E------LE--VEV-------------S----------D---------------------------------P-------------AL-L----SS-LARWLG--RSPDTR---VRR--V--AV----------P---P-G--A-G---------E--------L-------G---A-ADIVIAV-VSSS---ALA---A---LVQVI----PEFIRS-K-R--S----P--VV------VKL-----R-H-K--G-RTIEVSAD---NA--------TDAATMLD-KL------------T---------------------------------------G--------------------Q-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013222002.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------G-S-----------EL------PE-LADWLR--GEDQLRG-RVQL--F-----------------------------------D----------------A--------VVVG-VSST--SADV-------FCRSL----FAWLTR-C-R--E-T--R--VS------LKV-K---R-S----G-AAEELELD---FG----AA--SDADQVLV-AV--QGF-L-----D---------------------------------------Q--------------------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030490635.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTA-GAAA--G--ST----------A---P-P--D-E---------I--------S-------A-G-A-TDVLLVA-VDSG--GTVM---V---LVQAI----AGWLTH-R-R--D----D--VT------VRL-S---R-RLD--G-WSAELDVH---RA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------T----------------------P-----------------------V-----------------E---------------------E-PTLRPRSSDEK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043787005.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------G-G-----------EL------PE-LAAWLR--GEDELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSS--SAAV-------FCRSL----FAWLAR-G-R--G-A--R--VS------LKV-K---R-S----G-AAEELQLD---FG----AA--SDAEQVLG-AV--QGF-L-----D---------------------------------------Q--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_072475297.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITG---------P---D---------------------------S----------------D-G-----------EL------RE-LAAWLR--GEDELRG-RVQL--F-----------------------------------D----------------A--------VVVG-VTSN--SAGV-------FCRSL----CAWLRR-C-R--E-A--R--VC------LKV-K---R-S----G-AAEELELD---CG----AG--SDAEQVLG-AV--RGF-L-----D---------------------------------------Q--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073215496.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTV-------------S----------E---------------------------------P-A-----------DV------GP-LFRRLS--AIPDAT---VNR--H--RS----------G---P-E--D-G---------R--------L-------G---V-TDTLHLL-VPSA--AVLT---V---VVRTL----PSFIRS-R-R--S----S--VS------VTI-T---R-G-G----RSVSIDGK---NL--P-DL--EQVIEITD-RL------L--G--D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086676010.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITG---------P---D---------------------------S----------------E-G-----------EL------RE-LAAWLR--GEDELRG-RVQL--F-----------------------------------D----------------A--------VVVG-VTSN--SAGV-------FCRSL----IAWLRR-C-R--E-G--R--VS------LKV-K---R-S----G-AAEELELD---CG----PA--SDAEQVLG-AV--RGF-L-----D---------------------------------------K--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086848657.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------D-G-----------EL------PE-LAAWLR--GEDELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSS--SAGV-------FCRSL----FAWLTR-E-R--E-S--R--VS------LKV-K---R-S----G-AAEELQLD---FG----AA--SDADQVLG-AV--QGF-L-----D---------------------------------------Q--------------------P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086856190.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---D---------------------------S----------------D-G-----------EL------PE-LAAWLR--GEDELRG-RVQL--F-----------------------------------D----------------A--------VVVG-VTSN--SAGV-------FCSSL----FAWLRR-C-R--E-A--R--VS------LKV-K---R-S----G-AAEELELD---CG----PA--SDAEQVLG-AV--RGF-L-----D---------------------------------------K--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091305099.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------A-D-----------EL------PE-LAAWLR--GEDELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSS--SAAV-------FCRSL----FAWLTR-G-R--E-A--R--VS------LKV-K---R-S----G-AAEELELD---FG----AA--SDADQVLG-AV--QGF-L-----D---------------------------------------K--------------------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103338162.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------G-G-----------EL------PE-LADWLR--GEDELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSST--SADV-------FCRSL----FAWLGR-F-R--E-T--R--VS------LKV-K---R-S----G-AAEELELD---FG----AA--SDAAQVLG-AV--QGF-L-----D---------------------------------------Q--------------------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103417476.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTV-------------S----------E---------------------------------P-A-----------SV------GP-LFRRLS--TIPDAT---VNR--H--RS----------G---P-E--D-G---------K--------L-------G---V-AETLHLL-VPSA--AVLT---V---VIRTL----PAFIRS-R-R--S----S--VS------VTI-T---R-G-D----RSVTFDGK---NL--P-NP--EKAIEITD-RL------L--S--D---------------------------------------D----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KOV50628.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------ME--LAV-------------S----------R---------------------------------E-G-----------EL------NS-LRTWLDLAAIPGV---DVRR--V--AG----------T---P-G--P-G---------E--------Q-------G---A-LDTLTVL-ATST--ALVA-------AIRIL----PEFLRA-R-R--S----D--LS------VTV-T---V---R--G-KKLTVDAR---NV--------EEVMPILE-KL------L-----D---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_003079032.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------E-G-----------EL------PE-LAAWLR--GEDELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSN--SAAA-------FCRSL----FAWLTR-G----A-G--S--VS------LKV-K---R-S----G-AAEELQLD---CG----AA--SDADQVLG-AV--QGF-L-----D---------------------------------------K--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020642628.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---D---------------------------S----------------D-A-----------EL------PE-LAAWLR--GEDALRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSN--SAGV-------FCRSL----FAWLLR-C----Q-A--R--VS------LKV-K---R-S----G-AAEELELD---CG----AA--SDAEQVLF-AV--QGF-L-----D---------------------------------------Q--------------------P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093945735.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---D---------------------------S----------------D-G-----------DL------PE-LAAWLR--GEDALRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSN--SAGV-------FCRSL----FAWLLR-C----Q-A--R--VS------LKV-K---R-S----G-AAEELELD---CG----AA--SDAEQVLG-AV--QGF-L-----D---------------------------------------Q--------------------P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103353785.1 --------------------------------MTA----G------------------------------------------------------------------------------------------------------I----------------------VA--ITV---------P---N---------------------------S----------------D-R-----------EL------PE-LAAWLR--GEAELRG-RVQV--F-----------------------------------D----------------A--------VVVG-VSSN--SAGV-------FCRSL----FAWLTR-G----A-G--S--VS------LKV-K---R-S----G-AAEELELD---CG----AA--SDADQVLG-AV--RGF-L-----D---------------------------------------K--------------------A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089309665.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------RR--S------SN--RSL---------T---G-S--------E----------------E----------------N-Q-----------TL------RA-GFDWTR--HDRALAR---------------W---------------------------D------------------R-A-VDTVIVA-LGSG--GAVS---L---LVDSL----KVWLTQ-P-R--R-S--D--IR------LVI-Q---R-E-Q--D-QKIEIDAQ---RV----AR--EDVEGLLR-EA------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051831085.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------RS-LRDWLS--REDGIRG-RLRL--V--DR----------P---A-R--V-G---------E--------M-------G-G-V-LEFLAVT-LGSG--GAGA---L---LVQSL----SAWLGQ-R-G--T----D--VT------VTV-T---G-P-D--G-RSVTIDVR---RT--Q-DP--IAVVREVE-RL------M-----A---------------------------------------P------P-------------R----------------------D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SNR23901.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------RA-GFDWTR--HDRALAR---------------W---------------------------D------------------R-A-VDTVIVA-LGSG--GAVS---L---LVDSL----KVWLTQ-P-R--R-S--D--IR------LVI-Q---R-E-Q--D-QKIEIDAQ---RV----AR--EDVEGLLR-EA------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_049567493.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MWEWLQ--DEEILRG-EVSP--V--EK----------E---I-G--Q-E---------E--------L-------G-G-A-VELITVV-LGSG--GAGL---V---LSRAL----NTWLRT-R-R--G----D--VK------VTV-S---D-G----E-RTVELEAS---NI--K-DV--LPLLREV----------L-----G---------------------------------------D------G-------------E----------------------T-----------------------P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEU35263.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME----------LVES-----------------P---P-P--E-G---------T--------L-------G-P-V-ADLVQIA-VESP--EVVA---G---VTSVI----IAWLRF-R-R--S----D--VK------IKI-R-N-T-R-S--T-SQVDVSVT---RV--------KGLDGAQL-GE------L-----T---------------------------------------G--------------------Q--------------------I-K-----------------------R-----------------A----------------------------------------------------IS--G-------------------E---P-P----N------------------------------E-------I---P-----------------------P----------DGG-AG--G--------------------------------------------------------------------------------------------------------------------
WP_051831682.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-A-A-GELINVL-LAPG--GLTA---A---LAAAV----VAWLQN-R-R--G----N--QT------VTI-T---R-P-D--G-TQVTVTSE---RV--------RGLTAEGS-GD------L-----A---------------------------------------R--------------------Q--------------------I-A-----------------------D-----------------A----------------------------------------------------LQ--D-------------------P---A-T----A--------L---------------------Q-------E---PGA---------------------S----------QQP-EP-------------------------AAGNGPRPE-------QG----------------------------------------------------------------------------
WP_083979002.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTL--A--SA-------------------P-G---------S--------VPSPESM-S-G-V-TDVLVVA-LGTG--GVLA---V---LVQAI----FGWLQQ-R-R--E----D--VT------VRV-S---R-P-D--G-LTIEVDVR---RA--R-DN--QRVAALVE-AT------I-----R---------------------------------------T------L-------------Q----------------------D-----------------------G-----------------Q---------------------G----RPE-ADQR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063837497.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-P--V-G---------A--------L-------G-T-T-SEVLAIA-LAPG--GVSA---V---LASAV----IAWMRH-R-T--G----E--VV------CKL-T---R-R-D--G-TSVEVSAQ---RV--------RGTDMAEV-RE------L-----V---------------------------------------A--------------------E--------------------L-A-----------------------R-----------------T----------------------------------------------------LE--G-------------------G---A-G----T---------------------------------------------------------------------------------------VVG-DEGEPT--VSPR---------------------------------------------------------------------------------------------------
WP_088574340.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-P-A-TDALVAL-LEPG--GVAA---V---FAGAI----VAWVQT-R-R--G----N--HT------VTV-T---R-P-D--G-TSITISTR---QA--------RSLSPQEL-AE------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------E-L----P--------P-PPG-NGQSGT----------E-------R---P-----------------------P----------EDP-PR-----------------------------------------------------------------------------------------------------------------------
WP_098897631.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-P-A-TDALVAL-LEPG--GVAA---V---FAGAI----VAWVQT-R-R--G----N--HT------VTV-T---R-P-D--G-TSITISTR---QA--------RSLSPQEL-AE------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------E-L----P--------P-PPG-NGQSGT----------E-------R---P-----------------------P----------EDP-AR-----------------------------------------------------------------------------------------------------------------------
WP_109174941.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-P-A-TDALVAL-LEPG--GVAA---V---FAGAI----VAWVQT-R-R--G----N--HS------VTV-T---R-P-D--G-TSITISTR---QA--------RSLSPQEL-AE------L-----A---------------------------------------E--------------------R--------------------L-A-----------------------R-----------------P--------------------------------------------------------------------------------E-L----P--------P-PPG-NGQSGT----------E-------R---P-----------------------P----------EDP-AR-----------------------------------------------------------------------------------------------------------------------
WP_051840661.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-LEALTVA-VGPG--AAAS---A---LATTV----IAWLRT-R-R--G----E--IH------VKM-T---L-P-D--G-RSLELSAR---NV--------AALDAADL-RR------Q-----V---------------------------------------A--------------------D--------------------V-A-----------------------S-----------------L----------------------------------------------------LG----------------------------A----Q--------D---------------------Q-------Q---G------------DTTLRISA---P----------EHR-ED--R--------------------------------------------------------------------------------------------------------------------
WP_074311352.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTT--A--PA----------G---P-TPAE-Q---------G--------S-------A-G-V-PDVLVVT-VDSG--GAVM---V---LVQAI----AGWLAH-R-R--E----D--VT------VRL-A---R-P-D--G-WSAELDVR---QA--R-DM--DQVTALIE-AA------V-----R---------------------------------------A------V-------------Q----------------------P-----------------------E-----------------T---------------------S-EP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101417477.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-LEALTVA-LGPG--AAAT---A---LATTA----SAWLRT-R-R--S----E--IH------IKV-T---L-P-D--R-RSLELSAS---NV--------ADLDTAAL-RQ------Q-----V---------------------------------------A--------------------D--------------------V-A-----------------------V-----------------L----------------------------------------------------VG----------------------------A----Q--------A---------------------Q-------R---G------------DATLEIVP---L----------ERR-ED--R--------------------------------------------------------------------------------------------------------------------
WP_079182070.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRA--V--QP----------P---P-A--P-G---------E--------M-------G-G-A-LDVLAVA-VGSG--GMGV---V---LANCL----STWIAQ-R-R--S----D--LR------ITV-S---T-Q-D--G-RTVEVDAK---GV----DP--QALARDIE-RL------L-----N---------------------------------------K------P-------------E----------------------G-----------------------E-----------------E-GQQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099918141.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRA--F--QS----------P---L-T--P-G---------E--------M-------G-G-V-LDALAVA-VGSG--GMGA---V---LANCL----STWIGQ-R-R--S----D--VR------ITV-S---T-R-D--G-RTIEVDAK---GV----DP--QALARDIE-HM------L-----N---------------------------------------S------D-------------E----------------------A-----------------------E-----------------G-NPQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052705912.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-A-A-GDAVLAV-LEPG--GVAA---A---CAGAV----VAWVRT-R-R--G----T--QT------VTI-T---R-P-D--G-TRLTLSTT---QV--------KGLDARQT-AE------L-----A---------------------------------------Q--------------------R--------------------L-A-----------------------A-----------------G----------------------------------------------------LE--G-------------------R---D-A----E--------A---------------------T-P-----S---G-----------------------P----------PAP--------------------------------------------------------------------------------------------------------------------------
SCD80496.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLTVA-LAPG--GVSA---V---LASAA----IAWMRH-R-T--G----E--VV------CKL-T---K-P-D--G-TSVEVSAQ---RV--------RGSDLTEV-RD------L-----V---------------------------------------T--------------------E--------------------L-T-----------------------Q-----------------L----------------------------------------------------LN--G-------------------S---S-G----A---------------------------------------------------------------------------------------AGD-GSDDPA------------APSGQ----------------------------------------------------------------------------------------
WP_052720941.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---P----E-G---------K--------L-------G-A-L-TDVLVAA-LGPG--GTAM---A---LATVA----ISWLRS-R-K--T----S--TK------LEA-T---R-S-D--G-ASIIVTSD---LV--K-TT--DDLRQLTN-KV--AEW-V-----D---------------------------------------G------S------G------E--------------------T-P-----------------------P-----------------E----------------------------------------------------LE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KIX79887.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML-LQPG--GLTV---T---LAAGV----VAWLQT-R-R--G----G--QT------VTI-S---R-P-D--G-TEIVVASQ---SV--------RGLTPESS-GK------L-----A---------------------------------------L--------------------E--------------------V-A-----------------------R-----------------A----------------------------------------------------LD--E-S----SRR--------------D-R----E--------A---------------------G-------T---S-----------------------E--P------------------------------------------------------------------------------------------------------------------------------------
WP_044381661.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MV-LGTG--GTVT---A---LITSL----RTWLAH-P-R-RS----D--VR------LKV-R---R-E-G--G-ATVEIDAK---RV----KR--ADVERLLR-QA------L-----D---------------------------------------Q-DQEQ-D-H-----------E----------------------P-----------------------G-----------------Q---------------------------------GQGPAVQE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067670342.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-G-M-VDVLAVA-LSSG--GAGA---V---LAGSL----STWLTQ-R-R--S----D--VK------ITV-T---D-A-G--G-RSIELDAR---RVP---DV--SALVRDIG-RL------I-----D---------------------------------------T------T-------------E----------------------H-----------------------S-----------------GEEVP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018540178.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-R-A-LDALAVA-VGSG--GMGV---V---LANCL----TTWIAQ-R-R--A----D--LR------ITV-S---T-Q-D--G-RTVEVDAK---RV----DA--QVLTRDIE-RL------L-----N---------------------------------------N------P-------------E----------------------A-----------------------E-----------------G-NQQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052845486.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-G-A-LDALAVA-VGSG--GMGA---V---LANCL----STWISQ-R-R--S----D--VR------ITV-S---T-R-D--G-RTVEVDGK---GV----DP--QALTRDIE-RL------L-----N---------------------------------------N------D-------------E----------------------A-----------------------E-----------------G-GPQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_110036763.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-D-L-YDVLMVA-LGTG--GLAP---A---LTRSL----TTWLTH-R-R--S----D--VT------VTV-T---RNS-D--G-TSVTLDGN---RI----KS--PEVLRELR-DI------L-----D---------------------------------------G------A-------------D--------------------PDN-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEH02685.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-G-L-AETALVA-VSSG--GALT---A---LAASL----KAWLAQ-P-H-RS----D--VR------VRI-R---T-E-G--G-TSIDVDAK---HV----DA--KRLERLLR-ET------L-----S---------------------------------------A--LY--K-------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067792914.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-D-L-YDVLVVA-VGAG--GIAP---A---LARSL----TAWFTV-R-R--S----D--IA------VTL-K---I-D-D--H-TEITLDAK---RI----KT--PEVTQALQ-RM------L-----E---------------------------------------R------P-------------R----------------------D-----------------------P-----------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067978771.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-N-L-FDVLIIA-AGAG--GVAS---A---LVRSL----TVWFTH-R-R--S----D--MC------ITL-Q---R-G-D--G-CSITVDAH---RI----KA--PELLQEIK-EL------I--G--E---------------------------------------P--------------------D----------------------S-----------------------S-----------------L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103963716.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-------G-G-L-AETALVA-VSSG--GALT---A---LAASL----KAWLAQ-P-H-RS----D--VR------VRI-R---T-E-G--G-TSIDVDAK---HV----DA--KRLERLLR-ET------L-----S---------------------------------------A--LY--K-------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_103780861.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA-LGTG--GTVT---A---LVTSL----RTWLAH-P-R-RS----D--VR------LKV-R---R-E-G--G-ATVEIDAK---RV----KR--ADVEKLLH-QA------L-----Q---------------------------------------E--------------------Q----------------------P-----------------------E-----------------P---------------------------------GQDSDVQE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052742894.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLTVL-LGSG--GASA---V---LARSL----TVWLQT-R-R--S----D--VK------ITV-S---T-P-D--G-NSVTVEAT---NL----RP--EEALPAIT-RV------L-----D---------------------------------------R--------------------D----------------------D-----------------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
POX56155.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----RTWLAH-P-R-RS----D--VR------LKV-R---R-E-G--G-ATVEIDAK---RV----KR--ADVEKLLH-QA------L-----Q---------------------------------------E--------------------Q----------------------P-----------------------E-----------------P---------------------------------GQDSDVQE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KWT62307.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------E----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVAR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LAIAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------T---------------------------------------E--------------------L-ER-LE----------------E----------------P------A-----------------G----------------------------------------------------------------------------P---E-G----S------------------------------A-------E---P-----------------------E---------------------------------------GSAVPEGS-AVPEESEVPEESEVPDEPEP---HRSPGGDRNPDPNRNSNPAPNQSPAPA----------PAPNPDLNPIPAPNPIPSPTPAPNPT-
WP_062205207.1 ------------------------------------------------------------------------------------------------------------------------------------MTSGRSEP--E---------------R---T--VR--VWLRDPDGAP--P---G-G--------G--L-------------D-R--------------E-D-----------EL------RS-LRRWLD--EDESLDG-ALHT--R--LA-------SG-T--RT-R--P-G---------E--------M-------G-T-I-IDVLSLA-IGSG--LSSG---A---LAVSL----LQWRDA-R-R--T----R--RT------VVL-R---R---G--E-IEIEIPATGPRDD--------GALARVIAGLL------------A---------------------------------------P--------------------A----------------------------------------------P-------VPGSPPLPVPA----------------------------------------------------------------------------P---A-P----P------------------------------P-------A---A-----------------------A--------P-PAP-PA--------PPPPRPVG-GSGGEGGDGDDRAE-PA-------------------------------------------------------------------------------------
WP_050506763.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------E----------------S----------------D-R-----------EL------RS-LCDWLA--DDPEVAR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LAIAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------T---------------------------------------E--------------------L-ER-LE----------------E----------------P------A-----------------E----------------------------------------------------------------------------P---E-G----S------------------------------A-------E---P-----------------------G---------------------------------------GSAVPE-------------ESEVPDEPEP---HRSPGGNRNPDLN------------PT----------PAPNPDLNPI--PNPIPNPTTTPRPRT
WP_053802205.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------G----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------VR-E---A-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PR------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------E----------------PTGPDGPT-----------------G----------------------------------------------------------------------------P---E-G----S------------------------------E-------G---P-----------------------E---------------------------------------ESEAPG----------------EPDEPEP---LQSPDGNRSPN--------------PA----------PAPT--------PAPAPAPNPAPRPRT
WP_050504262.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------G----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------E----------------P------A-----------------G----------------------------------------------------------------------------S---E-G----P------------------------------E-------GSEAP-----------------------E---------------------------------------ESEVPG----------------EPEEPEP---HQSPGGNRSPN--------------PA----------PAPA--------PAP--TPNPAPRPRA
WP_003979897.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------G----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PR------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------E----------------P------T-----------------G----------------------------------------------------------------------------P---E-G----S------------------------------E-------G---P-----------------------E---------------------------------------ESEAPG----------------EPDEPEP---HQSPDGNRSPN--------------PA----------PAPA--------PTPNQAPNPAPRPRT
WP_050508826.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------G----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------E----------------P------T-----------------G----------------------------------------------------------------------------P---E-G----S------------------------------E-------G---P-----------------------E---------------------------------------DSEAPG----------------EPDEPEP---YQSPDGNRSPN--------------PA----------PAPA--------PTPTPAPNPAPRPRT
WP_050500757.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------E----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------E----------------P------A-----------------G----------------------------------------------------------------------------S---E-G----P------------------------------E-------G---P-----------------------E---------------------------------------ESEAPG----------------EPDEPEP---HQPPDGNRSPN--------------PA----------PAPV--------PAP--APNPSPRPRT
WP_050507927.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------E----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVGR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LALAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------A---------------------------------------E--------------------L-ER-LE----------------G----------------P------E-----------------G----------------------------------------------------------------------------P---E-E----S------------------------------E-------A---P-----------------------E---------------------------------------ESEAPG----------------EPDEPEP---HQPPDGNRSPN--------------PA----------PAPN--------AAP--APNPAPRPRT
WP_051674712.1 ------------------------------------------------------------------------------------------------------------------------------------MTGVPFAA--A---------------G---E--IE--VVL------A--P---V-A--------P--E-------------E-A--------------E-D-----------DL------RS-LLRWLR--ADETLAG-RAAG--R--IR-------DG-A--GT-P--P-G---------A--------M-------G-L-V-FDVLQLT-IGSG--LSAG---A---LAVSV----AQWRDA-R-R--R----P--PG------ITL-R---R---G--D-TTVELPSAGPVDV--------AALTRALQ-LL------------G---------------------------------------A--------------------Q----------------------------------------------P-------VPDVPL----Q----------------------------------------------------------------------------A---A-P----P------------------------------M-------A---A-----------------------A--------P-PPA-PA--------EAPARAAGAGTGEAAGDGT-----PS-------------------------------------------------------------------------------------
WP_073920305.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R---E--YE--LRL---D--PYDQ---G-Q--------G--Q-------------G-P--------------E-S-----------EL------RS-LLLWLK--EDETLRH-GARG--R--IG-------SQ-AP-PP-A--G-S---------EGGPAGDTDM-------G-SPG-FDLLQLA-LGSG--LSAG---S---LVFAV----LQWQAS-R-R--R----A--PA------LIV-R---R---G--P-YEVRLTGDEAGDP--------QAVRRIVA-AL------------E----GADGGGRAREG----------------EGAHEGGRT--------------------G----------------------------------------------D-----------------E----------------------------------------------------------------------------D---G-G----Q------------------------------G---GADDG---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
SCK28094.1 ---------------------------------------------------------------------------------------------------------------MAGPVENPVAGEVRFYDVGLERRRRKGPGR-V---------------E------VN--LSF---------G---G-G-------------------------A----------------A-D--AEEAGLAE-SA------AS-LYRWLV--AEPELRG-QVEV--S--LG-------PR-R---P-E--P-G---------H--------M-------G-G-A-LDIVNVV-LANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------IRL-E---R---D--G-VVVTVQDG---SP--------ETVERILR-VW------------N---------------------------------------A--------------------S-GA-----------P-------A----------------S------A-----------------P----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077964689.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--IA--VRI---D--R--L---G-P--------G--GQPW----------D-T--------------E-E-----------EL------RS-LLRWLR--ADESLHG-TMTV--V--AA-------PS-A--PP-V--P-D---------A--------M-------G-AGG-FDILQLA-VTSG--FSAA---A---LAVSI----LQWKSS-T-R--G----S--TR------VRV-R---R---G--D-IEVELTGELASDE--------E-VRRVIR-LL------------D----GQ-----VPGQVPETAPAAATGTVTAAP-------T--------------------A----------------------------------------------P-----------------A----------------------------------------------------------------------------D---G-G----D------------------------------D-------H---P-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
AJT62559.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VD--IFV---------EPAAE-G-------------------------G----------------S-D--------DR-AL------TS-LYRWLA--RDPDTAG-HTTI--S--LA-------PG-A---P-G--A-G---------D--------M-------G-G-A-FEVINAV-VANA--IALG---G---LAVAC----ATWRDA-R-P--G----A--PV------VRI-E---R---D--G-VTVTVEDG---SP--------ETVSRIVA-AL------------G---------------------------------------Q--------------------P-PP-----------G-------S----------------Q------P-----------------P----------------------------------------------------------------------------Q---S-A----Q------------------------------G-------G-A-G-----------------------G--------P-DGG-GD--------APDGAARGAGPNRPSP-----------------------------------------------------------------------------------------------
WP_018089822.1 -----------------------------------------------------------------------------------------------------------------------MAGEVRFYDVGLERRRRKGPGR-V---------------E------VN--LSF---------G---G-G-------------------------A----------------A-D--AEEAGLAE-SA------AS-LYRWLV--AEPELRG-QVEV--S--LG-------PR-R---P-E--P-G---------H--------M-------G-G-A-LDIVNVV-LANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------IRL-E---R---D--G-VVVTVQDG---SP--------ETVERILR-VW------------N---------------------------------------A--------------------S-GA-----------P-------A----------------P------A-----------------P----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_046924604.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VD--IFV---------EPAAE-G-------------------------G----------------S-D--------DR-AL------TS-LYRWLA--RDPDTAG-HTTI--S--LA-------PG-A---P-G--A-G---------D--------M-------G-G-A-FEVINAV-VANA--IALG---G---LAVAC----ATWRDA-R-P--G----A--PV------VRI-E---R---D--G-VTVTVEDG---SP--------ETVSRIVA-AL------------G---------------------------------------Q--------------------P-PP-----------G-------S----------------Q------P-----------------P----------------------------------------------------------------------------Q---S-A----Q------------------------------G-------G-A-G-----------------------G--------P-DGG-GD--------APDGAARGAGPNRPSP-----------------------------------------------------------------------------------------------
WP_050514958.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------G----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVAR-SARV--S--LR-------AR-E---A-E--P-G---------R--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LAIAI----DGWRRA-Y-A--A----R--PR------ITV-E---R---D--G-VRVSFATS---DT--------DGARSILR-AL------------E---------------------------------------E--------------------L-ER-PR----------------E----------------P------S-----------------G----------------------------------------------------------------------------H---R-N----P------------------------------G-------G------------------------------------------------------------------------------------------DRNPDG---DRNPDGDRNPD------------------------------------------RDRNPDARNRG
WP_093641700.1 -----------------------------------------------------------------------------------------------------------------------MAGEVRFYDVGLERRRRKGPGR-V---------------E------VN--LSF---------G---G-G-------------------------A----------------A-D--AEEAGLAE-SA------AS-LYRWLV--AEPELRG-QVEV--S--LG-------PR-R---P-E--P-G---------H--------M-------G-G-A-LDIVNVV-LANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------IRL-E---R---D--G-VVVTVQDG---SP--------ETVERILR-VW------------N---------------------------------------A--------------------S-GA-----------P-------A----------------S------A-----------------P----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109891221.1 -----------------------------------------------------------------------------------------------------------------------MAGEVRFYDVGLKRRRRKGPGR-V---------------E------VN--LSF---------G---G-G-------------------------A----------------A-D--AEEAGLAE-SA------AS-LYRWLV--AEPELRG-QVEV--S--LG-------PR-R---P-E--P-G---------H--------M-------G-G-A-LDIVNVV-LANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------IRL-E---R---D--G-VVVTVQDG---SP--------ETVERILR-VW------------N---------------------------------------A--------------------S-GA-----------T-------A----------------P------A-----------------P----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_083103658.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VD--IAV---------DAQAD-G-------------------------E----------------S-D--------DR-SL------TS-LYRWLG--RDPEVVR-HAQV--S--LV-------PR-Q---A-Q--P-G---------D--------M-------G-D-A-FEVINAV-VANA--IALG---G---LVVAC----ATWRGS-R-S--A----A--PP------VRI-E---R---D--G-VTITVEDG---SP--------ESVHRIVA-AL------------A---------------------------------------R-----------------------------------G-------D----------------Q------D-----------------G----------------------------------------------------------------------------D---E-A----D------------------------------G-------D-G-R-----------------------D--------G-DGQ-DG--------DEEAGDEGAGRDRQRS-----------------------------------------------------------------------------------------------
WP_020135550.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VV--IAA---------P---D----------H----------------E----------------D-G-----------HL---L--DE-LHDWLV--GDGELHR-TAEI--R--RV-------PL-D-----T--A-G---------T--------M-------G---A-LDVVEVV-VGQG--IAAL---N---LAIAY----ASWRST-R-P--A----A--PG------VTV-T---F-P-D--G-ATVTVTDD---GP--------EALERVLA-LL------------R---------------------------------------E--------------------S----------------------A-----------------------D-----------------N--------------------------------------------------------R-------------------P---R-V----T---------------------APP------D-------Q---D---------------------G-P--------A-RRP-DE-------------------------GTVAGR----------GREGVHGHGTA-------------------------------------------------------------------
WP_051850290.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LG--LGL-K-------D---D-D--------T----------------A----------------E-S-----------EL------RS-LHAWLL--AEPLARR-HARP--V--LD---T---AR-S---P-G--A-G---------A--------Q-------G-D-V-IDLISLV-VGSG--FSAA---S---LALSL----VSWRAT-R-T--G----Q--PV------ITV-E---R-P-D--G-ARITISDF---SP--------EETRCLLE-SL------------T---------------------------------------D--------------------V----------------------G-----------------------S---D-------------D----------------------------------------------------------------------------G---D-A----R--------T-GSQ-----------------D-------G---R-----------------------T--------E-EQD-DR--T-----EEQRDGRGDSA----------------------------------------------------------------------------------------------------
WP_085565198.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LG--LGL-K-------D---D-D--------T----------------A----------------E-G-----------EL------RS-LHAWLL--AEPLARR-HARP--V--LD---T---AR-S---P-G--A-G---------A--------Q-------G-D-V-IDLISLV-VGSG--FSAA---S---LALSL----VSWRAT-R-T--G----Q--PV------ITV-E---R-P-D--G-ARITISDF---SP--------EETRCLLE-SL------------T---------------------------------------D--------------------V----------------------G-----------------------S---D-------------D----------------------------------------------------------------------------G---D-A----R--------T-GSQ-----------------D-------D---R-----------------------T--------E-EQD-DR--T-----ERQRDGRGESA----------------------------------------------------------------------------------------------------
WP_051832798.1 -------------------------------------------------------------------------MRRGTGDKE----GLL-----------------------------------------------------V---------------Q------LT--LGF-L-------D---V-Q--------V----------------P----------------E-A-----------EL------RS-LHMWLM--ADPVARR-HAKP--M--LG---A---SQ-V---L-T--P-G---------A--------Q-------G-G-A-LDLVSLM-VSSG--FSAA---S---LAMSV----VSWRAT-R-P--H----R--PS------VIV-N---R-P-D--G-LTITISDS---SA--------EEARRLIE-SL------------A---------------------------------------D-----------D--------S----------------------G-----------------------G---T-------------R----------------------------------------------------------------------------G---P-D----D--------S-DGS-----------------G-------G---R-----------------------V-------------------------------GLSA----------------------------------------------------------------------------------------------------
WP_097231130.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---E--NR--VEV------C--L---A-P--------D--E-------------D-SGGEPTAV-------E-D-----------EL------RS-LVRWLR--TDESLAH-GLVS--R--LE-------AR-R--PA-G--G-D---------E--------M-------G-A-A-LDVVALV-LGSG--LSAG---A---LAVSV----LQWRDA-R-R--S----S--RP------LVV-R---R---G--A-WEVRIPPGRPADE--------ETLARLVA-LL------------E---------------------------------------A--------------------A----------------------------------------------D-----A-VDG-------N----------------------------------------------------------------------------R---A-G----D------------------------------G-------G---E-----------------------P------------------------------------DGSGEGR--------------------------------------------------------------------------------------------
WP_066985804.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------E--T---G-P--------G--G-------------D-A--------------E-A-----------EL------RS-LLRWLQ--DDEELRR-QVRG--T--LG-------AG-R--AP-R--P-G---------E--------M-------G-L-G-FDLLQLA-VGTA--VSAG---S---LAVSI----LQWRDT-R-R--R----A--PG------LTL-R---S---G--G-VEVRVERGAAGDE--------ETVRRIIA-LL------------D---------------------------------------G--------------------A----------------------------------------------AGLADGGGTGAADGAGTGE----------------------------------------------------------------------------P---G-G----D------------------------------G-------P---T-----------------------P---------------------------------------------------------------------------------------------------------------------------------------
WP_081550423.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------AV--FAA---------P---E----------Q----------V-----D----------------D-A-----------QF---VV-DE-LHEWLI--GDTDLRR-TARI--S--RS-------SR-G-----A--T-G---------T--------M-------G---V-TDVVEVV-IGQG--IAAL---N---LALAY----ATWRST-R-P--R----P--PG------IVV-T---L-P-G--G--TLTVTDD---SP--------EALERILA-AL------------R---------------------------------------D--------------------E----------------------P-----------------------A-----------------T--------------------------------------------------------R-------------------R---V-A----A------------------------------D-------H---P---------------------H-L--------S-SQA-DA-------------------------SAAAAR----------SEDG-DGHGTG-------------------------------------------------------------------
WP_099904499.1 ------------------------------------------------------------------------------------------------------------------------------------------MP--E---------------F---E--IS--IAVADRD-----------G--------G--D-------------D-A--------------G-E-----------AL------RS-LRDWIV--LDEDLAG-AVRT--G--WA-------TG-G--PA-V--P-G---------R--------M------GG-G-L-FDVLQLA-IGSS--LSAG---A---LAVSI----LQWRDA-R-R--K----P--AT------LRL-R---R---G--D-LELEVPAGGPYDA--------AAVRALTA-LL------------A---------------------------------------A--------------------D----------------------------------------------P-------TAA-------A----------------------------------------------------------------------------A---A-P----A------------------------------A-------P---A-----------------------A--------S-ESS-AD--------EHPA-----------------------------------------------------------------------------------------------------------
AGP55984.1 ---------------------------------------------------------------------------------------------------------------MGA----------------------------V---------------Q------FR--LRV---------D--------------A----------------T----------------E-G--------SP-GV------LD-LYRWLT--GDPDVAG-AAEV--A--LV-------DV-E---D-R--D-D---------T--------L-------G---G-LEAISIV-ISNL--TSLG---N---LLLAA----ATWRDA-R-A--R----G--AD------TRV-E---R---D--G-VSLRVEST---DP--------ETIRRLLR-QL------------E---------------------------------------S--------------------P----------------------------------------------E-----------------G----------------------------------------------------------------------------S---R-P----P------------------------------E-------E--------------------------------------------------------------------------------------SPDNSDRPED---SDHPGNSDHPE-----NPA---------------------------------------------
WP_052701431.1 ---------------------------------------------------------------------------------------------------------------MGA----------------------------V---------------Q------FR--LRV---------D--------------A----------------A----------------E-G--------SP-GV------LD-LYRWLT--GDPDVAC-AAEV--A--LV-------DE-E---G-R--D-D---------T--------L-------G---G-LEVISIV-VSNL--TSLG---N---LLLAV----ATWRDA-R-A--R----G--AD------TRV-E---R---D--G-VSLRVEST---DP--------ETIRRLLR-EL------------E---------------------------------------T--------------------P----------------------------------------------E-----------------G----------------------------------------------------------------------------S---Q-P----P------------------------------E-------D--------------------------------------------------------------------------------------SPDNSDRPDN---SDRPEDSDRPE-----NPA---------------------------------------------
WP_073762288.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IQ--VRL---------D---E-A--------D----------------G----------------D-L-----------EL------RS-LCEWLA--DDPAVGR-SADI--S--LR-------AS-G---T-K--P-G---------E--------M-------G-L-A-FDAVQLI-VDSL--FQLS---S---LAIAI----DSWRRA-Y-A--A----R--PK------MTI-E---R---N--G-VRVSFATS---DS--------DGARSILR-AL------------E---------------------------------------E--------------------L-ER-AS----------------G----------------R-GDE--T-----------------G----------------------------------------------------------------------------G---S-G----S------------------------------G-------G---G-----------------------G---------------------------------------GGAGPGNS-AGGGAGA--------------------------------------------------------------------------------
WP_017594165.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------ID--LSM---------Q---G-P--------S----------------S----------------G-T-----------ES------RS-LYRWLQ--EKTRELH-AEGV--S--LA-P-AG--GP-D---P-L--P-G---------Q--------M-------G-T-V-FEIVQFV-FDNV--AQYG---A---LAVAI----ASWRRA-H-H--S----R--CS------VQL-E---R---D--G-VKITLTEA---EL--------DDAEAIAR-AF--ER--L---------------------------------------------A--------------------G----------------------A-----------------------S-----------------G--------------------------------------------------------T-------------------D---A-E----E--------------RRPDSE----------G-G-----E---A-----------------------S-GG-----D-GSE-EA--E--------------------------------------------------------------------------------------------------------------------
WP_051818683.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VR--IGV---------E-Q-D-T--------E----------------S----------------G-E-----------AA------QS-LYTWLS--GDPEVLA-GTGL--S--PV-------RR-A---E-A--P-G---------P--------M-------G-P-V-LEAVEAV-FDSG--VQLA---S---LVVAV----ASWRST-R-P--R----A--DR------VHI-E---R---A--G-VRVTVGGG---DP--------EAVARVLR-AL------------G---------------------------------------E--------------------GGAP----EAGSGAGG-------T----------------P------E-----------------A----------------------------------------------------------------------------G---R-G----E-G--------------------------D-A-------A---P-----------------------A--------D-RPG-RQ--------D--------------------------------------------------------------------------------------------------------------
CUW29406.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IERAIEI---------S-------------------------------A----------------G-E-----GG-RR-TI------PD-LYRWLR--SDPRIRG-YAEV--S--LG-------SS-Q---P-V--T-G---------T--------M-------G---A-WDVVDIV-FGQA--TAAA---N---LALSY----AAWRTT-R-P--A----A--PA------VTF-T---A---D--G-RSITVRGT---CD--------EATVRLIT-EL------------V---------------------------------------N--------------------G-TA----------SP-------S----------------R------P-----------------A----------------------------------------------------------------------------A---E-G----T------------------------------R-------Q---P-----------------------A--------A-EGT-RR--------SADDLEPR-------------------------------------------------------------------------------------------------------
WP_063808561.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IERAIEI---------S-------------------------------A----------------G-E-----GG-RR-TI------PD-LYRWLR--SDPRIRG-YAEV--S--LG-------SS-Q---P-V--T-G---------T--------M-------G---A-WDVVDIV-FGQA--TAAA---N---LALSY----AAWRTT-R-P--A----A--PA------VTF-T---A---D--G-RSITVRGT---CD--------EATVRLIT-EL------------V---------------------------------------N--------------------G-TA----------SP-------S----------------R------P-----------------A----------------------------------------------------------------------------A---E-G----T------------------------------R-------Q---P-----------------------A--------A-EGT-RR--------SADDLEPR-------------------------------------------------------------------------------------------------------
WP_099922540.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MR--LDI---------E--------------V----------------L----------------E-D--------DG-RQ------LRALQRWLM--RDPDTAG-AS-L--S--LR-------DR-Q---E-R--P-G---------T--------M-------G-G-G-LELINVV-LSNA--VGLG---G---LLLAV----ANWRRS-R-G--N----G--PE------VRV-E---H---R--G-VTVTVSGA---DP--------RHIERLVR-QL------------T---------------------------------------G--------------------P----------------------------------------------G-----------------S----------------------------------------------------------------------------G---A-D----DGT--------------------------PDA-------V--------------------------------------------------------------------------------------TPDAVTPAPG---MPDRGMLDRPR-----T-----------------------------------------------
WP_107475813.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IERAIEI---------S-------------------------------A----------------G-E-----GG-GR-TI------PD-LYRWLR--SDPRIRG-YAEV--S--LG-------SS-Q---P-V--T-G---------T--------M-------G---A-WDVVDIV-FGQA--TAAA---N---LALSY----AAWRTT-R-P--A----A--PA------VTF-T---A---D--G-RSITVRGT---CD--------EATVRLIT-EL------------V---------------------------------------N--------------------G-TA----------SP-------S----------------R------P-----------------A----------------------------------------------------------------------------A---E-G----T------------------------------R-------Q---Q-----------------------A--------A-EGT-RR--------SADDLEPR-------------------------------------------------------------------------------------------------------
WP_037958524.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------FR--IDT---------E-D-R-T----E---D-----Q----------G----------------D-D--------GE-AL------LS-LYRWLY--GDDALER-TTEV--E--LR-------EA-P---P-E--E-G---------A--------M-------G-G-A-WDVVNVV-LTHA--TALA---N---LALAL----AAWRQN-H-P--S----A--PP------LNA-H---A---N--G-VTVTVHTD---DP--------EAVRRLLE-AL------------H---------------------------------------S--------------------P-DP-----------G-------A----------------E------D-----------------D----------------------------------------------------------------------------P---G-A----E------------------------------D-------D-S-G-----------------------A--------D-PGA-DP--------GAEG-----------------------------------------------------------------------------------------------------------
WP_086885313.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------FR--IGT---------E-D-R-T----E---D-----Q----------G----------------D-D--------GE-AL------LS-LYRWLY--GDEALER-TTEV--E--LR-------EA-P---P-E--E-G---------A--------M-------G-G-A-WDVVNVV-LTHA--TALA---N---LALAL----AAWRQN-H-P--S----A--PP------LNA-H---A---N--E-VTVTVHTD---DP--------EAVRRLLE-AL------------H---------------------------------------S--------------------P-DS-----------G-------A----------------E------G-----------------D----------------------------------------------------------------------------S---G-A----E------------------------------G-------D-S-G-----------------------A--------D-SGA-DP--------GAEG-----------------------------------------------------------------------------------------------------------
KND37468.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------T----------------A-D--AETGG-AE-AA------SS-LRRWLM--AEPELRG-RAKF--S--PG-------AE-R---P-P--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---SP--------EQVEQILR-MW------------N---------------------------------------A--------------------S-AAGASALPSSPADS-------A----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
OKJ53082.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------T----------------A-D--AETGG-AE-AA------SS-LRRWLM--AEPELRG-RAKF--S--PG-------AE-R---P-P--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---SP--------EQVEQILR-MW------------N---------------------------------------A--------------------S-AAGGSALPSSPADS-------A----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_047179412.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------A----------------A-D--TETGG-AE-AA------SS-LRRWLM--AEPELRG-RARI--S--PG-------AG-R---P-V--A-G---------H--------M-------G-D-G-LELVNVV-LANS--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---SP--------EEVEQILR-MW------------N---------------------------------------A--------------------S-AAGASALPPAPADS-------A----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050357179.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------T----------------A-D--AETGG-AE-AA------SS-LRRWLM--AEPELRG-RAKF--S--PG-------AE-R---P-P--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---SP--------EQVEQILR-MW------------N---------------------------------------A--------------------S-AAGASALPSSPADS-------A----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073803866.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------T----------------A-D--TETGG-AE-AA------SS-LRRWLM--AEPELRG-RARI--S--PG-------AE-R---P-V--A-G---------H--------M-------G-D-G-LELVNVV-LANS--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDS---SP--------EQVEQILR-MW------------N---------------------------------------A--------------------S-AAGASDLPPAPAGS-------A----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086766728.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--PG--PGI---S--A--S---L-D--------A--T-------------G-T--------------E-D-----------DL------RS-LLRWLR--ADESA---GVRA--G--LA-------PA-P--PP-P--A-D---------A--------M-------G-T-G-FDVLQFA-VSGG--LSAA---S---LVVSV----LQWQTS-L-R--R----A--PA------VTL-R---R---G--D-VEVLLTARAARDE--------QTVRRLAA-LL------------DGDTASA-----VPPA----------------PRT-----R--------------------T----------------------------------------------E-----------------G----------------------------------------------------------------------------S---G-G----D------------------------------D-------G---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_087764507.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VTF---------G---E-G-------------------------A----------------A-D--TETGG-AE-AA------SS-LRRWLM--AEPELRG-RARI--S--PG-------AG-R---P-V--A-G---------H--------M-------G-D-G-LELVNVV-LANS--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---SP--------EEVEQILR-MW------------N---------------------------------------A--------------------S-AAGASALPPAPADS-------A----------------S------A-----------------R----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097965555.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VN--VIF---------G---E-G-------------------------T----------------A-E--VGTGG-AE-AA------LS-LRRWLM--AEPELRG-RARL--S--PG-------EE-R---P-A--A-G---------H--------M-------G-D-G-LELVNVV-LANS--IALG---S---LITAI----AAWRGS-R-S--R----P--PQ------VRL-E---R---D--G-VVVTLRDN---AP--------EQVEEILR-MW------------N---------------------------------------A--------------------S-AADASALPSPPADS-------T----------------S------A-----------------L----------------------------------------------------------------------------P---A-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094103272.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--PG--LGI---S--A--S---L-D--------A--T-------------G-T--------------E-D-----------DL------RS-LLRWLR--ADESV---GVRA--G--LA-------AA-P--PP-P--A-G---------G--------M-------G-P-G-FDMLQFA-VSGG--LSAA---A---LVVSV----LQWQTS-L-R--R----A--PA------VTL-R---R---G--G-VEVQLTAQAARDE--------ETVRRFVA-LL------------DGTPQSS-----STAR----------------TTT-----Y--------------------N----------------------------------------------K-----------------D----------------------------------------------------------------------------M---K-E----E------------------------------E-------E---A---------------------------------------------------------------------------------------------------------------------------------------------------------------
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WP_099014682.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VAV---------S--------------G----------------G----------------E-A-----------EL------RS-LRDWLS--RDPGARR-GAHV--E--LV-------QA-E---P-S--P-G---------Q--------M-------G-V-V-TDVLQLI-TDNA--WSAA---S---FALAL----STWRQT-R-P--H----A--RR------ITV-R---R---G--D-LTVSLDGG---GD--------EELRRLLD-VL------------E---------------------------------------P--------------------P----------------------A-APEPPDRDR----DRE-QDQD-G-----------------R----------------------------------------------------------------------------A---D-G----G----------------------------E-G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099871939.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------LQ--ITV---------N---A----------Q----------------G----------------D-D--M--------AA------HD-LYYWLR--QDRELRR-HAQV--E--LA---L---PV-G-----A--S-G---------R--------M-------S---A-GETINMF-VSNG--LAAA---S---LLVNI--V-VAWRTA-R-P--S-S--P--GP------VVI-S---R---D--G-MTVTVHDT---SE--------ETLRRVAT-LL------A-----S---------------------------------------T------P---------P---E--------------------V-A----------------P------G-----------------T--------------------------------------------------------------------------I-G---T-S----Q--------A---------------------S-------T---P-----------------------S----------ASE-DQ-----------------------------------------------------------------------------------------------------------------------
WP_100047576.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--FR--VEI---S--G--P---P-D--------G--T-------------D-A--------------E-D-----------HL------RS-LLSWLR--EDGTP---TLRA--R--AA-------GS-A--PA-A--P-G---------S--------M-------G-T-G-LDILQLA-IGSG--LSAA---S---LVFSV----LQWQAS-R-R--R----A--PA------VTL-R---R---G--D-VEVVLTAQAA-DE--------ETVRGLID-LL------------D----RQ-----VPPA----------------P-A-----H--------------------S----------------------------------------------E-----------------E----------------------------------------------------------------------------S---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
PPQ61001.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------A---E--YD--VRL------A--P---G-S--------Q--E-------------DGA--------------E-E-----------HL------RS-LLSWLR--EDENLDR-AVHG--S--LS-------GT-A--AR-S--T-Q---------D--------M-------G-T-G-LDLVALV-AGSA--LSTG---S---LVFSV----LQWQAA-R-R--R----A--PA------LVV-R---R---G--S-VEVHLPAGRTVDA--------EELRRLVS-ML------------G---------------------------------------E--------------------D----------------------------------------------D-----R-QSQ-------E----------------------------------------------------------------------------P---A-G----D------------------------------D-------G---T-----------------------S---------------------------------------------------------------------------------------------------------------------------------------
WP_048830083.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VR--IGV---------E-Q-D-T--------E----------------T----------------G-E-----------AA------QS-LYTWLS--GDPEVLA-GAGL--S--PV-------RR-A---G-E--P-G---------P--------M-------G-P-V-LEAVEAV-FDSG--VQLA---S---LVVAV----ASWRST-R-P--R----A--GR------VHI-E---R---A--G-ARVTVDGG---DP--------EAVARVLR-AL------------G---------------------------------------E--------------------G--------------G-------D----------------P------E-----------------V----------------------------------------------------------------------------G---R-G----E-G--------------------------D-A-------A---P-----------------------A--------D-RPG-RQ--------D--------------------------------------------------------------------------------------------------------------
WP_051830699.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VR--LTC---------V---E-G-------------------------A----------------N-DKEARGTDPAD-HA------MS-LYRWLV--MDPELRG-RAKV--S--TA-------PA-Q---P-G--Q-G---------R--------M-------G-G-P-LEVVNVV-VSNT--IALG---S---LLVAV----AAWRGS-R-S--S----P--PE------VRL-E---R---D--G-VTVTVQGA---SP--------EVVEQILK-AW------------D---------------------------------------T--------------------A-GP-----DDNH----------------------------------D-----------------P----------------------------------------------------------------------------D---Q-G----N------------------------------V-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066956024.1 ------------------------------------------------------------------------------------------------------------------------------------------MSDRS---------------S---E--LE--VRV------V--A---D-G--------H-PE-------------G-G--------------E-E-----------DL------RS-LLRWVD--ADESLRH-EVRG--R--LI-------GS-A--AL-P--R-G---------S--------M-------G-T-G-LDVLQLL-IGSA--LSGG---A---LAVSV----LQWRDS-R-R--R----R--PG------LVL-R---R---G--S-IEVEIPAEYMG-T--------DVEERVIA-LL------------G---------------------------------------Q--------------------E----------------------------------------------P-----G-----------G----------------------------------------------------------------------------S---A-D----D------------------------------E-------Q---A-----------------------S---------------------------------------------------------------------------------------------------------------------------------------
WP_018842129.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VI--LRI---------E---D-G-------------------------A----------------A-S--APGADPAA-SA------TS-LYRWLL--AEPELRG-LAEV--S--TG-------SG-Q---P-G--Q-G---------R--------M-------G-G-A-LDVIDVV-LANG--IALG---S---LITAV----AAWRNA-R-P--R----P--PV------VRL-E---R---D--G-VVVTLQDG---SP--------EAVERILR-SL------------N---------------------------------------E--------------------S-TG-----------T-------T----------------R------A-----------------V----------------------------------------------------------------------------S---D-G----D------------------------------G-------EQP-----------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030116247.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S---E--YE--LRL------A--P---D-S--------G--E-------------D-A--------------E-E-----------QL------RS-LLHWLR--EDENLGP-GVRG--T--LR-------ST-A--PP-G--A-E---------D--------M-------G-A-G-LDLVALI-AGSA--LSSG---S---LVFSV----LEWRAG-R-R--R----A--PA------LVV-R---R---G--R-VEVRIPADGAVDA--------GELRRIVA-AL------------G---------------------------------------E--------------------D----------------------------------------------D-----G-RTR-------E----------------------------------------------------------------------------P---E-G----D------------------------------D-------G---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_030195455.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S---E--YE--LRL------A--P---D-S--------G--E-------------D-A--------------E-E-----------QL------RS-LLHWLR--EDENLGP-GVRG--T--LR-------ST-A--PP-G--A-E---------D--------M-------G-A-G-LDLVALI-AGSA--LSSG---S---LVFSV----LEWRAG-R-R--R----A--PA------LVV-R---R---G--R-VEVRIPADGAVDA--------EELRRIVA-AL------------G---------------------------------------E--------------------D----------------------------------------------D-----G-RTR-------E----------------------------------------------------------------------------P---E-G----D------------------------------D-------G---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_037737687.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VI--LRI---------E---D-G-------------------------A----------------A-S--TPGADPAA-SA------TS-LYRWLV--AEPELRG-LAEV--S--TG-------SG-Q---P-E--R-G---------R--------M-------G-G-A-LDVVDVV-LANG--IALG---S---LITAV----AAWRHA-R-P--R----P--PV------VRL-E---R---D--G-VVVTLQDG---SP--------EAVERILR-SL------------N---------------------------------------E--------------------S-TG-----------T-------T----------------R------A-----------------V----------------------------------------------------------------------------S---D-G----D------------------------------G-------EQP-----------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037738505.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VI--LRI---------E---D-G-------------------------A----------------A-S--APGADPAA-SA------TS-LYRWLV--AEPELRG-LSEV--S--TG-------SG-Q---P-G--Q-G---------R--------M-------G-G-A-LDVIDVV-LANG--LALG---S---LITAV----AAWRNA-R-P--R----P--PV------VRL-E---R---D--G-VVVTLQDG---SP--------EAVERILR-SL------------N---------------------------------------E--------------------S-TG-----------T-------T----------------R------A-----------------V----------------------------------------------------------------------------S---D-G----D------------------------------G-------EQP-----------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037754092.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VI--LRI---------D---D-G-------------------------A----------------A-S--APGADPAA-SA------TS-LYRWLV--AEPELRG-LAEV--S--TG-------SG-Q---P-E--Q-G---------R--------M-------G-G-A-LDVIDVV-LANG--IALG---S---LITAV----AAWRSA-R-P--R----P--PV------VRL-E---R---D--G-VVVTLQDG---SP--------EAVERILR-SL------------N---------------------------------------E--------------------S-IG-----------T-------T----------------R------A-----------------V----------------------------------------------------------------------------S---D-G----D------------------------------G-------EQP-----------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_057235967.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VRV---------G--------------A----------------A----DV----------E-S-----------EL------RS-LYNWLG--QDAEVRR-SAEV--S--LT-------EQ-P---A-P--S-G---------S--------M-------G-D-L-LDAVQLV-TDNG--WSAA---S---FVMTV----LTWRQT-R-P--R----P--PR------LTL-R---R---G--D-LEVSLADG---TD--------EEVQRLLS-LL------------T---------------------------------------Q--------------------P----------------------P-----------------------S-----------------A----------------------------------------------------------------------------D---R-E----D-GPVGGGGS----------------ALPDGG-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071386200.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LV--AEI---E--A-----------------A--D-------------G-A--------------E-D-----------DL------RS-LLRWLH--EDETL---DVRG--R--IG-------GA-P--P--T--S-G---------A--------M-------G-T-G-FDLLQLA-VGSG--LSTA---S---LIVSV----LQWQSS-R-H--H----A--PA------VTL-R---R---G--E-VEVVLTPQAARDE--------ETLRALIG-LL------------DGH--PA-----VLPA----------------P-------R--------------------T----------------------------------------------E-----------------E----------------------------------------------------------------------------T---G-G----D------------------------------G-------G---T-----------------------P---------------------------------------------------------------------------------------------------------------------------------------
EYT80250.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LG--IGL-R-------D---S-G--------T----------------T----------------E-A-----------EL------RS-LHAWLL--AEPAARR-HARP--V--LD---T---AR-P---S-R--P-G---------A--------Q-------G-D-A-IDVISLV-VSSG--FSAA---S---LALSL----AAWRAT-R-Q--G----R--PV------VTV-E---R-S-D--G-VKITISDS---SP--------EETRRLLE-SL------------T---------------------------------------G--------------------V----------------------G-----------------------T---D-------------G----------------------------------------------------------------------------R---D-D----R--------T-GSR-----------------D-------D---R-----------------------T--------D-R----------------------------------------------------------------------------------------------------------------------------
OKJ90725.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VR--IAV---------A-------------------------------G----------------A-E-----SGQGA-AL------ID-LYRWLR--RDPDVHR-HAAV--G--LA-------PS-A---P-G--S-G---------T--------M-------G---A-VDVIELV-VGQG--LTAL---N---LALAY----AAWRRT-R-H--S----A--PP------LTI-H---V---N--G-GSLTVHDA---SE--------ETVRRIVA-EL------------S---------------------------------------S--------------------L-E--------------------E----------------R------E-----------------A----------------------------------------------------------------------------R---E-G----D------------------------------E-------E---P-----------------------P--------A-DGP-GT--------D--------------------------------------------------------------------------------------------------------------
WP_018087816.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VR--IEV---------E-R-D-S--------E----------------A----------------G-E-----------GA------QS-LFTWLS--AHPEVRA-GAGL--S--PV-------RR-A---A-A--P-G---------P--------M-------G-P-V-LEAIEAV-FDSG--VQLA---S---LVVAV----ASWRST-R-P--R----R--DR------VHL-T---R---G--D-VRVTVDSG---DP--------EAVARVLR-AL------------G---------------------------------------E--------------------G--------------D-------A----------------P------E-----------------A----------------------------------------------------------------------------G---S-G-----------------------------------G-------A---P-----------------------T--------D-RPS-TR--------DQ-------------------------------------------------------------------------------------------------------------
WP_030192767.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------P---D--IS--VGV------A--E---T-G--------D----------------D----------------E-A-----------AL------RA-LSSWLR--EDEALGG-AVRG--R--TA-------AR-A--RR-E--P-G---------A--------M-------G-G-GTLDVLEFA-VSSG--LGLG---G---LVLSV----LQWRAA-L-R--R----P--AA------TVL-R---R---G--A-VEVRLEGRLAADQ--------ETVRNILE-QL------------R---------------------------------------D--------------------G----------------------------------------------Q-----G-----------N----------------------------------------------------------------------------ADAGE-G----D------------------------------A-------G---P-----------------------R---------------------------------------------------------------------------------------------------------------------------------------
WP_037683222.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LA--LKV---------D---E-V-------------------------V----------------G-G-----------DL------EA-LLRWLH--EERSLRG-QARV-FM--GG-------AQ-P---P-P--P-G---------S--------M-------G-GFP-LEVVNVV-LSNS--IALG---S---LLTTL----VAWRSS-R-P--S----P-PPA------VRI-E---V---N--G-VPVTVDTD---DP--------EVIRSLID-TL------------R---------------------------------------R--------------------A-DS-------------------S----------------S------G-----------------P----------------------------------------------------------------------------V---A-D----D------------------------------P-------D---A-----------------------A--------S-TSG-S------------------------------------------------------------------------------------------------------------------------
WP_093647855.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VR--IEV---------E-R-D-S--------E----------------A----------------G-E-----------GA------QS-LFTWLS--ADPEVRA-GAGL--S--PV-------RR-A---A-A--P-G---------P--------M-------G-P-V-LEAIEAV-FDSG--VQLA---S---LVVAV----ASWRST-R-P--R----R--DR------VHL-T---R---G--D-VRVTVDSG---DP--------EAVARVLR-AL------------G---------------------------------------E--------------------G--------------G-------A----------------P------E-----------------A----------------------------------------------------------------------------G---S-G-----------------------------------G-------A---P-----------------------T--------D-RPS-RR--------DQ-------------------------------------------------------------------------------------------------------------
WP_107288274.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MT--LGS---------S---A-G-------------------------E----------------A-GGGVDGRDGAE-GT------AS-LYRWLV--ADPELRG-RAEV--S--AG-------AA-P---T-G--Q-G---------E--------M-------G-G-A-LEVVNVV-FGDV--IALG---N---LLVAV----AAWRGS-R-P--R----P--PQ------VRI-E---R---D--G-VSITVQDG---SP--------ETVERILK-VW------------G---------------------------------------M--------------------G-GS-----GDTP----------------------------------G-----------------P----------------------------------------------------------------------------D---R-E----D------------------------------T-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109888687.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VR--IEV---------E-R-D-S--------E----------------A----------------G-E-----------GA------QS-LFKWLS--ADPEVRA-GAGL--S--PV-------RR-A---A-A--P-G---------P--------M-------G-P-V-LEAIEAV-FDSG--VQLA---S---LVVAV----ASWRST-R-P--R----R--DR------VHL-T---R---G--D-VRVTVDSG---DP--------EAVARVLR-AL------------G---------------------------------------E--------------------G--------------G-------A----------------P------E-----------------A----------------------------------------------------------------------------G---S-G-----------------------------------G-------A---P-----------------------T--------D-RPS-RR--------DQ-------------------------------------------------------------------------------------------------------------
OSY45817.1 ---------------------------------------------------------------------------------------------------------------------------------------MEGAGR-V---------------E------VT--LSF---------G---G-G-------------------------A----------------E-D--VE-------GP------VS-LYRWLV--AEPELRG-QVRV--S--LG-------AE-P---S-E--P-G---------H--------M-------G-G-G-LDLVNVV-VANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLHDS---SP--------EAVEQILR-VW------------N---------------------------------------E--------------------S-GA-----------P-------A----------------P------V-----------------A----------------------------------------------------------------------------T---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042150750.1 ---------------------------------------------------------------------------------------------------------------------------------------MEGAGW-V---------------E------VN--LSF---------G---G-G-------------------------A----------------E-D--AE-------GA------VS-LYRWLV--AEPELRG-QVRV--S--LG-------SG-Q---P-E--P-G---------H--------M-------G-G-G-LDLVNVV-VANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLHDS---SP--------EAVEQILR-VW------------N---------------------------------------E--------------------S-GA-----------P-------A----------------P------V-----------------A----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051104136.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------VN--LSF---------G---G-G-------------------------A----------------A-D--AEEAGLAE-SA------AS-LYRWLV--AEPELRG-QVEV--S--LG-------PR-R---P-E--P-G---------H--------M-------G-G-A-LDIVNVV-LANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------IRL-E---R---D--G-VVVTVQDG---SP--------ETVERILR-VW------------N---------------------------------------A--------------------S-GA-----------P-------A----------------P------A-----------------P----------------------------------------------------------------------------A---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051707420.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------TE--IRA-------------G----------D----------------G----------------P-A-----------TL-D-------LYRWLR--TDPELRH-RVAL--R--QA-------AP-D---P-G--P-G---------E-GA-----M-------G-A---FDVVDAV-VVDT--LALL---D---LFLSY----LAYRET-R-R--T----A--GT------VTV-T---R---G--G-TTVTVRGE---TD--------EEALRLVR-AL------L-----D---------------------------------------G------A-------------E----------------------N-----------------------S-----------------G----------------------------------------------------------------------------N---P-G----P------------------------------G-P-----G-V-P---------------------E-T--------G-EPG-AV-----------------------------------------------------------------------------------------------------------------------
WP_051827480.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MR--LGI---------T--------------V----------------L----------------D-D--------DG-GH------LRALQRWLL--RDPDSAG-AT-L--T--LR-------GR-N---A-T--P-G---------A--------M-------G-P-G-LDLIDVV-LSNV--VALG---G---LLVAV----ATWRQS-R-A--N----A--PR------VLV-E---R---E--G-VTVTVSGT---DA--------EQIERLVR-QL------------T---------------------------------------A--------------------P-QT-------------T-----------------------------E-----------------P----------------------------------------------------------------------------G---D-G----T--------------------------------------------------------------------------------------------------------------------------------------P---AATAATLDQPR-----S-----------------------------------------------
WP_079151662.1 ------------------------------------------------------------------------------------------------------------MLSSQGGL--------------------------V---------------R------ID--VAV---------S--------------G----------------G----------------E-E-----------EL------RS-LHDWLG--RDPAMRR-GARV--E--LV-------QS-P---P-S--P-G---------Q--------M-------G-L-L-TDVLQLV-TDNA--WSAA---S---FAVAL----STWRQT-R-P--H----A--RR------ITV-R---R---G--D-LTVSLDGG---GD--------EELRRLID-AL------------E---------------------------------------P--------------------P----------------------T-GPAP------------------E-----------------G----------------------------------------------------------------------------E---D-A----G----------------------------E-G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107429528.1 ---------------------------------------------------------------------------------------------------------------------------------------MEGAGR-V---------------E------VT--LSF---------G---G-G-------------------------A----------------E-D--VE-------GP------VS-LYRWLV--AEPELRG-QVRV--S--LG-------AE-P---S-E--P-G---------H--------M-------G-G-G-LDLVNVV-VANS--IALG---S---LITAV----ATWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLHDS---SP--------EAVEQILR-VW------------N---------------------------------------E--------------------S-GA-----------P-------A----------------P------V-----------------A----------------------------------------------------------------------------T---D-G----D------------------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
AGP55504.1 -------------------------------------------------------------------------------------------------------------------M--------------------------V---------------R------ID--VAV---------T--------------G----------------G----------------E-A-----------EL------RS-LHDWLR--RDPGARH-GARV--E--LV-------QA-E---P-S--P-G---------Q--------M-------G-V-L-TDVLQLI-TDNA--WSAA---S---FALAL----STWRQT-R-P--H----G--RR------ITV-R---R---G--D-LTVDIDSG---GD--------EELRRLID-AL------------E---------------------------------------R--------------------P----------------------A-APEP-----------E-REPEPG-----------------R----------------------------------------------------------------------------Q---G-G----G----------------------------E-G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
POG43333.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---K--VE--VRV------V--G---N-E--------H-AE-------------G-G--------------E-A-----------DL------RS-LLRWVD--AEESLRH-EVRG--R--LA-------SG-T--TA-P--P-G---------S--------M-------G-T-G-FDVLELL-IGSG--LSTG---A---LVVSV----AQWRES-R-R--N----R--PA------ITL-R---R---G--A-VEVEIPANGVP-A--------DMVERIVT-LL------------D---------------------------------------R--------------------E----------------------------------------------A-----D-----------G----------------------------------------------------------------------------S---S-D----D------------------------------E-------Q---A-----------------------S---------------------------------------------------------------------------------------------------------------------------------------
WP_093782548.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VE--IRA---------E---S----------D---------------------------------E-D--------VP-AL------HD-FFRWLK--DDQDGPE-EVRL--G--TA-------AA-E-----R--P-G---------A--------M-------G-A---LEVIQVV-LGQS--TAAA---G---LVMQF----VSWYRS-R-G-DG-RG-G--AG------FTF-V-R-A-S-D--G-LSVTVRHA---TD--------DDVRRILA-VL--A---V-----P---------------------------------------P------P-------------E--------------P-----L-P-----------------------A-----------------P--------------------------------------------------------D-------------------S---S-A----R--------S---------------------S-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095709382.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IV--LRV---------D---E-M-------------------------V----------------G-G-----------ES------EG-LLRWLL--QEEDLRG-LARV-----SA-------RA-A---D-S--P-G---------A--------M-------G-GAS-LDVLDVI-LSNS--IALG---G---LIATV----LAWRSS-R-P--A----P-PPT------VQF-E---V---N--G-VSVTLTTD---DP--------ETVQSLIE-SL------------R---------------------------------------S--------------------A-EP-------------------P----------------T------D-----------------T----------------------------------------------------------------------------T---T-D----D------------------------------P-------E---A-----------------------S--------P-DPR-P------------------------------------------------------------------------------------------------------------------------
ATL84945.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------S--------------G----------------G----------------E-A-----------EL------RS-LRDWLS--RDPGARR-GAHV--E--LV-------QA-E---P-S--P-G---------Q--------M-------G-V-V-TDVLQLI-TDNA--WSAA---S---FALAL----STWRQT-R-P--H----A--RR------ITV-R---R---G--D-LTVSLDGG---GD--------EELRRLLD-VL------------E---------------------------------------P--------------------P----------------------A-APEPPDRDR----DRE-QDQD-G-----------------R----------------------------------------------------------------------------A---D-G----G----------------------------E-G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
EFL27052.1 --------------------------------MEQ-------RMQAA-----------------------------------------------------------------------------------------------L---------------R------VE--ISA---------E---A-D--------D----------------G------------------D--L--------AI------HD-LYRWLR--QDTDVRA-HADL--N--MI--------------P-S--P-----------S--------C-------G-K---LEIIDLV-VSQG--LGAL---N---LGLSY----AAWRAA-R-P--T----A--PA------VVI-S-----A-N--G-RSITVRGE-C-DA--------ETVRRFVE-AM------------E---------------------------------------S--------------------A----------------------S-----------------------A-----------------P-----------------------SP-------------------------------A-PA----------------A---D-A----D------------------------------S-A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ESU49840.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VN--VTF---------G---E-G-------------------------A----------------A-G--AESGG-AE-AA-------S-LCRWLL--ADSELRG-RARV--S--TG-------AQ-R---P-A--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAV----AAWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLQDN---SP--------EQVEQILL-MW------------N---------------------------------------A--------------------R-GS-----------S-------A----------------S------A-----------------P----------------------------------------------------------------------------P---T-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
OXL29487.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------MAE--LRV------S--A---D-G--------A----------------D-Q--------------E-A-----------EL------RS-LLRWLR--EDESLER-LVGG--R--VG-------AA-G--PA-V--P-G---------Q--------M-------G-T-G-FDVLQLV-LGTG--LSGA---A---LAVSI----LQWRDA-R-R--T----R--PV------LTL-R---R---G--D-IEVDIPPQAAADE--------DTVRRIVA-LL------------E---------------------------------------A--------------------P----------------------------------------------E-------TGE-------G----------------------------------------------------------------------------T---G-S----D------------------------------D-------S---A-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_010070643.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VN--VTF---------G---E-G-------------------------A----------------A-G--AESGG-AE-AA-------S-LCRWLL--ADSELRG-RARV--S--TG-------AQ-R---P-A--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAV----AAWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLQDN---SP--------EQVEQILL-MW------------N---------------------------------------A--------------------R-GS-----------S-------A----------------S------A-----------------P----------------------------------------------------------------------------P---T-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_032798005.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VN--VTF---------D---E-G-------------------------A----------------A-G--AESGG-AE-AA-------S-LCRWLL--ADSELRG-RARV--S--TG-------AQ-R---P-A--A-G---------H--------M-------G-D-G-LELVNVV-LANG--IALG---S---LITAV----AAWRGS-R-P--R----P--PQ------VRL-E---R---D--G-VVVTLQDN---SP--------EQVEQILL-MW------------N---------------------------------------A--------------------R-GS-----------S-------A----------------S------A-----------------P----------------------------------------------------------------------------P---T-G----D------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052287016.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------A--T---E-P--------G--G-------------D-P--------------E-E-----------EL------RS-LMRWLH--EDEGLHR-QVRG--T--LT-------AS-R--GP-Q--P-G---------E--------M-------G-L-G-FDLLQLA-LGTA--VSGG---S---LAVSI----FQWRDA-R-R--R----A--PE------LTL-R---A---G--E-IEIRIPRDAAGDP--------ETVRRIAA-LL------------D---------------------------------------E--------------------A----------------------------------------------R-----------------E----------------------------------------------------------------------------P---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_067353812.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------A--T---E-P--------G--G-------------D-P--------------E-E-----------EL------RS-LMRWLH--EDEGLHR-QVRG--T--LT-------AS-R--GP-R--P-G---------E--------M-------G-L-G-FDLLQLA-LGTA--VSGG---S---LAVSV----LQWRDA-R-R--R----A--PE------LTL-R---A---G--E-IEIRIPRDAAGDP--------ETVRRIAA-LL------------D---------------------------------------E--------------------A----------------------------------------------R-----------------E----------------------------------------------------------------------------P---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_073445437.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------A--T---E-P--------G--G-------------D-P--------------E-E-----------EL------RS-LMRWLH--EDEGLHR-QVRG--T--LT-------AS-R--GP-R--P-G---------E--------M-------G-L-G-FDLLQLA-LGTA--VSGG---S---LAVSV----FQWRDA-R-R--R----A--PE------LTL-R---V---G--E-IEIRIPRDAAGDP--------ETLRRIAA-LL------------D---------------------------------------E--------------------A----------------------------------------------R-----------------E----------------------------------------------------------------------------S---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_099893747.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---D--P--R---G-A--------G--Q-------------G-P--------------E-S-----------EL------RS-LLLWLK--EDESLRR-AVRG--R--IR-------SG-V--PA-S--A-A---------HGTP-----M-------G-SPG-FDLLQLA-VGSG--LSAA---S---LLFAV----LQWQAS-R-R--R----P--PV------LTV-R---R---G--P-YEITLTGDEAGDA--------DRLRRIVA-AL------------E----NG---------------------------------S--------------------G----------------------------------------------D-----------------E----------------------------------------------------------------------------D---G-A----D------------------------------G-------G---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_100602265.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------V--P---E-P--------G--G-------------D-A--------------E-E-----------EL------RS-LMHWLH--DDEELHR-QVRG--S--LT-------SS-R--GP-R--P-G---------E--------M-------G-I-G-FDLLQLA-VGTA--VSGG---S---LAVSV----LQWRDA-R-R--R----A--PE------LTL-R---A---G--E-IEVHIPRGAAADP--------ETVRRIVA-LL------------D---------------------------------------E--------------------A----------------------------------------------Q-----------------E----------------------------------------------------------------------------P---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
WP_102923658.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---D--LD--VRA------A--T---E-P--------G--G-------------D-P--------------E-E-----------EL------RS-LMRWLH--EDEGLHR-QVRG--T--LT-------AS-R--GP-R--P-G---------E--------M-------G-L-G-FDLLQLA-LGTA--VSGG---S---LAVSV----FQWRDA-R-R--R----A--PE------LTL-R---V---G--E-IEIRIPRDAAGDP--------ETLRRIAA-LL------------D---------------------------------------E--------------------A----------------------------------------------R-----------------E----------------------------------------------------------------------------P---G-G----D------------------------------D-------R---T-----------------------A---------------------------------------------------------------------------------------------------------------------------------------
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WP_063792803.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------VQ--LRA---------A-------------------------------A----------------D-D-----G--LL-TT------LD-LYRWLR--QNPDVQR-HAEV--T--LG-------PA-H---P-G--G-E---------T--------M-------G---A-VEVVNLV-LGQA--FTAL---N---LALAY----ATWRAA-R-P--T----A--AP------VTI-T---V---E--G-RSVTVTGA---DE--------DTMALIVA-LL------------R---------------------------------------P--------------------A----------------GS----P----------------E------P-----------------L----------------------------------------------------------------------------R---T-G----T------------------------------E-------A---P-----------------------A--------P------------------------------------------------------------------------------------------------------------------------------
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PIF88722.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VRV---------E--------------S----------------G----------------D-N-----------EL------RS-LLNWLR--SDPDIRR-SAAL--E--MR-------EQ-P---P-Q--E-G---------Q--------M-------G-T-A-ADVLQLV-TENG--WNAA---N---FVLAL----AAWKRT-R-P--R----A--SR------VTV-R---R---D--D-LVDALTDC---SE--------EQIARIIR-LL------------Q---------------------------------------E--------------------D----------------Q-----G-----------------------G-----------------G----------------------------------------------------------------------------G---E-G----A------------------------------G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018382060.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------L----------LR--ISV------L--D---A----------D----------------D----------------T-D-----------AL------RD-FFRWLR--QDDDAPT-DVRL-----VT----------E---S-S--P-G---------A--------M-------G-A---LDVINVT-LTHG--VGLA---N---FALVY----AGWRRA-R-R--S----R--AV------LTF-T-R-A-S-D--G-LSVTVEDG---SE--------QAVRLLVD-AL------------S----------------------AA---------------D--------------------A----------------------Q-----------------------R-----------------T----------------------------------------------------------------------------A---P-G-G--S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043631880.1 --------------------------M-----VVI--------------------V--------------------------------------------------------------------------------------V-----D---------E---T--VN--LRM---------S---G----------D----------F-----A----------------E-Q-----------EL------RS-LYDWLM--RDLDALD-YMDV--R--LQ-------SR-D---P-E--P-G---------E--------M-------G-D-V-LDLIALV-VTST--LQWP---A---FIETL----SQWRKT-R-H--H----R--PQ------VTI-E---R---K--G-TTVVVSEA---ES--------EFVVQILR-AL------------E---------------------------------------D------K-------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_046928395.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VRV---------E--------------S----------------A----------------D-N-----------EL------RS-LLNWLR--SDPDIRR-SAAL--E--MR-------EQ-P---P-Q--E-G---------Q--------M-------G-S-A-ADVLQLV-TENG--WNAA---N---FVLAL----AAWKRT-R-P--R----A--SR------VTV-R---R---D--D-LADALTDC---SE--------EQIARIVR-LL------------Q---------------------------------------E--------------------E----------------Q-----G-----------------------E-----------------G----------------------------------------------------------------------------G---E-G----A------------------------------G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051698691.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VSV---------E--------------P----------------A----------------D-D-----------EL------RS-LLNWLR--REPEIRR-TATL--E--MR-------ER-A---P-R--E-G---------E--------M-------G-A-A-ADVLQLI-TDNG--WNAA---N---FALAL----AAWKRT-R-P--R----A--SR------VTV-R---R---D--D-LVEALTDC---SE--------EQIERIIR-LL------------Q---------------------------------------E--------------------G----------------Q-----G-----------------------D-----------------G----------------------------------------------------------------------------Q---R-G----A------------------------------E-------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051874280.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----------QE--S---R--LS--IGV------A--D---P----------E----------------D----------------S-T-----------DL------RD-FYRWLG--DEEEAPG-TIRL-----AS----------E---P-V--A-G---------S--------M---S---G-G---LDVIDVV-LTHA--VGLA---N---LTVAY----ATWRKA-R-R--S----R--AA------LTF-T-R-A-S-D--G-LTVTVEEG---SE--------EAVQQLLR-AF------------S---------------------------------------E--------------------P----------------------G-----------------------R-----------------P----------------------------------------------------------------------------E---D-G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073863288.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VRV---------E--------------P----------------S----------------N-D-----------EL------RS-LLTWLR--QDPDIRR-TATL--E--MR-------EQ-P---P-R--E-G---------E--------M-------G-A-A-ADVLQLI-TENG--WNAA---N---FTLAL----AAWKQT-R-P--R----A--TR------VTV-R---H---N--D-LIDALTDC---SD--------EQIERINQ-LL------------R---------------------------------------E--------------------D----------------R-----G-----------------------D-----------------G----------------------------------------------------------------------------Q---R-G----P------------------------------A-------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086721557.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IE--VRV---------E--------------S----------------A----------------D-D-----------EL------RS-LLNWLR--KDPDLRR-SAVV--E--LR-------EQ-P---P-Q--E-G---------R--------M-------G-S-V-ADIVQLV-TDNG--WNAA---N---FVLAL----AAWKRT-R-P--R----A--SR------VTV-R---R---D--D-LADALTDC---SD--------QQIARIIR-LL------------E---------------------------------------E--------------------E----------------R-----G-----------------------G-----------------G----------------------------------------------------------------------------G---E-G----A------------------------------G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093744297.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--LQV---------G--------------L----------------G----------------A-G-----------EL------RS-LQGWLR--ADPVVRR-SVVV--G--VR-------GG-V---P-G--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAV----AAWRQS-R-P--K----R--PR------VEI-R---C---G--E-TVIVLAEG---SE--------EEIVRVVR-AL------------E---------------------------------------A--------------------V----------------GGG---E-----------------------G-----------------G----------------------------------------------------------------------------G---G-D----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097944194.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------IE--IRV---------E--------------P----------------A----------------D-D-----------EL------RS-LLTWLR--RDPDIRR-TATL--M--MC-------EE-P---P-R--E-G---------E--------M-------G-A-V-ADVLQLV-TENG--WSAA---N---FAVAL----AAWKQT-R-R--R----A--ER------VTI-R---Y---E--D-LVGALTDC---SA--------EEIERITR-LL------------Q---------------------------------------E--------------------G----------------R-----R-----------------------S-----------------D----------------------------------------------------------------------------E---D-G----S------------------------------A-------S-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098753773.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IQ--LSL---------N---G-A--------R----------------S----------------D-V-----------EL------RS-LYRWLR--AEGRQLD-SAGV--T--VR-A-PG--AG-P---G-G--P-H---------E--------M-------G-G-A-FEVVEFV-VGTA--TQLG---S---LAVAV----AAWRAA-H-H--S----R--SS------VTF-E---H---G--G-TKVTLSGA---DL--------DNARAVLS-AL--EE--L---------------------------------------------R--------------------R----------------------N-----------------------E-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PIG17351.1 --------------------------------------------------------------------------------MQ------------------------------------------------------------V---------------H------LG--VDE-V-------T---R-K--------V----------------G----------------E-L-----------EL------RS-LYSWLQ--ADRQALR-HAAP--E--LG---T---AV-A---P-V--P-G---------S--------Q-------G-Q-V-IDIVSLV-VSSS--FSAA---S---LAGTI----VSWRAT-R-P--R----R--PV------LTV-R---R-P-D--G-TTITISDS---SP--------DEAVRLLE-EL------------T---------------------------------------R--------------------E----------------------P-----------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015662965.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------IE--IRV---------A-------------------------------T----------------D-D-----G---P-TT------LD-LYRWLR--RDPDVRG-HADL--C--LG-------AP-A---D----D-A---------T--------M-------G---A-ADVIDVV-LGHG--IAAL---N---LALSY----VAWRAA-R-P--S----A--PA------VTL-T---V---D--G-VSVTVQGP---CD--------EETVRLLT-GL------------L---------------------------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R-RT--------SGSDLESV-------------------------------------------------------------------------------------------------------
WP_043457436.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VQ--IRV---------A--------------G----------------E----RQ----------E-G-----------EL------RS-LQGWLR--REPAT-R-GAAV--S--LG-------GT-A---P-A--P-G---------S--------M-------G-Q-L-IDVLQLV-TGNG--WSAA---S---FVLSV----LAWRQT-R-P--R----P--PR------VVI-R---R---G--D-IEVSLAEG---TE--------DEVRRIVA-AL------------E---------------------------------------Q--------------------A----------------------D-----------------------D-----------------A----------------------------------------------------------------------------P---R-S----A-S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050791603.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MRV------T--A---T-G--------D----------------G----------------E-D-----------AL------RS-LLRWVH--EDESLEG-RVRG--R--IG-------AG-S--AP-E--P-G---------S--------M-------G-P-G-FDLAQFA-VASG--LSTS---A---LVVSV----LQWRSS-L-R--R----P--PA------VVL-S---R---D--G-VEVRLAKEAADDP--------ETLRRIMA-AL------------E---------------------------------------T----------------------------------------------------------------------------------------------------------------------------------------------------------------------R-N----D------------------------------D-------G---A-----------------------R---------------------------------------------------------------------------------------------------------------------------------------
WP_051820891.1 --------------------------------------------------------------------------------MK------------------------------------------------------------V---------------A------IG--VDQ-E-------E---A-A--------A----------------A----------------E-Q-----------QL------RS-LHEWLL--ADAVCRR-HAGP--T--LG---S---GA-V---T-V--P-G---------A--------Q-------G-D-L-IDVLSLV-LGTG--FNAA---S---LSVAI----AAWRRS-R-P--G----S--PT------LVV-E---R-A-D--G-TRITLTGA---AN--------EDAGRLLA-EL------------E---------------------------------------R--------------------E----------------------Q-----------------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051833041.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IT--ISV-G-------S---G-V--------H----------------G----------------E-R-----------EL------RS-LHDWLS--ADRSVRR-TARP--V--LG---S---SG-P---P-V--P-G---------A--------Q-------G-E-V-LDVLNLT-LDVG--FQAA---Q---LALSV----AQWRAV-R-P--G----R--PT------VTV-R---R-P-D--G-TSVSVSDA---SA--------EDAALLLG-RL------------L---------------------------------------D-----------------------------------------------------------------------D-------------E----------------------------------------------------------------------------G---R-E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_068902202.1 --------------------------------MGI--------------------A--------------------------------------------------------------------------------------M-----T---------E---T--VN--LRM---------S---G----------D----------F-----A----------------E-Q-----------EL------RS-LYDWLM--RDLDALD-YMDV--R--MQ-------SR-A---P-E--P-G---------E--------M-------G-D-T-LDLIALM-ITST--LQWP---A---FIEAL----SQWRST-R-R--H----L--PQ------VTI-E---R---G--G-TTVVVSEA---ES--------ELVVQILK-AM------------E---------------------------------------D------H-------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078630203.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------IA--IRI---------E--------------S----------------E----GQ----------E-E-----------EL------RS-LDGWLR--QEPAVRR-TATV--S--LH-------TQ-A---A-A--P-G---------S--------M-------G-G-L-IDSLGLI-TSNG--WSAA---S---FALSL----VTWRQT-R-P--R----P--PK------III-R---R---G--D-VEISLTEA---TE--------EEVRRLVN-AL------------E---------------------------------------Q--------------------A----------------------D-----------------------E-----------------T----------------------------------------------------------------------------S---S-P----S----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079310450.1 --------------------------------------------------------------------------------MK------------------------------------------------------------V---------------A------IG--VDQ-K-------D---A-A--------G----------------A----------------E-Q-----------YL------RS-LYEWLL--ADAACRR-HARP--E--LG---S---CT-V---E-V--P-G---------A--------Q-------G-E-L-IDVLSLV-LGTG--FNAA---S---LGVAI----AAWRRS-R-P--Q----V--PA------LVI-A---R-A-D--G-TRITMTEA---AH--------EDAGHLLA-AL------------E---------------------------------------R--------------------E----------------------Q-----------------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099892682.1 --------------------------------------------------------------------------------MG-----I------------------------------------------------------L---------------R------VM--LRI---------D---G-D--------E----------------A----------------E-D-----------EV------RS-LYEWLL--LDRSLRR-EAQI--R--ME---S---ST-A---P-V--P-G---------H--------Q-------G-V-T-LDLVSLV-ISSG--LGAS---S---LGVAI----ATWRST-R-P--Q----E--PI------VTV-E---L-T-N--G-SKVTISGT---SQ--------NEAQRLAD-QF------------I---------------------------------------R--------------------E----------------------H-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_109494743.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VV--IAA---------P---D----------Q----------------E----------------D-G-----------QL---LA-DE-LHDWLV--DDVELHR-TAKI--R--RV-------PR-D-----A--V-G---------A--------M-------G---V-SDVIEVV-VSQG--IAAL---N---LALAY----ASWRTT-R-P--A----P--PG------VTV-T---F-A-E--G--TITLTDD---SP--------EALERVLA-AL------------R---------------------------------------R--------------------S----------------------A-----------------------D-----------------D--------------------------------------------------------D-------------------G---A-T----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OKK02612.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LT--LAV---------H---E-G--------S----------------N----------------R-Q-----------EA------DA-LRVWLT--QEQMLRG-QVRI-----PV-------DS-V---P-L--P-G---------A--------M-------G-Q-P-LELVSVL-LSNT--IALG---N---LLVAV----AAWRQS-R-P--R----Q--PS------VRI-E---V---N--G-RSFILDTS---NP--------GELEALAR-AL------------R---------------------------------------E--------------------A-DG-------------------------------------------S-----------------A----------------------------------------------------------------------------T---D-G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SDQ56450.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------LA--LRI---------A---D----------D----------------P----------------S-G--R--------EL------SS-LRAWLL--REPGLRG-GMAK--V--TA-------GG-V---T-G--P-G---------H--------M-GAE---G-----LELINVV-LSNA--IALG---S---LIVSI----ASWRAS-R-P--R----R--PP------VHI-E---T---N--G-VSVVVHTN---DP--------EDLRAIVE-AL------------T---------------------------------------R--------------------T----------------------T-----------------------T-----------------R----------------------------------------------------------------------------S---T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020115005.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LQ--VRV---------G--------------S----------------A----------------V-G-----------EL------RS-LQGWLR--ADPEVRR-SAAV--E--VR-------GG-V---P-G--P-G---------E--------M-------G-T-G-LEVLQLV-TGNG--WSAA---S---FVLAV----VAWRQS-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLMDC---SE--------EEIERAVR-AL------------D---------------------------------------A--------------------A----------------A-----R-----------------------D-----------------E----------------------------------------------------------------------------G---G-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028435836.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------AE--LCV---------D--------------Q----------------D----------------A-S-----------EL------RS-LHAWLR--GDADIRR-SVGL--E--LR-------EA-P---P-R--P-E---------Q--------M-------G-S-L-VDVLQLV-TDNS--WSAA---S---FVMAL----VAWKRT-R-P--Q----N--PN------ITI-N---H---G--D-TSVTLTNC---SD--------EEVERVIR-FL------------N---------------------------------------Q--------------------Q----------------P-----T----------------------------------------------------------------------------------------------------------------------G---E-A----A------------------------------D-------Q-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030348773.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VRI---------D--------------S----------------A----------------A-G-----------EL------RS-LQGWLR--ADPKVRR-SAAI--E--VG-------GG-V---P-G--P-G---------E--------M-------G-T-G-LDVLQLV-TGNG--WSAA---S---FVLAL----VAWRQS-R-P--K----R--PR------VEV-C---R---G--D-TTVVLTDC---SE--------EEIERAVR-AL------------E---------------------------------------A--------------------A----------------D-----A-----------------------D-----------------E----------------------------------------------------------------------------G---V-G----Q----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030679573.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VRV---------E--------------S----------------T----------------G-T-----------EL------RS-LQGWLR--ADPVVRR-STVV--E--VG-------GS-V---P-R--P-G---------E--------M-------G-T-G-LDVLGLV-TGNG--WSAA---S---FVLAL----AAWRQS-R-P--Q----R--PR------VEI-R---R---G--D-TVIVLTDC---SQ--------EEVERATR-AL------------A---------------------------------------A--------------------A----------------D-----S-----------------------D-----------------E----------------------------------------------------------------------------G---G-N----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030850288.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VRV---------E--------------A----------------E----------------A-D-----------EL------RS-LHQWLG--ADREIRR-SSSL--T--LQ-------EQ-P---P-E--P-G---------H--------M-------G-G-L-LDVIQLV-TDNG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---R---G--D-TVIVLTQG---SD--------AEIERVVR-AL------------E---------------------------------------I--------------------S----------------T-----E-----------------------D-----------------E----------------------------------------------------------------------------A---P-G----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037879140.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VRV---------G--------------A----------------E----------------A-D-----------EL------RS-LHQWLG--ADRDIRR-SSSL--A--LQ-------EQ-P---P-E--P-G---------Q--------M-------G-G-L-LDVIQLV-TENG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---R---G--D-TVIVLTQG---SD--------AEIERVIR-AL------------E---------------------------------------T--------------------S----------------T-----E-----------------------D-----------------E----------------------------------------------------------------------------A---P-G----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053626492.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VD--VRV---------T--------------A----------------E----------------A-D-----------EL------RS-LHSWLR--EDIDVRR-SSSL--T--LQ-------EQ-P---P-A--P-G---------Q--------M-------G-G-L-VDIIQLV-TDNG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---R---G--D-TVIVLTQC---SD--------DEIDRVVR-AL------------E---------------------------------------T--------------------P----------------A-----E-----------------------D-----------------E----------------------------------------------------------------------------A---P-E----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053634092.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VD--VRV---------A--------------A----------------E----------------A-D-----------EL------RS-LHNWLQ--ADTDVRR-SSSL--T--LQ-------ER-P---P-E--P-G---------Q--------M-------G-G-L-VDVLQLV-TDNG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---R---G--D-TVIVLAQC---SD--------AEIDRVVR-AL------------E---------------------------------------A--------------------P----------------A-----A-----------------------D-----------------E----------------------------------------------------------------------------A---P-E----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059267207.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VHV---------E--------------S----------------A----------------T-R-----------EI------RS-LYGWLR--SDPDVRT-TFTA--D--PQ------TNA-A---P-R--P-G---------E--------M-------G-T-T-LDVLALV-TGNG--WSAA---S---FVLAL----ATWRRT-R-P--Q----R--PQ------VEI-R---R---G--D-TVIVLTDC---SP--------EQIQHATR-ML------------E---------------------------------------A--------------------A----------------------V-----------------------G-----------------E----------------------------------------------------------------------------D---T-G----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061446671.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------L------LE--VRV---------D--------------P----------------S----------------A-G-----------EL------RS-LQGWLR--ADPEARR-SATA--Y--VR-------GG-V---P-G--P-G---------D--------M-------G-T-A-LDVLQLV-TGNG--WSAA---S---FVLAV----AAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVIVLTDC---SE--------QEIQQATR-AL------------D---------------------------------------H--------------------L----------------D-----G-----------------------D-----------------G----------------------------------------------------------------------------E---A-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062331945.1 --------------------------------MQQ-----------------------------------------------------------------------------------------------------------M---------------N------IR--ISV---------A---A-S--------D----------------T----------------D-E-----------EL------RS-LYTWLR--DEPAIRE-NCRI--S--LD-------GR-G---I-G--P-G---------E--------M-------G-E-I-LDVITLL-VTSG--LQLP---A---LAQTL----SGWAAT-R-R--N----R--PT------VTV-S---R-G-D----FQVVITGA---NI--------DEVLEVLD-TL--D---V-----R---------------------------------------D--------------------Q----------------------G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_069768493.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------VD--LRM---------E--------------H----------------G----------------A-G-----------EL------RS-LHAWLR--SDATVRR-SATI--E--LQ-------DG-S---F-Q--P-G---------Q--------M-------G-S-A-VEVIKLV-TENG--WSAA---S---FVMAV----VAWKRA-R-S--Q----S--PQ------ITI-S---R---E--D-TTVSLTNC---SD--------EEVERVIR-IL------------S---------------------------------------E--------------------G----------------Q-----T----------------------------------------------------------------------------------------------------------------------G---E-G----Q------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070205154.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VRV---------G--------------A----------------E----------------A-D-----------EL------RS-LHQWLG--ADREIRR-SSSL--A--LQ-------EQ-P---P-E--P-G---------H--------M-------G-G-L-LDVIQLV-TDNG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---Q---G--D-TVIVLTQG---SD--------AEIERVIR-AL------------E---------------------------------------T--------------------S----------------T-----E-----------------------D-----------------E----------------------------------------------------------------------------A---P-G----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073756778.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LT--LAV---------H---E-G--------S----------------N----------------R-Q-----------EA------DA-LRVWLT--QEQMLRG-QVRI-----PV-------DS-V---P-L--P-G---------A--------M-------G-Q-P-LELVSVL-LSNT--IALG---N---LLVAV----AAWRQS-R-P--R----Q--PS------VRI-E---V---N--G-RSFILDTS---NP--------GELEALAR-AL------------R---------------------------------------E--------------------A-DG-------------------------------------------S-----------------A----------------------------------------------------------------------------T---D-G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076978205.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------L------FE--VRV---------D--------------S----------------S----------------A-G-----------EL------RS-LQGWLR--ADPEARR-SVTA--H--VR-------GG-V---P-G--P-G---------D--------M-------G-T-A-LDVLQLV-TGNG--WSAA---S---FVLAV----AAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVIVLTDC---SE--------QEIQQATR-AL------------D---------------------------------------H--------------------L----------------D-----G-----------------------D-----------------G----------------------------------------------------------------------------E---A-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_085570882.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VRV---------G--------------A----------------E----------------A-D-----------EL------RS-LHQWLG--ADREIRR-SSSL--A--LQ-------EQ-P---P-E--P-G---------H--------M-------G-G-L-LDVIQLV-TDNG--WSAA---S---FVVAL----AAWKRT-R-P--Q----D--PR------IEI-R---R---G--D-TVIVLTQG---SD--------AEIERVIR-AL------------E---------------------------------------T--------------------S----------------T-----E-----------------------D-----------------E----------------------------------------------------------------------------A---P-G----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_087812330.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------L------FE--VRV---------D--------------S----------------S----------------A-G-----------EL------RS-LQGWLR--ADPETRR-AVTA--Q--VR-------GG-V---P-G--P-G---------E--------M-------G-T-A-LDVLQLV-TGNG--WSAA---S---FVLAV----AAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVIVLTDC---SD--------QEIQQATR-AL------------D---------------------------------------R--------------------L----------------D-----G-----------------------E-----------------G----------------------------------------------------------------------------E---A-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093643256.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--VRV---------E--------------S----------------A----------------D-N-----------EL------RS-LLNWLR--SDPDIRR-SAAL--E--MR-------EQ-P---P-Q--E-G---------Q--------M-------G-T-A-ADVVQLV-TENG--WNAA---N---FVLAL----ATWKRT-R-P--R----A--SR------VTV-R---R---D--D-LVDALTDC---SE--------EQIARLIR-LL------------Q---------------------------------------E--------------------E----------------Q-----G----------------------------------------------------------------------------------------------------------------------G---E-G----A------------------------------G-------R-------------------------------------------------------------------------------------------------------------------------------------------------------------------
BAL90824.1 --------------------------------MRI------------------------------------S----------------------------------------------------------------------V--------------------------VAA---------E--------------D----------------E----------------Q-A-----------TL-G-------MYRWFR--DDENLAG-HAVE--M--RD-------DG-R---P----T-G---------T--------M-------G---A-IEFIDVV-LTHG--TALA---N---LVIAY----ATWRQS-R-D--D----D--TT-E----VTF-T---C---D--G-RSITVKDA---SP--------ETIDRIVA-AL------------S---------------------------------------S--------------------P----------------------A-----------------------S-----------------P--------------------------------------------------------E-----------------V-----E-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_003971296.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQT---------E--------------P----------------G----------------S-G-----------EL------RS-LRGWLH--SDPEVRS-SVVS--D--LR-------PS-T---P-Q--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-VL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_016435707.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------H------VQ--LRA---------A-------------------------------K----------------D-D-----G--TL-IA------LD-LYRWLR--QDPEVRH-RTPV--T--RG-------TA-R---P-G--D-G---------T--------M-------G---A-VEVIDLV-LGQT--FTAL---N---LALAY----AAWRTA-R-P--S----G--TP------VTI-T---A---E--G-RSITVTGA---DE--------ETVARIAA-HL------------R---------------------------------------P--------------------E-AE----------DACG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030029222.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VHL---------E--------------S----------------G----------------A-G-----------EL------RS-MQSWLR--SDPDVRR-TVVT--D--VR-------GN-D---P-R--P-G---------E--------M-------G-S-A-LDVLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------IEI-H---R---G--D-TVIILTDC---TA--------DEIERATR-AL------------H---------------------------------------S--------------------A----------------------A-----------------------E-----------------E----------------------------------------------------------------------------D---R-D----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030935869.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VRV---------E--------------S----------------G----------------A-G-----------EL------RS-LQSWLR--SDPDVRR-SAVS--E--VR-------GS-A---P-R--P-G---------E--------M-------G-T-A-LDMLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----Q--PR------VEI-R---H---G--D-TVIVLTHC---SP--------EEIERATR-AL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-D----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043686591.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--LQV---------G--------------L----------------G----------------A-G-----------EL------RS-LQGWLR--ADPVVRR-SVVV--G--VR-------GG-V---P-G--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAV----AAWRQS-R-P--Q----R--PR------VEI-R---R---G--E-TVIVLAEG---SE--------EEIARAVR-AL------------E---------------------------------------A--------------------V----------------------D-----------------------G-----------------G----------------------------------------------------------------------------G---G-D----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055554425.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------VE--ISA---------E---A-D--------D----------------G------------------D--L--------AI------HD-LYRWLR--QDKDVRA-HADL--N--ML--------------P-A--H-----------P--------H-------G-K---LEIIDLV-VTQG--LGAL---N---LGLSY----AAWRAA-R-P--T----A--PA------VVI-S-----A-N--G-RSITVRGE-C-DA--------ETVRRFVE-AM------------E---------------------------------------S--------------------A----------------------S-----------------------A-----------------P-----------------------------------------------------------V----------------A---E-A----D------------------------------G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055628150.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VHV---------E--------------P----------------G----------------A-G-----------EL------RS-LQGWLR--SDPDVRR-SAVT--E--LR-------GS-A---P-R--P-G---------D--------M-------G-T-A-LDVLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PQ------VEI-R---R---G--D-TVIVLTDC---SP--------EEIERATR-AL------------D---------------------------------------A--------------------A----------------------T-----------------------D-----------------E----------------------------------------------------------------------------D---R-D----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_065484169.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VHL---------E--------------S----------------G----------------A-G-----------EL------RS-LQSWLR--SDLDVRR-TAMT--D--VR-------GS-A---P-R--P-G---------E--------M-------G-T-A-LDMLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-H---R---G--D-TVIVLTDC---SP--------EEIERATR-AL------------D---------------------------------------S--------------------A----------------------A-----------------------E-----------------E----------------------------------------------------------------------------D---R-D----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_069734965.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQM---------E--------------P----------------G----------------S-G-----------EL------RS-LQGWLH--SDPEVRR-SVVS--D--LR-------PS-T---P-Q--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-VL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073727530.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------LE--VRM---------E--------------P----------------D----------------A-R-----------EL------RS-LQSWLR--SDPDVRR-SVTS--E--VR-------GS-T---P-Q--P-G---------E--------M-------G-T-A-LDVLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVILTDC---SP--------EEIQRATR-AL------------N---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------G---Q-G----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073760381.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VHL---------K--------------S----------------G----------------A-G-----------EL------RS-LQSWLR--SDPDVRR-TAVT--D--VR-------GS-A---P-R--P-G---------E--------M-------G-S-A-LDVLQLV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-H---R---G--D-TVFVLTDC---SP--------DEIERATR-AL------------D---------------------------------------L--------------------A----------------------G-----------------------D-----------------E----------------------------------------------------------------------------E---R-D----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094212107.1 --------------------------------------------------------------------------------MK------------------------------------------------------------V---------------M------IG--VEQ-G-------E---A-A--------S----------------A----------------E-H-----------QL------RS-LCDWLL--TDPACRR-HARP--S--LG---S---GA-V---T-V--P-G---------A--------Q-------G-D-L-IDVLSLI-LGAG--FNAA---S---LAVAI----AAWRRS-Q-P--G----T--PT------LIV-E---R-A-D--G-TRRILTRA---TE--------GDTERLLA-EL------------E---------------------------------------R--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097873431.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQM---------E--------------P----------------G----------------S-G-----------EL------RS-LRGWLH--SDPEVRS-SVVS--D--VR-------PS-T---P-R--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-VL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097883263.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQM---------E--------------P----------------G----------------S-G-----------EL------RS-LQGWLH--SDPEVRR-SVVS--D--VR-------PS-T---P-Q--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----AAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-VL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------Q----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097984112.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQM---------E--------------P----------------G----------------S-G-----------EL------RS-LQGWLH--SDPEVRR-SVVS--D--LR-------PS-T---P-Q--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----AAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-AL------------D---------------------------------------T--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098020341.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------LE--VQM---------E--------------P----------------G----------------S-G-----------EL------RS-LQGWLH--SDPEVRR-SVVS--D--VR-------SS-A---P-R--P-G---------E--------M-------G-T-A-LDVLELV-TGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLTDC---SP--------EEIERATR-VL------------D---------------------------------------A--------------------A----------------------A-----------------------D-----------------E----------------------------------------------------------------------------D---R-A----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053674387.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------IL--IRC------V--T---E-E--------D----------------G------------------D-----------DV-S----SE-LFDWLV--DDANARK-HAAP--Q--LL-------DV-----P----P-G--SN-----K--------L-------G---V-VAIIQLV-LSGA--FSAT---S---LGVVI----AQWREQ-R-R--T-SE-A--AK---IT-VTV-E---K---D--G-KQFAVTGS---DA--------GEIQRKLD-EL------------D---------------------------------------A--------------------T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055519506.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------VM--LRI---------A---G-D--------A----------------A----------------E-D-----------EI------RS-LHAWLL--LDRIVRR-QASV--E--MG---S---SS-P---P-V--S-G---------Q--------Q-------G-A-V-LDLISLV-LSNG--ISAA---S---LGVSI----ASWRAT-R-P--Q----E--PT------ITV-E---R-P-D--G-SKVTITGS---SR--------DEAQRLVE-QL------------L---------------------------------------G--------------------E----------------------Q-----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_055520371.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------IL--IRC------V--T---E-E--------D----------------G------------------D-----------DV-S----SE-LFDWLV--DDANARK-HAAP--Q--LL-------DV-----P----P-G--TN-----K--------L-------G---V-VAIIQLV-LSGA--FSAT---S---LGVVI----AQWREQ-R-R--T-SA-A--AK---IT-VTV-E---K---D--G-KQFAVTGS---DA--------GEIQRKLD-EL------------D---------------------------------------A--------------------T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062133880.1 ---------------------------------------------------------------------------------------MA-----------------------------------------------------M---------------D------VV--VQC---------I---S-G--------A----------------A----------------E-H-----------EL------RS-LSQWLS--ADPAVRR-YVQV--G--LG---A---AG-P---A-T--P-G---------H--------Q-------G-E-A-IDILSLA-LSSG--FSAA---S---LAVSV----AAWRAT-R-P--K----P--PT------LVV-E---R-P-D--G-VRVEISGQ---SE--------AEARELVQ-RV------------L---------------------------------------G--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_087765178.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------LE--VRV------------------------A----------------S----------------V-G-----------EL------RS-LQSWLR--SDPEARR-AATV--D--VR-------GN-A---P-R--P-G---------E--------M-------G-A-T-LDVLQLV-TENG--WSAA---S---FALAL----VAWRRT-R-P--R----P--PR------VEI-R---R---G--D-TVVVLTDG---SD--------EEIERVVR-AL------------E---------------------------------------A--------------------D----------------------R-----------------------D-----------------E----------------------------------------------------------------------------D---G-G----Q----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EHM26604.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IV--VQC---------S---G-S--------G----------------A----------------E-G-----------EL------RS-LGRWLE--ADSAVRR-HAQV--A--PG---S---ER-P---A-I--P-G---------Q--------Q-------G-D-L-LDLITLL-VSSG--FSAA---S---LAVSI----ASWRAS-R-P--S----P--PE------SVV-V---R-A-A--G-GQVEIPGD--ASR--------EEAEAMIR-RL------------F---------------------------------------E--------------------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
GAT70183.1 ----------------------------------------------------------------------------------------------------------------------------------------------M-----T---------E---T--VN--LRM---------S---G----------D----------F-----A----------------E-Q-----------EL------RS-LYDWLM--RDLDALD-YMDV--R--MQ-------SR-A---P-E--P-G---------E--------M-------G-D-T-LDLIALM-ITST--LQWP---A---FIEAL----SQWRST-R-R--H----L--PQ------VTI-E---R---G--G-TTVVVSEA---ES--------ELVVQILK-AM------------E---------------------------------------D------H-------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051820037.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------K------VT--LQV---------V---G-G--------T----------------D----------------E-G-----------EA------RS-LHEWLL--LDRKVRS-TAQL--S--LT---S---SA-Q---P-V--P-G---------Q--------Q-------G-M-V-FDIVSLA-LGSG--FNAA---A---LGVSI----ASWRAT-R-P--Q----P--PA------VTI-E---R-E-N--G-AKVTITGT---SP--------QEAQRLAE-QL------------L---------------------------------------G--------------------E----------------------Q--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_079076561.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MQV---------P--------------S----------------S----RQ----------E-S-----------EL------RS-LQGWLR--NEPAT-R-AATV--S--LG-------GQ-T---P-A--P-G---------S--------M-------G-Q-L-FDVLELV-TGNG--WSAV---S---FVLSV----LTWRQT-R-P--R----P--PE------VVI-R---R---G--A-VEISLAEG---SE--------EQVRAVVA-AL------------E---------------------------------------Q--------------------G----------------------D-----------------------D-----------------T----------------------------------------------------------------------------P---G-P----T-S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEU43169.1 ------------------------------------------------------------------------------------------------------------MS--------------------------------I---------------R------MR--FDG---------D--------------H----------------S----------------E-E-----------EL------QS-LRQWLL--DDPEVRR-HARV--R--LA-------GP-P---V-Q--D-G---------E--------M-------G-S-A-LDVIELI-VDSG--FQAL---N---FALAY----VAWRAT-R-P--A----K--PS------VTI-E---R---D--G-TKIVLSDG---DP--------ETVEKIVR-AL------------E---------------------------------------S--------------------K----------------R-----S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089205289.1 ------------------------------------------------------------------------------------------------------------MS--------------------------------I---------------S------IQ--FDG---------S--------------G----------------S----------------E-Q-----------EL------RS-LHGWLL--DDPDVRR-HAKV--L--LS-------GA-P---P-S--D-G---------E--------M-------G-S-A-LEVIKLI-TDGG--FQTL---T---LALAY----VSWRST-R-P--A----K--PH------VTI-E---R---D--G-TKIVLSDD---DP--------EAIEKIVR-ML------------E---------------------------------------S--------------------D----------------R-----P--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OPG04755.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDQ-K-------D---A-A--------G----------------A----------------E-Q-----------YL------RS-LYEWLL--ADAACRR-HARP--E--LG---S---CT-V---E-V--P-G---------A--------Q-------G-E-L-IDVLSLV-LGTG--FNAA---S---LGVAI----AAWRRS-R-P--Q----V--PA------LVI-A---R-A-D--G-TRITMTEA---AH--------EDAGHLLA-AL------------E---------------------------------------R--------------------E----------------------Q-----------------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SNR65625.1 ----------------------------------------------------------------------------------------------------------------------------------------------M----------------------ST--LLI-------------A----------D---------------------------------D-D--------PL-AL------AS-LHRWLS--RTPEVTR-HGDL--R--------------E---I----A-G---ART---D----T---M-------D-D-T-IAVIALV-VSGV--SALT---D---VLGAC----QAWHGN-R-T--R-PP-A--TT------VTI-------G-D----VTVDLSDP---EV--V-----RKLRELFP------------G--E---------------------------------------E--------------------H----------------------G----------------P------A-----------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_011031247.1 ------------------------------------------------------------------------------------------------------------MS--------------------------------E--------------YH------IS--VGG---------D--------------S----------------P----------------G-R-----------DL------RQ-LAQWLR--QDTATRT-EATI--T--LQ-------SA-K---P-A--E-G---------E--------M-------G-T-A-LDVIALV-TQSG--FSTA---S---LVLTI----YAWRRT-R-P--S----T--PV------VTI-E---R---N--G-TRVTVDSG---DP--------AEVARIAQ-AL------------E---------------------------------------T--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_042157862.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------IT--IRC---------E---G-A--------D----------------S----------------A-G-----------EL-A----AS-LHQWLL--DEPDARR-HAEV--R--LV-------GA-A---P-V--E-G---------E--------L-------G-F-V-LDLVQLV-VSSG--FSAG---S---LGYTV----AQWKKM-N-A--P----Q--LA------MSF-E---R---N--G-RTVTVSGT---DA--------EEIARAIR-QL------------D---------------------------------------E--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_044384776.1 ------------------------------------------------------------------------------------------------------------MP--------------------------------E--------------YR------IS--VDG---------D--------------S----------------P----------------G-R-----------DL------RQ-LTQWLR--QDTTTRT-GATI--V--LQ-------SA-Q---P-A--E-D---------Q--------M-------G-G-A-LEVIALV-TQSG--FSTA---S---LALAI----SSWRRT-R-P--S----T--PV------VTI-E---R---D--D-VRVTVDSG---DP--------ADIARIVR-AL------------E---------------------------------------S--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051042155.1 ----------------------------------------------------------------------------------------------------------------------------------------------M--------------------------VAA---------E--------------D----------------E----------------Q-A-----------TL-G-------MYRWFR--DDENLAG-HAVE--M--RD-------DG-R---P----T-G---------T--------M-------G---A-IEFIDVV-LTHG--TALA---N---LVIAY----ATWRQS-R-D--D----D--TT-E----VTF-T---C---D--G-RSITVKDA---SP--------ETIDRIVA-AL------------S---------------------------------------S--------------------P----------------------A-----------------------S-----------------P--------------------------------------------------------E-----------------V-----E-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_085922372.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------Q------IT--IRC---------E---G-A--------D----------------A----------------S-G-----------EL-A----AS-LHQWLL--DEPDARR-HAEV--Q--LV-------GA-A---P-V--E-G---------E--------L-------G-F-V-LDLVQLI-VGSG--FSAG---S---LGYTV----AQWKKM-N-A--P----Q--LA------MSF-E---R---N--G-RTVTVSGT---DA--------EEIARVIR-QL------------D---------------------------------------E--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
CDR06555.1 ------------------------------------------------------------------------------------------------------------MV--------------------------------I---------------R------IS--MQG---------R--------------G----------------A----------------E-E-----------EL------RS-LRTWLL--ETPEVRQ-HSKI--S--WD-------AT-A---P-E--P-G---------E--------M-------G-SGT-TEILQLV-TDNV--WQAT---T---FALAY----ISWRST-R-R--R----A--PK------VTI-E---H---N--G-NRLAIEGD---EE--------S-VQRIVR-AL------------T---------------------------------------R--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052714810.1 -------------------------------------------------------------------------------------------------------------M--------------------------------M---------------R------IS--MTG---------S--------------H----------------A----------------E-E-----------EL------RS-LRAWLL--ESPEIRQ-RAQI--S--WE-------TS-P---P-K--P-G---------E--------M-------G-GTT-FEVLQLV-TDNL--WQTG---T---FALAY----ATWRKT-R-T--R----N--HS------VTI-E---Y---N--G-RQVTIEGD---DS--------AAVERIAQ-AF------------D---------------------------------------Q--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053751185.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D------VS--ITT---------S-------------------------------S----------------T-D--------AESEL------RS-LFLWLR--EDSYLRR-NARV--D--MG-------AV-N---P-A--E-G---------R--------M-------G-A-L-FDSVELA-LNGG--FQFA---N---LALAW----ASWRAT-R-P--R----P--PE------LTF-E---R---D--G-VKVTLSGQ---DA--------ETAARLLA-VL------------D---------------------------------------R--------------------P-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_106127751.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------D---D--TL--LTI------S--A---G-A--------D----------------G----------------P-------------AL------AS-FCSWLQ--RTPEVAR-HGRI--R--AM----------P---A-R--D-G-------V-T--------M-------N---A-VATIGVV-ISSA--TGIA---N---VLIAY----GNWRRT-R-P--K----A--PA------VTV-T---L---G--S-VTVTVEDP-------------EALEKLTR-AL------------S---------------------------------------G------G-------------H----------------------A-----------------------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_107450456.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------E--------------H----------------G----------------A-G-----------EL------RS-LHAWLR--SDATVRR-SATI--E--LQ-------DG-S---F-Q--P-G---------Q--------M-------G-S-A-VEVIKLV-TENG--WSAA---S---FVMAV----VAWKRA-R-S--Q----S--PQ------ITI-S---R---E--D-TTVSLTNC---SD--------EEVERVIR-IL------------S---------------------------------------E--------------------G----------------Q-----T----------------------------------------------------------------------------------------------------------------------G---E-G----Q------------------------------D-------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEJ62319.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------T---I--YR--VTL---------D---G---------------------------S----------------T----L--------DL------RR-LAQWLR--EKDEIRT-TAKI--A--VV-------PV-Q---P-A--P-G---------T--------M-------G---A-TEVIELV-VNIG--FSSA---N---LALAI----AAWRRS-R-A--Q----A--PV------VRI-E---V-G-E----RSVVIDVT---DP--------AEVTRAIE-SA------------T---------------------------------------A--------------------D----------------------------------------------E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030741736.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------E--------------S----------------D----------------A-R-----------EL------RS-LQGWLR--SDPDVRR-TAVS--D--VR-------GS-G---P-R--P-G---------E--------M-------G-S-A-LDVLQLV-MGNG--WSAA---S---FVLAL----VAWRQT-R-P--Q----Q--PR------VEI-H---R---G--D-TVIVLTDC---SP--------DEIERATR-AL------------D---------------------------------------A--------------------A----------------------G-----------------------D-----------------E----------------------------------------------------------------------------E---R-D----T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_097257754.1 ------------------------------------------------------------------------------------------------------------MS--------------------------------D---------------V------LR--IRV---------D--------------G----------------T----------------E-E-----------EL------QS-FAQWLS--DEPDIRY-YALI--S--WE-------SP-Q---T-S--E-G---------E--------M-------G-S-A-LELVKLV-IDSG--FQML---N---LGLAY----VAWRGT-R-P--T----P--SS------VTV-E---R---A--G-VKVTLNDS---DP--------EAIARLIR-AL------------E---------------------------------------E----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091092856.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MR--FDG---------D--------------H----------------S----------------E-E-----------EL------QS-LRQWLL--DDPEVRR-HARV--R--LA-------GP-P---V-Q--D-G---------E--------M-------G-S-A-LDVIELI-VDSG--FQAL---N---FALAY----VAWRAT-R-P--A----K--PS------VTI-E---R---D--G-TKIVLSDG---DP--------ETVEKIVR-AL------------E---------------------------------------S--------------------K----------------R-----S--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015655816.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------E------IA--ITT---------A-------------------------------A----------------D-E--------A--EL------RS-LYLWLR--DDARVRR-DARV--E--LR-------AE-Q---P-V--P-G---------R--------M-------G-S-A-FDVVQLV-LDSG--FQLG---N---LALAW----AAWRAT-R-P--A----P--PE------ITF-E---R---D--G-VKVTLSGQ---DP--------ETAARLLA-EL------------E---------------------------------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EMF56432.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-G-----------EL------RS-LQGWLR--ADPEVRR-SAAV--E--VR-------GG-V---P-G--P-G---------E--------M-------G-T-G-LEVLQLV-TGNG--WSAA---S---FVLAV----VAWRQS-R-P--Q----R--PR------VEI-R---R---G--D-TVVVLMDC---SE--------EEIERAVR-AL------------D---------------------------------------A--------------------A----------------A-----R-----------------------D-----------------E----------------------------------------------------------------------------G---G-G----R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095854532.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--RDPDTAG-AS-L--S--LR-------DR-Q---E-R--P-G---------K--------M-------G-D-G-LELINVV-LSNA--VGLG---G---LLLAV----ANWRQS-R-G--N----G--PE------VRV-E---H---R--G-VTVIVSGA---DP--------RHIEQLVR-QL------------S---------------------------------------G--------------------P----------------------------------------------D-----------------S----------------------------------------------------------------------------G---A-G----D--------------------------------------------------------------------------------------------------------------------------------------D---VPDPGLLDRPR-----T-----------------------------------------------
AJP05873.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDG---------D--------------S----------------P----------------G-R-----------DL------RQ-LTQWLR--QDTTTRT-GATI--V--LQ-------SA-Q---P-A--E-D---------Q--------M-------G-G-A-LEVIALV-TQSG--FSTA---S---LALAI----SSWRRT-R-P--S----T--PV------VTI-E---R---D--D-VRVTVDSG---DP--------ADIARIVR-AL------------E---------------------------------------S--------------------E-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051572740.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------R------ID--VAV---------T--------------G----------------G----------------E-P-----------EL------RS-LHDWLR--RDPGTRH-GAQV--E--LV-------RA-E---P-S--P-G---------Q--------M-------G-V-F-TDVLQLI-TDNA--WSAA---S---FALSL----STWRQT-R-Q--I----S--PC------WTT-P---R---S--T-TSSTR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KWT62307.1 ----------------------------------------------------------------------------------------------------------------------------------------------M---------------S------IQ--VRL---------D---D-A--------E----------------S----------------D-R-----------EL------RS-LCDWLA--DDPAVAR-SARV--S--LR-------AR-E---T-Q--P-G---------K--------M-------G-L-G-FEAVQLI-VDSA--FQLS---S---LAIAI----DGWRRA-Y-A--A----R--PK------MTV-E---R---N--G-VRVSFATA---DT--------DGARSILR-AL------------T---------------------------------------E--------------------L-ER-LE----------------E----------------P------A-----------------G----------------------------------------------------------------------------P---E-G----S------------------------------A-------E---P-----------------------E---------------------------------------GSAVPEGS-AVPEESEVPEESEVPDEPEP---HRSPGGDRNPDPNRNSNPAPNQSPAPA----------PAPNPDLNPIPAPNPIPSPTPAPNPT-

############################################################################################################
28. GAP1-N1,GAP1-N2,GAP1-M,GAP1-C alignments
############################################################################################################

GAP1-N1

FINAL -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H-------H--------------------------------------H------EEEEEE-----------EEE--E-----------------H--HHHHHH-HH--------------------E--EE---------EEEEEEE------------EEEEEEEEEHHHH-H-------HH--HHHHHH--------------------------------------E---E----------E---------------------
ALIGN -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EHHHHH------------EE--E--------------------HHHHHH-HH-----------------------E----------EEEEEEE------------EEEEEEEE-HHHH-H--HH-H-HH--HHHHHHH-----------------------------------------E----------E---------------------
HMM -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEEEEEEE---HH----EEE--E---------------H-H--HHHHHH-HHH-----------------E-E--EEEE-------EEEEEEE-----------EEEEEEEEEHHHHH-H---H---HH--HHHHHH--------------------------------------E---E----------E--------------E------
FREQ -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------H-------H--------------------------------------H------HHHHHH------------EE--E---------------------HHHHH-H-----------------------------------EEEEEE-------------EEEEEEE--H-HH-H--H----HH--HHHHHH---------------------------------HH--HH---E----------H---------------------
PSSM -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E-EEEE----------------------------------H--HHHHHH-HH--------------------E--EE---------EEEEEEE-----------EEEEEEEEEE-------------HH--HHHHHH---------------------------------------------------------------------------
WP_019600192.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSK-------I--------------------------------------V------INQAYYGE---VNK-SHSKI--HQ--T---I----D-DS-E--LTSFLI-QFTDRPGP-LPPGV-LLK--P-Y--LSGSAF--KN-YYVFSKTFPDPQAS-RSGMVVTHVLIADISTL-E--DIND-LQ--IILRLLISE-V--------P--V---E---R--T--N--LE--PI---E----------L--------------N----V-
PCI26491.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEHSLVENK-I--------------------------------------I------VQQAYYGE---LNK-GHACL--AN--S---I----D-NP-D--LISQLI-TFTDRPDA-LIPGI-ELT--P-F--FSGMAL--LT-YYVFMKTFPDASAT-RAGMVFTHVLIINQNDI-D--AINN-LD--DIFSHFVDT-V--------P--G---E---R--T--G--ID--TL---H----------I--------------D----V-
WP_078010983.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-SVKPI--------------------------------L------IQQAYYGAV--RGT-SHGYL--AS--S---E----P-LS-E--SLQNFLPGFTDRPGN-EMIPA-GVS--S-Y--LSGAVT--DK-YFLLSRTWPDETTA-RAGMVFTHVLLLPLAAVLHVNDLAD-LL--ALLLPVPPA-A--------A--D---R---I--Q--L--PP--VT---F----------C--------------P----A-
WP_081333857.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-T------------------------------------T------YESAVFGN---RDG-SHQLLESTL--P---A----S--S-S--VLDTLR-FLVDRPAGHVGQEV-RWF--P-Y--WGCQPI--DS-WWAIWRGEEDPEAP-RKNMVVARVALIPVDAC-S--RVND-LA--PLLLAVGGN------------------------------------------------------------------------
PCI90653.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-P------------------------------------T------FETAKFGN---HSG-SHQLLSSSL--S---S----I--T-P--ALDALR-FLVDRPAGHIGSEV-AWS--P-Y--WGCGRV--DD-WWTLWRGEEDFSAP-RKNMVKACVVLVPIEEC-A--VIEN-FD--DLLSAIGYD------------------------------------------------------------------------
PCI83911.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-P------------------------------------T------FETAKFGB---HSG-SXXLLSSXL--S---S----I--T-P--ALDALR-FLVDRPAGHIGSEV-AWS--P-Y--WGCGRV--DD-WWTLWRGEEDFSAP-RKNMVKACVVLVPIEEC-A--VIEN-FD--DLLSAIGYD------------------------------------------------------------------------
WP_021205085.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEVQIHG----YRK-GHQLL--AS--S---V-TL-S--K-D--DQAVVD-RLSDVAGP-LRPKE-QFA--P-Y--LTAYPLPSGA-YYVIARTWQDLTVP-RAGCVRTKSVIVDARIW-S--LRPP-LL--SIIRQLGPD-E---------------L---P--T--E--MC--AV---R----------I------E--LE-D-R----L-
WP_038799205.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------IEQAIYGE---VPGRGHGLR--AS--S---P----N--A-S--IASAIA-SKLDLPDS-VPPGIQAWS--P-F--VRGFPI--DR-HYVVARTFLDPSAS-RGGMVLTHALIASLDDM-S--NIGS-LA--TLFEQLAAS-V--------T--D---C---P--S--S--VA--TL---E----------L--------------E----I-
WP_066223696.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---V--------------------------------------T------IHQSICGE---VNK-AWGLI--KT--T---L----P-DV-N--IAKSIA-FRTDLQDQ--TSGI-NWE--P-A--IRGFSE--GD-FFLIMKTFEDTASDVRRGRKFSHVLMLPKNEI-V--SIDN-LE--PIIDLLSKE-I--------N------K---N--I--L--LE--PI---S----------I--------------E----I-
WP_015241824.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------VQQAIYGV---VRN-GHGLR--AA--S---G----D--R-R--LAADLA-NRLDLPDT-APPGA-EWS--P-Y--ISGFAH--QD-IYVLARTFRDTAAS-RAGMVLTHALVAPLDKI-V--ATND-LR--PLLERLIAS-P--------D--L---A---P--A--E--AV--PL---E----------I--------------E----T-
KIP94692.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---VPGRGHGLR--AS--S---T----N--A-P--IAAAIA-SKLDLPDA-VPIGVQNWS--P-F--VRGFPI--DE-HYVLARTFLDSSAS-RGGMVLTHALIISLDDM-C--EVSS-LT--MLFGRLAPS-V--------T--N---C---P--G--S--VA--TL---E----------L--------------N----T-
WP_080902476.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGPERM--------------------------------------R------VEQAVYGE---VPGRGHGLR--AS--S---T----N--A-P--IAAAIA-SKLDLPDA-VPIGVQNWS--P-F--VRGFPI--DE-HYVLARTFLDSSAS-RGGMVLTHALIISLDDM-C--EVSS-LT--MLFGRLAPS-V--------T--N---C---P--G--S--VA--TL---E----------L--------------N----T-
WP_021446629.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---VSGRGHGLR--AS--S---T----N--T-P--IAAAIA-SKLDLPDA-MPLGVQGWS--P-F--VRGFPI--DD-HYVLARTFLDLSAS-RGGMVLTHALIVRLDDI-C--EVGS-LA--PFFGWLASS-V--------S--D---C---P--G--S--LA--TL---E----------L--------------D----T-
WP_059729175.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------V------IERQVHG----YRQ-GHQLL--AG--S---V-QL-S--R-E--DQSTID-RLSDVAGP-LRPRE-RFE--P-Y--LTGYPLPSGS-HYVLARTWQDLTVT-RAGCVRTMSLIIPAACW-A--AAEC-LS--PFLDLLAFD-R---------------L---P--E--D--RD--AK---G----------V------T--LQ-L-A----S-
WP_102837409.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------I------AEVQIHG----YRK-GHQLL--AS--S---V-IL-S--K-D--DQAVVD-RLSDVAGP-LRPRE-QFA--P-Y--LSAYPLPSGT-YYIIARTWQDHSVS-RAGCVRTKSVLIDVLTW-S--LSPP-LI--PILHLLGSA-E---------------L---P--T--E--MS--AV---R----------I------E--IE-E-Q----L-
WP_079392583.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGTECM--------------------------------------R------VEQALYGE---VAGRGHGLR--AS--S---T----N--A-P--IVATIA-SKLDLPDA-VPPGVRDWS--P-F--VRGFPI--DD-HYILARTFLDSSAS-RGGMVLTHALIINLDDM-C--QARS-LT--TLFGRLASS-V--------A--G---C---P--N--S--VE--TL---E----------L--------------D----T-
WP_046064071.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IHGRGHGLR--TS--S---T----N--A-P--VVAAIA-SKLDLPDV-VPPGVQAWS--P-F--VRGFPI--DD-HYVVARTFLDSSAS-RGGMVLTHALIVSLEDM-C--EVGS-LA--VLFRRLAAS-V--------A--E---C---P--A--S--VV--TL---E----------L--------------D----N-
WP_039999911.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------V------VERQVHG----YRK-GHQLL--AG--S---V-QL-P--M-E--DQAAID-RLSDVAGP-LRPRE-RFE--P-Y--LTGYPLPSGT-HYVFARTWQDLTVT-RAGCVRTISLIIPMADW-A--ATDG-IS--AFLALLELD-R---------------P---P--T--D--GD--AT---R----------V------Y--LE-N-V----S-
EGG75068.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MALS----------V-----------------------------------T--------------------------------------V------VERQVHG----YRK-GHQLL--AG--S---V-QL-P--M-E--DQAAID-RLSDVAGP-LRPRE-RFE--P-Y--LTGYPLPSGT-HYVFARTWQDLTVT-RAGCVRTISLIIPMADW-A--ATDG-IS--AFLALLELD-R---------------P---P--T--D--GD--AT---R----------V------Y--LE-N-V----S-
KXG12688.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQALYGE---VAGRGHGLR--AS--S---T----N--A-P--IVATIA-SKLDLPDA-VPPGVRDWS--P-F--VRGFPI--DD-HYILARTFLDSSAS-RGGMVLTHALIINLDDM-C--QARS-LT--TLFGRLASS-V--------A--G---C---P--N--S--VE--TL---E----------L--------------D----T-
WP_010208169.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------T------AEIQIHG----YRK-GHQLL--AS--S---F-VL-P--K-E--DQTVVD-RLSDVAGP-LRPKE-QFK--P-Y--LSAYPLPSGT-YYVIARTWQDLTVP-RAGCVRTKSVLIDAQTW-F--LRPP-LT--AILRLLDSS-E---------------L---P--N--E--TE--AV---R----------T------E--LK-E-Q----L-
WP_007244465.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------T------AEIQIHG----YRK-GHQLL--AS--S---F-VL-P--K-E--DQTVVD-RLSDVAGP-LRPKE-QFK--P-Y--LSAYPLPSGT-YYVIARTWQDLTVP-RAGCVRTKSVLIDAQTW-F--LRPP-LT--AILRLLDSS-E---------------L---P--N--E--TE--AV---R----------T------E--LK-E-Q----L-
WP_044342662.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IAGRGHGLR--IS--S---T----N--A-P--IAASIA-SKLDLPDV-VPPGVQAWS--P-F--VRGFPI--DD-HYVLARTFLDSSAS-RGGMVLTHALIVSLDGM-C--EVES-LA--ALFGRLAAS-V--------T--E---C---P--D--S--VV--TL---R----------L--------------D----N-
WP_065832748.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---ILGRGHGLR--TS--S---T----N--A-P--VAAAIA-SKLDLPDV-VPPGVQAWS--P-F--VRGFPI--DG-HYVVARTFLDSSAS-RGGMVLTHALIVSLEDM-C--EVGS-LA--ALFGRLAAS-V--------T--E---C---P--A--S--VV--TL---E----------L--------------E----N-
WP_057416337.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IPGRGHGLR--TS--S---T----N--A-P--IAAAIA-SKLDLPDA-VPLGVQAWS--P-F--VRGFPI--DD-YYILARTFLDSSAS-RGGMVLTHALIVSLGDM-C--AVGS-LA--ALLKQLAPS-V--------A--E---C---P--D--S--VV--TL---E----------F--------------S----N-
WP_053486428.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IPGRGHGLR--TS--S---T----N--A-P--IAAAIA-SKLDLPDA-VPLGVQAWS--P-F--VRGFPI--DD-YYILARTFLDSSAS-RGGMVLTHALIVSLGDM-C--AVGS-LA--ALLKQLAPS-V--------A--E---C---P--D--S--VV--TL---E----------F--------------S----N-
WP_064791174.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------I--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---T-LL-S--K-E--DQATVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDNSVP-RAGCVRTKSLLVDANVW-A--NTPP-LS--AILELLNSS-E---------------L---P--S--E--IE--AV---L----------V------QCKEK-E-L----V-
KMS75234.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------H------AEQALFGE---VRG-GHGLR--EA--S---G----P--R-S--LAAELA-PRLDLPDT-APPGV-EWS--P-F--LSGFPH--HD-HYVLARTFLDAQAT-RAGMVLSHALIVPLNDL-V--SVSD-LR--PLLAWLMAR-P--------H------A---P--L--A--IT--PL---E----------V--------------E----L-
BBC81760.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSKDRI-K------VDQTLHG----YSE-GHRLI--DG--S---L-KL-P--Q-P--DARTML-VLSDASGS-SSRIP-SEG----Y--LTGYPLAESG-KYVLARTWAAPEMS-RPGCVWTHSLLIDFADL-A--RLGS-AA--GLIDCFRRP-A-R------G----E-G---S--G--F--TS--RL---E----------V---E--V-----T-R----I-
WP_059733060.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEVQVHG----YRK-GHQLL--AS--S---I-VL-S--K-E--DQAVVD-RLSDVAGP-LRPRE-QFS--P-Y--LSAYPLPSGT-YYVVAKTWQDLSVP-RAGCVRTKSVLIDAQVW-S--IRPP-LI--PILRLLGST-E---------------L---P--N--E--TD--AV---R----------V------E--LE-E-Q----L-
WP_046463994.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------VDQQLHG----YRQ-GHQLL--AS--S---T-KL-N--K-T--DQELVN-RLSDIAGP-LRPGE-SFD--A-Y--LTAYPLPSGT-HYVLSRTWQDLEVL-RAGCVRTFSLFIPMSDW-E--AARS-LT--PFLALLNTD-I---------------S---P--V--S--AE--RI---S----------I------E-----P-T----L-
WP_058428192.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGPEQV--------------------------------------L------VEQAVYGE---VPGRGHGLR--TA--S---T----S--S-P--IVFSIA-SKLDLPDA-VPLGVQTWW--P-F--VRGFPV--DD-YYVLARTFLDSSAS-RGGMVLTHALIVKLDDI-C--EVGN-LG--TLFGLLAPS-V--------T--S---C---P--C--S--VA--TL---H----------L--------------D----I-
WP_032899633.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------K------AEIQIHG----YRK-GHQLL--AS--S---A-VL-L--K-D--DQAVID-RLSDVAGP-LRPKE-QFS--P-Y--ITAYPLPSGH-FYVIARTWQDNSVA-RAGCVITMSVLVDAKLW-S--LSPP-IQ--SLLRLLDPS-R---------------L---P--T--E--QD--AV---S----------V------E--LD-A-S----F-
WP_002551483.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGPEQV--------------------------------------L------VEQAVYGE---VPGRGHGLR--TA--S---T----S--S-P--IVFSIA-SKLDLPDA-VPLGVQTWW--P-F--VRGFPV--DD-YYVLARTFLDSSAS-RGGMVLTHALIVKLDDI-C--EVGN-LG--TLFGLLAPS-V--------T--S---C---P--C--S--VA--TL---H----------L--------------D----I-
WP_050085962.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------S------IDIQVHG----YHR-GHQLL--AS--S---I-VL-S--K-D--DQATVD-RLSDVAGP-LRPKE-QFE--P-Y--LTTYPLPSGI-YYVIARTWQDHSVP-RAGCVRTKSLLLNAKIW-A--QKPP-LG--AILELLNSS-E---------------L---P--I--E--AE--AI---R----------T------E--RE-E-P----L-
WP_080324388.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------IEQAIYGE---VPGRGHGLR--AS--S---P----N--A-S--IAAAIA-SKLDLPDS-VPPGIQAWS--P-F--VRGFPI--DR-HYVLARTFLDPSAS-RGGMVLTHALIASLDDM-S--NIGS-LA--TLFEQLAGS-V--------T--D---C---P--S--S--VA--TL---E----------L--------------E----I-
WP_059864452.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------T------AEVQVHG----YRK-GHQLL--AS--S---I-VL-P--K-E--DQAVVD-RLSDVAGP-LRPRE-QFS--P-Y--LSAYPLPSGT-YYVVAKTWQDLSVP-RAGCVRTKSVLIDAQVW-S--IRPP-LI--PILRLLGLT-E---------------L---P--N--E--TD--AV---R----------V------E--LE-E-Q----L-
WP_060016453.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------T------AEVQVHG----YRK-GHQLL--AS--S---I-VL-P--K-E--DQAVVD-RLSDVAGP-LRPRE-QFS--P-Y--LSAYPLPSGT-YYVVAKTWQDLSVP-RAGCVRTKSVLIDAQVW-S--IRPP-LI--PILRLLGLT-E---------------L---P--N--E--TD--AV---R----------V------E--LE-E-Q----L-
KEH15560.1 MSSTCNFEGCTVGETGACALERDAATCEHRVNISGERTLDKAKLSAGLVGGDIAGLPVLERPAEEATFVHSYTLGPDVVSDMMASRYVSVIGILGDPDSGKTACLASIYLLVANAMLEGWTFADSKSLMGFEEIARGARDWNAGSPPDQMTMHTEMTDDRRAGFLHLRLVGKSDGRRVDLVLPDLPGEWTTKLVTNARSDRLEFMKSAEVIWIVLDGRTLADKERRQGLISRVGQLGGRLKKMFGERIPRVVLVVTHRDGGELVEAVSTRLITELRNKGVDEATIVQCFPRVFSTISELQEGSMSRSVVLLGGPDSGKTNYIGRVWPALDAKGGCLQIAQQPDDITFVLEVTDHLNSGNFAPRTELADARRDFEVIVSETEGGAETAIVIPDISGELWLNAVKHYEISTDWMDELRRADGALLFVRVGSDQDVRPLDWVTSKKMMTKVRMAKAPGLPTQVMLCELLRFLEISLVDRPDGTRPRVSLVVSAWDLVDPEKFSKGPRAWLEHEYPLLAGRLSDVTRLDIRVLGMSVVGGDLKTDKDCRDAVQEGGLNGRGWVSVQD----------A-----------------------------------Q--------------------------------------V------IERQVHG----YRQ-GHQLL--AG--S---V-VL-S--K-E--DQSTID-QLSDIAGP-LRPRE-QFE--P-Y--LTGYPLPSGT-HYVLARTWQDLTVA-RAGCVRTLSLIIQAENW-A--GAEC-LS--PFLDLLAFD-R---------------L---P--E--E--RD--AT---G----------V------T--LQ-P-G----G-
BBD02433.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IEQQLHG----YRQ-GHELL--SG--T---I-RL-P--P-R--DQDLVD-RLSDLAGP-LAPGE-KFA--P-Y--LTCYPLPSGT-HYVLARTWQDREAP-RAGCVRTRSLIIPMVEW-M--SDVD-PW--TLSAVVTDV-G---------------P---T--A--P--CK--RL---S----------V------E-----A-P----K-
WP_096425621.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAIYGE---IPGRGHGLR--TS--S---T----N--A-P--IAAAIA-SKLDLPDV-VPPGVQAWS--P-F--VRGFPV--DD-YYLLARTFLDSSAS-RGGMVLTHALIVSLDDM-C--KVET-LA--ALFGQLATS-I--------T--E---C---P--T--S--VL--TL---E----------L--------------E----S-
WP_066213797.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------I------VERQVHG----YRQ-GHQLL--AA--S---A-QL-P--K-E--DQSVID-RLSDVAGP-LRPRE-RFE--S-Y--LTAYPLPSGE-SFVLARTWQDLTVA-RAGCVRTLSLIIPMKGW-A--EAEG-LS--AYLELVDID-R---------------L---P--D--A--SD--AT---R----------V------V--VQ-T-T----S-
WP_105260592.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---VQGRGHGLR--AS--S---T----D--A-L--VAADIA-SKLDLPDA-VPPGVQVWS--P-F--VRGFPV--DQ-HYVLARTFLDTTAS-RGGMVLTHALIVSLDEV-S--QVGS-LM--ALFACLAPT-A--------S--A---C---P--T--N--PS--AI---E----------V--------------Q----P-
WP_090309635.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IPGRGHGLR--TS--S---T----N--A-P--IAAVIA-SKLDLPDA-VPQGVQAWS--P-F--VRGFPI--DD-HYVLARTLLDSSAS-RSGMVLTHALIVSLDDM-C--EVGS-LT--ALFGWLAPS-A--------T--D---C---P--G--S--VA--TL---E----------L--------------D----T-
WP_091458865.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MANGLTRDRI-K------VDQTLHG----YSE-GHRLI--EG--S---L-KL-P--Q-S--DARTML-VLSDASGS-GSRIP-ANG----Y--ITGYPLAESG-KYVLARTWAASEMS-RPGCVWTHSLLIDFADL-A--RLGS-VD--DLLERLQRP-S-A------G----G-W---T--A--F--AV--QL---E----------V---M--A-----S-R----A-
WP_074907605.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---VTSRGHGLR--TS--S---T----S--A-P--IAAAIA-SKLDLPDA-VPLGVQAWS--P-F--VRGFPI--DG-YYVLARTFLDSSAS-RGGMVLTHALIVSLDDI-C--EAGS-LA--ALFGWLANS-V--------T--D---C---P--V--S--MA--TL---E----------L--------------D----T-
WP_108419298.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------I--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---T-LL-S--K-E--DQATVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLVDANVW-A--NTPP-LS--AILELLNSS-E---------------L---P--S--E--IE--AV---L----------V------QCKEK-E-L----V-
WP_099207057.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MADALTRVRI-K------VEQTLHG----YSE-GHRLI--EG--S---L-KL-P--Q-S--DARAML-VLSDASGS-GSRIP-ASG----Y--ITGYPLAESG-KYVIARTWAAPEMS-RPGCVWTHSLLVDFADL-A--RLGS-VD--DVLKRFQRP-S-S------A----G-G---S--A--F--AI--HL---D----------V---L--G-----S-R----E-
WP_005792628.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MADALTRDRI-K------VEQTLHG----YSE-GHRLI--EG--S---L-KL-P--Q-S--DARTML-VLSDASGS-GSRIP-ANG----Y--ITGYPLAESG-KYVLARTWAAPEMR-RPGCVWTHSLLIDFADL-A--RLGS-VD--NLLERLQRP-S-A------S----G-A---S--A--F--AM--QL---E----------L---L--V-----S-R----A-
WP_066124811.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEVQVHG----YRK-GHQLL--AS--S---V-IL-S--K-D--DQAVVD-RLSDVAGP-LRPKE-HFS--P-Y--LSAYPLPSGS-RYVIARTWQDLTVA-RAGCVRTKSVLIETEAW-S--RKTP-IL--SILRLLSSA-E---------------L---P--T--E--ED--AV---R----------T------N--LE-E-H----S-
WP_010335847.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSRCHSPGLSA--------TEAA-------------V--------------------------------------I------IEQQLHG----YRQ-GHELL--SG--T---I-RL-P--P-R--DQDLVD-RLSDLAGP-LAPGE-KFA--P-Y--LTCYPLPSGT-HYVLARTWQDREAP-RAGCVRTRSLVIPMAEW-M--SDVD-PW--TLSVVVTEV-G---------------A---T--A--P--CK--RL---S----------V------E-----A-P----K-
CDG51235.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEEAIFGE---VMD-GHTLR--AA--S---G----D--E-S--FARSIA-SKLDLPDT-APPGV-SWS--P-F--VSGFTH--GE-RYVLARTFADTGAS-RAGMVLAHALIMPTKEL-V--QCRN-LS--PLFGRLIQS-V--------S--Q---A---V--T--P---S--GF---N----------L--------------E----R-
OCX33136.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------IDTQIHG----YRQ-GHELL--AS--S---A-SL-S--K-A--DQAIVD-RLSDIAGP-LRPGE-VFE--P-Y--LTTYPLPSGR-HHVLARTWQDTGVP-RAGCVKTFSLLIPKNDW-A--SAQS-LL--PFVAMLNSE-R---------------F---P--K--T--AE--QL---S----------V------L-----T-S----D-
WP_024658860.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------VQVQIHG----YRK-GHQLL--AS--S---I-LL-P--K-G--DQTVVD-RLSDVAGP-LRPKE-QFK--P-Y--LAAYPLPSGN-HYVVARTWQDLTVP-RAGCVLTKSVLIDAELW-S--VKAP-LL--SILQLLDPN-V---------------L---P--N--E--AQ--AL---G----------M------E--LS-D-Q----S-
WP_045752253.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---V--------------------------------------I------IHQSICGE---VNK-AWGLI--KT--T---L----L-DI-N--IAKNIA-FRTDLQDQ--TSGI-NWE--P-A--IRGFSE--GD-FFLIMKTFEDTSPDVRRGRKFSHVLMIPKKEI-V--GIDN-ID--QIISLLPQE-I--------N------K---S--T--D--LE--PI---S----------I--------------E----M-
WP_090943024.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MIN-DF---------------I--------------------------------------E------IEQTLHG----YFN-GHHML--AS--S---V-QL-S--S-R--SEKTMD-VLSDLSGP-EMNKD-FVE----Y--ITGYPLQDDQ-YYVIAKTWYATEMK-RPGCVWTHSLLIKLEDL-K--RVQF-CK--HFLDLFIRP-T--------V----E-F---D--K--Y--LY--SN---K----------L---K--L-----D-L----S-
WP_039013431.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---IPGRGHGLR--AS--S---P----N--A-P--IAAAIA-SKLDLPDS-VPPGVQAWS--P-F--VRGFPI--DD-HYVLARTFLDSSAS-RGGMVLTHALIVSLDDM-C--EVGS-LA--ALFGWLAPS-V--------T--D---C---P--G--S--VA--TL---E----------L--------------D----T-
WP_069091270.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------S--------------------------------------V------IERQVHG----YRQ-GHQLL--AA--S---A-QL-P--K-D--DQSVVD-RLSDVAGP-LRPRE-RFE--S-Y--LTAYPLPGAQ-HFVLARTWQDLTVA-RAGCVRTLSLIIPMTDW-A--EAEG-IS--AYLDLVGID-R---------------L---P--D--D--SD--AT---Q----------V------V--VR-A-T----P-
ENV08026.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDT--I--------------------------------------K------IEKAIFGQ---VNQ-GHGLR--FF--S---S----N--K-D--FFNKAG-PLLDLPDV-IPSGV-NPF--P-Y--ISGFPL--EN-YYVIAKTFLDANAS-RAGMVIVYALAIPLEEI-V--YLNE-IN--QLIDLLPNE-P--------I--K---G---N--D--F--LT--QA---L----------V--------------F----D-
KIA82238.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------V------IEQQLHG----YRH-GHELL--ST--S---V-RL-S--A-R--DQDLLD-RLSDVAGP-LGPGE-RFL--P-Y--LTCYPLPSGA-YYVFARTWQDHNAP-RAGCVRTRSLLIPMQDW-M--NLDE-PA--ALAEVVSSS-G---------------P---M--G--P--TE--SI---S----------I------L-------P----S-
WP_057443670.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------VQVQIHG----YRK-GHQLL--AS--S---I-IL-P--K-G--DQTVVD-RLSDVAGP-LRPKE-QFK--P-Y--LAAYPLPSGN-HYVVARTWQDLTVP-RAGCVLTKSVLIDAQLW-S--AKAP-LL--SILQLLDPN-V---------------L---P--N--E--AL--AA---G----------M------E--LP-D-Q----G-
WP_042387557.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------T--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---T-LL-S--K-E--DQATVD-RLSDVAGP-LRPKE-QFV--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLVDANVW-A--NTPP-LS--AILELLNSS-E---------------L---P--S--E--IE--AV---L----------V------QCKEK-E-L----V-
WP_089766267.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---------------I--------------------------------------I------IEQTIHG----YLN-GHQLL--AS--S---I-EL-M--I-E--ERQLML-IQSDLSGS-NIEKG-FES----Y--VTGYPLSNRK-YYSFAKTWYANEMK-RPGCVWTHSLLIKMPDI-G--KFAS-LQ--CLDSFFKRP-D--------G--I-D-F---S--Q--Y--KK--SF---E----------V---E--I-----S-Q----L-
WP_075907279.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------VEQAVFGE---ARG-GHALR--AA--S---N----D--N-R--YVGELA-SRLDLPDT-APLGV-AWS--P-F--LLGFAH--KD-RYVLARTFQDPEAS-RAGMVLAHALITPLEEI-I--TASD-LR--PLLALLITE-P--------A------A---P--A--N--LP--TL---D----------L--------------M----L-
KQU31117.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGRRRLT------------------------M-----------------------------------S--------------------------------------A------VERQLHG----YQQ-GHQLL--AA--S---M-PL-P--K-A--EQSVVN-QLSDVAGP-LRPRE-RFE--P-Y--LTAYPLPGGK-RYVLARTWQDLTVA-RAGCVRTLSLVIPMDEW-V--EADG-LS--AYPDQLRLD-R---------------L---P--E--P--RD--AT---Q----------V------V--VR-D-T----G-
WP_012723147.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------I------LDQQLHG----YRN-GHQLL--SS--S---A-KL-S--K-T--DQDLVD-RLSDVAGP-LRPGE-HFE--P-Y--LTCYPLPSGS-YYVIARTWQDLDAP-RAGCVRTRSYFIPMLDW-T--SSVD-VL--ALARSLTHE-G---------------P---T--A--P--AK--RV---H----------L------A-------R----E-
WP_056213067.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------S--------------------------------------A------VERQLHG----YQQ-GHQLL--AA--S---M-PL-P--K-A--EQSVVN-QLSDVAGP-LRPRE-RFE--P-Y--LTAYPLPGGK-RYVLARTWQDLTVA-RAGCVRTLSLVIPMDEW-V--EADG-LS--AYPDQLRLD-R---------------L---P--E--P--RD--AT---Q----------V------V--VR-D-T----G-
WP_063151208.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------TEIQVHG----YRK-GHQLL--AS--S---T-IL-S--R-E--DQAVVD-RLSDVAGP-LRPRE-QFA--P-Y--LTAYPLPSGL-YYVIARTWQDQSVP-RAGCVRTKSVLVNMHDW-A--YRMP-LV--AVLRLLDSS-A---------------L---P--E--E--KD--AV---C----------A------E--LN-E-L----H-
OJW12786.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAFGMK---------------I--------------------------------------S------IQQCLHG----YAH-GHQIL--AS--S---T-DL-A--P-G--ARRTLL-FQSDLSGA-KTNSG-FET----Y--LTSYPLNDSI-FFVLAKTWYASEMP-RPGCVWTHSLLIELADL-G--KIPE-LK--SLLKLFRRP-E--------L--N-N-Y---R--F--Y--DQ--NL---E----------I---E--S-----E-E----L-
WP_009284468.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----I--------------------------------------V------IHQAIFGEISGKTS-GHNLL--AA--S---D----E-KN-E--LFRRVS-GYTDLADR-PEGGV-LPG--P-V--VRGFFV--EN-HFLLIKTFPDKSPKLRSGRVFSHALFIPKADL-H--QVHN-LS--DLFQYHLPT-I--------N------K---E--A--E--MP--LL---E----------Y--------------H------
WP_056690820.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VDQAIYGT---VRN-GHGLR--CA--S---G----D--L-R--LAADLA-QRLDLPDT-EPLGA-NWS--P-V--TSGFPS--RD-KYVLARTFSDPTVG-RSGMVISHAFICDLAEI-V--GMKD-LR--PLLAHFITS-A--------A--A---A---P--D--A--VE--PL---D----------I--------------L----P-
WP_027604116.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------I------LDQQLHG----YRN-GHQLL--SS--S---A-KL-S--K-T--DQDLVD-RLSDVAGP-LRPGE-HFE--P-Y--LTCYPLPSGS-YYVIARTWQDLDAP-RAGCVRTRSYFIPMLDW-T--SSVD-VL--ALARSLTHE-G---------------P---T--A--P--AK--RV---H----------L------A-------R----E-
WP_093401103.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MADALSTDRI-K------LDQTLHG----YSE-GHRLI--NG--S---F-KV-P--Q-P--DARIML-VLSDASGS-GNRIP-LEG----Y--LTGYPLADSG-KYVLARTWAAPEMN-RPGCVWTHSLLIDFADL-A--RLRS-AG--DLLDLFRRP-T-G------A----G-L---S--G--F--AS--QL---A----------V---E--V-----T-K----S-
WP_005682844.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEQALHG----YYE-GHKLL--AS--S---V-ETFS--Q-T--DRRKMS-ILSDWDEY-VPDQE-DSS----Y--LTCYPLPNSP-YYVVAKTWYASEMK-RPGCVWTHSLLFNFSEI-T--SFFD-FL--SLLSLFVRP-K--------K--D-D-Y---E--Q--Y--SK--TI---K----------I---T-GV-----T-K----R-
WP_004293833.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEQALHG----YYE-GHKLL--AS--S---V-ETFS--Q-T--DRRKMS-ILSDWDEY-VPDQE-DSS----Y--LTCYPLPNSP-YYVVAKTWYASEMK-RPGCVWTHSLLFNFSEI-T--SFFD-FL--SLLSLFVRP-K--------K--D-D-Y---E--Q--Y--SK--TI---K----------I---T-GV-----T-K----R-
OQW76544.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------V------VERQIHG----YRQ-GHQLL--AA--S---A-QL-L--K-E--DQSVVD-RLSDVAGP-LRPRE-RFQ--S-Y--LTAYPLPSGE-RFVLARTWQDLTVS-RAGCVRTLSLIVPMKDW-A--DAEE-LS--SFLDLMPMD-H---------------L---P--D--Y--GD--AT---G----------V------V--VE-T-G----A-
WP_048503675.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSIYGE---VDR-AWSLI--RT--S---Q----K-DN-T--FAKNIA-LKTDLQEQ--TSGT-VWQ--P-A--IRGFVI--ED-HFLIIKTFDDNTEGVRRGRKFSHVLMADINDI-I--KLKS-IK--PLFKLLIQE-V--------D------K---D--L--Q--LS--PI---E----------F--------------E----I-
WP_009518308.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDT--I--------------------------------------K------IEKAIFGQ---VNQ-GHGLR--FF--S---S----N--K-D--FFNKAG-PLLDLPDV-IPSGV-NPF--P-Y--ISGFPL--EN-YYVIAKTFLDANAS-RAGMVIVYALAIPLEEI-A--YLSE-IN--QLIDLLPDE-P--------I--K---E---N--D--F--LT--QA---L----------V--------------F----D-
WP_100195995.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAYALNMDRI-R------LEQTLHG----YSE-GHRLI--YG--S---F-KP-P--Q-S--DARNML-VLSDASAS-GSRIP-SEG----Y--LTGYPLAESG-KYVLARTWAAPEMS-RPGCVWTHSLLIDFGDL-A--RLGS-AL--SLLDCFRRP-S-G------G----G-G---S--E--Y--AA--RL---E----------V---A--V-----T-R----T-
WP_099766932.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSIYGE---VGR-AWSLI--RT--S---Q----K-DN-T--FAKNIA-LKTDLQEQ--TSGT-VWQ--P-A--IRGFII--EN-NFLIIKTFDDNSEVVRRGRKFSHVLMVDINDI-I--KLKS-IK--PLFKLLIQD-V--------D------K---D--L--Q--LN--PI---E----------F--------------E----I-
WP_080323218.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------V------VDTQIHG----YLR-GHQLL--SS--S---V-DL-P--K-G--DQSVID-RLSDVAGP-LRPNE-RFT--P-Y--LSGYPLPSGD-RYILARTWQDLTVA-RAGCVRTLSLVIPASDW-A--RANS-LA--PFLDLLDPF-S---------------F---P--Q--T--GE--AT---S----------R------K--LPFS-Q----E-
WP_106448472.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MV----------K------IHQALHG----YTD-GHRQL--AC--S---V-SL-P--T-K--DARLML-VMSDASGP-GIASV-GLP----Y--LTGYPLAESG-MYALARTWPAPEMS-RPGCVWTHTLLIGFADL-A--TLVS-PS--AITELHQRP-M-M------K----APL---D--A--Y--ST--DV---V----------V---E--P-----K-AHP--V-
WP_025177520.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLEI----REN-PF---------------I--------------------------------------E------IHQCIFG----YNN-GHRLL--AS--S---L-NL-P--P-E--IESELL-IYSDLNPG-TYLMK-GNG----Y--WTGIPLHLLK-QYALMRTWAAPEMS-RPGCVWTHVLLIAFADI-A--RFED-LG--VLKQFFQRP-N----NN--L----G-F---E--K--Y--YE--VM---K----------IKEED--L-----S-A----M-
WP_052516912.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAHRVGRRRLI----------V-----------------------------------S--------------------------------------A------VERQVHG----YQQ-GHQLL--AT--S---M-PL-P--K-A--EQSVVN-QLSDVAGP-LRPRE-RFD--P-Y--LTAYPLPGGK-RFVLARTWQDLTVA-RAGCVRTLSLVIPMDEW-V--RAEG-LS--AYFDQLRLD-R---------------L---P--D--A--RD--AT---Q----------V------V--VW-D-T----E-
WP_023802006.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MKSDRI-K------VNQALHG----YSE-GHRLI--EG--S---M-KL-P--Q-A--DARTML-VLSDASAS-GARIP-ADG----Y--LTGYPLPEAG-KYALARTWAAPEMS-RPGCVWTHSLLIDFADL-A--RLAS-AD--DLLERFMCP-S-K------G----V-T---S--T--F--GS--PI---E----------I---E--V-----T-Q----T-
WP_058410945.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPSI-L------VHQALHG----YND-GHRLI--SS--S---L-PL-D--A-S--DARVML-VMSDLSGS-GMKPS-ADG----Y--LTGYPLEKSG-KYVLARTWAAPEMP-RPGCVWTHSLIIENADL-A--RLMS-AQ--ALLDIFTRP-T----GI--D----V-R---S--A--Y--GD--PV---S----------M------S-----P-Q------
EKO23840.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEI----REN-PF---------------I--------------------------------------E------IHQCIFG----YNN-GHRLL--AS--S---L-NL-P--P-E--IESELL-IYSDLNPG-TYLMK-GNG----Y--WTGIPLHLLK-QYALMRTWAAPEMS-RPGCVWTHVLLIAFADI-A--RFED-LG--VLKQFFQRP-N----NN--L----G-F---E--K--Y--YE--VM---K----------IKEED--L-----S-A----M-
KIU30546.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------S--------------------------------------A------VERQVHG----YQQ-GHQLL--AT--S---M-PL-P--K-A--EQSVVN-QLSDVAGP-LRPRE-RFD--P-Y--LTAYPLPGGK-RFVLARTWQDLTVA-RAGCVRTLSLVIPMDEW-V--RAEG-LS--AYFDQLRLD-R---------------L---P--D--A--RD--AT---Q----------V------V--VW-D-T----E-
WP_039766187.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------VEIQIHG----YRK-GHQLI--AS--S---T-AL-S--K-E--DQAVVD-RLSDVAGP-LRPKE-QFA--P-Y--LSTYPLPSGS-YYVIARTWQDHSVV-RAGCVRTMSVLIDAQVW-A--SKAP-LI--PLLNLLQLS-E---------------L---P--S--E--QH--AV---R----------T------H--LN-E-C----T-
WP_002184169.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSICGE--NKNK-AWDLL--KT--T---M----P-DI-S--LAKSLA-FKTDLHDE--AGGV-AWK--P-T--VRGYFE--ND-YFLLMKTFPDRAPDVRSGRAFSHVLIISKIDV-G--SISN-LS--ALFTYFQSE-I--------N------K---E--I--Q--LH--PI---E----------F--------------L------
WP_000583717.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSICGE--NKNK-AWDLL--KT--T---M----P-DI-S--LAKSLA-FKTDLHDE--AGGV-AWK--P-T--VRGYFE--ND-YFLLMKTFPDRAPDVRSGRAFSHVLIISKIDV-G--SISN-LS--ALFTYFQSE-I--------N------K---E--I--Q--LH--PI---E----------F--------------L------
WP_004911050.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDT--I--------------------------------------K------IEKAIFGQ---VNQ-GHGLR--CF--S---S----N--K-D--FFNKAS-PLLDLPDV-IPSGV-NPF--P-Y--ISGFPL--EN-YYVIAKTFLDVNAL-RAGMVIVYALAIPLEEI-V--YLNE-IN--QLIDLLPNE-P--------I--N---E---N--D--F--LN--QV---L----------V--------------F----D-
WP_028672472.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AQTQVHG----YRK-GHQLL--AS--S---V-VL-S--K-D--DQLTVD-RLSDVTGP-LRPKE-KFA--P-Y--ISAYPLPSGT-YYVIARTWQDFSVL-RAGCVRTKSVLIDAQTW-A--FKPP-LA--SVLSLLESD-E---------------L---P--D--V--NE--AT---S----------I------E--IN-E-Q----F-
AGS80673.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSLCGE--NKNK-AWDLL--KT--T---M----S-DL-S--LAKSLA-FRTDLHDE--AGGI-TWR--P-T--IRGYFE--NN-YFLLMKTFPDTAPDVRSGRAFSHVLLISKIDA-G--SIVD-LS--ALFSYFQSE-I--------N------K---E--V--Q--LQ--PI---E----------F--------------S------
WP_078130559.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQSLCGE--NKNK-AWDLL--KT--T---M----P-DL-S--LAKSLA-FRTDLHDE--AGGI-SWR--P-T--IRGYFE--NN-YFLLMKTFPDTAPDVRSGRAFSHVLLISKIDA-G--SIVD-LS--ALFFYFQSE-I--------N------K---E--V--Q--LQ--PI---E----------F--------------S------
WP_095649279.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLI--AS--S---T-VL-S--K-E--DQAVID-RLSDVAGP-LRPKE-QFA--P-Y--LSAYPLPSGS-HYVIAKTWQDHTVA-RAGCVRTMSVLIDAHVW-A--IKAP-LV--PLLNLLELS-E---------------L---P--S--E--QH--AV---R----------T------E--LN-E-C----A-
WP_081480398.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------I------LDQQLHG----YRN-GHQLL--SS--S---A-KL-S--K-A--DQDLVD-RLSDVAGP-LRPGE-HFD--S-Y--LTCYPLPSGS-YYVIARTWQDLDAP-RAGCVRTRSYFIPVPDW-T--TNVD-IL--ALVKSLTLE-G---------------P---T--A--P--AK--RI---H----------L------A-------R----E-
PKP48546.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----I--------------------------------------V------IHQAIYGEVHGKTS-GHDIL--AA--S---D----G-KS-E--LFRRVS-GYTDLADR-PEGGV-LSG--P-V--VRGFFA--ED-HFLLIKTFPDKSPGLRSGRVFSHALFIPNADL-H--RVRN-LS--NLFQYHLPG-I--------Q------K---E--A--K--MY--PL---E----------Y--------------H------
WP_080565882.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------N------IEQAVYGE---IDGRGHGLR--RS--S---S----D--S-S--LAASIA-SQLDLPDG-VPPGVQAWS--P-F--VRGFPC--DK-HYVLARTFLDSGSS-RGGMVLTHALIVNLDDI-C--QAED-LS--VFFERLAVS-T--------E--A---I---S--S--Q--LS--SF---E----------I--------------K----L-
WP_009169750.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MN-RQ---------------I--------------------------------------K------IDQMLNG----YQN-GHCKI--AS--S---I-DL-S--L-N--DENIIN-ILSDVSGM-SSNIE-WES----Y--ITGYPLENEN-IYVFAKTWIAKEMK-RPGCVWTHSLLINIDEL-K--YIKS-TN--NILKLFKYP-S--------N--S-K-Y---D--Y--Y--KN--EI---L----------L---E--A-----N-E----N-
SOD32715.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEKAIFGQ---VGQ-GHGLR--SC--S---S----N--P-E--FYRKIS-QWLDLPDV-VPAGV-DFS--P-Y--ISGFPF--ES-KYILARSFIDISAS-RSGMMVVYAVAIDLNEI-S--KFDN-LN--NLIELLPLL-P--------G--N---D---D--V--F--IE--SC---D----------L--------------C----E-
WP_102873726.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MANAMSTDRI-R------VDQTLHG----YSA-GHRLI--YG--S---I-QL-L--Q-S--DARTML-VLSDASAS-GSRIP-SEG----Y--LTGYPLVESG-KYVLARTWAAPEMS-RPGCVWTHSLLIDFADL-A--RLGS-AG--GLLECFRRP-F-G------E----G-N---S--D--I--AT--KL---E----------V---A--V-----T-R----T-
WP_064992291.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MMVA-T------VHQTLHG----YSD-GHRLI--SG--S---L-PI-L--G-L--HARTMV-VMSDLSGP-GIRPE-PMG----Y--LTGYPLEGEG-KYVLARTWAAPEMP-RPGCVWTHSLIIDNADL-A--TLSS-AE--GLFLAFRRP-S----GP--P----S-R---S--E--Y--AE--PI---T----------IL--D--S-----P-V------
WP_023808270.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------V------VHTQIHG----YLR-GHQLL--SS--S---V-DL-P--K-A--DQSVID-RLSDVAGP-LRPSE-RFE--P-Y--LSGYPLPSGD-RYVLARTWQDLTVT-RAGCVRTLSLVIRASEW-G--RANS-LA--PFLELLDPS-A---------------F---P--E--A--EE--AK---A----------C------Q--VTPA-Q----V-
WP_038698912.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MR---V--------------------------------------E------VHQSICGE---VNR-AWGLL--KT--T---L----P-DA-K--VAKNIA-FRADLQDQ--TSGV-MWS--P-A--IRGFAE--GS-NFVIMKTFEDTSEEVRRGRKFSHVLIVSLKEI-V--EISD-LE--PIFGLLYSE-I--------D------K---F--S--P--LN--PI---Y----------L--------------D----I-
WP_102883896.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MANAMSTDRI-R------VDQTLHG----YSA-GHRLI--YG--S---I-QL-L--Q-S--DARTML-VLSDASAS-GSRIP-SEG----Y--LTGYPLVESG-KYVLARTWAAPEMS-RPGCVWTHSLLIDFADL-A--RLGS-AG--GLLECFRRP-F-G------E----G-N---S--D--I--AT--KL---E----------V---P--V-----T-R----T-
SER37675.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAVYGE---VEGRGHGLR--SS--S---T----T--S-S--FAASIA-PQLDLPDG-VPLGVQTWS--P-F--VRGFPC--DG-YYVLARTFLDSGSS-RGGMVLTHALIVNLEGI-C--QVED-LT--VLFTQLAAS-A--------K--A---I---P--A--R--LS--TL---E----------I--------------E----T-
WP_050537229.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-KE---------------I--------------------------------------E------IHQCLFG----YEN-GHRLL--AS--S---I-KL-P--S-D--VASTLL-LLSDLAPG-LMLSS-SEG----Y--WTGTPLPSAK-VYALMYTWVASEMP-RPGCVWSHVLLIPFPEM-A--RLQD-LS--ILFSYISRP-N----FN--F----G-F---D--T--Y--KN--SI---L----------LN-SK--I-----N-N----E-
SDC45789.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------FYQQLHG----YRQ-GHQLL--SG--S---V-KL-A--K-V--DQDLVD-RLSDVAGP-LRPGE-RFS--P-Y--LSLYPLPSMS-HYVLARTWQDSDAP-RAGCVRTRSLLVPMRRW-E--QGIE-LM--DILGLLTLE-G---------------P---L--K--Q--AQ--SI---Q----------A------P-------K-I--S-
WP_093103449.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGHWRRP-L-----------------------------------M--------------------------------------I------FYQQLHG----YRQ-GHQLL--SG--S---V-KL-A--K-V--DQDLVD-RLSDVAGP-LRPGE-RFS--P-Y--LSLYPLPSMS-HYVLARTWQDSDAP-RAGCVRTRSLLVPMRRW-E--QGIE-LM--DILGLLTLE-G---------------P---L--K--Q--AQ--SI---Q----------A------P-------K-I--S-
WP_046067188.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPPI-L------VHQTLHG----YND-GHRLI--SS--S---M-AL-D--G-A--DARIML-VMSDLSGP-GVKPS-PDG----Y--LTGYPLEKSG-RYVLARTWSAPEMP-RPGCVWTHSLIIENADL-A--KLTS-AQ--GLLEAFSRP-E----DP--I----T-R---P--L--YELSI--PV---P----------L------E-----P-R------
WP_106139082.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----I--------------------------------------V------IHQAKYGEVPGKTS-GHDLL--AA--S---D----K-RT-E--LFRRVS-GYTDLADR-PEGGV-LSG--P-V--VRGFFV--ED-HFLLIKTFPDKSPGLRSGRVFSHALFIPKKDL-H--RVHD-LG--ELFQYHLQS-I--------K------K---E--A--E--MH--LL---E----------Y--------------H------
WP_061209303.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----IKLEI----QVN-PF---------------I--------------------------------------E------IHQCIFG----YNN-GHRLL--AS--S---L-NL-P--S-E--IESELL-IYSDLNPG-TYLMN-NNG----Y--WTGIPLHSLK-QYALMRTWAAPEMS-RPGCVWTHVLLIAFSDI-A--RFED-LG--VLKRLFQKP-N----TN--L----G-F---E--N--Y--YK--VL---E----------IKEED--L-----S-T----F-
WP_075979084.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----EES-PI---------------I--------------------------------------K------VNQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLSFSK-QYALMKTWAAPEMS-RPGCVWTHVLLITFADI-A--RFED-FG--VLKRLFHKP-D----GA--L----E-F---E--K--Y--NK--II---E----------LSESD--L-----H-E----K-
WP_076658804.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----EES-PI---------------I--------------------------------------K------VNQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLSFSK-QYALMKTWAAPEMS-RPGCVWTHVLLITFADI-A--RFED-FG--VLKRLFHKP-D----GA--L----E-F---E--K--Y--NK--II---E----------LSESD--L-----H-E----K-
WP_056276317.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGT----------I------VHQALHG----YSE-GHRQF--AC--S---A-KL-S--P-N--DVRQVL-VMSDSSGA-GVTAE-GIS----Y--LTGYPLQESG-LYALARTWPAPEMP-RPGCVWTHTLFIEFADL-A--LLDS-PS--QLEQLFRIP-S-V------E----T-S---R--T--Y--GV--SV---D----------L---T--A-----A-A-P--A-
PSH02583.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MMQ-M----------------I--------------------------------------R------LGQTLHG----YQD-GHSLL--AG--S---E-NL-P--H-G--AESTLF-VLSDLSGP-QVVSG-FDE----Y--LTGYPLPEIA-SYAFAKTWYAPEMQ-RPGCVWTHTLLVRFADM-A--QIDN-FG--TLLSCFKRP-I--------A--DPK-S-W-I--E--Y--KE--RV---T----------V---E--V-----S-R----E-
PCI68527.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----T--------------------------------------I------IQQAIYGEVQGKTS-GHDLL--AA--S---D----E-KN-E--LFRRVS-GHTDLADR-PEGGV-LSS--S-V--VRGLFI--ED-HFLLIRTFPDKSPGLRSGRVFSHALFIPKADL-H--RVHK-LN--NLFQYHLPS-I--------Q------K---E--A--E--ML--SL---E----------Y--------------V------
WP_107607145.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----EES-PI---------------I--------------------------------------K------VNQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLSFSK-QYALMKTWAAPEMS-RPGCVWTHVLLITFADI-A--RFED-FG--VLKRLFHKP-D----GA--L----E-F---E--K--Y--NK--II---E----------LSESD--L-----H-E----K-
WP_076403769.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLI--AS--S---T-VL-S--K-E--DQAVVD-RLSDVAGP-LRPKE-KFA--P-Y--LSAYPLPSGS-YYVIARTWQDHTVA-RAGCVRTMSVLIDVKVW-A--TEAP-LI--PLLNLLKLT-E---------------L---P--S--E--QH--AV---R----------T------D--LN-E-C----T-
WP_060275707.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------G------FDQQLHG----YRQ-GHQLL--SS--T---I-RL-P--K-A--DQDLID-RLSDVAGP-LSPGE-RFS--P-Y--LTLYPLPSET-YYVVARTWQDLEAP-RAGCVRTRSVLIPMSEW-Q--EVQD-LA--SIVAVATEA-G---------------A---D--K--P--AE--RR---A----------P------A-------D----V-
SIR73769.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGGGETPISLSQLPGLWGYESV-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLI--AS--S---T-VL-S--K-E--DQAVVD-RLSDVAGP-LRPKE-KFA--P-Y--LSAYPLPSGS-YYVIARTWQDHTVA-RAGCVRTMSVLIDVKVW-A--TEAP-LI--PLLNLLKLT-E---------------L---P--S--E--QH--AV---R----------T------D--LN-E-C----T-
WP_093387274.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLI--AS--S---T-VL-S--K-E--DQAVVD-RLSDVAGP-LRPKE-KFA--P-Y--LSAYPLPSGS-YYVIARTWQDHTVA-RAGCVRTMSVLIDVKVW-A--TEAP-LI--PLLNLLKLT-E---------------L---P--S--E--QH--AV---R----------T------D--LN-E-C----T-
WP_091720743.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAL----------T------LHQALHG----YSE-GHRQL--AC--S---V-QL-T--A-R--DARLML-VMSDVSGP-GVAQT-GQP----Y--LTGYPLTESG-FYAFSKTWPAPEMP-RPGCVWTHTILIEFSDL-A--ALDT-PS--AIEKLFERP-E-P------V----N-L---H--V--Y--QA--PL---S----------V---E--L-----N-D-A--A-
KVT48317.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------G------FDQQLHG----YRQ-GHQLL--SS--T---I-RL-P--K-A--DQDLID-RLSDVAGP-LSPGE-RFS--P-Y--LTLYPLPSET-YYVVARTWQDLEAP-RAGCVRTRSVLIPMSEW-Q--EVQD-LA--SIVAVATEA-G---------------A---D--K--P--AE--RR---A----------P------A-------D----V-
SDQ38520.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGGGETPISLSQLPGLWGYESV-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLI--AS--S---T-VL-S--K-E--DQAVVD-RLSDVAGP-LRPKE-KFA--P-Y--LSAYPLPSGS-YYVIARTWQDHTVA-RAGCVRTMSVLIDVKVW-A--TEAP-LI--PLLNLLKLT-E---------------L---P--S--E--QH--AV---R----------T------D--LN-E-C----T-
WP_058248883.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VDQAIFGN---TKH-GFALR--CA--S---G----D--Q-K--FAAELA-QRLDLPDT-EPPGS-DWS--P-V--ISGFQV--GN-RYVIARMFRDLTAE-RAGMVVTHALICDLDAI-E--VVDN-LQ--PLVKNLHTS-F--------D--S---M---P--T--S--VA--AL---E----------V--------------N----F-
AUC22653.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQAFYGE---VNR-GHACI--NQ--S---L----I-NS-D--LTSFLI-SFTDRPAA-LPPGV-ALQ--A-Y--FSGTAW--SN-YYIFTKTFTDPYAT-RSGMVFTHALIINLDSI-N--SINN-LN--DIFCNFIEI-V--------P--E---S---R--E--V--LN--DV---E----------F--------------N----L-
WP_011995908.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VDQAIYGT---IRN-GHGLR--CA--S---G----D--R-R--LAADLA-QRLDLPDT-EPLGA-HWS--P-V--TSGFRS--RD-KYVLARTFSDPTVD-RSGMVISHALICDLAEI-V--EVDD-LR--PLLARLITS-A--------A--A---A---P--D--A--VE--PL---D----------V--------------A----P-
WP_077839733.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MD-RY---------------V--------------------------------------K------IEQMLNG----YQK-GHCKI--AS--S---I-KL-S--L-N--DENIIN-ILSDVSGM-SSNIE-WES----Y--ITGYPLENQN-IYVFAKTWTAKEMK-RPGCVWTHSLLIDIDEL-K--YIKS-AN--AILKSFKYP-S--------N--S-K-H---D--Y--Y--EN--EI---F----------L---D--T-----N-E----N-
OGB06618.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGI----------I------VNQALHG----YSE-GHRQF--AC--S---A-KL-T--P-N--DARLVL-VMSDASGS-GVTAE-GIS----Y--LTGYPLPESG-LYALARTWPAPEMP-RPGCVWTHTLFVEFADL-A--MLDS-PS--QLAALFKAP-S-I------E----T-A---R--V--Y--GG--AL---H----------F---T--N-----A-L-A--N-
PHV10311.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML----------K------LHQALHG----YSD-GHRQL--AC--S---V-SL-P--A-K--DARLVL-VMSDVSGP-GVTSF-GVP----Y--ITGYPLAESG-LYALAKTWPAPEMA-RPGCVWTHTLLIGFTDL-A--ALVS-PS--VITRLFQRP-P-T------K----VLL---E--D--Y--TG--EI---G----------V---E--L-----Q-EHL--I-
SFU95039.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------K--------------------------------------P------LDEQLHG----YRQ-GHELL--SS--T---I-RL-S--N-A--DQQLID-RLSDVAGP-LGPNE-RFA--P-Y--ITCYPLTGGS-HYVVARTWQDLDAP-RAGCVRTRSILVPTEVW-V--ELED-IA--AVVTIATKA-G---------------A---S--E--P--AQ--KR---I----------L------D-----I-A----T-
SFB61072.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAHGVKAATKPR------LHQALHG----YAD-GHRQL--AL--S---T-TL-K--P-R--DQRTLL-ALSDISGP-GARLD-EAG----Y--LTGYPLTESG-FYALARTWPAPEMP-RPGCVWTHTLLIDFNDL-A--ALET-LT--GLLGMFRRP-ASL------D----S-F---Q--E--Y--DK--PT---P----------F------A-----F-R----S-
WP_092700910.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDLP-SPH-------------------------------------F----------------------------------------------------------------------------------DEQIHG----YRS-GHQLL--SA--T---I-RL-S--R-L--DQDVVD-RLSDMAGQ-LRPGE-RFA--P-Y--LTGYPLPSGE-HFVLAKTWQDEGAP-RSGCVWTQSLLIPIWQW-V--E----LP--DIAALLPSF-Q---------------R---P--PFEV--MG--IV---E----------H------T--LP-S-D----S-
SHI10396.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTN-KP---------------I--------------------------------------I------IHQTLHG----YSN-GHHLL--AS--S---T-IL-S--D-A--TKRKMD-ILSDLSGP-DLSKG-FES----Y--YSGYFLENEQ-FLVLAKTWYANEMS-RPGCVWTHSLLLGLNDI-E--YLIYQIP--NLLSYFVRP-D--------S--QDS-F---V--Y--Y--SR--PL---E----------T---E--V-----V-I----H-
PKO39589.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAHGLGERL--I------VQQTLHG----YAE-GHRLL--AG--S---V-IL-S--P-K--DMRTLL-TMSDISGS-GVRVD-ESG----Y--LTGYPLTESG-VYALARTWAAPEMP-RPGCVWTHTLLIEFADL-A--TLES-MT--ELDLLFRRP-V-L------P----A-Y---G--D--Y--TK--PL---G----------V---D--D-----V-P----A-
PKM46863.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MATS-S------IHQAIHG----YRD-GHRLL--SS--S---T-PL-P--P-D--AVRTML-VLSDMSGP-SMQPG-FDK----Y--LTAYPLPGTE-LFVLARTWYAPEMQ-RPGCVWTHSLLIPRSHV-T--RV-P-AA--SLLGAFRRP-Q-L-EGV--E----S-A---A--T--I--PV--EV---D----------E---T--I-----S-G----G-
WP_049614825.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAY-VGGQ-------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--E-E--NAY-LT-ELSDLAPG-VVFGS-SKG----Y--WTGLPAPSIG-RYVLMYTWPAPEMP-RPGCVWTHALLLEPTML-E--SIED-LS--ILQEVICRP-G----AS--L----D-I---D--Y--Y--RQ--PL---E----------V---D--L-----I-K----K-
PKM75314.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IQQALFG----YSN-GHHLL--AS--S---I-DL-S--G-A--MLKVLE-PLSDLSGT-DYNVG-FLE----Y--LTGYFFDQQD-YFALSKTWHATEMD-RPGCAWTHTLLISLSDL-D--KFPE-VS--DYDKLFCRP-S--------N--IGE-Y---A--S--Y--RE--PK---V----------I---E--P-----E-I----H-
WP_057505037.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------N--------------------------------------G------FDQQLHG----YRQ-GHQLL--SS--T---I-RL-P--K-P--DQDLID-RLSDVAGP-LSPGE-RFE--P-Y--LTLYPLPSGS-YYVVARTWQDFEAP-RAGCVRTRSVLVPMADW-Q--EMQG-VA--AVVAVATEG-G---------------A---N--R--P--AE--RR---A----------V------A-------A----V-
CNI41896.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--E-E--NAY-LT-ELSDLAPG-VVFGS-SKG----Y--WTGLPAPSIG-RYVLMYTWPAPEMP-RPGCVWTHALLLEPTML-E--SIED-LS--ILQEVICRP-G----AS--L----D-I---D--Y--Y--RQ--PL---E----------V---D--L-----I-K----K-
WP_055335602.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------V------VDTQIHG----YLR-GHQLL--SS--S---V-DL-P--K-S--DQSVID-MLSDVAGP-LRPNE-RFE--P-Y--LSGYPLPSGD-RYVLARTWQDLTVA-RAGCVRTLSLVIPALEW-A--TAKS-LS--PFLDLLDPF-A---------------F---P--Q--T--RE--AA---S----------R------M--ASFS-P----E-
ADY35731.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------V------IEQTLHG----YDM-GHGLL--AS--S---LPNL-A--P-E--DQALLF-KLSDWTGF-HVLNA-NEE-DC-Y--LTAYPLPSKK-YYAIAKTWYADEME-RSGCVWTHTLLIPIDGI-S--QEFD-FR--TIIDLFHRP-N--------N--K-N-F---S--D--Y--NL--SI---E----------I---E--D-----R-K----M-
WP_041583905.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------------M--------------------------------------V------IEQTLHG----YDM-GHGLL--AS--S---LPNL-A--P-E--DQALLF-KLSDWTGF-HVLNA-NEE-DC-Y--LTAYPLPSKK-YYAIAKTWYADEME-RSGCVWTHTLLIPIDGI-S--QEFD-FR--TIIDLFHRP-N--------N--K-N-F---S--D--Y--NL--SI---E----------I---E--D-----R-K----M-
WP_092579008.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------A--------------------------------------T------AQVQIHG----YSK-GHQLL--AS--S---V-VL-L--K-E--DQAVID-RLSDVAGP-LRPKE-QFS--P-Y--LSAYPLPSGK-YYVIARTWQDLTVP-RAGCVRTKSVLIDAQAW-A--HSPP-LL--PILRLLDSG-E---------------L---P--T--D--QD--AV---C----------L------E--LE-K-Q----Y-
EWG65005.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--E-E--SAY-LT-ELSDLAPG-VVFGS-SKG----Y--WTGSPAPSIG-RYVLMYTWPAPEMP-RPGCVWTHALLLEPAML-E--SIED-LS--ILQGVITRP-S----VS--I----E-I---D--Y--Y--RQ--PL---E----------V---D--L-----N-K----T-
KDL57610.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--D-E--IAY-LT-ELSDLAPG-VIFGS-SKG----Y--WTGLPAPTIG-RYVLMFTWPAPEMP-RPGCVWTHALLLEPSML-E--SIKD-LS--ILQGVISRP-G----NF--V----N-K---D--Y--Y--SQ--PL---E----------V---D--L-----T-R----K-
SAQ17800.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--D-E--IAY-LT-ELSDLAPG-VIFGS-SKG----Y--WTGLPAPTIG-RYVLMFTWPAPEMP-RPGCVWTHALLLEPSML-E--SIKD-LS--ILQGVISRP-G----NF--V----N-K---D--Y--Y--SQ--PL---E----------V---D--L-----T-R----K-
WP_064170057.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------I--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---I-LL-S--K-E--DQAIVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLINSNVW-A--NRLP-LS--AILELLDSS-E---------------L---P--S--E--IE--AV---V----------V------Q--HK-A-L----V-
WP_046017835.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNH-SD---------------I--------------------------------------C------INQCLHG----YEN-GHKLL--SS--S---K-KF-P--K-E--INSKLL-KFSDAS-----IVG-YNDTSPNY--ITGYPLKEIG-AYALAKTWPAPEMS-RPGCVWTHTLIIDYADL-A--QITH-PE--ILLNLFKNP-S--------N--IIN-K-K-N--D--Y--SD--NV---F----------L---D--S-----D-R----L-
WP_025726211.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---------------I--------------------------------------Q------IHQMLHG----YNQ-GHNLI--QS--S---I-VLPS--S-E--DMDCMA-TLSDWSEY-VNPQD-EAD----Y--ITIYPLKNSE-YYVISKTWYANEMK-RPGCVWTHSLLISFHQL-S--QIAD-YR--VFIDMFVRP-Q--------N--G-N-Y---E--F--Y--AT--PL---Q----------V---E--------S-T----L-
SLY49252.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------LDHCLFG----YDD-GHRLI--AS--S---L-PL-G--E-E--SAY-LT-ELSDLAPG-VVFGS-SKG----Y--WTGSPAPSIG-RYVLMYTWPAPEMP-RPGCVWTHALLLEPAML-E--SIED-LS--ILQGVITRP-G----VS--I----E-I---D--Y--Y--RQ--PL---E----------V---D--L-----N-K----K-
WP_108311778.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNI----------T------LHQSLHG----YSG-GHRQL--AC--S---T-KL-S--Q-D--DAKLVL-TMSDVSGS-GIASE-DNS----Y--LTGYPLKDVA-MYALAKTWSAPEMP-RPGCVWTHTIYIEFADL-A--TIIA-PS--RLTKLFNRP-E-S------T----G-W---S--S--Y--GV--PT---S----------M---N--V-----L-D-F--N-
WP_074304590.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------S--------------------------------------T--VL--VHQLLHG----YRK-GHQLL--AG--S---V-RL-S--S-D--AEDLAA-RISDLSGA-LPPGT-PLS--P-Y--LTAYPVAGSD-YYAIARTHLDEEAP-RSGCVLTHTLLVPKEGW-K--RFRN-LR--ALGAYLLPS-P---------------T---S--R--D--KS--RF---NSPLEID----L------N------------E-
WP_007766092.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-R-------------------------------------------LGQAAYGE---LNK-GHALL--AA--SPSAT----I-SG-S--IVNQMD--LRGSVPP----GV-QWQ--P-Y--FSGFLF--GD-HYVLARTASDHTAV-RPGMVRSKALFVSLDNL----KKVH-SI--AGAFRFLED-H--------F--D---D---P--A--P--LE--DV---K----------I--------------D----I-
SED79523.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------A------IEQQLHG----YRH-GHELL--ST--S---V-RL-P--A-H--DQDLLD-RLSDVAGP-LGPGE-RFF--P-Y--LTCYPLPSGS-HYVVARTWQDLNAP-RAGCVRTRSLLIPMQDW-M--TLDE-PA--ALAEAASAG-G---------------P---G--G--A--TE--TI---S----------V------L-----Q-P----L-
WP_097522738.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAL----ASN-ET---------------I--------------------------------------R------IEQCLFG----YDE-GHRLL--AS--S---S-KI-S--D-E--ATSLLL-PLTDLVPG-LSSGK-FES----Y--WTGLPIASLK-SYALMHTWPAPEMS-RPGCVWTHVLLVGLADI-G--RLSN-LG--VLRHLFQKP-L----NS--G----D-F---G--S--Y--RE--QL---T----------APVSP--L-----T-G----I-
WP_080377390.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------FDQCLFG----YDD-GHRLL--AS--S---L-PL-G--T-E--TSF-LT-ELSDLAPG-TIFNQ-SEG----Y--WTGLPVPGIS-RYVLMRTWPAPEMS-RPGCVWTHALLLEPALF-E--SIED-LS--VLQAFAIRP-K----GL--V----D-K---E--R--Y--RE--PL---T----------H---D--V-----S-Q----L-
WP_011103173.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------FDQCLFG----YDD-GHRLL--AS--S---L-PL-G--T-E--TSF-LT-ELSDLAPG-TIFNQ-SEG----Y--WTGLPVPGIS-RYVLMRTWPAPEMS-RPGCVWTHALLLEPALF-E--SIED-LS--VLQAFAIRP-K----GL--V----D-K---E--R--Y--RE--PL---T----------H---D--V-----S-Q----L-
WP_097608923.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAGRFDIL---K------LDQALHG----YAD-GHREL--AL--S---A-AL-K--P-R--DQKTLL-SLSDISGP-GAKLD-EIG----Y--LTGYPLTESG-FYALARTWPAPEMP-RPGCVWTHTLLIDFADL-A--SLSQ-PE--QLLELFHRP-EGS------F----P-I---A--K--Y--SK--RM---S----------R------L-----S-L----G-
WP_026768844.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSIN-I--------------------------------------T------IQQAYYGE---VQR-SHGKI--SA--S---F----E-DA-E--LNSFLV-GFTDRPSS-LPAGL-ELS--P-Y--YSAVAF--KE-YYIVTLTFPDTSAQ-RGGMVFTHALILKLADL-Q--YLND-FD--KLLHYFISH-I--------P--Q---D---K--T--A--LL--AI---H----------T--------------D----A-
OUN76202.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQALHG----YNQ-GHNRL--AS--S---Y-PL-S--A-Q--DDDKMK-MLSDWSEY--SDNK-DNS----Y--ITTYPLSDGK-HYVVAKSWYADDME-RPGCVWTHSLILDLTNL-D--EKFD-FR--LLTSLFKRP-A--------K--G-N-Y---T--S--Y--SE--A---------------I---NYTR-----D-S----H-
WP_010801596.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---------------I--------------------------------------Q------IHQMLHG----YNQ-GHNLI--QG--S---I-VLPS--S-E--DMDCMA-TLSDWSEY-INPQD-EAD----Y--ITIYPLKNSE-YYVISKTWYANEMK-RPGCVWTHSLLISFHQL-S--QIAD-YR--VFIDMFIRP-Q--------N--G-N-Y---K--F--Y--AT--PL---Q----------V---E--------S-T----L-
WP_035621591.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---F--------------------------------------L------VHQSICGE---VNK-AWGLI--KT--T---M----P-DI-N--LAKNIA-FRADLQDQ--TGGV-MWV--P-A--IRGFFE--GE-YFLIMKTFEDLSPEVRRGRKFSHVLIILKKDI-L--GIED-IG--QIINLLPDK-I--------V------K---D--V--V--LE--SI---Q----------V--------------E----YK
WP_066306413.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---------------I--------------------------------------Q------IDQTLHG----YQN-GHQLL--MS--S---S-PL-S--S-E--AKKVLL-VQSDLSGS-NIDDG-FKV----Y--ISGYPLAT---HYAFSKTWYADEMK-RPGCVWTHTLLIQFSDL-G--KIPD-LD--QLLAYFVRP-L--------K--D-D-Y---G--D--Y--SM--PI---L----------F---E--K-----D-E----F-
WP_072408563.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----I--------------------------------------E------IHQAIFGQ--GRDQ-GHSLL--KA--S---K----E-IN-N--LAGQIF-GSTDVIDR-PNIGT-LSS--P-I--IRGFIV--KD-HYLFIKSFTDPSG--RPGRVFSHALILKVRDY-L--ELKD-IS--DLRRLFLDE-I--------D------K---S--F--S--PD--VI---E----------Y--------------E------
WP_004624951.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------------I--------------------------------------K------IHQAIWG----YSS-GHHLL--AS--S---G-SL-S--N-Q--SIKMLE-PLTDLSGS-EMVSA-FDG----Y--LTGCPLQSDN-YYALSKTWYAQEMS-RPGCVWTHTLLLEYSSI-T--DLR--TI--DFESLFQRP-N--------S--N-E-VGWKD--R--Y--SK--PI---Y----------V---L--P-----Q-S----K-
WP_091694811.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MR---I--------------------------------------T------IHQAICGE---KNK-SWDLL--KT--T---L----E-DS-N--QSKNIA-LKTDIQDT--AGGQ-KWL--P-T--IRGFGY--GE-YFLVMRSFLDVG-DVRPGRAFSHVLILAFKDM-L--KISN-LL--GLFDLIPNQ-I--------S------K---D--A--D--LQ--PI---V----------L--------------DESFLL-
WP_046951455.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----EES-PI---------------I--------------------------------------K------VNQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLSFSK-QYALMKTWAAPEMS-RPGCVWTHVLLITFADI-A--RFED-FG--VLKRLFHKP-D----GA--L----E-F---E--K--Y--NK--II---E----------LSESD--L-----H-E----K-
WP_066533121.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------IHKAWYGP---KG--GHALL--YC--T---D----PGLQ-S--TFRQAA-WLTDLPGN-APTGL-TWA--P-Y--FRTAIH--DD-YFVLVHTRPSQASD-RAGMVDSVAAFVPLNEL-P--QVPD-LR--ALASNVRES-H--------D--N---Q---T--P--A--PF--EA---T----------A--------------D----A-
OYX25764.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNK-AWGLI--KT--T---L----P-DV-S--IAKSIA-FRTDLQDQ--TSGV-NWE--P-A--IRGFSE--GD-FFLIMKTFEDKAIDVRPGRKFSHVLLIPKKEI-I--GIYS-IE--QIISLLPQK-I--------N------K---N--T--L--LE--PI---P----------I--------------E----I-
WP_046689645.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----EES-PI---------------I--------------------------------------K------VNQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLSFSK-QYALMKTWAAPEMS-RPGCVWTHVLLITFADI-A--RFED-FG--VLKRLFHKP-D----GA--L----E-F---E--K--Y--NK--II---E----------LSESD--L-----H-E----K-
WP_059931657.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MHG----YRQ-GHQLL--SS--T---I-RL-P--K-A--DQDLID-RLSDVAGP-LSPGE-RFS--P-Y--LTLYPLPSET-YYVVARTWQDLEAP-RAGCVRTRSVLIPMSEW-Q--EVQD-LA--SIVAVATEA-G---------------A---D--K--P--AE--RR---A----------P------A-------D----V-
WP_012806743.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAQQQI-V------IRQAVHG----YVE-GHREL--WS--S---A-QL-K--Q-R--DSKTVL-IYSDTSSS-GLPIG-EGG----Y--LTGYPLPESG-YYAFARTWPAPEMQ-RPGAVWTHTLFIEFADV-A--RLRD-AT--ALLRLFRRP-E-GMQGSKSE----S-T---R--E--E--AL--EL---S----------V---T--E-----S-E----P-
WP_052820524.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------T-----------------------------------E--------------------------------------T------FTSQLHG----YKH-GHQLL--SS--S---A-KI-S--K-G--DQAVID-RLSDVAGP-LRPGE-AFD--P-Y--LTAYPLPSGE-FFVLARTWQDLSVP-RAGCVRTLSLVIPIETW-S--SSPT-LN--DFLASLALS-E---------------M---P--M--T--AT--SG---T----------V------T-----H-A----R-
WP_011965441.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEQLLYG----YDD-GHTLL--TG--S---I-LINS--A-A--DSARLA-MLSDWSGY-RTTDD-DDS----Y--LTAFPLVDSP-YYVVAKSWYAYEME-RPGCVWTQVFLINLSEI-D--NQFD-FR--SLLIFFQRP-K--------K--G-T-Y---N--L--Y--SQ--TL---D----------I---DINK-----S-V----Y-
ASR53154.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------L------IDQQWHG----YRR-GHQLL--AS--T---I-AL-S--P-R--DQDLVD-KLSDASGS-PRPGE-RFE--P-Y--LTIYPLPSGQ-FHVAGRTWQDHDAP-RSGTVFTRSLIVPATLW-G--T-----I--PLRGLLASL-D---------------D---R--AI-S--EN--KV---E----------I------D--TT-D-E----G-
ESZ35911.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------VDTQLHG----YRQ-GHQLL--DS--S---A-QL-S--K-T--DQSVID-RLSDISGP-LRPGE-FFE--P-Y--LSAYPLPSSR-FYVLARTWQDLTVP-RAGCVRTLSLIIPTDGW-Q--DARG-VQ--SFLDILDPE-T---------------L---P--T--S--AP--PP---R----------L------I-----N-T----A-
WP_088100321.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MYGE---VKGRGHGLK--GS--S---T----D--S-S--VAESVA-TWLDLPDG-VPPDVLAWS--P-F--VRGFPF--EG-HYVLARTFFDSGSS-RGGMVLTHALIVSLDDI-C--QTDD-LA--VFFERLAKA-P--------D--A---F---P--P--E--LT--AL---N----------I--------------A----V-
WP_053856890.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MD-GHTLR--AA--S---G----D--E-S--FARSIA-SKLDLPDT-APPGV-SWS--P-F--VSGFTH--GE-RYVLARTFADTGAS-RAGMVLAHALIMPTKEL-V--QCRN-LS--PLFGRLIQS-V--------S--Q---A---V--T--P---S--GF---N----------L--------------E----R-
ASL44118.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MREH----ATQ-SR---------------L--------------------------------------T------VNQCLFG----YDD-GHRML--AC--S---V-SL-P--P-A--SASRLL-VMSDLAPG-ITLSA-NSS----Y--WTGFPVHGTK-YYALMRTWGAPEMP-RPGCVWTHALLLESTDM-S--RFRD-MR--KFAALVRHP-G----TQ--E----S-L---E--E--Y--TE--AI---H----------VDLSC--I-----EYS----A-
WP_033159517.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-T------------------------------------P-------LRAKYGA---KDN-RHDLL--EW--Q---G----H--SSP--LPSELL-GLTDMPCGTFAPGD-CWW--P-S--VGCEPL--GD-WWALWWTVPDSDAT-RGGMVKSEVALWPLAEI-G--HFAD-LR--PVMASLAGL------------------------------------------------------------------------
WP_108195516.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MN---------------N--------------------------------------I------IHQTFHG----YNN-GHKLL--SS--S---V-EL-S--T-Q--TKSILL-RESDSPGE-DFHHQ-NKP----C--YSGYPIAESG-FYIISRTWVAKEIS-RPGCVWTHSLLIPFTLL-S--KYEY-SNNIDLESIFLSK-E--------K--I-------E--D--Y--QN--LL---P----------I---N--L-----E-P----S-
WP_102384250.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MN---------------N--------------------------------------I------IHQTFHG----YNN-GHKLL--SS--S---V-EL-S--T-Q--TKSILL-RESDSPGE-DFHHQ-NKP----C--YSGYPIAESG-FYIISRTWVAKEIS-RPGCVWTHSLLIPFTLL-S--KYEY-SNNIDLESIFLSK-E--------K--I-------E--D--Y--QN--LL---P----------I---N--L-----E-P----S-
ETR71189.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M------------Q-KKT------------------I--------------------------------------H------IDQTLHG----YAN-GHQLL--AH--S---R-SL-E--C-D--ENRILL-ILSDISGP--SMKD-GYK--T-Y--YTGYPIRTSQ-CYAFAKSWYSDKY--RSNSVFTQTLLIQLSDL-L--FIND-LT--SLIQFFKAP-E----SN--E----S-M---K--Q--Y--QK--KI---S----------L---D--I-------S----V-
AEL07773.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MYGE---IDGRGHGLR--RS--S---S----D--S-S--LAASIA-SQLDLPDG-VPPGVQAWS--P-F--VRGFPC--DK-HYVLARTFLDSGSS-RGGMVLTHALIVNLDDI-C--QAED-LS--VFFERLAVS-T--------E--A---I---S--S--Q--LS--SF---E----------I--------------K----L-
SDF29865.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----T-----------------------------S--------------------------------------R------IDHALFG----YAD-GHRQL--AS--T---L-RL-P--S-Q--DLYHLG-AASDLASD-VRLDP-SES----Y--VTGLPLPDSR-RYALIRTWPAPEMP-RPGCVWSHVLLLDDATL-S--TQRD-MS--TFFALFRNP-K----Q---T----D-R---S--F--Y--TL--PI---------------------S-----S-M----P-
SDY57230.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------E--------------------------------------S------LDEQLHG----YRQ-GHQLL--SS--T---V-RL-P--K-D--DQDLID-RLSDIAGS-LGPNE-RFA--P-Y--ITLYPLPSGS-QYVVAKTWQDLDAP-RAGCVRTRSIFVPMPAW-I--ELEN-VA--GVVDLVSKA-G---------------A---F--D--A--AK--KR---T----------L------I-----N-A----T-
KPW87077.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGYRGLS-L-----------------------------------E--------------------------------------S------LDEQLHG----YRQ-GHQLL--SS--T---V-RL-P--K-D--DQDLID-RLSDIAGS-LGPNE-RFA--P-Y--ITLYPLPSGS-QYVVAKTWQDLDAP-RAGCVRTRSIFVPMPAW-I--ELEN-VA--GVVDLVSKA-G---------------A---F--D--A--AK--KR---T----------L------I-----N-A----T-
SDP87527.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------E--------------------------------------S------LDEQLHG----YRQ-GHQLL--SS--T---V-RL-P--K-D--DQDLID-RLSDIAGS-LGPNE-RFA--P-Y--ITLYPLPSGS-QYVVAKTWQDLDAP-RAGCVRTRSIFVPMPAW-I--ELEN-VA--GVVDLVSKA-G---------------A---F--D--A--AK--KR---T----------L------I-----N-A----T-
KEC69694.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------S--------------------------------------EPLKV--LEQTIHG----YDR-GHQLL--AA--S---T-EL-S--T-K--DLDRIS-QLSDLSG--LPIGS-EIP--D-Y--LTCYPLPSGA-FYALARTWLDLDAP-RDGCVLTHTILVPTSMW-S--AGIP-AR--KL-LSLHQR-P---------------H---R--T--S--AA--RL---K-SLSLSGWASA------K------------D-
KDD14872.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML-S--K-D--DQSVVD-RLSDVAGP-LRPRE-QFT--P-Y--LSAYPLPSGN-YYVIARTWQDLTVP-RAGCVRTKSVLLDATAW-A--EAPT-LT--PILSLLNST-E---------------L---P--T--E--TD--AV---R----------V------D--LE-E-Q----L-
EMG74074.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MINLAENKEL-L------IDQCIFG----YSD-GHRLL--SC--S---F-NI-P--E-K--IVSLLL-PISDMAPG-IMNLD-NDG----Y--ISGLPIPTIK-KYALIRTWPAYEMK-RPGCVWSHVLFIPFELF-S--SINN-LA--TLNEHFNKP-A--------G----N-L---S--K--Y--SE--KI-T----------------P--F-----Y-H----D-
OJX35082.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------IHKAWYGP---RG--GHALL--HC--T---D----PSLQ-G--VFRQAA-WLTDLPGT-APAGL-AWA--P-Y--FRTGIQ--QN-YFVLVHTRPSQASD-RAGMVDSVAAFVPLNEL-A--QVPD-MR--ALAANVRES-H--------E--S---Q---S--Q--E--PF--DA---I----------E--------------I----A-
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WP_060854171.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSMPKELL-E------FDQAVHG----YKD-GHRQL--YG--S---T-ML-D--L-E--SADTMT-LASDLLIS-RSLKN-NES----Y--LTGYPLKGAH-KYVFARTWPAPEMS-RPGCVWTHSLIIDYLTV-S--KIDD-AL--AILSMFKRP-T-I------A----T-L---S--D--Y--GS--PI---N----------F---S--E-----K-Q----S-
WP_045492829.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-I------------------------------------K------PLKAIYGC---RNN-SHDLL--FW--E---G----V--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDQI-P--QVHC-LE--EFIYQLVNH------------------------------------------------------------------------
WP_045419498.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-I------------------------------------K------PLKAIYGC---RNN-SHDLL--FW--E---G----V--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDQI-P--QVHC-LE--EFIYQLVNH------------------------------------------------------------------------
KJS38336.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MKERPQTVG-------------------INQALYG----YDS-GHREL--AS--S---L-SL-S--I-D--DKHAML-VFTDRAAP-MHDMP-ARG----Y--LVGFPLKDAG-AYALVRTWPAPEMD-RPGSVWSHALLIDFALM-A--QVPD-LS--IFRAYFRRP-E-G-PSAD--------L---S--T--Y--RTVEPA---F----------F---Q--Q-----K-L------
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WP_043816345.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAD-VGGR-------------M--------------------------------------K------FDQCLFG----YDD-GHRLL--AS--S---L-PL-G--S-E--TSH-LT-ELSDLAPG-TIFNQ-SEG----Y--WTGLPVPAIG-RYVLMRTWPAPEMS-RPGCVWTHALLLEPALL-E--SIED-LS--VLQAFAIRP-S----GL--V----D-K---D--R--Y--RE--QL---T----------I---D--V-----N-H----L-
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WP_045379206.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MN---------------N--------------------------------------I------IHQTFHG----YDN-GHKLL--SS--S---V-DL-S--T-K--TKNILL-RESDSPGE-EFHSQ-TRS----C--YSGYPIAESG-IYVISKTWVAKEIS-RPGCVWTHSLLIPFTTL-A--KHEG-ISPEGLQALFSPR-K--------R--V-------E--D--Y--IS--LQ---P----------V---D--L-----K-N----T-
AJX95795.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSKTEKLL-R------FDQVVHG----YRD-GHRQL--AG--S---L-ML-D--V-E--AADIMA-LASDMLTS-RGLRA-DED----Y--ITAYPLKGEN-KYVFARTWPAPEMS-RPGCVWTHSLVFDYLTV-S--KIED-AD--FIRSLFRRP-T-V------G----T-L---S--T--F--GT--PL---T----------I---D--V-----G-A----C-
WP_045628704.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MS---------------N--------------------------------------V------IHQTFHG----YDN-GHKLL--SS--S---V-EL-P--A-K--TKSILL-RESDSPGE-EFHYQ-NKP----C--YSGYSIKESG-IYVISKTWVAQEVS-RPGCVWTHSLLIPFTIL-A--TREG-VNPIELESLFSLR-E--------K--I-------E--D--Y--QL--LS---P----------I---NVTF-----S-P----I-
WP_013593491.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VHKAWYGP---KG--GHALL--HC--T---N----PSLQ-G--VCRQAA-WLTDLPGT-APAGL-AWA--P-Y--FRTGIQ--QD-YFVLVHTRPSQASD-RAGMVDSVAAFVPLNEL-A--QVPD-MR--ALAANVRES-H--------E--S---Q---S--Q--E--PF--DA---I----------E--------------I----A-
WP_103025358.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MN---------------N--------------------------------------I------IHQTFHG----YDN-GHKLL--SS--S---V-DL-S--T-K--TKNILL-RESDSPGE-EFHSQ-TRS----C--YSGYPIAESG-IYVISKTWVAKEIS-RPGCVWTHSLLIPFTTL-A--KHEG-ISPEGLQALFSPR-K--------R--V-------E--D--Y--IS--LQ---P----------V---D--L-----K-N----T-
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WP_017050961.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---RNN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-P--QVHC-LE--EFIYRLVNP------------------------------------------------------------------------
SAY47011.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-E--DQAAID-RLSDVAGP-LRPRE-RFE--P-Y--LTGYPLPSGT-HYVFARTWQDLTVT-RAGCVRTISLIIPMADW-A--ATDG-IS--AFLALLELD-R---------------P---P--T--D--GD--AT---R----------V------Y--LE-N-V----S-
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WP_018632651.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----SLPEN-------------------------L--------------------------------------E------VEQALYG----YSE-GHRQL--AS--S---I-NL-P--S-K--DVYELS-MRSDLTPG-ANLSE-TKS----Y--ISGFQLPETR-LYALIKTWPAPEMP-RPGCVWSHVLLLSRSFL-S--KQVN-LG--VLEGLFRRP-A----GP--V----D-V---D--T--Y--NL--TL---------------------------K-V----R-
WP_039045051.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---KNN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELAKI-P--QVHC-LE--EFIYQLVNH------------------------------------------------------------------------
WP_092438108.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------G------IHKAWYGP---KG--GHALL--SS--T---E----PGSQ-A--VFRQAA-WLTDLPGT-VPTGL-QWQ--P-Y--FRTAIH--DG-YFVLIHTRSSRDTT-RAGMVDSVAAFISLTEL-P--LIPD-LR--ALADNLRKS-H--------D--N---D---D--R--T--PF--VP---I----------A--------------N----A-
WP_053349796.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T-T------------------------------------K------PLKAIYGC---RNN-SHDLL--FW--D---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-S--QVHC-LE--EFIYQLVNH------------------------------------------------------------------------
WP_060227644.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------L------IHKAWYGP---KG--GHALL--SS--T---A----PGLQ-A--VFRQAA-WLTDLPGT-VPTGL-QWQ--P-Y--YRTAIH--GS-YFVLVHTRNSRDTT-RAGMVDSVAAFISLTEL-P--LVPD-LR--ELADNLRDS-H--------D--S---D---N--H--T--PF--VP---M----------A--------------Q----A-
WP_039554384.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---RNN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-P--QVHC-LK--EFIYQLVNH------------------------------------------------------------------------
WP_041766525.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPEKPI-K------FDQVVHG----YRD-GHRQL--VA--S---L-GL-E--V-E--AADAMA-LASDLLTS-RSLRD-DED----Y--ITAYPLKSEH-KYVFARTWPAPEMP-RPGCVWTHSLVLDYVTV-S--KIDD-AH--FIRSLFRRP-T-I------A----T-L---P--T--Y--GV--PL---T----------Y---D--I-----D-S----L-
WP_074276944.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----TLEAP-------------------------R--------------------------------------K------IDHALFG----YAE-GHRQL--AS--T---V-RL-P--S-Q--DMYHLG-AASDLASD-VRLDP-AKS----Y--LTGLPLVESQ-RYALIRTWAAPEMP-RPGCVWSHVLLLDEEIL-S--TQLD-MS--IFLSLFRNP-K----Q---M----D-R---G--F--Y--SE--SL---L----------L---D--A-----D-G----P-
WP_085211717.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-T------------------------------------L------PLRASYGA---VDN-RHDLL--DW--D---G----K--PGH--PPAELL-GLTDKPPGYLNPGE-RWW--P-C--LGCGPV--EG-GWALWWTEPDENTR-RGGMVRSEVALWPLDAI-G--NVAD-LR--PFIAELAGG------------------------------------------------------------------------
OFW09671.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------G--------------------------------------S--DV--LQQMIHG----YSH-GHSLL--AA--S---I-QL-D--R-K--DMDLIG-RLSDLSGT-LGPQL-EIT--P-Y--LTLYPLPSKR-FFAIGRTWPDQLAP-RAGCVLTHTILVPIKLW-T--EESS-PI--RFSTALRAP-D---------------R---G--S--S--AG--DL---D-PLHID----T------N------------S-
WP_023783068.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----TSRET-------------------------N--------------------------------------E------VGQAVFG----YSN-GHRLL--AS--T---L-SL-S--T-I--DVYELA-AASDLAPG-AQVSG-DSS----Y--LTGLSLPDSK-LYALIRTWLAPEMP-RPGCVWSHVLLLDHSLM-A--TQID-LA--VLADLHRRP-D----GY--A----A-D---T--S--F--SA--PI------------------S--L-----N-R----R-
ERV84201.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MD-RLSDVAGP-LRPKE-QFA--P-Y--LTAYPLPSGA-YYVIARTWQDLTVP-RAGCVRTKSVIVDARIW-S--LRPP-LL--SIIRQLGPD-E---------------L---P--T--E--MC--AV---R----------I------E--LE-D-R----L-
WP_086054884.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----TRSASSNQQS--------------------L--------------------------------------R------IEQLLFG----YDR-GHTLL--AS--S---E-TS-S--K-KLAASL-LT-D-TDWDPR-IETG--TEC----Y--LSGRPVAGEK-RYALMKTWRAPEMP-RPGCVWTHVLLLDDADL-S--RITQ-LN--SILAMFQKP-K----EV--G----E-Y---R--E--F--SK--HI---E----------L---S--L-----S-A----G-
WP_069212636.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---KNN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-RWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-P--QVHC-LE--EFIYQLVNH------------------------------------------------------------------------
SEQ94678.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----TRSASSSQQS--------------------L--------------------------------------R------IEQFLFG----YDR-GHTLL--AS--S---E-TS-S--K-KLATSL-LA-D-TDWDPR-IETG--TES----Y--LSGRPVAGEK-RYALMKTWRAPEMP-RPGCVWTHVLLLDDADL-S--RITQ-LN--SILAMFHKP-K----EV--G----E-Y---R--D--F--SE--HL---E----------L---N--L-----S-A----G-
WP_036748648.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---RDN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-P--QVHF-LE--EFIYQLVNH------------------------------------------------------------------------
WP_038637402.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------I-M------------------------------------E------PLKAIYGC---KNN-SHDLL--FW--E---G----N--S-P--LPPELL-GLTDKPAGYVTPKE-KWW--P-A--INCGPV--GN-WWALWSIEPDSNAP-RNGMVKSTVLLWELDKI-P--HVNC-IK--RFIYQLVNN------------------------------------------------------------------------
WP_043393687.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLHLVQTLHG----YDQ-GHRLL--ASSQG---A-VL-D--A-R--ELALLE-RLSDLSGY-LPMGA-GFD--H-Y--HTGFP--CGR-YHAFACTWPDLTAT-RAGTVLTHTLLLPRDEA-G--RLDD-LW--RLAPLHRCP-R---------------G---A--S--D--RE--PY---RQPLST-----A------E------------P-
WP_078754774.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MT---------------N-------NM-----------------------------I------IHQTLHG----YLD-GHRLI--SS--S---T-ML-S--N-K--AKSIML-KESDSPGE-DFHYD-NVC----C--YSGYSIPEDE-IYVISKTWVASEIS-RPGCVWTHSLLLPYSLL-E--EINP-FEFFNPIDLFHDD-K--------SNVL-------D--N--F--DL--VE---P----------I---SLHG-----E-N----N-
WP_069548605.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------I-N------------------------------------F------PIEALYGF---VKH-GHGLI--SC--E---G----E--L-H--PPSVLS-GLTDKPSGHVNPVN-KWW--P-A--INCGPI--DNEWWAIWSIEPDQEAP-RGGMVKTKVLLWPLSEI-G--DLHD-IS--PFVSQLIGT------------------------------------------------------------------------
WP_047110447.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------I-N------------------------------------F------PIEALYGF---VKH-GHGLI--SC--E---G----E--L-H--PPSVLS-GLTDKPSGHVNPVN-KWW--P-A--INCGPI--DNEWWAIWSIEPDQEAP-RGGMVKTKVLLWPLSEI-G--DLHD-IS--PFVSQLIGT------------------------------------------------------------------------
WP_058029521.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------M-T------------------------------------K------PLKAIYGC---KNN-SHDLL--FW--E---G----D--S-P--LPPELL-GLTDKPGGYVTPKE-KWW--P-A--INCGPV--GN-RWALWSIEPDLDAP-RSGMVKSTVLLWELDKI-P--QVHC-LE--EYIYQLVNH------------------------------------------------------------------------
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GAN50643.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-PL-P--K-A--EQSVVN-QLSDVAGP-LRPRE-RFD--P-Y--LTAYPLPGGK-RFVLARTWQDLTVA-RAGCVRTLSLVIPMDEW-V--RAEG-LS--AYFDQLRLD-R---------------L---P--D--A--RD--AT---Q----------V------V--VW-D-T----E-
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WP_102336703.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M---------T---------------------------------------------PLRATYGF---INH-GHGLI--DY--E---G----E--S-P--PPAVLS-GLTDKPSGHIYPGD-KWW--P-A--FNCGAI--NSDWWAIWCTVPDEKAP-RGGMVKTSVLLWRLSDL-N--LIND-IT--PYIDQLLND------------------------------------------------------------------------
AMV35122.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MK---I--------------------------------------K------FDTAIFGE---SGK-AHSIL--HS--S---I----P----E--FAKTLV-AVTDLPLD-LPNDA-GNT--P-M--LSGFPH--DR-KYVFLSTLRDASAS-RGGMARTTALITNIEEV-S--KIEC-LD--SVFQNLGHD-L--------D--H---M---S--L--G---T--AI---E----------F--------------E----P-
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WP_061908297.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-RH--V--------------------------------S------AGQAAYGE---KGR-GHALL--GS--SPGAA----I-AS-E--VVNQMD--IQASPPP----GV-NWP--A-Y--WSGLPL--ED-TYILARTALDPDAV-RSGMVRTRALFFALSDV----GQMG-SL--GAAMRFLVN-S--------F--A---E---Q--G--P--YE--DV---A----------L--------------A----V-
WP_003585899.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----TNDDT-------------------------N--------------------------------------E------VHQAVFG----YSN-GHRLL--AS--S---I-QL-S--S-V--DNYELA-AASDLAPG-VSLDP-SSS----Y--LTGVGLPESK-LYALIKTWAAPEMH-RPGCVWSHVLLLSRPLL-S--SQID-LA--VLAPLLRRP-A----GY--H----G-D---Q--N--F--TR--PL------------------L--V-----G-R----R-
WP_040455186.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------Y------AREQFHG----YRN-GHQLL--QG--N---V-EL-I--Q-Q--DQDTVD-RLSDISGQ-LRPGE-EFA--P-Y--FTFYPLPSQT-YYVVALTRQDLAAP-RAGCVRTHSLFVPMPEW-T--APTV-LQ--TLRDVVSHF-Q---------------L---S--A--D--SN--VL---G----------H------P--SG-A-E----E-
EIT67703.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSPSQSPG-------------------------------------F-----YGSDA--------ATR--------------M--------------------------------------Y------AREQFHG----YRN-GHQLL--QG--N---V-EL-I--Q-Q--DQDTVD-RLSDISGQ-LRPGE-EFA--P-Y--FTFYPLPSQT-YYVVALTRQDLAAP-RAGCVRTHSLFVPMPEW-T--APTV-LQ--TLRDVVSHF-Q---------------L---S--A--D--SN--VL---G----------H------P--SG-A-E----E-
WP_039894283.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----S--------------------------AGAQTV-R------IDQVLHG----YER-GHKEI--AS--S---I-RL-D--E-K--ARATML-VHSDLLAD----EG-GGM----Y--LTCYPLRSAS-RHVLARTWSAGAGS-RPGSVWTHSLVLDYQCL-A--KLND-LV--ALEPLLMRS-G--------D----P-R---Q--A--V-IAK--PL---E----------V---S--V-----N-L----A-
WP_092194891.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----GRARVSGPMPSDDGRGVPSGAL-------------------VHQALHG----YED-GHRLL--AA--S---R-AL-D--S-D--DLWLLD-RLSDASGQ-RPVPD-NDG----Y--LTGYPLPSGT-AYAVARTWYVPSPP-RPNTVWTHTLLVPPEML-A---VER-LE--VLFPLLRNP-G-E-ATDN-G----G-W---A--A--Y--RS--PL---A----------W---P--G-----A-G------
SFD88056.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPSDDGRGVPSGAL-------------------VHQALHG----YED-GHRLL--AA--S---R-AL-D--S-D--DLWLLD-RLSDASGQ-RPVPD-NDG----Y--LTGYPLPSGT-AYAVARTWYVPSPP-RPNTVWTHTLLVPPEML-A---VER-LE--VLFPLLRNP-G-E-ATDN-G----G-W---A--A--Y--RS--PL---A----------W---P--G-----A-G------
WP_085423962.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----ATDDT-------------------------N--------------------------------------E------VHQAVFG----YSN-GHRLL--AS--S---I-QL-S--S-I--DNYELA-AASDLAPG-VSLDP-SLS----Y--LTGVGLPESK-LYALIRTWAAPEMQ-RPGCVWSHVLLLSRQLL-S--SQID-LA--ALAPLLRRP-G----GY--K----G-D---S--G--F--TK--PL------------------L--I-----G-R----R-
WP_066271148.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML-Q--VFRQAA-WLTDLPGT-APPGR-EWQ--P-Y--FRTAIF--QN-YFVFVHTRASHDST-RAGMVDSVAAFIPLAQL-P--QIPD-LR--VLAENLRHS-H--------D--S---Q---T--H--E--PF--EV---T----------L--------------D----P-
PRY35997.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MASFLT-AFTDRPSG-IPAGI-QMS--P-Y--ISGMNH--GT-KFIFVRTITDYSAS-RGGMVFSHALIIDIHDL-S--FVNN-LK--HLFALFVTS-K--------P--E---V---F--E--K--LQ--PI---S----------L--------------P----L-
WP_100278437.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------IHQAIYGD---KSG-AYALL--KT--S---L----T-DT-A--AAKRIC-NVTDLLDR-PSNGH-LAQ--P-V--FRGFSF--DN-LYIFVKSFPDNDPTVRNGRVLSHTLIVSQDDL-H--RLND-LE--KLFSHFMPE-L--------D------K---A--F--E--PM--PI---E----------I--------------D------
KFB70201.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------R------VEQAIYGE---IPGRGHGLR--TS--S---P----N--A-L--IAAAIA-SKLDLPDS-VPPGVQAWS--P-F--VRGFPI--DG-HYVLARTFLDSSAS-RGGMVLTHALIVSLDDM-C--EVGS-LA--ALFGWLAPS-V--------T--D---C---P--G--S--VA--TL---E----------L--------------D----T-
WP_033840772.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I--------------------------------------T------AEIQIHG----YRK-GHQLL--AS--S---V-VL-S--K-D--DQSVVD-RLSDVAGP-LRPRE-QFT--P-Y--LSAYPLPSGN-YYVIARTWQDLTVP-RAGCVRTKSVLLDATAW-A--EAPT-LT--PILSLLNST-E---------------L---P--T--E--TD--AV---R----------V------D--LE-E-Q----L-
WP_050103946.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------L-----------------------------------I--------------------------------------T------VDIQIHG----YRK-GHQLL--AS--S---I-LL-S--K-E--DQATVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLVNASVW-A--DTPP-LS--AILELLDSS-E---------------L---P--S--E--IE--AV---H----------V------Q--HK-E-P----E-
WP_014682791.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-T---------------------------------I--------------------------------------R------IEWALFRW-A-HTY-GYSQV--AG--S-L-R----D--S-R--VSALIA-KWSDVPSG-ADRPD-MPE--R-A--WAAWRI--DD-YYVLVRSVPDQEED-RGGGYVSRALLLPVAQA-E--KLIS-LM--PLFDLLEGP-E----HFW-N----------T--N--V--QN--SI---E----------L--------------S------
WP_086156276.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----KSDES-------------------------N--------------------------------------V------VGQAVFG----YSN-GHRLL--TS--T---S-SL-S--S-V--DVYELA-AASDLAPG-AQISR-SAS----Y--LTGFSLPDSK-IYALIRTWLAPEMP-RPGCVWSHVLLLDHAFM-A--TQVD-LT--VLGRMHRRP-D----GY--A----S-D---E--S--F--SV--PI------------------T--V-----N-R----R-
WP_032389288.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-TK------------------------------------------IHVARFGN---KNN-QHAVV--SH--S---G----I-SS-E--VLRSLV--WRTDAPP-ESSGL-GLD--S-F--VSAFRL--GD-LYVVQTTRADIAGP-RSGMVTTNAALVPIESV----NLLD-LR--AMWILLDRE-D--------L--E---V---E--T--M--LR--FD---E----------L--------------M----Q-
WP_032370172.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-TK------------------------------------------IHVARFGN---KNN-QHAVV--SH--S---G----I-SS-E--VLRSLV--WRTDAPP-ESSGL-GLD--S-F--VSAFRL--GD-LYVVQTTRADIAGP-RSGMVTTNAALVPIESV----NLLD-LR--AMWILLDRE-D--------L--E---V---E--T--M--LR--FD---E----------L--------------M----Q-
KVK81003.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ML-G--V-E--AADIMA-LASDMLAS-RGLRA-DED----Y--ITAYPLKGEN-KYVFARTWPAPEMS-RPGCVWTHSLVFDYLTV-S--KIED-AD--FIRSLFRRP-T-V------G----T-L---S--T--F--GT--PL---T----------I---D--V-----G-A----C-
WP_092699236.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-S--P-K--DARLVL-VMSDVSGS-GVTGE-GIP----Y--ITGYPLAESG-LYALAKTWPATELP-RPGSVWTHTIFVEFAEL-A--TLDR-PS--SLAKLFRRP-S-M------E----Q-R---F--G--Y--DN--AL---L----------L---G--N-----D-P-L--C-
PRY19984.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNAA------------------------------------------IHLARFGN---RGG-AHTLL--SH--T---G----A-PD-D--LAGRII--WHTDAPP-QSSDA-VVD--G-F--VAGYRL--DN-MYIVQVTQPDETAS-RPGMVATTAAIIPVELL----ANID-LL--ALFAQLNDA-D--------I--D---L---T--R--P--LS--AI---P----------F--------------A----A-
WP_099407274.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSDVSGP-GVTSF-GVP----Y--ITGYPLAESG-LYALAKTWPAPEMA-RPGCVWTHTLLIGFTDL-A--ALVS-PS--VITRLFQRP-P-T------K----VLL---E--D--Y--TG--EI---G----------V---E--L-----Q-EHL--I-
OUM77232.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
PIL66775.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
PIL69197.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
OKO35123.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
PIL53638.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
WP_080406895.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA-LASDMLAS-RGLRA-DED----Y--ITAYPLKGEN-KYVFARTWPAPEMS-RPGCVWTHSLVFDYLTV-S--KIED-AD--FIRSLFRRP-T-V------G----T-L---S--T--F--GT--PL---T----------I---D--V-----G-A----C-
PIL52425.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
PIL47826.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
OKO42867.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
WP_005142132.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
PIL63415.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
WP_086321643.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDIPPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPIPHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
WP_080291534.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA-LASDMLTS-RGLRA-DED----Y--ITAYPLKGEN-KYVFARTWPAPEMS-RPGCVWTHSLVFDYLTV-S--KIED-AD--FIRSLFRRP-T-V------G----T-L---S--T--F--GT--PL---T----------I---D--V-----G-A----C-
WP_012406443.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA-LASDLLTS-RSLRD-DED----Y--ITAYPLKSEH-KYVFARTWPAPEMP-RPGCVWTHSLVLDYVTV-S--KIDD-AH--FIRSLFRRP-T-I------A----T-L---P--T--Y--GV--PL---T----------Y---D--I-----D-S----L-
WP_007888757.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MM-ILSDLSGN-EFVNG-FER----Y--FTGYNLDNNH-I-VLACTWYAEEMK-RPGCVWTHSLIFDVKDL-Y--LASEDIT--SIIAMFKKP-D--------K--DSD-F---L--S--Y--SN--PL---K----------F---E--R-----S-S----T-
WP_005265695.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------DK----------------------M--------------------------------------A---W--PKYLVFG--Y-TSR-GHKLI--SE--T-----DI------E--FPIELV-SLTDILPS-QPS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLKQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------L--------------N----F-
WP_103162222.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------I--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---I-LL-S--K-E--DQTTVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLVNANVW-A--NTPP-LS--AILELLDSS-E---------------L---P--S--E--IE--AA---V----------V------Q--HK-A-L----V-
WP_025381480.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------VEQAIYGE---SRG-GHGLR--LG--S---S----D--L-P--IISALT-SYLDLPDA-APLGV-NWS--P-F--VSGFPH--GK-YYILARTFADPAAS-RPGMVLSHAVIVPLEEV-I--NISD-LR--PLFEMLLTE-P--------I------F---P--G--V--LE--AC---E----------F--------------L----A-
WP_039487494.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------V-----------------------------------I--------------------------------------T------INIQIHG----YRK-GHQLL--AS--S---I-LL-S--K-E--DQTTVD-RLSDVAGP-LRPKE-QFE--P-Y--LTAYPLPSGT-YYVIARTWQDHSVP-RAGCVRTKSLLVNANVW-A--NTPP-LS--AILELLDSS-E---------------L---P--S--E--IE--AA---V----------V------Q--HK-A-L----V-
WP_027988968.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------VQQAIYGV---VRN-GHGLR--AA--S---G----D--R-R--LAADLA-NRLDLPDT-APPGA-EWS--P-Y--ISGFPH--QD-IYVLARTFRDTAAS-RAGMVLTHALVAPLDKI-V--ATND-LR--PLLERLIAS-P--------D--L---A---P--A--E--AV--PL---E----------I--------------E----T-
SEA61952.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MSDVSGS-GVTGE-GIP----Y--ITGYPLAESG-LYALAKTWPATELP-RPGSVWTHTIFVEFAEL-A--TLDR-PS--SLAKLFRRP-S-M------E----Q-R---F--G--Y--DN--AL---L----------L---G--N-----D-P-L--C-
OLF53922.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------I------VEQAVFGE---ALG-GHALR--LA--S---D----A--S-L--IPPELA-ARLDLPDT-APPGV-VWS--P-Y--VSGFAL--GD-WYVLARIFADPSAS-RPGMVISHAVLAPLQEM-L--CWSD-LR--PLFGLLINS-P--------K------P---P--D--V--LT--SI---E----------L--------------S----P-
WP_105807446.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------T--------------------------------------V------IEQQVHG----YRQ-GHQLL--AG--S---V-QL-S--R-E--DQSTID-RLSDIAGP-LRPRE-RFE--P-Y--LTGYPLPSGS-HYVLARTWQDLTVA-RAGCVRTISLIIPVADW-A--AAES-LS--PFLDLLALG-R---------------L---P--E--E--GD--AK---R----------V------T--LQ-S-T----S-
EJP17918.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----P-DI-S--LAKSLA-FKTDLHDE--AGGV-AWK--P-T--VRGYFE--ND-YFLLMKTFPDRAPDVRSGRAFSHVL-----------------------------------------------------------------------------------------------------
WP_025626868.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEQAIYGE---VRS-GHALR--LA--S---S----R--S-Q--IVDELA-SRLDLPDT-APPGV-NWS--P-Y--VTGFPY--GD-KYVLARTFADPHAT-RAGMVISHALIAPLDEI-V--TTAN-LK--SLFENLIVS-P--------E------T---P--G--T--LT--TL---D----------I--------------Q----R-
WP_061218562.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----NKLET----IES-SF---------------I--------------------------------------K------INQCIFG----YNN-GHRLL--AS--S---S-KF-I--S-E--IEFPML-VYSDLNPG-TFLKK-DES----Y--WSGLPLLFSK-QYALMKTWAAPEMS-RPGCVWTHALLISFADI-A--RFED-LG--VLKSLFHKP-D----SS--S----G-F---E--N--Y--SK--II---E----------LSEKD--L-----S-K----K-
WP_047535633.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M--------------------------------------K------IEQAIYGE---VRS-GHALR--LA--S---T----R--S-Q--IVDELA-SRLDLPDT-APPGV-NWS--P-Y--ITGFPY--GD-RYVLARTFADPHAT-RAGMVISHALIAPLDEI-V--TTDN-LK--SLLGNLIVT-P--------E------T---P--G--P--LT--TL---D----------I--------------Q----R-
WP_022696794.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNQK------I---------------------------------------------EGWLLAGD---KDG-QHAVL--DT--N--------L-HQ-D--LAAEVA-RRTDLPGS-LPSEF-RKS--D-LSAFGCFSH--GE-RFVFYEIARDPSAT-RGGMARSAAVVLEGDAA-A--SLDD-PV--ELLEVVRSI-R--------L--E---G------------------------------------------------------
PLT23558.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTDSD---------L-A------------------------------------F------PIYATYGD---KDN-KHQLI--HT--T---N----S--EVE--LPSQLL-SITDKPAGYLPANV-VWY--P-V--LGCEVF--ND-YWCLWCTYPDFGAF-RGGMVRSKVALLPVNQA-I--ELND-LT--DILISIMNS------------------------------------------------------------------------
WP_102083185.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTDSD---------L-A------------------------------------F------PIYATYGD---KDN-KHQLI--HT--T---N----S--EVE--LPSQLL-SITDKPAGYLPANV-VWY--P-V--LGCEVF--ND-YWCLWCTYPDFGAF-RGGMVRSKVALLPVNQA-I--ELND-LT--DILISIMNS------------------------------------------------------------------------
PKG61900.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTDSD---------L-A------------------------------------F------PIYATYGD---KDN-KHQLI--HT--T---N----S--EVE--LPSQLL-SITDKPAGYLPANV-VWY--P-V--LGCEVF--ND-YWCLWCTYPDFGAF-RGGMVRSKVALLPVNQA-I--ELND-LT--DILISIMNS------------------------------------------------------------------------
WP_104015000.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAKTWQDLSVS-RAGCVRTKSLILDTQLW-S--QSSH-PF--ALLRLLSSP-Q---------------L---P--N--E--MD--AT---R----------I------Q--LE-A-T----L-
EKR43466.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLMKTFPDRAPDVRSGRAFSHVLIISKIDV-G--SISN-LS--ALFTYFQSE-I--------N------K---E--I--Q--LH--PI---E----------F--------------L------
WP_029095773.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MYALMRTWAAHEMS-RPGCVWTHVLIVSFSDI-S--RFID-LS--VLMNYFVRP-S----LS--I----D-F---N--E--Y--SS--PI---F----------IEPLS--L-----V-F----N-
WP_023775588.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-GQVSG-DSS----Y--LTGLSLPDSK-LYALIRTWLAPEMP-RPGCVWSHVLLLDHSLM-A--TQID-LA--VLADLHRRP-D----GY--A----A-D---T--S--F--SA--PI------------------S--L-----N-R----R-
OJW81738.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME--P-Y--YSATVY--GK-HYVFAKTSPDNTAQ-RAGMVFTHVLITDVEDI-E--CISN-LE--SLFGYFYKT-I--------P--E---H---K--T--L--LQ--EL---I----------I--------------P----V-
WP_024138975.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNLD-NDG----Y--ISGLPIPTIK-KYALIRTWPAYEMK-RPGCVWSHVLFIPFELF-S--SINN-LA--TLNEHFNKP-A--------G----N-L---S--K--Y--SE--KI-T----------------P--F-----Y-H----D-
WP_058819802.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNLD-NDG----Y--ISGLPIPTIK-KYALIRTWPAYEMK-RPGCVWSHVLFIPFELF-S--SINN-LA--TLNKYFNKP-A--------G----N-L---S--K--Y--SE--KI-T----------------P--F-----Y-H----D-
WP_080161065.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNLD-NDG----Y--ISGLPIPTIK-KYALIRTWPAYEMK-RPGCVWSHVLFIPFELF-S--SINN-LA--TLNKYFNKP-A--------G----N-L---S--K--Y--SE--KI-T----------------P--F-----Y-H----D-
KQV53300.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MFS--P-Y--ISAYPLPSEA-FYVLARTWQDLTVA-RAGCVRTLSLLIPVTGW-A--SAAS-LR--PFFDLLKDA-G---------------L---P--S--S--AI--SV---D----------V------V-----E-S----A-
PHV25597.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-QWQ--P-Y--FRTAIN--EG-YFVLIHTRSSRDTT-RAGMVDSVAAFIPLSEL-P--LVPD-FA--ALANNLRES-Q--------D--S---V---E--R--T--PF--EA---T----------A--------------E----A-
WP_048580951.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLARTFLDAQAT-RAGMVLSHALIVPLNDL-V--SVSD-LR--PLLAWLMAR-P--------H------A---P--L--A--IT--PL---E----------V--------------E----L-
WP_020123514.1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLARTFLDAQAT-RAGMVLSHALIVPLNDL-V--SASD-LR--PLLAWLMTR-P--------H------A---P--V--A--IT--PL---E----------V--------------E----L-
WP_106138897.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MNH--GT-KFIFVRTITDYSAS-RGGMVFSHALIIDIHDL-S--FVNN-LK--HLFALFVTS-K--------P--E---V---F--E--K--LQ--PI---S----------L--------------P----L-
EEQ09204.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MYTWPAPEMP-RPGCVWTHALLLEPTML-E--SIED-LS--ILQEVICRP-D----AS--L----D-I---D--Y--Y--RQ--PL---E----------V---G--L-----I-K----K-
PIL82486.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PS---SWE----YT-LNCGTI--DT-YFAIWYTTPDLTQT-RSGSVKSNVAIWPITHL-L--EQEE-ID--TVLNQLMGK----------------------------------NI--------------I--------------N----F-
WP_050586283.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVISHAILAPLQEM-I--LWDD-LR--QLFGLLINS-P--------K------S---P--D--A--LA--SM---E----------L--------------S----P-
WP_062959907.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MS-RPGCVWTHSLIIDNSDL-A--VLSS-VD--DLLAAFTRP-K----DL--T----Q-N---H--D--Y--TK--PL---S----------I---N--V-----G-R------
WP_084435545.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVLSHALIVPLAEL-A--LTAD-LR--TLFSLLITA-P--------Q------Q---P--D--V--LS--TQ---D----------I--------------S----P-
OHC26956.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MS-RPGCVWTHALLIEPAFL-E--SIEQ-LS--VLQELVIRP-A----NP--A----D-T---A--R--Y--RE--PL---A----------I---E--A-----S-L----I-
EJF69446.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MITMSVLVDAKLW-S--LSPP-IQ--SLLRLLDPS-R---------------L---P--T--E--QD--AV---S----------V------E--LD-A-S----F-
CUQ34010.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M-----------------------------------I---------------------------------------------IEQTLHG----YNK-GHGLL--AS--S---F-PV-K--P-N---------DDSSLMSG-KRPKT-DLV----I-------------------------------------------------------------------------------------------------------------------------------------------

================================

GAP1-N2

FINAL ---------------------------------------------------------------------------------------E--EE-EEEE--------------E--EE---------------EEEE--E-E---------HHHHHHH-----------------HHH--H-------HHHHH-------EEEE-E-------------------------EEEEEEEEE-----------------------------EEEEEEEEE------------------------H----H-H------HHHHHH--------------------------------------------------------------------------------------------------
ALIGN -----------------------------------------------------------------------------HH-H------H--HH-EEEEE----------------------------------EEE--E-E---------HHHHHHH-----------------------------------------EEEEE-E-------------------------EEEEEEEE-------------------------------EEEEEEEE----------------------------------------HHH---------------------------------------------------------------------------------------------------
HMM ---------------------------------------------------------------------------------------E--EE-EEEEE-------------E--EE---------------EEEE--E-E-------H-HHHHHHH-H-EE-----E-E-----------------HHHHH-H----EEEEE-E-------------------------EEEEEEEE------------------------------EEEEEEEEE---------------HH-------H----H-H------HHHHHH--H-----H-----------------------------------------------------------------------------------------
FREQ --------------------------------------------------------------------------------H------H--HH-HHHHHH------------E--EE---------------EEEE--E------------EEEEE------------------HHH--HHH---------------HHHHHE---------------------------EEE---EEEH--------------------------E-EEHE--EE------------------------------------------HH----HH---------------------------------------------------------------------------------------------
PSSM ------------------------------------------------------------------------------------------EE-EEE------------------------------------EEE--E-E-------H-HHHHHHH----E-------------------------HHHHH--------------------------------------EEEEEEEE-------------------------------EEEEEEE-------------------------H----H-H------HHHHHH--------------------------------------------------------------------------------------------------
WP_085494889.1 -----------------------------------------------------------------M-R----P--SSST-W------I--EQ-QMYTRER-R--G------I--FR---T-----NE-G--YDTV--A-VS--KGLDP-NMVKKVL-HPFC-----T-YDAP-AEL--TASGE---KDGSL-YP--ESIHLY-H-T---------E-QG-------A--SVLGRSIYQA-----------QD--F---T-G-LR-S-AFFTHHYVIP--A-E-R-S----EEV-------V----N-G------FRQWLH--ADY---AAH--------YDIE--E-----G-T--EL--------AQ-L---R--D---------IP-VK-------P-------------AA----
WP_053491362.1 -----------------------------------------------------------------M-T----D--FPSR-T------I--QQ-QMYTRER-R--G------I--FR---S-----AE-G--FDTV--A-RS--SGLDA-TFIKKVL-HPFC-----Q-YEAP-AEL--TARSE---KEAGA-YP--PALHLF-H-T---------E-TG-------E--TVLGRSVFQP-----------AD--F---T-G-LR-S-AFFTHHYVIP--D-G-F-H----DNE-------H----S-A------YQTWLQ--ASF---ADH--------YDIE--E-----G-M--DL--------PQ-L---P--A---------LP-IE-------A---DS--QA----VV----
OMG48224.1 -----------------------------------------------------------MI----V-K----Q--VSPA-M------I--QQ-QIYTRER-S--G------L--FR---G-----TE-G--FDTV--A-AS--DGLDS-VFIKKQL-HPFC-----V-YDAP-AEL--ASRGE---KEAAG-YP--PAIHLF-H-T---------D-GG-------D--TVLGRSIYQP-----------VD--F---T-G-LR-S-AFLTHNYVIP--A-A-R-R----DEI-------V----T-D------YSRYFE--ADY---AEK--------YFQE--I-----G-R--VL--------PE-L---E--H---------LP-QRKRNPLLRQ---SG--------PS----
WP_028547019.1 -----------------------------------------------------------------M-T----L--SDPS-K------I--QQ-QLYTRER-R--G------I--FR---S-----TE-G--YDTI--A-KS--SALDP-SWIKKVL-HPFC-----V-YDAP-AQL--SARGE---KEDAA-YP--QAMHLF-H-N---------D-TG-------Q--MVLGRSVYRS-----------TD--F---T-G-LR-S-TFFTHNYVIP--A-D-R-I----ADI-------V----N-Q------NNSWLD--TLY---LDS--------YDIE--Q-----G-M--EL--------AE-L---N--G---------LP-TG-------E---QH--------VA----
WP_052676055.1 -----------------------------------------------------------------M-T----Q--TTPH-K------I--QQ-QLYTRER-R--G------I--FR---S-----AE-G--FDTI--A-RS--KGLDH-SFIKKIL-HPFC-----L-YDAP-TEL--SARGE---KDTSL-YP--DAIHLF-H-T---------D-AG-------Q--TVLGRSIYQA-----------TD--F---T-G-LR-S-AFFTHNYVIP--K-E-R-S----EEV-------V----H-N------YSTWLH--AEF---VDS--------YDIE--L-----G-I--DI--------PD-L---D--Q---------VPLLA-------GRS-NQ--GE----LS----
WP_068528494.1 -----------------------------------------------------------------M-E----N--TTPQ-P------I--QQ-QLYTRER-R--G------I--FR---S-----TE-G--FDTI--G-RS--KGLDH-SFIKKTL-HPFC-----A-YDAP-AEL--LARGE---KDTAV-YP--DALHLY-H-T---------D-ND-------Q--TVIGRSVYQS-----------AD--F---T-G-LR-S-AFFTHNYVIP--R-E-R-S----EEV-------I----T-N------YAAWLH--ADF---VET--------YDIE--Q-----G-V--DL--------PE-L---N--A---------VP--------------SK--GV----TR----
WP_063231512.1 -----------------------------------------------------------------M-N----R--Q----P------I--LQ-QYYTRGR-Q--G------V--FR---S-----NE-G--YDTV--A-RT--PGLDN-QFIKKTL-HPFC-----V-YDAP-RQL--QERGE---GELSS-YP--EALVCF-H-A---------E-SG-------E--MVLGRSVFVG-----------AD--F---T-G-QR-N-TFFSHNYVIP--A-A-R-R----DEF-------I----A-K------PEKIFGV-RSF---ASS--------HDDA--Q-----G-K--DL--------PA-V---D--D---------LP-AQ-----------HP--------DL----
WP_052020486.1 -----------------------------------------------------------------M-N----D--STQP-K------I--QQ-QMYTRER-H--G------I--FR---S-----TE-G--FDTI--A-KS--AGLDH-SFVKKVL-HPFC-----Q-YDAP-AEL--TARGE---KEASL-YP--EALLLF-H-A---------E-NG-------E--TILGRSTYQP-----------AD--F---T-G-LR-S-AFFTHNYVVP--A-Q-Y-A----DEP-------A----T-D------YKHWLN--AVF---EDH--------YDIE--H-----G-T--EI--------PE-I---T--A---------IP-VR-------E---NA--------AT----
WP_023559201.1 -----------------------------------------------------------------M-S----R--P----L------I--LQ-QYYTRGR-Q--G------I--FR---A-----NE-G--YDTV--A-KS--PGLDN-QFIKKTL-HPFC-----V-YQAP-RQL--QERSE---ADVSR-YP--KALVCF-R-A---------E-TG-------E--LVLGQSVFVG-----------AD--F---T-G-QR-N-TFFSHNYVIP--A-E-R-S----DVF-------I----R-E------PARIFGV-ESF---QKQ--------HDEA--K-----G-K--EL--------PG-L---D--E---------LP-YK-----------QG--------TT----
WP_052146961.1 -----------------------------------------------------------------M-M-------LPPN-V------V--QQ-QMYTRER-R--G------I--FR---D-----NE-G--FDTV--A-RS--SGLDQ-AYIKKVL-HPYC-----Q-YDAP-AEL--AARTE---KEGQE-YP--DALHVI-H-T---------E-SG-------D--TIVGRSVFQP-----------AD--F---T-G-LR-S-AFFTHNYVIP--A-D-F-K----DSP-------E----T-D------YRTWLN--ASF---AER--------YDVE--Q-----G-M--DL--------PE-L---P--A---------IP-AK-------D---HE--GH----LT----
WP_068650918.1 -----------------------------------------------------------------M-E----N--TTPK-P------I--QQ-QLYTRER-R--G------I--FR---S-----TE-G--FDTI--G-RS--KGLDH-SFIKKTL-HPFC-----A-YDAP-AEL--LARGE---KDTAV-YP--DALHLY-H-T---------D-ND-------Q--TVIGRSVYQS-----------AD--F---T-G-LR-S-AFFTHNYVIP--R-E-R-S----EDV-------V----T-D------YASWLH--ADF---VET--------YDIE--Q-----G-V--DL--------PE-L---N--T---------IP--------------SK--GV----RR----
WP_019422337.1 -----------------------------------------------------------------M-T----P--MTPT-P------I--QQ-QMYTRER-R--G------I--FR---S-----TE-G--YDTI--A-KS--DGLDH-SFIKKVL-HPFC-----V-YDAP-AGL--TARGE---KDDAA-YP--KAVHLF-H-T---------D-TG-------Q--MVLGCSVYQA-----------TD--F---T-G-LR-S-AFFSHNYVIP--A-E-R-A----ADT-------A----R-D------YVSLLN--ASF---AES--------YDIE--T-----G-M--TL--------PE-L---E--R---------LP-VA-------A---DP--------SL----
WP_068613626.1 -----------------------------------------------------------------M-S----H--SA---S------I--QQ-QMYTRER-R--G------I--FR---Q-----TE-G--FDTV--A-RS--GGLEP-GWIKKVL-HPFC-----V-YDAP-AEL--TARGE---KDGAA-YP--EAVHLF-H-T---------D-NG-------D--TVLGRSLFQP-----------AD--F---T-G-LR-S-AFFSHNYVIP--A-A-R-L----EEL-------V----Q-D------YGMFLH--ADF---ARE--------YDIG--Q-----G-D--EL--------PA-L---D--R---------LP-VRRM-----E---TG--------SV----
WP_092271867.1 -----------------------------------------------------------------M-S----R--Q----P------I--LQ-QYYTRGR-Q--G------I--FR---S-----NE-G--YDTV--A-KS--TALDN-AFIKKTL-HPFC-----A-YDAP-RAL--QERGE---SDLAL-YP--EALVSF-R-T---------E-SG-------E--LVIGRSVFVG-----------AD--F---T-G-QR-N-TFFSHNYVIP--A-D-R-R----DEF-------I----K-E------PARLFGL-RAF---AQE--------HDHS--T-----G-K--EL--------PV-I---S--E---------LP-FQ------------A--------ET----
WP_003334069.1 -----------------------------------------------------------------M-G----R--Q----H------I--QQ-QYYTRGR-Q--G------I--FR---S-----NE-G--YDTV--S-KS--ASLDN-SFIKKTL-HPFC-----V-YNAP-KEL--QEKGE---TQEEK-YP--EALFCF-R-A---------E-SG-------E--MVIGKSVYVG-----------AD--F---T-G-QR-N-TFFTHNYVIP--S-V-Q-R----DEF-------C----K-T------PAKIFGI-SSF---VNH--------HEET--D-----G-K--EL--------PE-L---E--D---------LP-YQ------------S--------LS----
WP_018671154.1 -----------------------------------------------------------------M-G----R--Q----H------I--QQ-QYYTRGR-Q--G------I--FR---S-----NE-G--YDTV--S-KS--ASLDN-SFIKKTL-HPFC-----V-YNAP-KEL--QEKGE---TQVDK-YP--EALFCF-R-A---------E-SG-------E--MVIGKSVYVG-----------AD--F---T-G-QR-N-TFFTHNYVIP--S-V-Q-R----DEF-------C----K-T------PAKIFGI-SSF---TNH--------HEET--N-----G-K--EL--------PE-L---E--D---------LP-YH------------N--------RS----
WP_049895018.1 -----------------------------------------------------------------M-K----P--NSPG-S------I--QQ-QMYTRER-K--G------V--FR---S-----TE-G--FDTV--A-KS--SGLDV-AFIKKVL-HPFC-----M-YDAP-AEL--VSRSE---KDGAL-YP--EAVHLF-H-A---------E-NG-------E--TVLGRSIYQP-----------VD--F---T-G-LR-S-AFLTHNYIIP--S-G-R-S----GEV-------T----E-S------FSAWLD--ASF---ADS--------YDPE--I-----G-T--EL--------AE-L---D--E---------VP-TRAAA----D---AA--------LG----
EHQ63001.1 -----------------------------------------------------------------M-T----S--NRAS-R------I--QQ-QMYTRER-R--G------I--FR---S-----NE-G--FDTI--A-AS--GGLDT-GFIKKVL-HPFC-----I-YDAP-AEL--AARGE---KDEAR-YP--QALHLF-H-A---------D-MG-------Q--LVLGRSIYQA-----------AD--F---T-G-LR-S-AFFTHNFIVP--A-E-R-A----AEA-------V----K-D------YPSLLN--AGF---ASS--------YDIE--Q-----G-T--EL--------PE-L---E--K---------IP-AA-------A---EA--------RR----
WP_052947460.1 -----------------------------------------------------------------M-S---AQ--Q----P------I--QQ-QYYTRER-E--G------I--FR---S-----NE-G--YDTI--A-KS--PRLDN-NFIKKVL-HPFC-----T-YDAP-KEL--QERSR---KDISQ-YP--ESLTLF-Q-P---------E-SG-------E--LVIGRSVYAG-----------AD--F---T-G-QR-N-TFFMHNYIIP--R-E-R-K----EDF-------I----Q-N------PARLFQI-KDF---VDT--------YDIG--A-----G-K--EL--------PE-R---N--D---------IA-HG-----------NE--------RC----
WP_051620670.1 -----------------------------------------------------------------M-V----Q--R----K------I--QQ-QYFTRDR-E--G------I--FR---T-----SE-G--FDTI--A-KS--PSLDN-TFIKAIL-HPYC-----V-YKAP-QEL--LSRDE---SDSSA-YP--ESFLVF-Q-T---------D-NG-------D--MVIGRSIYIG-----------TD--F---T-G-QR-S-ASFTHQYIVP--K-E-L-K----ETF-------L----R-E------PNRLFRI-RDF---QSS--------YDIQ--Y-----G-K--SI--------PE-V---N--E---------IA-YD-----------WH--------YD----
WP_076172998.1 -----------------------------------------------------------------M-P----D--FTPK-K------V--QQ-QMYTRER-R--G------I--FR---S-----TE-G--FDTI--A-RS--LGLEH-GFIKKVL-HPFC-----Q-YDAP-AEL--TARSE---KEADA-YP--DALHLF-R-A---------E-TG-------E--TVLGRSVYQP-----------AD--F---T-G-LR-S-AFFTHNYVLP--P-G-W-M----EQT-------G----T-D------YRRLLN--AQF---ADH--------YDIE--L-----G-P--DL--------PE-L---G--D---------LP-VA-------K---DG--QN----LA----
WP_018758407.1 -----------------------------------------------------------------M-N----T--PSPK-P------I--QQ-QMYTRER-R--G------I--FR---S-----NE-G--YDTV--A-RS--NGLDS-NFIKKLL-HPAC-----F-YDAP-TEL--SVRGE---KDVSA-YP--RAMHLY-R-T---------E-SG-------Q--IVLGTGVYMP-----------AD--F---T-G-MR-S-AFFMHNYVIP--A-E-R-A----AEV-------V----Y-D------YPAWLN--ASF---ATD--------YDIE--Q-----G-Q--DL--------PE-L---Q--N---------IP-LN-------G---DA--------AP----
WP_010493411.1 -----------------------------------------------------------------M-S----R--D----RN-----I--QQ-HYFTRDR-E--G------I--FR---T-----NE-G--FDTV--A-KS--AGLDN-GFIKAAL-HPYC-----V-YKAP-QEL--LARGE---ADEGR-YP--EAFGVF-H-A---------D-SG-------E--LVIGRTVYVS-----------AD--F---T-G-QR-S-AFFTQHYVVP--K-E-R-Q----EAF-------V----R-E------PQRLFAL-RGF---RSS--------YDIQ--D-----G-K--TI--------PE-L---D--E---------LD-YD-----------AA--------AK----
WP_052339668.1 -----------------------------------------------------------------M-T----G--D----K------I--QQ-QYYTRAR-E--G------L--FQ---N-----GE-G--FDTV--A-KS--PGLDN-GFIKKTL-HPYC-----L-YIAP-QEL--LRRGE---KDPTR-YP--AALTVF-S-A---------D-SG-------E--LVIGRSVFAG-----------PD--Y---T-G-QR-D-VIFSHNYVVP--P-E-R-R----DEI-------L----L-N------PPALFRI-NSF---QAS--------YDSS--M-----G-K--SL--------PE-L---D--D---------LD-YG-----------SG--------FH----
SEF85085.1 -----------------------------------------------------------------M-R----K--N-----------I--QQ-QLFTRDR-E--G------V--FR---T-----SE-G--FDTV--A-KS--PGLDN-SFIKSSL-HPYC-----V-YKAP-QEL--LERGE---ENSGL-YP--ESVVAY-H-A---------E-NG-------D--FVIGRSIYVA-----------TD--F---T-G-QR-S-ASFTHQYVVP--K-E-R-K----EAF-------I----R-E------PRRIFGI-RGF---QSR--------YDIR--S-----G-K--DI--------PE-L---E--D---------IP-FE-----------EE--------VR----
WP_051217355.1 -----------------------------------------------------------------M-N----R--STPP-L------I--QQ-QMYTRER-S--G------I--FR---S-----TE-G--YDTI--A-RS--NGLDP-AFIKKIL-HPFC-----M-YDAP-AQL--SNVGE---KDESQ-YP--EAVHLV-H-T---------E-GG-------Q--IVLGCSVYQA-----------AD--F---T-G-LR-S-AFFTHNYVIP--A-E-R-S----QQL-------V----T-D------YVSWLN--ATF---VRG--------YQFE--N-----G-S--EL--------PE-L---A--E---------LP-TA-------S---AAEVQEEWNIAS----
WP_076344520.1 -----------------------------------------------------------------M-S----------------------QE-LHYTSVP-R--G---LQ-A-------G-----SR-G--FCTV--A-VT--PSLS--GPLRERL-EGLS-----G-YQQI------FPPHD---PDAAR-NP--VVFAHH-R-L---------N-LG-GRL---S--SVLSRVSFAG-----------LD--Y---T---ER-S-NKYAHHVVVD--------P----SER----P--T----A-G------PAWLLS--------QPG---FMDHSWQGE--P----------RL-L------SS-G---R--P---------VP--------------QG--------------
APB71256.1 -----------------------------------------------------------------M-S----Y--STSH-L------I--QQ-QMYTRER-R--G------I--FR---S-----TE-G--FDTV--A-NS--KGLDA-SFIKKVL-HPLC-----V-YDAP-AAL--TARGE---KQESV-YP--EAIHLV-R-T---------E-SG-------D--VVLGRSIYKA-----------AD--F---T-G-LR-S-AFFTHNYVIP--A-G-H-G----ESP------------S-D------YKQWLN--TSF---VDT--------YDIE--Q-----G-T--DL--------PE-L---E--R---------LP--------------GG--SV----FP----
WP_017814015.1 -----------------------------------------------------------------M-S----S--LSNT-P------I--QQ-QLYTREK-S--G------I--FR---T-----TE-G--YDTI--A-RS--PGLDD-GYIKKYL-HPLC-----S-YDAP-TEL--VSRGE---KEASL-YP--ESLQLV-R-L---------D-NR-------D--VVLGRSQYVA-----------AD--F---T-G-LR-S-TFFTHNYVIA--A-T-L-A----EQW-------V----H-H------YEQWLN--ASF---RSS--------YDLE--Q-----G-A--VL--------EA-L---N--E---------LP----------Q---QS--DV----------
ETT33608.1 -----------------------------------------------------------------M-N----R--LSGS-M------I--TQ-QMYTRER-R--G------V--YR---S-----TE-G--FDTV--A-KS--ESLDN-NFVKKIL-HPFC-----L-YDAP-AEL--TARGE---KDEEL-YP--AALHLF-H-T---------E-SN-------E--TVIGESRYLA-----------AD--F---T-G-QR-S-AFFAHNFVVP--P-I-R-S----EEI-------V----E-G------YGSWLH--AGF---ARS--------YEGE--P-----G-G--TL--------PE-L---E--S---------IP-VA-----------TR--EL----DV----
WP_025702099.1 -----------------------------------------------------------------M-S----I--HKEA-G------V--AQ-QMYTRQR-R--G------V--YR---S-----TE-G--FDTV--A-KS--DSLDN-NFVKKIL-HPFC-----L-YDAP-AEL--AAKGE---KDESQ-YP--PALHLF-H-L---------E-SG-------E--TVLGQSVFQA-----------AD--F---T-G-LR-S-AFFTHNYVLP--P-S-R-A----EEI-------I----R-D------YGGYLH--ADF---AGG--------FSGE--P-----G-R--AL--------PE-L---E--S---------IP-VL-----------RR--NR----PR----
WP_099857417.1 -----------------------------------------------------------M-----M-R----S--SVTP-P------I--EQ-QLYTRER-R--G------V--FR---T-----TE-G--FDTV--A-AS--PGLDP-SFIKKVL-HPYC-----V-YDAP-AEL--TGRSE---KDETK-FP--PSIHLL-H-L---------E-SG-------E--TILGQNVYQS-----------AD--F---T-G-LR-S-AFFAHNYVLS--P-E-R-S----EEQ-------M----K-Q------G-GWLD--AVF---ATS--------YDIE--Q-----G-T--VL--------PA-L---T--E---------LP----------R---AA--GV-----G----
WP_018883185.1 -----------------------------------------------------------------M-S----F--SELH-L------I--QQ-QMYTRER-R--G------V--FR---T-----TE-G--FDTV--A-KS--AGLEA-AWIKKVL-HPLC-----T-YDAP-AAL--TARGV---KEESV-YP--DALHLI-R-T---------E-SG-------E--MILGRSIFKA-----------TD--F---T-G-LR-S-AFFTHNLIIP--K-G-A-P----EGA------------A-D------YKLWLN--VAF---ADS--------YDIE--Q-----G-T--EL--------PE-L---D--K---------LP--------------AQ--GL----IP----
WP_002655127.1 -----------------------------------------------------------------M-G-------VT----------I--QQ-AIFTSAQ-T--S--------------R-----LD-G--YQLV--A-AS--RGVS--TEDSREL--------A-T-WCPA-HDA--------M-LRDDF-AA--YSVNFH-P-I---------G-AG-------R--YCVSRTINGQ-----------TE--Y---S-G-RG-GRQVYTHCLLID--A-P---Q--F-ALF----A-------N-N------PFHLLT--AAT---VDA-N------LSWQ--S-SL--P-S--EL--------SE-I------K---------LV--------------PA--------SK----
WP_051478511.1 --------------------------------------------------------------------------------M------I--TQ-QMYTRER-R--G------V--YR---S-----TE-G--FDTV--A-KS--ESLDN-NFVKKIL-HPFC-----L-YDAP-AEL--TARGE---KDEEL-YP--AALHLF-H-T---------E-SN-------E--TVIGESRYLA-----------AD--F---T-G-QR-S-AFFAHNFVVP--P-I-R-S----EEI-------V----E-G------YGSWLH--AGF---ARS--------YEGE--P-----G-G--TL--------PE-L---E--S---------IP-VA-----------TR--EL----DE----
WP_094017499.1 -----------------------------------------------------------------M-M----Q--K----K------V--QQ-QYFTRDR-E--G------V--FR---T-----SE-G--FDTV--A-KS--PSLDP-TFIKSVL-HPYC-----V-YKAP-QEL--LTRGE---TNEAL-FP--ESFLVF-H-A---------D-NG-------E--LVIGRSIYIG-----------AD--F---T-G-QR-S-ASFTHQYVVP--K-D-G-K----EPF-------V----R-E------PNRLFRI-RGF---QSS--------YDIR--E-----G-K--SL--------PE-L---D--A---------VD-YD-----------PG--------YE----
WP_076229825.1 -----------------------------------------------------------------M-D----S--R----KP-----I--QQ-QYFTRDR-E--G------V--FR---T-----NE-G--FDTV--A-KS--DGLDS-AFIKTTL-NPFC-----V-YKAP-KEL--MGRNE---ENVAL-YP--VSLVVF-H-A---------D-NG-------D--MVLSRSCYVG-----------AD--F---T-G-QR-S-ASFTHQFVVP--K-E-R-K----EAF-------L----R-E------PERILQI-DSF---QSA--------YDIR--E-----G-K--VL--------PE-L---D--D---------IG-YN-----------KA--------VR----
WP_025333415.1 -----------------------------------------------------------------M-S----I--HSEA-G------V--AQ-QMYTRQR-R--G------V--FR---S-----TE-G--FDTV--A-KS--ESLDN-NFVKKIL-HPFC-----L-YDAP-AEL--AARGE---KDESQ-YP--PALHLF-H-P---------D-SG-------E--TVLGQSVFQA-----------AD--F---T-G-LR-S-AFFTHNYVLP--A-S-R-A----EEI-------V----R-D------YGDYLH--ADF---AEG--------FSGE--P-----G-E--PL--------PE-L---G--G---------IP-VS-----------RR--NR----PR----
WP_056641465.1 -----------------------------------------------------------------M-R----D--STPGRK------I--QQ-QMYARER-R--G------I--FR---S-----TE-G--YDTI--A-KS--SGLEP-SFIKKVL-HPFC-----V-YDAP-AEL--AARGE---KDGAL-YP--ETMHLL-H-L---------E-NG-------D--VLLGRSVYQA-----------AD--F---T-G-LR-S-AFFTHNYIIP--S-G-Y-G----SKS-------A----S-D------YKNWLQ--AAF---TDS--------YDID--S-----G-M--EI--------AE-L---T--S---------LP-LH-------A---AA--------AV----
WP_014910933.1 -----------------------------------------------------------------M-S-------------------S--PQ-LYYTSCE-R--G---LS---------G-----CT-G--YQFN--A-AT--PGVD--TRVLREV-ERFT-----V-YEPP-RAL--P-----P-DEVHR-HP--INLCYS-P-D---------L-GG-------A--PVLSRVVSSG-----------DD--P---S-G-RP-G-NYFAHSLVL-----D-E----------G--S--ET---L--------PAELWG--------ASF--------WTDR--P-VT--D-P--RL--------PG-I--------T-------LP--------------PG--------------
WP_043930432.1 ------------------------------------------------------------------------M--------------I--QQ-QYYTRAR-G--G------V--FL---N-----SD-G--YDTV--S-IS--AGLDK-NFVKKTI-HSFC-----T-YDPP-AAL--ARSRE---KDTAM-YP--EIITFF-Q-P---------E-TG-------E--LVLGKSVYVP-----------AD--F---T-G-QR-S-TYFVHNYVVP--R-N-E-K----DLF-------L----K-K------PEKLFRA-KGF---QTT--------YSAE--Y-----P-R--EL--------EE-L---V--D---------IP-FD-----------QG--------NA----
WP_091171406.1 -----------------------------------------------------------------M-E----S--R----KP-----I--QQ-QYFTRDR-E--G------V--FR---T-----NE-G--FDTV--A-KS--EGLDA-AFIKTTL-NPYC-----V-YKAP-KEL--LGRNE---ENEAL-YP--EALVVF-H-A---------E-NG-------D--MVISRSCYVG-----------VD--F---T-G-QR-S-TSFTHQFVVP--K-D-R-K----EEF-------L----R-E------PERLLQI-NSF---QSA--------YDIR--E-----G-K--VL--------PE-L---N--D---------IG-YR-----------EA--------AR----
WP_018978026.1 -----------------------------------------------------------------M-N----K--FSSQ-K------I--GQ-QMYTRAR-S--G------I--FR---D-----TE-G--YDTI--A-RS--AGLDD-QFVKKTL-HPLC-----A-YDAP-AEL--TASGV---KEESA-YP--DSVHLV-Q-L---------E-NG-------D--VVLGRSLYKS-----------AD--F---T-G-LR-S-SFFTHNYVIP--A-E-K-A----ESL-------K----T-E------YMNFLY--ADYVSGEDD--------FSAEAPD-----G-A--VL--------SE-L---E--S---------LP----------M---RT--KL----PK----
WP_030878351.1 -----------------------------------------------------------------M-G-------------------VQTRQ-LSYRVGE-G-------A---------A-----TD-E--VFADPGA-GA--PDVP--DELRDEI-ELLI-----G-VSAA-PGA--------------------LSFSRL-P-------------DG-------G--RLLCRA----------------G--D---G---RV-Q-ALHL-------PV-G-A-P----EPA-D--G--P----L--------PVDAWH--------T-------------------------------------------------P-------AR--------------GR--------------
WP_068687038.1 -----------------------------------------------------------------M-T----Q--L----PQ-----I--QQ-HYYTRAR-Q--G------I--FR---A-----TE-G--LDSV--A-KS--PALED-AFIKKTL-HPFC-----V-YLPP-HEL--SQRGE---QDYSL-YP--ESLTVF-H-A---------E-SG-------E--LVIGRSIMAG-----------AD--F---T-G-QR-D-TIFVHHYIVP--S-K-R-K----EDY-------L----V-S------GNGIFRI-RYF---ENR--------FDGS--Q-----G-Q--QL--------PA-L---D--D---------IP-FD-----------TD--------SY----
PKK14792.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-K--G---PT---------G-----RS-G--FQFV--A-ET--PGLP--PGVRAAV-TPFM-----A-YRPP-PDA--PLSPT-P-KELER-FP--VALSYD-R-V-----------GG-------R--ALLVRSRYLG-----------QD--Y---S-G-RQ-G-NFFAHAVVAE--------P----EEL-E--G--L----R--------PIELWQ--------AEI--------WAEQ--P-GD--G-E---L--------AP-L---E--D-L-------PP--------------GS--------------
WP_014368531.1 -----------------------------------------------------------------M-Y----R--E----QG-----I--QQ-QVFTRDR-E--G------V--FR---T-----NE-G--FDTV--A-KS--PGLEA-AFIKNSL-HPYC-----V-YKAP-QEL--LARGE---AEADR-YP--AAFGVF-R-A---------E-SG-------E--LVLGRTLYVP-----------VD--F---T-G-QR-S-AFFTHQFVVP--A-Q-R-A----EDW-------F----R-E------PARLFHI-TGF---RGS--------YDIL--E-----G-K--EL--------PE-L---A--D---------IE-YD-----------AE--------AG----
WP_054875772.1 -----------------------------------------------------------------M---------------------I--EQ-QYYTRER-R--G------I--FR---S-----SE-G--YDTI--A-KS--RGLNE-NFIKKNL-HPFC-----F-YDPP-RKL--EASGE---KDPLK-YP--ESFICF-H-V---------D-TG-------E--MVVGRSVYVG-----------AD--F---T-G-LR-S-TFFTHNFVIP--E-A-E-K----GEY-------I----K-N------IEKTVYA-GGF---SDS--------YNIE--M-----G-M--EI--------PQ-L---S--V---------IK-YD---------------------RN----
WP_051716628.1 -----------------------------------------------------------------M-S-------------------L--LQ-MHYTSAP-P--G---PD---------G-----SG----FRFT--A-VS--PGVP--HSVLREA-EQLV-----G-YEPP-RDA--PARPS-E-AELAT-FP--EMFGFA-R-L---------S-DG-------S--GLLSRTVYTG-----------AD--Y---S-G-RW-G-NFHAHAVLVP--A-G---E----PLP-G--D--L----P--------PIALWG--------AAE--------WTDR--S-PE--A----GT-PP-----AP-L---A--R-L-------TP------------------------------
WP_054706231.1 -----------------------------------------------------------------M-N----H--SAPA-A------I--QQ-QMYTRER-R--G------V--FR---S-----TE-G--YDTI--A-KS--AGLDG-QLIKKQI-HPLC-----V-YDTP-AVL--TASGE---KNESA-YP--AELHLL-R-L---------D-NG-------D--LLLGRSVYKA-----------AD--F---T-G-LR-S-TFFTHHYVIP--G-S-R-W----DSG-------E----V-S------FKDIIG--ASF---AEQ--------YDIE--Q-----G-E--EL--------PA-L---E--S---------LP-LQ-------S---PD--------GE----
WP_086817677.1 -----------------------------------------------------------------M-G-------------------VQTRQ-LSYRVGE-G-------A---------A-----TD-E--VFADPGA-GA--PDVP--DELRDEI-ELLI-----G-VSAA-PGA--------------------LSFSRL-P-------------DG-------G--RLLCRA----------------G--D---G---RV-Q-ALHL-------PA-G-A-P----EPA-D--G--P----L--------PVDAWH--------T-------------------------------------------------P-------AR--------------GR--------------
WP_056682743.1 -----------------------------------------------------------------M-V----Q--------------I--QQ-HMYTRER-E--G------I--FT---T-----TP-G--YDTI--A-KS--KGLEN-NFIKKVI-HPLS-----S-YYPP-KEL--LNSGE---RDEGK-YP--KSKLIM-V-T---------E-TG-------E--LIFGQSVYKE-----------SD--Y---T-G-ER-E-TFFSHNMIVP--K-E-R-A----KEY-------L----Y-S------ADTVFGS-LPF---RTG--------YELT--N-----G-S--QL--------EE-L---D--H---------LP-FV---------------------NG----
WP_093899303.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAS-A--GD--DG---------G-----G-----ARFT--A-VS--AGIP--TPMLAEA-EQLL-----G-YEPP-AGA--PYHPT-T-DELRS-FP--EAFSFS-A-L---------S-DG-------S--HLLSRTVALG-----------GP--G---A-G-R-----FHAHAVHLP--A-G---T----GLP-G--D--V----P--------AITAWR--------SPN--------WAST--T-PD--G----GT-P------GR-M---A--S-L-------PA--------------SA--------------
WP_060941976.1 MSTKETGAMRAEDKVDNQNSPSARLNSSDK----TRRFVH-----------------------------------------------------ATYASFANR--R------S-------G-----GG-G--WGIG--D-NV--G-CS--PLELEAI-QQAAPT---V-IKAT-NPV--DEFIG-T-KAIEQ-LP--RRLEYK-P-----LNIGGER-CG-----------VYTQAVPAG-----------KD--A---T-G-RP-N-NIFTHAVIDR----N--------PKL----P-----T-Q-T---GY-PIRAFR--------SPT---FLTP-FRAV--E-VN--Q-T--SL--------PG-D---S--D---------DI----------E---LG--------------
WP_020617137.1 -----------------------------------------------------------------M-P----L--PTPA-S------I--QQ-QLYTRER-R--G------V--FR---S-----TE-G--YDTI--A-LS--AGLDS-QLVKKQL-HPYC-----V-YDAP-AEL--AGRGE---KDAAA-YP--ETMHAL-R-L---------E-SG-------D--LLLGRSVYVP-----------TD--F---T-G-LR-S-TFFTHNYVIP--V-A-L-L----KDT-------P----G-Q------APAWLN--ADF---RNN--------YAID--Q-----G-T--EL--------PD-L---D--E---------LP----------L---RT--PA-LS-GE----
WP_035847394.1 -----------------------------------------------------------------M-T-------------------L--RQ-IHYTSAP-P--G---PD---------G------S-G--FRFT--S-VS--PELT--EETLRLA-EPVL-----G-YEPP-RDA--PGRPT-E-DELDA-FP--VALAFT-R-LP----------DG-------S--TLLSRTVYTG-----------AD--Y---T-G-RY-G-NFHAHGVHLP--------R----GAA-L--P--I----R--------PIEAWE--------SPS--------WQSR--T-PA--G-PP-----------EP-L---A--E-L-------SV--------------GR--------------
WP_062331965.1 --------------------------------------------------------------MADM-T-------------------Y--RQ-LHYTSCE-K--G---LT---------G-----RS-G--FQFS--A-AT--PGTS--AEAMRRV-EALA-----G-YEAP-RWL--GPAPT-P-GQIAA-CP--VNLCYI-P-------------GG-------Q--PVIVRVVYVG-----------AD--Y---S-G-RL-G-NYFAHALVAD----R-A----------P--D--V----L--------PIQLWG--------AGI--------WRAA--Q-AD--R-P--EL--------PH-L---D--G-P-------LS--------------TG--------------
AJE68329.1 --------------------------MEAGELPVALRWTH-----------------------------------------------------VTYASFR-G--T------A-------G-----RG-G--WKVG--TWSA--Q-AT--KEDLQFI-AEVAPT---H-IETV-TPF--DDFIS-S-EDIDA-LP--RRFEYR-P-----LA----G-RS-----------LIMQSVPAG-----------KD--A---T-G-RP-G-NVFTHAVFDG----D--------LES----P-----L-E-S---VY-PISLYR--------SPD---LLTP-FRAA--A-VN--A-A--EL--------PL-D---A--G---------EP----------R---IG--------------
WP_052489237.1 -----------------------------------------------------------------M-S-------------------L--AQ-FHYTSAP-P--G---PD---------G-----SG----FRFT--A-VT--PGLP--QPLLTEA-EQLI-----G-YESP-GDA--SPAPT-T-DELAS-YP--TAFSHS-V-L---------S-DG-------S--RLLARTVPTG-----------TD--H---H-G-GW-G-NFHAHAVVLP--P-R---T----GLP-G--G--V----L--------PISAWN--------SPR--------WAAT--A-PD--S----GT-P------AQ-L---E--G-L-------PA--------------SG--------------
WP_066944787.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHCTSAV-P--G---AD---GSPVPGG-----PG----FRFT--A-VT--PGVP--ESLLEEA-ERLL-----G-YEPP-PGA--PLRAT-A-AELAS-FP--ESLSHS-V-L---------S-DG-------S--RLLARTVYAG-----------AD--F---T-G-VW-G-TFHAHAMRLP--A-D---A----ALS-A--G--A----P--------PISTWD--------SPQ--------WVAG--T-PE--G----GT-L------PP-L---D--R-L-------PS--------------SR--------------
WP_090761118.1 --------------------------------------------------------MSGM------------K--------------I--GQ-QVYTRER-G--G------I--FH---S-----GD-G--YDTI--A-IS--EDLDQ-AFVKKYL-HPIC-----S-YQSP-KMM--TERGE---KDPAL-YP--EALTLI-Q-P---------E-TG-------D--LIIGQAVYVP-----------AD--F---T-G-QR-S-TFFMDNYIIP--E-S-W-K----DEW-------I----K-T------PARLFQI-NSF---KTS--------YDVS--M-----G-H--VL--------PE-V---T--E---------LG-WD-----------GI--------DI----
OKI26354.1 -----------------------------------------------------------------M-G-------------------F--SQ-LYYTSCE-R--G---LS---------G-----HA-G--YQFN--A-AT--PGVA--QEVMAEV-EAMT-----A-YDPP-RSI--AYDSD-A-AQIAR-SP--VNLCYL-P-------------GA-------P--GVLANVVFVG-----------ND--Y---S-R-RF-G-NYFAHALVSD----D-V-R----RDL-A--G--V----L--------PIELWG--------AGL--------WTRQ--P-AD--D-P--VL--------PT-V---E--R-P--------H--------------AG--------------
WP_052205935.1 -----------------------------------------------------------------M-V-E--Q--QTQQ-R---TR-W--SQ-LTYASFG-P--G------M-------G-D------G--WGFG----PS--RNVH--PKDEEFV-NHFV-R-G-S-LKAV-QEV--SDFLT-S-DEVEQ-LP--IRMEYI-P--------WY-E----------R--AVFLHTRPAG-----------KD--S---S-G-RQ-G-NTFTHIYVDH--A-A-Q-V----DNS----T--L----I-Y------PIQAYH--------SPD---FRMP-FLSK--R-VD--G-V--EL--------SE-----D--N-N-------GP----------D---AG--------PH----
SEG04795.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-S--G---PT---------G-----RS-G--FQFV--A-ET--PGLP--PGVRAAV-TPFM-----A-YRPP-PDA--PLSPN-P-QELER-FP--VALAYE-P-V-----------GG-------R--ALLVRSRYLG-----------QD--Y---S-G-RY-G-NFFAHAVVAE--------R----EEL-E--G--L----R--------PIELWQ--------AEI--------WAER--P-GE--G-E---L--------AA-L---E--D-L-------PP--------------GA--------------
WP_051735597.1 -----------------------------------------------------------------M-G-------------------L--QQ-MYYTSCE-R--G---LT---------G-----YA-G--YQFN--A-VS--DGVS--AETLREV-EALV-----A-YEPP-QSL--VYSDD-P-ADLER-CP--VNLCFV-P--------------G--RPGE-S--AVTACVRYVG-----------RD--P---S-Q-RF-G-NYFAHALGHP----D-V-T----GEA-D--A--L----L--------PIELWD--------SPE--------WASR--P-VA--D-I--RL--------PE-L---P--A-P-------PR--------------PG--------------
WP_026400369.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSVR-H--G---PT---------G-----RS-G--FQFV--A-ET--PGLP--EGARAGV-LPHL-----S-YRPP-PEA--PAEPG-D-AELGR-FP--VSLLYD-R-V-----------DG-------R--PVLVRCRYLG-----------RD--Y---S-G-RY-G-NFFGHAVVAE--------P----EEL-E--G--V----R--------PAELWR--------SPI--------WDPR--P-PA--G-D--RL--------DE-L---D--E-L-------PP--------------GA--------------
WP_066199613.1 ------------------------------------------------------------------------M--------------I--QQ-QYYTRAR-G--G------I--FL---K-----SD-G--YDTV--S-IS--PSLDK-NFVKKTI-HSFC-----T-YDPP-AAL--ARRRE---KDTTL-YP--EIITFF-Q-P---------E-TG-------E--IVIGKSVYVP-----------AD--F---T-G-QR-S-TYFVHNYVVP--R-S-E-K----EIF-------I----E-K------PEKLFRA-KGF---QTN--------YSAD--Y-----P-L--EL--------AE-L---F--D---------IP-CE-----------EG--------DA----
OHB78921.1 -----------MAQG--------------------------------------------------L-A-------SDGS----P---I--EQ-AIYTSAQ-T--D--------------R-----GG-G--YQVV--A-AS--PGLV--DRDLRAL--------A-T-WCPS-HDA--------L-LEAQD-RA--TSINFH-P-L---------P-SG-------A--FCIARTETAG-----------AE--Y---S-E-RG-GRRLHTHCLITP--P-H---V--L-QRF----G-------N-N------PFALLR--AAV---AGG-L------LERQ--E-PA--G-R--PL--------PA-A------R---------LP--------------GR--------AA----
SLL09269.1 --------------------------------------------------------MGKS------------L--------------I--QQ-QIVTRDS-K--G------L--FL---T-----GE-G--ADKL--A-VS--PNVDE-SFVKKYL-NPIS-----T-YHMP-SEL--KKSGD---KEIDA-YP--PLFTFI-Q-P---------E-TG-------E--LVIGKSSFTP-----------GE--S---S-K-QK-N-RLFVHNYIIP--A-S-R-K----EEW-------I----H-Q------PAQIFHI-EQF---YGL--------EDMDN-L-----N-D--EL--------EE-V---E--D---------VS-YL-----------KE--------NI----
WP_035144553.1 -----------------------------------------------------------------M-K-------------------V--QQ-LFYTSCK-K--G---------IS---S-----GM-G--FQTY--S-MS--EGIT--QEERKEI-EAHC-----I-YIPP-ENL--PTQPT-K-EEIKKLFP--VALSSF-R-L---------K-HG-------K--YCICQSKYVG-----------KD--Y---S-G-RY-G-NYFSHVLI-S----D--------EPW----P--F----Y--------PIELYD--SIT-F-RDS--------LTFE--E-EI--A-T--EI-S--P-L-PH-L------D------K--IH--------------LG--------NK----
WP_069329620.1 -----------------------------------------------------------------M-T----L--FSNA-L------I--DQ-QMYTREK-S--G------I--FR---S-----TE-G--YDTI--A-KS--SGLDN-SFIKKYI-HPLC-----V-YDAP-AEL--LAKGE---KEDAL-FP--SALQLV-R-L---------E-TG-------D--MVLGNSHYVN-----------AD--F---T-G-LR-S-TFFSHNYIIP--A-V-R-A----EEW-------V----H-Q------YHTWLQ--ADF---QEQ--------YNVD--Q-----G-Q--DL--------PQ-L---Q--D---------IP----------S---TS---A----------
WP_019634286.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-N--G---PT---------G-----RS-G--FQFT--A-QT--PGLP--DRVRAAV-APFL-----A-YRPP-PDA--PLSPE-P-GELAR-FP--VALLYD-R-I-----------EG-------R--PLLARSRYLG-----------QD--Y---S-G-RY-G-NFFAHAVVAE--------P----DEL-E--G--L----R--------PAELWN--------APL--------WRTG--P-AP--D-DPAEL--------PD-L---P--D-L-------SP--------------DP--------------
WP_067913448.1 -----------------------------------------------------------------M-Q-------------------F--QQ-LYYTSCR-S--G---LS---------G-----YA-G--YQFN--A-VT--PGVS--PEVMNEV-EALS-----S-YEPP-ATL--GHSPT-P-EQIAA-CP--VNLCFV-P-----------------GP---R--PIVANVAFTG-----------TD--Y---S-G-RF-G-NYFAHALVPA----D-G-T----VWE-G--P--P-------------PIQLWR--------APL--------WTQE--T-AA--H-P--DL--------PP-L---R--G-P-------LP--------------TG--------------
WP_058301504.1 -----------------------------------------------------------------M-T----E--A----K------I--QQ-HYYTRGR-E--G------L--FQ---G-----GE-G--FDTV--A-KS--SGLEA-SFIRKTL-HPYC-----L-YIAP-QEL--IRRGE---LDPAR-YP--ESLTVF-P-A---------E-SG-------E--LVIGRAVFSG-----------SD--F---T-G-QR-E-AVFIHQFVVP--R-T-R-A----EEF-------L----Q-H------PSSLLRV-TAF---HNR--------YDES--E-----G-K--DL--------PE-L---D--Q---------LP-HG-----------AA--------AS----
WP_017589329.1 -----------------------------------------------------------------M-G-------------------S--PQ-LYYTSCE-H--G---LS---------G-----HS-G--YQFN--A-AT--PGVD--PRVLREV-ERFT-----V-YEPP-RSL--A-----A-EDVGL-HP--VNLCYS-P-D---------L-VG-------H--PVLSRVVSSG-----------DD--P---S-G-RP-G-NYFAHSLLL-----G-AND----SWDDG--G--P----L--------PAELWG--------GGF--------WASA--P-VT--A-T--DL--------PG-L--------D-------LP--------------PG--------------
WP_027752538.1 -----------------------------------------------------------------M-SG------------------F--QQ-LYYTSCE-H--G---LS---------G-----SA-G--FQFN--A-VS--EGVS--AETRHRV-EGLA-----G-YEPP-RAL--VESDT-A-ELLAR-CP--VNLCHT-P----------------GRPG--G--VTTLCVRYAG-----------RD--S---A-R-RF-G-NYFAHALHT---EGE-F-T----RDS-G--G--L----L--------AIELWD--------SPL--------WTSR--V-AA--T-T--EI--------PE-L---S--G-P-------LP--------------RG--------------
WP_051807387.1 -----------------------------------------------------------------M-G-------------------A--AQ-MYYTSCE-A--G---LA---------G-----YP-G--FQFN--A-AT--PGVD--PVVMRRV-EQGT-----S-YEPP-RSA--GYQPT-A-EQMAR-FP--VNLCYL-P-G---------D-DG--EP------AVLANTVFIG-----------TD--Y---S-Q-RF-G-NYFVHALSLP----S-I-E----DDL-G--S--A----L--------PIDFWR--------AGF--------WART--E-AA--R-T--DL--------PE-L-D------P-------VP--------------PC--------------
WP_017576279.1 -----------------------------------------------------------------M-G-------------------F--AQ-LYYTSCE-R--G---LG---------G-----HA-G--YQFN--A-AT--PGVD--ARVLREV-ERFT-----A-YEPP-RSV--P-----V-EEVSA-HP--VSLSYA-P-D---------L-AG-------A--RVVSRVVSNG-----------PD--P---S-G-RP-G-NYFAHSLVWP----G-A----------G--D--TDAAVL--------PAELWG--------AGF--------WTQV--P-SP--G-P--EL--------PL-L--------R-------SP--------------SA--------------
WP_013237261.1 --------------------------------------------------------------------------------M------I--EQ-QYYTREK-R--G------I--FS---S-----TP-G--YDTI--A-KS--SGLED-EFIKDTI-HSLC-----S-YTAP-AFL--A--GE---KDLSK-YP--KALFYA-N-T---------G-DG-------K--IIIGQSVFAG-----------ED--Y---T-L-KR-N-RYFTHCYVIS--E-N-E-R----KLY-------I----E-N------PEKIIYA-SGF---VEN--------YDME--K-----G-N--SI--------ES-L---R--E---------VK-VD-----------RV------C-DV----
WP_026414948.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-R--G---PT---------G-----RS-G--FQFV--A-ET--PGLP--DGTRARI-TPHV-----S-YRPP-PEA--PLSPA-D-DELDQ-FP--VSLLYD-R-V-----------DG-------R--PLLLRCRYLG-----------RD--Y---S-G-RY-G-NFFAHAVVAE--------P----DEL-E--G--V----R--------PVELWH--------APL--------WTDS--P-AS--E-T--DL--------PE-V---D--E-L-------VP--------------DE--------------
WP_020509485.1 -----------------------------------------------------------------M-A-------------------F--GQ-MYYTSCR-K--G---LS---------G-----AP-G--FQFN--A-VS--RGIG--PDVLREA-EALT-----S-YQPP-RAI--AQAPS-E-ENVRR-AP--VNLCYL-P-----------------GP---T--ALLANVVYVG-----------AD--Y---S-R-RP-G-NYFAHTLVSR----D-P-G----GDL-R--A--V----L--------PIELWR--------APF--------WVRD--E-VD--G-T--EL--------PE-L---P--G-P-------LP--------------TG--------------
ADI12266.1 ----------------------------------------------MEARK--------------M-N-------------------L--AQ-LHYTSAP-P--G---PD---------G-----SG----VRFT--A-VS--PAVP--ASLLGEV-EQLI-----G-YGPP-DDA--PPRPS-G-SERAS-SP--ETFSYS-R-L---------S-DG-------S--GLLARTVHTG-----------AD--H---S-G-RR-G-ALHGHAVYLP--T-G---A----SLP-G--G--A----L--------PITAWG--------SPQ--------WAAR--A-PE--G----GV-P------EP-L---E--A-L-------TA--------------SG--------------
WP_072333059.1 -----------------------------------------------------------------M-I----ANGQ----RS-----I--QQ-HYFTRAR-E--G------V--FR---T-----NE-G--FDTV--A-AS--PGLDA-LFIKSAL-HPYC-----Y-YKGP-RE----KPDG---AEGAE-YP--AALAVY-H-A---------D-NG-------D--LVVGQTVYVP-----------AD--F---T-G-QR-S-AFFTHQYVVP--A-A-L-K----DEW-------V----R-Y------PERIFAT-EQF---AVH--------HDAR--L-----G-K--EL--------PE-L---Q--E---------PP-TP-----------GA--------AA----
WP_052503686.1 -----------------------------------------------------------------M-T---PDR------PPPESG-F--EA-LVYTDCR-P--G---QG----LQ---G-----TA-G--LQFQ--A-RS--PGAD--QQDMALV-EGNL-----L-YEPP-TNW--MGE---R-RPADR-YP--LSLSH--V-----------H-DG------RR--YATAAGCYLG-----------RE--A---N-GNRE-G-NQLTHALLTT----D---P----DAY-G--P--V----R--------PAQLFG--------ASC--------WTRQ--P-AP--S-T--SC--------PP-P---G--D-D-------WE--------------PG--------------
WP_037715874.1 -----------------------------------------------------------------M---------------------L--RQ-LHYTSAP-P--G---PD---------G-----SG----FRFT--A-AS--ADTD--PALLRLA-EPLL-----G-YEPP-RDA--PARPT-E-AELPA-FP--VAFGFN-V-L---------P-DG-------T--GVLSRTRYTG-----------AD--Y---S-G-RY-G-NFHAHALLVW--P-G---E----TLP-G--G--M----L--------PVAAWE--------SPD--------WQTV--T-PV--D----RT-P------PP-L---E--V-L----R--PG--------------ER--------------
KPI13878.1 -----------------------------------------------------------------M-N-------------------L--AQ-LHYTSAP-P--G---PD---------G-----SG----FRFT--A-VS--PGVP--ASLLREA-EQLI-----G-YEPP-RDA--PPRPS-A-DQLGS-FP--QALSLN-V-L---------S-DG-------S--RLLARSVYTG-----------AD--Y---S-G-RW-G-NFHAHAVHLP--Q-P-ADA----ERP-AG-G--Q----L--------PITSWG--------SPQ--------WAAD--S-PP--A----GA-P--V---PV-L---A--S-V-------PA--------------PG--------------
WP_017569953.1 -----------------------------------------------------------------M-G-------------------F--AQ-LYYTSCE-H--G---LS---------G-----YA-G--YQFN--A-AT--PGVD--PRVLREI-ERFT-----V-YEPP-RSL--P-----F-GSVDE-HP--VNLCYS-P-D---------V-GG-------V--PVLSRVVSSG-----------DD--P---S-G-RP-G-NYFAHSLVSV----G-S----------G--E--ADP--L--------PAELWE--------ADF--------WAEA--P-VG--D-P--GL--------SE-LAELS--ASE-------MG--------------PG--------------
WP_018657913.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-Q--G---PT---------G-----RA-G--FQFT--A-ET--PGLP--EGLRAAV-APFL-----A-YRPP-PEA--PLSPG-P-DELAA-FP--VALLYD-R-V-----------AG-------R--VLLLRSRYLG-----------QD--Y---S-G-RY-G-NFFAHAVVAE--------R----DEL-E--G--L----R--------PAELWD--------APV--------WAPE--P-AG--V-P--DL--------PE-L---A--E-L-------TP--------------GT--------------
WP_053558754.1 -----------------------------------------------------------------M-S-------------------L--GQ-LHYTSAP-P--G---PD---------G-----SG----FRFT--A-LT--PGLP--QSVLREA-EQLI-----G-YEPP-RNA--PARPS-A-AELDS-FP--RAFSYS-E-L---------S-DG-------S--RLLARTVYTG-----------AD--Y---S-G-RW-G-NFHAHAVHLA--P-G---Q----RLP-D--G--A----L--------PVSAWE--------SPG--------WATA--T-PE--D----DA-P------PP-L---S--A-L----P--PS--------------SG--------------
EQD81319.1 -----------------------------------------------------------------M-G----G-----------RG-F--ES-LFYTDCR-Q--G---QG----LR---G-----GA-G--FQFQ--A-VS--SGAG--HEMMGLV-QRSA-----L-YEAP-VSW--MRG---K-RPVEQ-YP--PSLAH--V-----------F-DG-------V--YATARGVYLG-----------AE--A---G-GVRE-G-NQFTHAIATA----D---P----QLY-G--P--V----R--------PAQLWE--------APW--------WSER--P-AD--G-T--ET--------EP-V---P--A-E-------PE--------------PG--------------
WP_052433373.1 -----------------------------------------------------------------M-N-------------------L--PQ-LHYTSAA-P--G---PD---------G-----SG----FRFT--A-VS--PGVP--QTVLEEA-ARVL-----G-YEPP-RTA--PARPG-E-AELAR-FP--VAFSHT-R-L---------A-DG-------S--FLLSRAVYTG-----------TD--Y---S-G-RW-G-NFHAHAVHLP--S-G---A----RLP-D--G--L----L--------PFEVAD--------APE--------WEAA--T-PS--D----PV-P------AP-L---E--R-F-------SA--------------DR---------Q----
WP_012102064.1 -----------------------------------------------------------------M-A-------------------I--KQ-LFYTSCK-K--G---------LS---S-----GM-G--FQTY--S-MS--EGIT--DEERKEI-ESYC-----V-YVPP-DNL--PTLPS-C-EEIDELFP--LSFSSF-K-L---------K-NN-------K--YCICSSKYIG-----------RD--Y---S-G-RY-G-NYFCHVLI-S----Q--------KPW----D--F----Y--------PIELYG--SPV-F-RES--------LTDE--E-QN--R-E--EI-L--Y-L-PE-L------E------E--IP--------------LG--------NV----
WP_040373124.1 -----------------------------------------------------------------M-T----K--------------I--QQ-QIYTRER-E--G------I--FS---S-----SP-G--YSTI--A-AS--PGLDK-SYIKQTL-QQLC-----A-YYPP-QSL--TNAGI---REEER-YP--KANLIT-F-T---------E-MG-------E--LVIGQSVYKE-----------SD--Y---T-G-ER-E-TFFSHNYIIP--K-D-R-V----REY-------L----T-S------ADKLFGE-LPF---RLN--------YDVS--H-----G-K--VL--------NE-I---D--A---------LP-VM---------------------KP----
WP_075690388.1 -----------------------------------------------------------M------------K--------------I--QQ-QIYTRER-G--G------I--FH---A-----TD-G--YDTI--A-IS--TGLAQ-SYVKKYL-HPIC-----I-YHSP-KTL--IKHGE---RDRTL-YP--EALTII-Q-P---------E-SG-------E--LIIGQAEFVP-----------AD--F---T-G-QR-S-TFFMHNYVIP--K-S-G-K----EQF-------I----K-C------PAKLLGV-SDF---KTG--------YDIQ--L-----G-P--VL--------PE-V---D--E---------IN-HD-----------GM--------GF----
WP_067491281.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-R--G---PT---------G-----RA-G--FQFV--A-ET--PGLP--DGTRAAV-TPYL-----S-YRPP-PDA--PPEPG-D-GELER-FP--VTLLYD-R-VAM-------HERV-------R--PLLLRCRYLG-----------RD--Y---S-G-RY-G-NFFAHAVVAE--------P----DEL-E--G--L----R--------PAELWR--------AAL--------WSDQ--P-SP--G-T--DL--------PE-L---E--D-L-------TP--------------DA--------------
WP_076820656.1 -----------------------------------------------------------------M-S-------------------F--QQ-LYYTSCA-R--G---IS---------G-----FP-G--FQFN--A-AS--DDVP--PEVMRRV-EGLT-----A-YTPP-KSV--PYNAD-A-AAIAV-CP--VNLCFE-P-----------------ADD--H--SVLANVVFLG-----------ND--Y---S-K-RF-G-NYFAHALVST----D-I-A----GQL-G--E--A----L--------PIELWR--------SPA--------WTHR--E-SS--D-T--HL--------DD-L---P--A-P-------PL--------------LG--------------
WP_020464398.1 -----------------------------------------------------------------M-V-------------------L--KQ-LYYTSCE-V--G---LS---------G-----YP-G--FQFN--A-AS--RGVA--PEVMRRV-ESFT-----A-YDPP-GSL--PYNAD-A-AALAA-CP--VNLCFE-P-----------------AED--T--GVLANVVFVG-----------TD--Y---S-N-RF-G-NYFAHALVSE----D-V-A----TDL-G--E--A----L--------PIELWG--------API--------WTAS--P-KT--DGA--EL--------PE-L---A--G-P-------PP--------------RG--------------
WP_010696001.1 -----------------------------------------------------------------M-S----G-----------RE-F--QS-LYYTDCR-P--G---QG----LR---G-----GA-G--FQFQ--A-VT--PGTT--DEMMTAV-QRSA-----L-YEAP-VGW--MRE---K-REASD-YP--PSLVH--V-----------H-GA-------V--YATARGIYLG-----------AE--T---G-GVRE-G-NQFTHALATA----D---P----HLY-G--P--I----R--------PAQLWG--------ARW--------WVEE--P-AE--T-T--EC--------EE-V---P--A-E-------PE--------------AG--------------
EDK33704.1 --------------------------------------------------------------------------------M------I--EQ-HYYTRDR-K--G------V--FS---E-----TP-G--YDTV--A-KS--SGLEN-EFIINTL-QNLC-----F-YEAP-ASL--A--GE---ENVFK-YP--AALFCA-N-T---------G-N--------K--MIIGQSVFGG-----------KD--Y---T-G-QR-N-RYFTHSYIIP--E-E-E-R----ENY-------I----E-N------PEKIIYA-SGF---ARD--------YDIE--E-----G-N--TL--------EQ-I---S--K---------IP-LN-----------TQ------D-DC----
WP_014695139.1 -----------------------------------------------------------------M-G-------------------V--PQ-MYYTSCL-S--G---LS---------G-----FP-G--FQFN--A-VT--PGIS--EAVLRRV-EQAT-----A-YQPP-RSL--GWEPT-A-EQIAD-AP--VNLCYL-P-G---------------EP------AVLARTVFVG-----------TD--Y---S-H-RL-G-NYFVHALSL-----P-A-G----FE-----G--A----R--------PIDFWA--------ADF--------WVHT--E-SD--S-R--EL--------PE-L-T------P-------VP--------------AG--------------
KAJ53559.1 --------------------------------------------------------------------------------M------I--QQ-HYYTRDK-R--G------V--YS---G-----TP-G--YDTV--A-KS--INLED-DFILNII-HNLC-----F-YDPP-AIL--A--GE---EDITK-YP--KSLFCI-N-T---------E-DN-------R--MIIGQSVFAG-----------KD--Y---T-K-GR-N-RYFTHNYIIP--K-D-K-R----ENY-------I----E-E------PDKIIYL-NDF---VDN--------YDIA--K-----G-N--II--------PE-I---L--E---------TM-YD-----------SN------I-KD----
WP_034382650.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAE-S--G---PS---------G-----RS-G--FQVT--A-ET--PGLP--PVLRERS-APYL-----V-YQPP-PDA--PLAPT-P-AEIAA-LP--VAMAYG-S-G------------------------VLARCVYLG-----------QD--Y---S-G-RY-G-NFLAHAVLPG--------E----GEL-V--G--L----R--------PIEFWE--------ADW--------WASV--P-------S--GS--------FE-L---P--T-L-------EP------------SAGP--------------
WP_012851763.1 -----------------------------------------------------------------M-R-------------------F--HQ-LYYTSCR-T--G---LS---------G-----FA-G--YQFN--A-VT--PGVS--AQVMHQV-EEMG-----S-YEPP-TWL--ENSPD-P-DQITS-CP--VNLCFE-P-----------------GP---T--PVLAHTVFTG-----------TD--Y---S-G-RF-G-NYFVHAVVPA----D-A-A----RWP-G--P--P-------------PIELWG--------APW--------WTHQ--I-AE--S-T--EL--------PA-L---E--G-P-------LR--------------PG--------------
WP_067457622.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-R--G---PT---------G-----RA-G--FQFV--A-ET--PGLP--DGVRAGV-TPYL-----S-YRPP-PDA--PLSPD-D-TELDL-FP--VSLLYD-R-V-----------DG-------R--PLLLRCRYLG-----------QD--Y---S-G-RY-G-NFFAHAVVAE--------P----GEL-E--G--L----R--------PAELWH--------APL--------WTHG--P-AP--E-P--VL--------DE-L---D--E-L-------TP--------------GA--------------
WP_027623024.1 -----------------------------------------------------------------M-K-------------------V--QQ-LFYTSCK-K--G---------IS---L-----GM-G--FQTY--S-MS--EGIT--EEERKEI-EAHC-----V-YIPP-DNL--PTQPT-K-EEIEKLFP--IALSSF-R-L---------K-SG-------K--YCICQSKYVG-----------KD--Y---S-G-RY-G-NYFSHVLI-S----D--------EPW----P--F----Y--------PIELYG--SIT-F-RDS--------LTSQ--E-ES--A-E--EI-K--S-L-EN-L------E------G--IH--------------LG--------NV----
WP_073719114.1 -----------------------------------------------------------------M-S-------------------L--EQ-LHYTSAA-P--GDE-GA-S-------G------------RFT--S-VG--SGIP--AALLTEI-EPYL-----G-YELP-GEA--PYLPT-D-DELRS-LP--QSFSCT-P-L---------S-DG-------S--RLVCRTVPVR-----------GT--G---S-A-PV-R--FHAHAVHLP--A-G---A----RLP-G--D--R----Q--------PIEAWR--------SPR--------WVSV--T-PG--G----AI-P------DP-L---S--A-L----P--PG--------------PG--------------
WP_089295102.1 -----------------------------------------------------------------M-G-------------------V--PQ-MYYTSCE-T--G---LA---------G-----YP-G--FQFN--A-AT--PGVD--GAVLRRV-ERAT-----S-YEPP-GSL--GYEPT-A-EQITA-TP--VNLCYL-P-G---------T-DG--EP------AILANTVFVG-----------ND--Y---S-Q-RF-G-NYFVHALALG----P-A-G----HDL-G--G--V----R--------PIDFWQ--------APF--------WART--E-VT--G-T--DL--------PE-L-T------P-------VP--------------AG--------------
SFN59903.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAR-R--G---PT---------G-----RA-G--FQFV--A-ET--PGLP--DGVRAGV-TPHL-----S-YRPP-PDA--PPAPR-D-AELDR-FP--VAFLYD-R-V-----------DG-------R--PLLLRCRYLG-----------RD--Y---S-G-RY-G-NFFAHAVVAE--------P----AEL-E--G--L----R--------PAELWH--------APL--------WAPG--P-AQ--D-D--RL--------AE-L---E--E-L-------TP--------------DD--------------
WP_071386702.1 -----------------------------------------------------------------M-TGQRAPG------PGGAGAHF--QQ-MYYTSCE-H--G---LS---------G-----FS-G--FQFN--A-VS--GGVS--AETRHAV-EALA-----G-YEPP-RSL--VESET-P-EQLDR-CP--VNLCYR-P----------------YGPDRHA--ATVLCVRYVG-----------RD--S---A-R-RF-G-NYFAHALHS---E-D-F-P----AAG-R--G--L----L--------GIELWD--------SPV--------WTRR--V-SP--T-T--DI--------PV-L---V--E-P-------PP--------------RG--------------
WP_073375663.1 -----------------------------------------------------------------M-G-------------------F--AQ-LYYTSCE-H--G---LS---------G-----YA-G--YQFN--A-AT--PGVD--QRVLAEV-ERYT-----V-YEPP-PG------------RADE-HP--VNLCYS-P-D---------L-GG-------Y--PVVSRIVSCG-----------PD--P---S-G-RP-G-NYFAHSLV------G-A----------G--G--P----L--------AAELWD--------AAF--------WASV--P-VR--D-P--DL--------PV-L--------E-------VP--------------GG--------------
WP_030172525.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAE-R--G---PT---------G-----RA-G--FQFV--A-QT--PGLP--AGARAAV-TPHL-----A-YRPP-PDV--P---D-D-AALNR-FP--VAFLYD-R-V-----------DG-------R--PLLLCCRYLG-----------RD--Y---S-G-RH-G-NFFAHAVVAE--------P----GEL-E--G--V----R--------PAELWR--------APL--------WASR--P-AG--G-D--LL--------PE-L---E--E-L-------PP--------------GE--------------
WP_013237251.1 -----------------------------------------------------------------M-A-------------------V--QQ-LFYTSCK-K--G---------LS---S-----GM-G--FQTY--S-MS--KGIT--DKERMEI-ESHC-----I-YIPP-SNL--PTQPT-K-EEIDRLFP--ISFSYF-R-L---------E-SG-------K--YCISQIKYVG-----------KD--Y---S-E-RY-G-NYFCHVLI-S----N--------NAW----E--F----Y--------PIELYE--SPV-F-RDC--------LSEE--E-KN--A-V--EI-D--Y-L-PE-I------T------E--IP--------------LG--------NV----
WP_052352962.1 --------------------------------------------------------MS-G------------K--------------V--QQ-QLYTRER-G--G------I--FS---T-----TD-G--YDTI--A-IS--EGLQP-SFVKKYL-HPFC-----I-YQAP-RAL--TTRGE---KDASA-YP--EAVTLF-Q-P---------E-TG-------D--LVIGQAVFVP-----------AD--F---T-G-QR-S-TYFMHNYIIP--E-V-R-K----EEW-------I----K-Q------PEKLFQL-NGY---QTS--------FNME--Q-----G-K--TL--------PE-L---K--T---------VS-YG-----------TE--------DV----
WP_030386043.1 -----------------------------------------------------------------M-K-------------------L--AQ-LHYTSAP-P--G---PD---------G------S-G--FRFT--A-VS--PGVP--AALLREA-EQLI-----G-YEPP-RDA--PPRPG-P-QELAA-FP--QALSLN-V-LA----------DG-------S--RLLARSVYTG-----------AD--Y---S-G-RW-G-NFHAHAVHLP--------QPAGSGPA-V--G--E----L--------PITAWG--------SPQ--------WAAA--T-PA--G-G---A--------PA-L---A--A-V-------PA--------------PG--------------
WP_093149955.1 -----------------------------------------------------------------M-S----A-----------RE-F--HS-LYYTDCG-P--G---QG----LR---G-----GA-G--FQFQ--A-VS--PDTT--DEMMTVV-QRST-----L-YEAP-VGW--MRE---K-RPVED-YP--PSLVH--V-----------H-NG-------V--YATARGVYLG-----------AE--T---G-GVRE-G-NQFTHALVTT----N---A----QLY-G--P--I----R--------PAQLWD--------APW--------WVEE--P-AP--S-T--EC--------PA-V---P--A-E-------PE--------------AG--------------
WP_067777628.1 -----------------------------------------------------------------M-A----------------------CQ-LIYTSAP-R--L---LD-A-------G-----RT-G--FGTV--A-RN--RSLG--AALTASL-ERIS-----T-FSRT--------------TGTEG-TR--RIFAYR-Q-I---------T-LG-ASN---F--HILTSIADSG-----------SD--Y---T---GR-T-NHTAHHLVLT--------E----QDV----D--D----L-RLHTDFTPAGLAL--------ALERQAFWKTEWTNN--P----------EL-L------ED-D---T--P---------WK--------------PA--------------
OLA86335.1 -----------------------------------------------------------------M-A----------------------CQ-LIFTSSP-V--S---LT-T-------G-----RT-G--FSTV--A-RT--SDMP--EKLAAAV-ERCS-----V-YE-------------------IP-SG--AVYSHR-I-L---------G-VG-TQK---W--HLLSRIRDAG-----------TD--Y---T---NR-N-NFIAHHIVLS--------E----SEA----A---------S-MRAN-AAEILG--------GWS---GWLDSWDGV--P----------RF-V------GG-P---E--G---------IG--------------EI--------------
WP_019061048.1 -----------------------------------------------------------------M-A----------------------GQ-AHYTSAP-P--A---AD-A-------P-----HG-G--FRFT--A-AS--PSA---RPVLDVL-RPLT-----G-YARP-PGA----------DREHH-FP--VAFAYD-R-----------P-AG-----D-V--AVLTRTSFTG-----------ED--Y---T-G-RW-G-NHFCHVLWAD--------P----GEL-A--G--L----R--------PVELWD--------SPQ--------WAVS--P-AP--G-D--GP-A--L---PD-L---T--E-L-------VP--------------GS--------------
WP_010585440.1 -----------------------------------------------------------------M-A----------------------QE-LLYTSAP-R--G---LK-P-------G-----SR-G--FCTV--L-AT--QGMP--APLASAV-EALS-----G-YRAI------YPPSD---ERAAR-NP--VVYSHL-K-M---------Q-AT-GRS---W--HVLSRIADYG-----------LD--Y---S---QR-P-NKLAHHVILDN-------P----AEQ----L--P----G-G------PANLLS--------TSG---FMRESWEGD--P----------TL-V------AP-----K--P---------IT--------------RE--------------
OGV69332.1 -----------------------------------------------------------------M-A----------------------QE-LIYTSAS-R--G---LR-P-------G-----TR-G--FCTV--A-YT--QGMR--PETIQVL-EALS-----A-YTNL------YPPHH---PKADL-DP--VRVVHC-R-Y---------T-FG-GQT---L--SILSRIAPAL-----------AD--H---T---QR-S-NKIAHHVVLG--------R----SEL----P--A----G-G------PAWLAQ--------QSA---FFLERWDAE--P----------RC-I------SV-P---K--A---------VP--------------AG--------------
WP_095414977.1 -----------------------------------------------------------------M-A----------------------WE-LVITSAP-K--G---LK-P-------G-----SS-G--FCPV--L-AT--RGIP--PNLLDRL-EALS-----G-YR--------HQEIG---SGTGR-NP--VVWSHT-I-V---------R-LG-TET---Y--HVLSRVADAG-----------RD--Y---S---GR-S-NKVAHHVVLK--------P----GEC----P--P----G-G------PAALLM--------CPG---VMRDHWDGQ--V----------GW-L------DR-E---V--S---------IP--------------SI--------------
OYW70936.1 -----------------------------------------------------------------M-A----------------------WQ-LIYTSAP-R--L---LE-A-------G-----RT-G--FGTV--A-RH--RAVS--GMLTSSV-ERFS-----Q-FARL--------------PGHDP-RR--VVHTYR-I-L---------T-AG-SAT---Y--HVFSCLQDAG-----------SD--Y---T---GR-T-NHIAHHLIAE--------P----REI----R--A----L-A-ATGQTPADVLL--------AMA----WRTAWSEG--P----------RY-L------DP-A---E--E---------VD--------------LS--------------
OHE80810.1 -----------------------------------------------------------------M-A----------------------WQ-LVYTSAP-R--G---LA-L-------G-----QS-G--FCTV--A-RH--AGLR--ERLVAEI-ERFS-----G-YAHL------YTPSP---DGRDS-NP--VISCHR-I-L---------T-VG-GTR---Y--HVLSRIRAAG-----------FD--Y---T---RR-T-NHIAHHLICQ--------S----QEV----A--Q----AVS------PAHMLR--------AWE---GWQTRWQGE--P----------RY-F------ED-K---D--Q---------VP--------------LR--------------
OYW74544.1 -----------------------------------------------------------------M-A----------------------WQ-LIYTSAP-R--L---LE-A-------G-----RT-G--FGTV--A-RH--RAVS--GMLSALV-ERFS-----Q-FARL--------------PGHDP-RR--IVHAYR-I-L---------N-VG-SST---F--HVLSCLQDAG-----------SD--Y---T---GR-T-NHIAHHLIAE--------A----REI----R--A----L-S-AAGMTPADVLL--------AMS----WRSSWSEG--P----------RY-L------DP-A---E--E---------VD--------------LS--------------
CDE84522.1 -----------------------------------------------------------------M-A----------------------YQ-LIYTSYP-M--S---LV-N-------G-----RT-G--FSTV--A-RT--REMS--EKLSSAI-ERCS-----V-YD-------------------VS-RG--VVYTHR-I-L---------N-VG-GKS---W--HVLSRITDSG-----------VD--Y---T---NR-N-NYIAHHLALS--------A----DEI----S---------G-L-AN-PAEILM--------QWN---GWRSSWSEP--P----------KY-L------PP-P---E--G---------LD--------------AI--------------
WP_051387685.1 -----------------------------------------------------------------M-G----A-----------QE-F--QS-LFYAGGI-P--E---EG----DP---D-----GD-G--LQFQ--A-VS--PGTT--GQAMAAV-GQLR-----F-AATP-TG---------------D-GQ--PMLAH--W-----------Y-DG-------V--YVTAQ------------------------C-AASE-Q-PRFVHAIAAA----D---A----QLY-G--E--V----R--------PAQLWR--------AQW--------WADS--P-DE-------VC--------AA-V---A--A-R-------PE--------------SG--------------
WP_088943649.1 -------------------------------------------------------------------M-------------------F--DV-TIYTDVR-P--D---EA----LD---G-----VG-G--FNFA--A-AS--DGVT--AADRSFV-AERM-----L-HVVS-SGW--HVD---H-EEL-A-HP--SSCIYR-T-----------S-AG-------K--YFLSRGKSTG-----------KT-IT---R-P-RP-G-NQLTETILTS----E---R----NDF-L--P--Y----R--------PAQLFA--------ASR--------WSVD--K-VS--T-N--VL--------DS-W---P--T-P----L--EI--------------DP--------------
WP_005986730.1 -------------------------------------------------------------------M-------------------F--DV-AIYTDTR-A--N---EA----ID---G-----ID-G--FNFQ--A-IS--EGIT--AQDRQVI-RSNM-----L-HRVV-VGW--NVE---H-DPL-D-HP--ASFAYY-G-----------H-SG-------R--YYLSRGISTG-----------VT--N---N-G-RP-G-NLLTEAIVTS----D---P----DDF-G--M--M----R--------PAQLLG--------ATS--------WRLK--K-AP--S-Q--TL--------NQ-W---S--S-P----L--EV--------------DP--------------
WP_026408761.1 -------------------------------------------------------------------M-------------------F--DV-LGYTDCR-A--D---QS----LN---G-----ST-G--FQFC--A-AS--AGAG--DVEQKIV-RPRV-----H-HWAH-GLT--RI------PPE-Q-HP--ETFRCW-T-----------Q-DG-------A--HIILRGRSLA-----------RR-TA---S-G-RD-G-NSYTFAALTR----D---A----WDI-L--P--A----R--------PAQLWS--------APD--------WPSS--E-VY--G----SP--------AP-W---P--T-P----L--AL--------------DP--------------
WP_065063837.1 -------------------------------------------------------------------M-------------------F--DV-AVYTDVR-A--D---EA----LD---G-----VA-G--FNFM--A-RS--TGFT--AADQKFV-AQRM-----L-HVVK-PSW--HVD---HSDEL-A-HP--PTCIYR-K-----------S-GD-------R--YFLSRGRSIG-----------QT-VT---A-P-RP-G-NQLTQTIVTS----E---P----DDF-V--P--Y----R--------PAQLFA--------GSQ--------WNLT--R-DP--TGK--EL--------SP-W---A--T-P----L--EI--------------DA--------------
WP_095969334.1 -------------------------------------------------------------------M-------------------F--DV-SIYTDST-G--A---ES----LD---G-----VD-G--FNFQ--G-AS--EGFT--PVDRRAV-QEYL-----L-HQVV-TGW--SID---N-DPL-A-HP--PSCRYR-P-----------V-GD-------R--FYLARGRSTG-----------KT--N---N-G-RP-G-NQLTQSIVTG----D---I----ADF-A--P--Y----R--------PAQLFG--------ARR--------WCLE--K-AE----R--NL--------ES-W---V--T-P----L--EI--------------DP--------------
WP_058624998.1 -------------------------------------------------------------------M-------------------F--ET-AIFTDVT-R--E---EA----ID---G-----AD-G--FNFQ--A-VS--PGLD--ARDQRNI-RELL-----L-HQVS-NRW--PAD---A-AEE-D-HP--PTSAYV-R-----------R-DD-------R--LYFSRGASIG-----------QT--H---N-G-RR-G-NQLTQAVVTG----E---R----DDI-L--P--H----R--------PAQIHA--------ATM--------WDVR--R-AP--T-R--VA--------EP-W---F--A-P----L--QI--------------TD--------------
WP_094360273.1 -------------------------------------------------------------------M-------------------F--NV-AVYTDTR-A--E---ES----LD---G-----VA-G--FNFQ--S-AS--SGVT--AQDRQTI-RDQM-----L-HQVV-VGW--GVD---N-DPL-A-HP--PSFAYV-G-----------R-GD-------K--YFLARGISTG-----------VT--D---N-G-RP-G-NLLTQAIVTS----D---P----EDF-G--T--M----R--------PAQLFG--------AVK--------WSLQ--K-QP--G-K--DS--------PQ-W---A--P-P----L--EV--------------EP--------------
WP_091450228.1 -----------------------------------------------------------------M-T----E-----------PR-F--RS-LYYTDCL-P--G---QG----LR---G-----GA-G--FQFQ--A-VS--PGVG--HETMTFV-QRSS-----L-YEAP-VEW--MRA---Q-RPVAD-YP--PSLTH--V-----------H-DA-------AAGYVTARGVYLG-----------AE--A---N-GVRE-G-NQFTHALATG----D---A----RAY-G--Q--T----R--------PAQLWD--------APW--------WVER--P-AP--G-T--VC--------DP-V---D--A-E-------PE--------------PG--------------
OGV44577.1 -----------------------------------------------------------------M-I----------------------AE-LIYTSVP-K--G---LA-A-------G-----RS-G--FCTA--A-YT--EGIP--KPLILTC-ESLS-----S-YRHL------FPPGD---RQEAL-NP--VLFAHA-I-V---------T-RM-DKP---F--SVVSRVSAYG-----------AD--Y---S---GR-T-NMLAHHLVLS--------P----EHR----V--P----Q-G------PARVLQ--------IPH---LMRCEWTQE--P----------AI-L------PF-S---P--W---------LG--------------AA--------------
WP_007064688.1 --------------------------------------------------------------------------------M------I--AQ-HFYTRDR-R--G------I--FS---K-----TP-G--YDTV--A-KS--ANLQD-EFIINTL-QDLC-----F-YEAP-VSL--A--GE---EDLSK-YP--KALFCV-N-T---------E-DG-------S--MVIGESAFAG-----------RD--Y---T-G-ER-N-RYFTHNYIIP--E-E-E-K----DDY-------I----K-N------PERIIYS-EGF---IHN--------YDIN--E-----G-R--VI--------PE-V---R--E---------IK-QS-----------KS------L-NY----
WP_013655639.1 ------------------------------------------------------------------------M--------------I--EQ-QYYTRER-G--G------L--FS---K-----TD-G--YDTI--A-KS--PKLKL-EFIKKYL-HPLC-----S-YDSP-SEL--QKSGE---EDETK-YP--PNLVIM-P-V---------A-SG-------E--LIIGQAVYKS-----------KD--F---T-G-LR-S-TFFMHNYVLS--A-N-E-K----HRY-------V----K-E------PEKLFGI-TQF---QTA--------YDIG--L-----G-S--EL--------PT-L---A--A---------IP-YE-----------GN--------SV----
AMV18442.1 -----------------------------------------------------------------M-I----------------------HE-ILNTSAP-A--G---LK-P-------G-----SS-G--YCTV--K-SS--RGIP--GPTMDLL-ESLS-----G-YRHV------FTPGS---AEAAD-NP--VNWGHY-L-L---------R-IG-GRL---E--HVLSRVSDCP-----------LD--Y---S---GR-S-NKLAHHIVLE--------G----AA-----G--P----A-G------PAWLLG--------RPG---WMINRWDGR--L----------EQ-F------PS-A---R--I---------PP--------------QQ--------------
WP_053241483.1 --------------------------------------------------------------------------------M------I--KQ-HYYTREK-R--G------I--YS---D-----NP-G--YDTV--A-KS--MGLSD-EFVKEVL-HKYC-----F-YEIP-VEL--L--NE---SNYDK-FP--KAFTVF-N-I---------P-SG-------E--MIIGRTSFVP-----------KD--F---E-G-KR-S-TFFTHNYVLG--R-K-E-K----EEF-------I----K-N------PDKIIYV-DGF---KNS--------YNIA--Y-----G-G--VL--------ED-I---R--S---------IE-ME-----------SM------E-MG----
WP_092053099.1 -----------------------------------------------------------------M-I----------------------QE-LLYTSAP-K--G---LK-P-------G-----SR-G--FCTV--L-SS--SGMS--APVATAL-EGLS-----G-YRPI------FPPGD---SRAKQ-NP--IVYSHL-Q-F---------P-LA-GRR---S--SVLSRIADYG-----------LD--Y---S---QR-T-NKLAHHVIID--------P----SER----P--A----G-G------PAWLLQ--------KPG---FMRTSWDCE--L----------KI-V------SH-E---Q--P---------VP--------------QG--------------
OUT55991.1 -----------------------------------------------------------------M-S----------------------AE-LLYTSAA-Q--G---LR-H-------G-----SR-G--FCTV--L-MT--EGMP--LNVISKL-ESLC-----S-YRRL------YTPDH---AKSDR-NP--VLYSHQ-R-M---------I-IA-GNT---T--SVLTRTSAYG-----------MD--Y---S---GR-Q-NLISHQVTLE--------S----NEQ----S--A----A-G------PAWLMQ--------QSG---VMRSRWLGH--C----------ET-P------SQ-G---P--K---------IP--------------SG--------------
WP_094415864.1 -----------------------------------------------------------------M-S----------------------NE-LLYTSAP-Q--G---LR-H-------G-----AK-G--FCTV--L-ST--SGMP--INLISKL-ESIS-----G-YRQF------FMADH---PRYAE-NP--IAYSHQ-I-F---------H-LG-GRP---T--SILSRIGPYG-----------ID--Y---T---GRAS-NKIAHHLVVE--------P----HEM----S--P----A-G------PAWLLQ--------QS----VIRSEWHGH--C----------ET-P------ST-G---P--S---------IP--------------MR--------------
ADB15798.1 -----------------------------------------------------------------M-S----------------------QE-IIYTSAP-Q--G---LR-P-------G-----SF-G--FCIV--A-MT--TGMP--TPLAERL-ESLS-----G-YRHV------YSPGD---PRAVN-NP--VVHSHV-Q-L---------K-IG-AQK---Y--FVLSRLADAG-----------FD--Y---S---QR-T-NKLVHHVALE--------P----SEL----V--P----A-G------PAWVLS--------QPG---YMVTSFSGQ--P----------HL-L------PA-G---R--R---------TP--------------AG--------------
WP_080793004.1 -----------------------------------------------------------------M-S----------------------WA-FGYASFK-E--E------P-------G----LPG-G--WRVR--E-VS--GDAD--GARVDTL-VAQVPT---Q-LNDG-TVV--PSYPS-R-AQRLR-LT--RRFAWL-P-----AP----W-NH-----G-E--MVFYASAPAG-----------QD--S---T-G-RP-G-NVFTYVLVPG----G--------ALI----D---------G---AP-AHEYLR--------SPA---IPAP-FGAI--E-TQ--R-I--RI--------PA--------D---------LP----------E---KG--------------
WP_002648419.1 -----------------------------------------------------------------M-S----------------------QE-IVYTSAP-Q--G---LK-P-------G-----SR-G--FCTV--I-AT--QGMA--RNLAERL-ESLS-----G-YRHA------YAVHD---EHAHL-NP--VNYSHL-K-V---------T-VG-GQE---Y--SVLSRIGDAG-----------QD--Y---T---GR-T-NKLAHHVALT--------P----SER----P--P----A-G------PAYQLQ--------QPG---FCIEAWDSQ--T----------RY-T------EI-N--CH--R---------LS--------------SD--------------
WP_020440145.1 -----------------------------------------------------------------M-S----------------------GS-FSYASFT-R--D------S-------GSGVTRHG-G--WGVG--E-TS--GEIA--PMWIDEL-TPLTPQTPES-IRDD-AKL--PKFPD-E-EDLAR-QL--RRYAWL-P-----AP----W-EP-RGAED-T--GVFFASTRAG-----------AD--S---T-G-R--D-NIFTLVHVSD----P--------GVL----P---------R---HD-AVAWMY--------SPS---LPTP-FGSV--E-VD--A-A--AL--------PTLD------A---------GA----------A---PS--------------
WP_052437872.1 -----------------------------------------------------------------M-S----------------------AAAFSYASFS-R--G--------------------AG-G--WQIG--E-VV--GPLD--EGRVRSL-LGAVPT---Q-LGDG-TQV--PTYPD-R-KERAR-LV--RRFAWL-P-----AP----W-DP-----R-V--RVFFSSVPAG-----------SD--A---T-G-RP-G-NVFTYVSVCG----G--------PDV----P---------V---GA-AVSAMF--------SPD---IPTP-FGPR--E-TE--S-A--RI--------PA--------Q---------PA----------Q---AG--------------
WP_041992098.1 -----------------------------------------MTDPALDALT--------------P-Q-------------------L--AQ-LHYASAP-Q--D---TD---------G-----SA----PRFT--A-VT--PGTG--QAVLDEA-GQLL-----G-YEPP-RDA--PPHPT-T-AELAA-FP--LAFSHS-L-L---------A-DG-------S--RLLARTVCTG-----------VD--H---S-G-RW-S-SFHAHGVLFP--P-DPYGT----ATD-T--S--V----L--------PVAGWD--------SPL--------WATG--T-PD--G----GV-P------LP-L---T--G-P-------AG--------------PGVFGP----AAFGPA
WP_087117134.1 -------------------------------MA-MARFAH-----------------------------------------------------ATYASFS-N--T------S-------S-----SG-G--WSIG--P-TV--N-AD--PSDIELI-RSAAAI---S-LTPI-QEV--NEFIG-A-EEIEA-LP--RRFEYI-P-----DQ----T-HG-----------VYVQSVPAG-----------KD--A---T-G-RP-G-NVFTHGVVDH----E--------PQQ----P-----L-A-A---QY-PIALFR--------SPD---LAAP-FRAP--V-VN--S-V--TL--------DD-A---L--G---------EP----------A---RG--------------
WP_027013014.1 --------------------------MDGA----HNRWAH-----------------------------------------------------ATYASFRKS--H------G-------G-----GG-G--WRLG--P-TS--G-ID--AGEAEWL-REHAPT---R-LVPV-EAF--NDFIS-Q-DEIDQ-LP--RRFEFL-P---DALH----G-SG-----------IYMHSVPAG-----------KD--A---T-G-RP-G-NVFTHAVFDH----C--------LDQ----P-----S-S-V---DY-PIELYG--------SPG---FVAP-FRAN--A-VN--N-A--DI--------GA-G---G--E---------LP----------R----G--------------
WP_063938666.1 -------------------------------MT-DNRWAH-----------------------------------------------------LTYSSF--Q--A------A-------S-----GG-G--WQVG--D-AL--H-AS--QKDREMT-KQYAVT---R-LVTP-QEI--DVFLS-A-QKINN-LP--RRCDYV-------LD-S--G-CG-----------VFVQAMPSG-----------RD--A---T-K-RP-G-NVFSHVVIDH----S--------PTE----P-----A-E-----AH-PIQWYR--------SDD---LLQP-FGHR--A-VN--D-S--SL--------PA-G---L--A---------EP----------K---PN--------------
WP_015652149.1 --------------------------MMESAL--NQRWAH-----------------------------------------------------VTYASFK-S--K------T-------R-----RS-G--WNVG--P-TL--R-AS--VQDQQDV-SAAAPT---S-LVPV-KSF--DDFIS-S-TDIDA-LP--RRFEYR-P-----RS----N-SA-----------LFLQSVPAG-----------KD--A---T-G-RP-G-NVFTHAFIDQ----D--------LDE----P-----M-G-A---IY-PIDLYR--------SPD---LLTP-FRAQ--A-VN--A-V--EL--------NA-A---L--T---------EP----------R---PG--------------
WP_085549323.1 -------------------------------MTGQPRWAH-----------------------------------------------------VTYASFR-N--R------A-------G-----SG-G--WHTG--P-SV--E-AT--SEEEALV-MEYAPT---S-VVPT-API--DDFIS-A-GEIAE-LP--RRFEYL-P-----LG----D-RG-----------LFMQSVPAG-----------KD--A---T-G-RP-G-NVFTHAAIDR----D--------LAE----P-----L-S-A---TY-PVNLYR--------SPD---LQTP-FRIA--E-VE--A-V--EL--------DP-Q---L--Q---------EP----------R---PG--------------
WP_009947927.1 -----------------------------------------------------------------M-G----G-----------PA-F--ES-LYYVDRG-A--A---D------E---G-----G-------FQ--A-VS--AGTR--EETKALV-RRSV-----L-HTAS-AS-----------ESSGG-AG--PSLSH--V-----------F-DG-------V--YVTARGVRLA-----------GD-----------D-K-HRFTHAVATA----D---S----ALY-G--A--V----R--------PAQLWD--------APW--------WSEQ--P-AP--S-A--EC--------AP-V---A--A-E-------PQ--------------PG--------------
WP_015246829.1 -----------MW--------------------------------------------------------------------------A--EQ-AIFTSMT-R--L--------------G-----KS-G--YHVV--A-RS--PGLS--ESDAIIL--------T-T-WSPS-HGA--------L-IVDAA-NR--VSVNFH-P-M---------P-NH-------R--YALSRTCEGP-----------PE--H---S-G-RG-GRQLYTHALIFD--T-G---K--L-QQA----D-------H-Q------PFAIYR--DAL---ALG-Y------FHYR--G-EP--P-T--IL--------PA-V------E---------LS--------------VT--------YV----
WP_012913508.1 -----------------------------------------------------------------M-M-------V-----------V--QQ-AIFTSVA-E--Q--------------Q-----RE-G--YQLA--R-AS--RGIT--SEMAREL--------S-I-WGPA-HDS--------L-ISDVH-EA--TSVNFH-P-L---------G-SE-------H--FVLSLTTRNG-----------SE--Y---S-G-RG-GGRIYSQILVLP--R-E---G--M-MRF----D-------N-H------PLLVLE--AVA---ASG-R------WMVD--P-HL--P-D--TL--------LS-F------R---------LV--------------GS--------AA----
WP_046704594.1 -----------------------------------------------------------------M-V-------------------M--RE-LSYLLHR-D--P---AT---------G-----AD-R--LSPV--------TVVP--DGVPEDLLEHVI-----T-AAHP-ASP--VTGPA-------------LSYTRL-P-H---------P-DG-------G--DLLCSACPDG-----------TA--S---G-L-RI-D-ARYT--------V-G-D-P-----GR-D--W--P--R-W--------PVDAWR--------P----------YTEG--A-EE--D-D--PF--------------------A-------VA--------------DR--------------
WP_009741053.1 -----------------------------------------------------------------M-V-------------------F--EV-AIYTDVL-A--S---EA----ID---S-----IG-G--FNFQ--A-VS--PGIS--GTDRQRI-RESL-----L-HRVV-PSW--SLS---H-DEL-S-HP--PTCAYV-V-----------A-DG-------R--AYLARGKSTG-----------KT--N---S-G-RP-G-NQVTQAIVTS----D---P----DDF-V--P--Y----R--------PAQLYG--------ALE--------WSLE--K-AL--G-S--RL--------DP-W---V--T-P----L--EI--------------RP--------------
WP_035113596.1 --------------------------MTTP-HP-ERRFAW-----------------------------------------------------ATYASFS-N--N------R-------G-----SG-G--WKIG--P-QQ--D-LG--PDEAQLF-TSVAPT---Q-IDPL-NPV--TEFLS-T-DEIAD-LP--RRFAYFAP---NEQH----P-VG-----------LYLQSVPAG-----------KD--A---T-G-RP-G-NVFTVCAVDR----R--------PES----P-----M-GEA---GW-PVCRYQ--------SPD---FPTP-FRSP--A-VN--S-V--TL--------DV-----V--S---------EP----------K---IN--------------
OHB70404.1 -----------MSKP--------------------------------------------------M-A-------Y-----------I--EQ-AVFTSAE-T--D--------------R-----FA-G--YQVV--G-NS--PGLC--EVDVREL--------A-V-WGPS-HDS--------L-LELGP-DA--VSLNFH-P-L---------P-SG-------A--YCVSRTTAGG-----------WE--Y---S-G-RG-GHRVYTQCLIVP--P-D---V--L-MRF----A-------N-N------PFALLR--AAE---AGG-M------LVVH--D-RV--P-G--QL--------DP-L------L---------MA--------------GG--------AA----
WP_101648094.1 --------------------------------------------------------MT-E------------K--------------I--HQ-HMYTRER-K--G------I--FQ---D-----SA-G--YDTI--A-MS--EGLEP-FFVKKYL-HPFC-----L-YHGP-KKL--REQGN---RDSSC-YP--PAVTIF-Q-P---------E-TG-------E--LVIGQAVFVP-----------AD--F---T-G-AR-S-TYFMHSFVIP--S-D-Q-K----DHW-------V----Q-Q------PEMLFQLKESF---QTS--------YDIS--Q-----G-P--VL--------PE-L---E--L---------VS-YK-----------KA--------DI----
OHB82388.1 -----------------------------------------------------------------M-E-------L-----------I--EQ-AVFTSAE-T--D--------------Q-----SA-G--YQVV--A-TS--AGVS--EADAREL--------A-V-WGPS-HDA--------L-LESTP-NA--VSYNFH-P-L---------P-SG-------S--YCVSRTTPAG-----------WE--Y---S-G-RG-GARVYSQCLVVS--P-K---T--L-ARF----A-------N-N------PFALLR--AAL---AAG-L------LELH--D-EV--P-K--RL--------EP-L------R---------LA--------------GR--------AA----
WP_070455659.1 -----------------------------------------------------------------M-A----------------------GA-FSFASFS-R--G------N-------G----RAG-G--WGVG--A-VS--GDIS--QEQLQEL-VSFVPT---S-LNSG-API--PDFPS-A-QERAE-LV--RRTAVF-T-----LT----E-EG-----E-Q--WVTMVSVPAG-----------ID--A---T-G-RG-G-NVFTYTAVSD----G--------GVP----P---------A------PADVLY--------SPD---VPTP-FSIF--E-VD--K-V--EI--------PE--------K---------IS----------R---KG--------------
WP_061920078.1 -----------------------------------------------------------------M-A----------------------GA-FSFASFS-R--G------N-------G----RAG-G--WGVG--A-VS--GDIS--QEQLQEL-VSFVPT---S-LNSG-TPI--PDFPS-A-QERAE-LV--RRTAVF-T-----MT----E-EG-----E-Q--WVTMVSVPAG-----------ID--A---T-G-RG-G-NVFTYTAVSD----G--------GVP----P---------A------PADVLY--------SPD---VPTP-FSIF--E-VD--K-V--EI--------PE--------K---------IS----------R---KG--------------
WP_005522822.1 -----------------------------------------------------------------M-A----------------------GA-FSFASFS-R--T------A-------G----RNG-G--WGIG--E-LK--GDIT--LDQAHRL-RELIPS---S-INDG-IDP--GNYPS-K-EVVAQ-LT--RRFAWL-P-----NG----D-AG-----P-G--FSFYASAQAG-----------KD--S---T-N-RP-G-NVFTFVQVCD----D--------DSM----G---------V---YQ-PTEFLY--------SEE---IPIP-FGKN--Q-VD--R-A--EI--------PE--------R---------LM----------L---PG--------------
AJI77744.1 -----------------------------------------------------------------M-G----------------------GA-FSYASFS-R--A------N-------G----RAG-G--WGVG--Q-KV--GDLT--QEELAEL-VSFVPT---T-LNNG-TSI--PDFPS-A-RQRAE-LV--RRTAVF-A-----LT----P-EA-----D-K--WVTMVSVPAG-----------LD--A---T-G-RG-G-NVFTYTSITR----T--------GTP----P---------V------PSTVLY--------SPD---IPAP-FSIY--E-VD--K-V--QI--------PE--------S---------IS----------A---RG--------------
WP_096179030.1 -----------------------------------------------------------------M-V-------------------F--ES-AVYTDVT-S--D---ES----VD---R-----LD-G--FGFQ--A-VS--DGID--GADRAVV-VSDL-----L-HVKS-RSW--PFD---R-DET-E-HP--PTAVYL-R-----------G-ER-------G--FYFSRGIATG-----------KT--N---S-G-RD-G-NQLTQAVVTR----D---E----DDI-H--P--Y----R--------PAQICA--------AKN--------WKLE--K-ES--S-L--RS--------EK-W---F--A-P----L--EI--------------DE--------------
WP_018023270.1 ----------------------------------MN-----------------------------C-S----------------------GF-FTYASFS-K-----------------G----GRG-G--WQVG--Q-SD--G-LS--DSEIEAL-LKWTPT---Q-IDTG-IPL--PKYPS-N-EQVTQ-FI--RRTAWL-D-----AP----W-GQ-----G-D--KALFYSTPAG-----------ED--A---S-G-RQ-G-NVFSQVYVFR----N--------GDA----P---------H---FR-PSDLLA--------SPD---FAQV-FGAV--A-VN--T-H--TV--------TM-E---Q--C---------RV----------Q---PG--------------
WP_101600910.1 -----------------------------------------------------------------M-V-------------------F--DT-TIFTDVA-R--A---ES----VD---G-----AA-G--FGFQ--A-VS--VGID--GADRSVI-TETL-----Q-HGIS-HRW--PSG---D-DEL-E-HP--PTAAYH-H-----------K-HG-------R--HYLSRGISTG-----------RT--V---S-G-RR-G-NQLTQTIVTR----D---A----SDI-L--P--Y----R--------PAQLYA--------AGS--------WALR--H-AA--S-R--EC--------EQ-W---Y--A-P----L--EI--------------AP--------------
WP_072537017.1 -----------------------------------------------------------------M-T-------------------R--HQ-VIYTSCK-R--G---------ID---G--V--ND-G--QQIY--S-YD--RDFK--KIDGDEV-RRLF-----S-YNIP-DLA--LGQAM-D-EDLAKDQP--QSFTYR-L-L---------E-NG-------L--AALALNTYLG-----------RD--YMGEA-G-RF-G-NFLSHVVVFD----K--------DDF----N--T----Y--------PIEFLG--SHI-L-RES--------MDFD--E-VN--L-D--QT-P-DF-L-PA-P------E---------LE--------------KG--------FG----
OUT61367.1 -----------------------------------------------------------------M-S-------------------V--DQ-ITYGSVD-R------MR----MK------------G--YQII--G-KS--AGID--QAMS----SSFC-----K-WAPS-HSS--LEVDQ---FENNV-DA--WGLSYF-P-I---------N-DQ-------Q--FALARSVHGA-----------PE--Y---S-G-RG-GLTVMTRALVLN--R-Q---Q--M-RQY----E--G----Q--------VVNLAR--IAM---SLG-G-LI---LGDS--A-----N-E--VL--------EP-F------E---------IP--------------EN--------------
OUU82773.1 -----------------------------------------------------------------M-S-------------------L---Q-YIHTSAR-R--G---------LE-P-G-----KS-G--FCCV--A-RD--RDLP--ADLEKEL-EKLS-----R-YEHI-PGK--------S-------SP--VILRHL-A-L---SS----R-TG--NY------HILTCLRDSG-----------TD--Y---S---KR-N-NHIAHHLAFT----E--------DEI-P--V--L----P-D------PATILL------F-WNG--------WKDS----WI--E-P------------PR-I----------------LQ------------------------------
PKB09493.1 -----------------------------------------------------------------M-S-------------------L--PQ-LHYE-------G---VT---------G-------------FA--A-VT--PGVP--EALLREA-EPIL-----A-YEPP-PGP--------------G-CP--EALSLS-L-L---------S-DG-------S--RLLARAVRT----------------A---S-G-------FHAHAVHLP--G-E---A----G------G--A----L--------PVTAWG--------SAG--------WRER--A-PA--D----GP-LPVP-L-PA-L---D--R-I-------PP--------------PG--------------
WP_089000279.1 -----------------------------------------------------------------M-T----------------GR-F--ES-LIYTDCR-Q--G---QG----LR---G-----TP-G--LQFQ--A-RS--AGAD--RSAEAVV-QRNL-----L-YEPP-PRW--MRE---R-RPVSE-YP--VSFAH--V-----------Y-DG-------L--FATASGVYLG-----------RE--S---V-GGRE-G-NQLTHAIVTD----D---P----AAY-G--L--V----R--------PAQLFG--------APF--------WTVE--P-AP--D-T--RC--------PR-L---E--P-G-------WQ--------------PG--------------
WP_027344127.1 -----------------------------------------------------------------M-T----------------GR-L--EM-LIFTDCR-A--G---EG----LE---G-----GA-G--LQFQ--A-RS--PAAD--EQAMAVV-RADL-----L-YQPS-DEF--MRT---R-RAVAD-FP--PSFAY--V-----------C-DT-------I--MAASAGVYLG-----------KE--A---S-GHRQ-G-NQLTHCVFSP----D---A----AAY-A--K--V----R--------PAQLFG--------ARF--------WRDR--P-AD--G-T--AL--------PP-L---E--A-G-------WV--------------PG--------------
WP_045745420.1 -----------------------------------------------------------------M-S----------------GS-F--HT-YVYTNCR-A--D---DG----LQ---Q-----RD-G--FQFQ--A-VS--PAAD--RSAMPLI-QRHL-----L-YEPA-PQW--MRE---R-RPVTD-YP--PSLAH--V-----------R-DG------GL--YATAAGVYLG-----------QE--P---T-GGRE-G-NQLTHAIATG----D---P----GSY-G--L--V----R--------PAQLFG--------APF--------WTGV--Q-VP--G-K--QC--------PP-L---E--P-G-------WQ--------------PG--------------
WP_075728933.1 -----------------------------------------------------------------M-S----------------------GS-FNFASFS-GRGA------R-------G----GRG-G--WGVG--T-VV--GDLG--RDQVRDL-VTYVPT---S-LGGG-QSI--PKFPS-P-EMRAR-FL--RRTAVF-S-----LS----A-DA-----S-S--WITMVSVHAG-----------TD--A---T-G-RG-G-NVYTLTNVMS----T--------AIP----P---------A------PELVLY--------SPD---IPAP-FSIH--E-VD--T-A--PV--------PR--------E---------IV----------Q---PG--------------
WP_014011376.1 -----------------------------------------------------------------M-S----------------------GS-FSYASFS-P--R------D-------D----RPG-G--WSVG--Q-SS--GELS--PMWKDEI-IAYIPT---Q-ISDP-VTL--SSFPD-K-ADLAR-RL--RRFAWL-P-----AP----W-EP-GGSAD-T--GVFFASSPAG-----------QD--A---S-G-RP-G-NVFTYALVSD----A--------GEL----P---------Q---HH-AVKLMF--------SRS---VPAP-YGKR--K-VD--D-A--VL--------PELG---PGFS---------GA----------E---PS--------------
WP_018019435.1 ----------------------------------MSAPLSQQ-----------------------V-L----------------------GT-FSFASFG-R--S------A-------T----RAG-G--WGVG--A-TT--GRIT--QQLIQKL-RPTIPS---A-LVDG-IRY--RNYPS-S-AEIAH-LN--RRFAWL-P-----VI----D-DT--GA-E-V--WAFYASCHAG-----------QD--S---S-G-RP-G-NVFTFVQVHD----S--------GEQ----T---------D------PIRMMY--------SPQ---IPVP-FGKR--E-VD--A-A--SL--------PA--------E---------LT----------E---PG--------------
WP_052844786.1 -----------------------------------------M-----------------------L-N----------------------GT-FSYASFS-R--R------D-------D----RTG-G--WGVG--Q-RT--GVVD--ENLANNL-RKWIPS---S-IVGG-ENP--GNYPS-A-EVIAR-LP--RRFAWL-P-----RA----E-QD-LGPQP-G--FVFYASAQAG-----------QD--S---T-G-RP-G-NVFTFAQVCG----E--------VSM----G---------D---YH-PAEFMY--------SPE---IPTP-FGKT--Q-VD--N-A--EI--------PA--------E---------LT----------V---PG--------------
WP_093562468.1 -----------------------------------------------------------------M-T----PG------PAAGT--V--AQ-LYYTSCE-R--G---LS---------G-----FA-G--FQFN--A-VS--PGVT--TEAMHTV-ESLA-----G-YDPP-RPL--AESET-P-GQLAH-CP--VTLCFS-PAP---------S-GPASGP---G--ATLLHVRYVG-----------RD--S---A-R-RF-G-NYFAHALHAPSAE-E-F-A----AAC-G--G--R----L--------AIEFWG--------SGV--------WTAT--E-SA--H-P--RL--------PP-LGGDA--G-P-------VP--------------PG--------------
KHD11963.1 -----------------------------------------MKQ--LKKI---------------I-G-------------------F---Q-LHYTSCR-Y--G---RS---------G-----QA-G--FQTR--A-MS--SDIK--PDEQRAV-EPLG-----I-YQPP-RNT----------EAAQY-FP--KAYRNA-Y-L---------G-TG-------R--LAIIKSAYVG-----------QD--Y---T-R-RL-G-NYFSHALIIK--D-R-L-P----DDI------------W--------PVDLYE--------WDG--------WKDK--L-LP--A-E--DT-E--D---AS-F---E--L-P-VV-T--LT--------------PD--KK----AY----
PHS09131.1 -----------------------------------------------------------------M-N-------IQ----------V--EQ-AVFTSAR-T--T--------------R-----QE-G--YQLV--S-TS--PGIT--AENAHQL--------T-I-WGPA-HDS--------L-LRDDL-SA--SSVNFH-P-I---------S-AD-------K--YCISRTIAGQ-----------SE--Y---S-A-RS-GRQVYTHCLIID--R-E---N--F-AKF----A-------N-N------PFRVLS--AAT---ASG-E------MRLK--T-VY--P-P--RM--------QT-L------R---------LF--------------PV--------GK----
WP_018554808.1 -----------------------------------------------------------------MKT-------------------L--AQ-LHYTSAT-D--GDEPAS---------G-----GAEPIPARFT--A-VD--AAIP--ASVLTEA-GPLL-----A-YEPP-AGT--GPGLP-D-AALRA-LP--DSLSYS-V-L---------S-DG-------G--HLLARTVASR-----------SG--R---T-S-RV-G--FHAHAVHLP--P-G---G----RLP-G--G--V----L--------PITACR--------AAR--------WAAA--T-PG--R----PL-P------DP-L---A--T-L-------PG--------------AT-----------GHH
WP_068133906.1 ----------------------------------------------MNT----------------L-T-------------------V--EQ-AVFASSD-R--G------R--LK------------G--YQLV--A-RS--SGID--AALGQEL--------C-R-WAPT-KFP--------S-HDSEQ-----WTLNYY-P-I---------N-QD-------R--VAVTRTVLGG-----------PE--Y---S-G-RG-G-TQVVTLILVL----D-K-P-TF-VAY----G--C------N------PIHVAK--HAL---AMG---ALS--LPLE--L-VH--D----AL--------PP-----A--T---------LP--------------SE--------------
WP_013564717.1 MNTVRPVPISALV--------------------------------------------------------------------------A--DQ-AIFTSLR-R--G--------------G-----MS-G--YHLV--S-RS--PGLT--EGEAREI--------A-T-TAPS-HDS--------L-IVDAN-NT--VSVNFQ-F-L---------A-SQ-------R--YALSRTCQGH-----------PE--Y---S-G-RG-GRQLYTHFLIFS--P-D---V--L-RYV----H-------F-Q------PFHLYR--DAL---TRG-L------LHYR--P-HP--S-Q--QL--------PR-I------Q---------FS--------------SL--------YP----
WP_040705664.1 -----------------------------------------------------------------M-A-------------------F--DS-LLYTECR-V--E---TS----VH---G-----RE-G--MQFQ--A-ES--SGVS--PEMEQAV-VAHM-----L-YRPG-ADL--MAA---R-APVAD-YP--LSFAYRRV-----------R-DL----------HYLAVGRYLG-----------TD--S---R-G-RE-G-NQLTHCLVTA----D---A----EDI-R--P--M----R--------PAQLFG--------ADA--------WSSA--A-HT--S-T--EL--------AP-V---S--A-P----L--LV--------------AE--------------
WP_050054084.1 -----------------------------------------------------------------M-A-------------------F--DV-ATYTDVA-A--S---EA----VD---G-----VD-G--FNFQ--A-VS--SGVT--GADQQQI-RARL-----L-HRIV-PSW--ALG---N-DAL-R-HP--ATCAYI-V-----------Q-GG-------R--FYLSRGESTG-----------DT--N---S-G-RP-G-NQITQAIVTS----D---P----DDF-V--P--Y----R--------PAQLYG--------ATH--------WKLE--K-AP--R-S--SA--------DP-W---I--T-P----L--EI--------------RP--------------
WP_005394499.1 -----------------------------------------------------------------M-A-------------------F--ET-AIYTDVT-A--E---ES----VD---S-----MA-G--FGFQ--S-VS--DGID--GTARAVI-VEKM-----L-HSIS-PYW--NTS---L-EET-D-HP--ETFAFL-V-----------Q-GD-------R--LYFSRGKSTG-----------RT--A---S-G-RR-G-NQITESAVTD----D---V----HDI-S--P--Y----V--------PAQLLL--------SSE--------WTVE--K-RA--S-K--NA--------GK-W---F--A-P----L--DI--------------PE--------------
WP_059061848.1 -----------------------------------------------------------------M-A-------------------F--HT-AIYTDVT-R--D---ES----VD---G-----ED-G--FNFQ--A-IS--EGIT--GRERQAI-RERM-----L-HRIS-GQW--PVE---R-DER-E-HP--PSCAFA-V-----------I-DD-------G--YYFSRGISTG-----------TT--N---N-G-RR-G-NQLTQAAVTG----A---A----DDL-Q--P--H----R--------PAQLYG--------AKR--------WALE--K-AD--G-T--VC--------EP-W---F--A-P----L--EL--------------DP--------------
AUG76307.1 -----------------------------------------------------------------M-A-------------------F--QQ-LYYTSCE-H--G---LS---------G-----FA-G--YQFN--A-VS--PETS--AETMRLV-EALT-----A-YEPP-RSL--LGAQT-P-EELAR-CP--VNLVHV-P----------------GSP------ALSAQVRYVG-----------RD--S---S-R-RV-G-NYFAHALGSP----D-F-A----RDA-G--G--L----L--------GIELWG--------SAA--------WSST--P-AT--G-T--RL--------PE-L------G-A-------VP--------------AG--------------
WP_067654758.1 -----------------------------------------------------------------M-A-------------------F--SS-LLYTEAT-V--D---RS----VH---R-----RE-G--MQFQ--A-ES--ADAT--PEMEQAV-LAHL-----L-YRPN-QGL--MAA---D-TPIDE-HP--LSFCYYRV-----------R-DH----------YYLATGRYAG-----------RD--S---R-G-RA-G-NQLTHCLVTG----A---P----DDI-R--P--A----R--------PAQLFR--------SGA--------WLTR--P-AE--S-T--RL--------EP-V---A--A-P----L--HV--------------AE--------------
WP_033322584.1 -----------------------------------------MRPALNFCVRLRRWAQIARIGG--M-A-------------------I--RE-LSYVLRR-D--P---GT---------G-----DD-R--LTPV--------TAVP--DGVPGHLMERVI-----A-ATHR-AEP--AVGAA-------------LSYTRL-P-H---------R-DG-------G--GLLCSARPDE-----------KS--A---G-L-RV-D-AQYA--------A-G--------DDA-T--W--P--H-L--------PVDAWR--------P----------ATLR--R-PD--D-E--PF--------------------A-------EP--------------GR--------------
WP_016431979.1 -----------------------------------------------------------------M-A-------------------I--RE-LSYVLRR-D--P---AS---------G-----AD-R--FTPV--------SEVP--EGVPDDLMQRVI-----A-ATHR-AAP--ALGAA-------------LSYTRL-P-H---------R-DG-------G--GLLCSVRPDE-----------ES--D---G-L-RV-D-ARYE--------A-G-E-P-E--DDR-R--W--P--------------VDAFR--------R----------STLD--R-DG--G-T--GF--------------------A-------PR--------------DW--------------
WP_098245459.1 -----------------------------------------------------------------M-A-------------------I--RR-LSYRLGQ-E--P---HT---------G-----SR-R--LIPAPGG-QGRRPTEPGDEEVAAAV-ERVI-----G-TGVG-TGADVEAGAEHR-GDGAD-TACELSYSLL-P-------------DG-------G--RLLCAA----------------L--P---G-Q-RV-E-ALHL----------G-P-D----TPG-P--G--P--Q-W--------PIDTWS--------AAS--------WEPG--A-PETLG-A--GFVE--S-ELPA-A-E------P-------AA--------------AR--------------
WP_009526733.1 -----------------------------------------------------------------M-A-------------------K--HQ-IIYTSCM-R--G---------ID---G--V--ND-G--QQIF--S-YD--ESFA--DGKADEV-KSLF-----T-YQVP-ALP--AGTLM-S-EEIALTMP--VAFSYR-L-L---------K-SG-------S--ASVTLNTYLG-----------RD--YMGSA-G-RF-G-NHLSHSVVCD----F--------SDF----D--I----Y--------PCELYA--STT-L-RSS--------MTYE--E-VN--N-P--EP-P-AY-L-PT-P------E---------LI--------------KG--------YV----
PHX78035.1 -----------------------------------------------------------------M-A----------------------LE-LIYTSAV-R--G---LR-A-------G-----TS-G--FCTV--A-MT--KGLP--PALVPRL-EALG-----G-YR------------A---GPSGS-GP--NAYCFW-R-V---------E-TA-TGI---A--HVLSIVGPAP-----------PD--H---T---AR-S-NKIATYLVLA--------P----DEL----V--P----A-G------PAWLLS--------QPA---LLRSEWSGA--P----------AW-I------DT-P---V--R---------VP--------------TT--------------
SEH00144.1 -----------------------------------------------------------------M-A-------------------W---Q-LHYTSAA-A--G---PS---------G-----RA-G--FQVV--A-ES--PGLP--AGPGARV-TPYL-----T-YRPP-PSA--PAAPS-P-EEIRA-MP--VAMSYG-P-A-----------DD-------H--YALVRCHYLG-----------RD--Y---S-G-RY-G-NFFGHALVLA--------G----DDL-V--G--V----R--------PIEFWR--------APL--------WADT--PVTP--G-A--SL--------SE-L---A--E-L-------MP--------------GT--------------
WP_054716519.1 -----------------------------------------------------------------M-E-------------------I--LQ-AYYTSCK-Y--G----------Q---S-----GS-G--FQFY--S-YS--EGLS--SDELDEI-ASFV-----D-YVAP-TNL--PTNPS-P-EEIERDFP--VAFSYF-R-L---------A-SG-------R--VGVVQSVALN-----------HD--Y---T-G-RP-G-NFFAHVLILK----D--------GEF----P--F----L--------PIKLYK--SES-L-RRN--------LSQQ--E-WA--I-E--EI-P--PKL-PV-L------N---VS-D--LE--------------LN--------DQ----
AKA68369.1 -----------------------------------------------------------------M-K-------------------I--QQ-LLYTSCK-K--G---------LS---S-----GA-G--FQTY--S-MS--KGIT--EEERKEI-ETYC-----V-YIPP-DNL--PTQPT-E-EEIEKLFP--LSFSYF-I-L---------K-SG-------K--YCISQGKYIG-----------RD--Y---S-G-RY-G-NYICHVLI-F----D--------NPC----D--F----Y--------PIELYK--SIS-F-RGS--------LTLE--E-QN--A-S--CI-E--Y-L-PE-L------D------H--IH--------------LG--------NV----
WP_053240737.1 -----------------------------------------------------------------M-K-------------------I--YQ-LYYTFCK-K--G---------LS---S-----GK-V--FQTY--S-MS--SGIS--EKEKGEI-ERHC-----F-YIRP-EGL--SSA------------P--VSFSFF-K-L---------K-NG-------K--PCICRTKYRG-----------ID--N---S-A-KV-G-NYFCHVLIWE----N--------KEL----P--F----Y--------PIQLYT--SKI-F-KDE--------LTEE--E-EN--A-Q--EI-K--P-L-PI-L------N------N--IP--------------KE--------EF----
WP_014153312.1 -----------------------------------------------------------------M-S-------------------L--PQ-LHYTSVA-S--GDA---------------------VPAGRFT--A-VD--PAIA--GPVRAEA-APLL-----A-YDAP-EGT--PDRLT-D-TRLRS-LP--VAFAFA-A-L---------S-DG-------S--HLLSRTVATA-----------TG--G-------------FHAHAVQLP--P-G---V----AIP-G--R--V----L--------PVAAWG--------AAG--------WLSA--T-PD--R----TL-P------DP-L---T--T-M--AGAHGPS--------------QG--------------
WP_094418663.1 -----------------------------------------------------------------M-L-------------------V--EQ-ITYGSAN-R------SR----MQ------------G--YQII--G-QS--AGID--ATLS----TSFC-----K-WAPS-HNS--IETTP---NRDLQ-SA--WGLSFF-A-L---------S-DS-------H--HAVARSIHGA-----------PE--Y---S-G-RG-GFSVVTNALVAT--R-R---Q--L-MQY----G--F----H--------AIDFAR--TAL---ALG-H-LI---LPAD--E-----N-H--QL--------PQ-S------E---------MT--------------DK--------------
EFL18295.1 -----------------------------------------------------------------M-N-------------------L--PQ-LHYAGG---------PE---------G-----SG------FT--A-VT--PGVG--GELLREA-EPLL-----R-YEPP-LRA--PS---------AG-FP--EALSLS-V-L---------S-DG-------S--RLLSRAVHTGAGFDFESGYGYGD--G---S-G-AG-A-DFHAHAVHLP--E-P-A-G----AGP-A--R--P----L--------PVTAWG--------SAQ--------WEER--T-PA--G----GP-P------PP-L---E--R-I-------PA--------------PG--------------
WP_037687853.1 -----------------------------------------------------------------M-N-------------------L--PQ-LHYAWAP-P--G---PE---------G-----SG----FRFT--A-VT--DGVP--GALLREA-ERLV-----A-YEAPEPGG--------------E-VP--QALSLS-L-L---------S-DG-------S--RLLARAAYTG-----------GD--G---T-G-------FHAHAVHLP--Q-R---A----GSG-PVRG--A----L--------PITSWG--------SPQ--------WASR--T-PP--G----GP-P------PP-L---G--A-V-------PV--------------PG--------------
WP_071963824.1 -----------------------------------------------------------------M-N-------------------L--QQ-LHYTSTA-T--AG--PD---------G-----SG----FRFT--A-AS--PELP--ITLLGEA-EQLI-----G-YEPP-TDA--PDCPS-P-EELAG-FP--VAFSHN-R-L---------S-DG-------S--RLLCRTIRTG-----------PG--R---G-G-RH-G-NFHAHAVRLP--E-G---G----GLP-G--G--L----L--------PIEAWE--------SPS--------WADR--T-PG--D----GA-P------EP-L---A--A-L----T--PA--------------RR--------------
PAW85721.1 -----------------------------------------------------------------M-P----------------------LQ-LIFTSAP-R--G---LV-A-------G-----RS-G--FCTV--A-RH--ASLS--ERLTQQL-EALG-----TPHD-------------------DV-VG--ATFTFR-R-L---------E-TG-GQA---W--YVLSRFVARG-----------LD--Y---S---QR-D-NRLAHHLVFT--------A----EEA----A---------V-L-PP-PAALAL--------RWN---GWKDAWTEE--P----------TW-L------KE-D---A--R---------PL--------------PL--------------
WP_095741743.1 -----------------------------------------------------------------M-Q-------------------V--EQ-ISYGSLK-R------RR----MK------------G--YQII--G-KS--PGVD--ATVS----SEFC-----K-WAPS-HNS--LEVAS---DAAAQ-DA--WGLSFF-P-L---------S-DY-------F--YAVARSVHGG-----------PE--Y---S-G-RG-GLAVVTIALVMS--R-K---Q--L-VAY----E--F----H--------AVDTAR--TAL---ALG-N-LI---LQLD--R-----D-E--TL--------PT-V------T---------LT--------------GR--------------
WP_077026942.1 -----------------------------------------------------------------M-S----------------------FE-VVYTSVR-R--G---LR-T-------G-----AK-G--FCTV--A-AT--EGIP--RALHEKL-ESLS-----G-YRH---------SEA---AAGGA-PP--VNHSHL-I-V---------R-VQ-RKI---Y--HVVSRIADAG-----------ID--C---S---GR-T-NKIAHHLALT--------S----SET----AQYP----H-G------PVSLFT--------DDG---FWCESWDDD--P----------EE-L-------P-P---R--N---------LP--------------SG--------------
WP_063973810.1 -----------------------------------------------------------------M-S-------------------F--ES-LIYTDCL-S--T---ES----VH---G-----DS-G--FAFQ--A-VS--PGAG--TEIQNKV-QNNV-----L-YRVP-GAL--RAV---G-TPVED-YP--PSFAYWSD-----------E-TD----------YLLAVGRYMG-----------KE--S---G-G-RD-G-NQLTHALATS----S---A----ADI-L--P--A----L--------PAQLYD--------AGV--------WLAE--K-AP--S-T--RL--------DP-I---P--A-P----L--LV--------------SE--------------
WP_078543661.1 -----------------------------------------------------------------M-S-------------------F--LH-LYYTSSK-T--G---------MN---G-----GS-G--FQTY--S-MS--PGIS--PEEKEEI-ERIG-----M-YTPP-NGL--SQMAD-V-ETIENTYP--KSFYYY-P-L---------K-SG-------R--YAIGVSQYVG-----------KD--Y---S-G-RY-G-NYFSDTVVFE----K--------NDL----R--G----L--------PMEYFK--SHG-F-RAK--------LTKE--E-EE--S-L--ER-P-LP-L-PI-T------L------Q--LL--------------KG--------EY----
WP_008098874.1 -----------------------------------------------------------------M-S-------------------F---Q-YIHTSAK-R--G---------LE-P-G-----KS-G--FCCV--A-RD--RDLP--PDLIAEL-ESQS-----R-YTSD-SKG--------G-------HP--LILRYR-I-V---TL----R-SG--VY------HILSRIHESG-----------TD--Y---S---KR-N-NHIAHHLAFP----S--------SET-A--G--L----P-N------PAAILL------N-WRN--------WREK----WE--E-P------------PR-I----------------LE------------------------------
WP_006246539.1 -----------------------------------------------------------------M-S-------------------F--RA-LLYTDCR-A--D---ES----LR---G-----LT-G--YQFQ--A-AS--PAAR--PADEMIM-MQEL-----M-YRPS-PDL--MAR---E-APVSE-YP--PSFAYYRS-----------A-DG----------YALATGIYLG-----------QV--S---GDG-RQ-G-NQITHGLFTD----E---A----DDL-A--G--T----R--------PAQLFG--------ADF--------WVRE--K-QP--S-K--RL--------PD-I---E--P-P----L--LY--------------DD--------------
WP_052038875.1 -----------------------------------------------------------------M-S-------------------I--EV-AIYTDVT-T--E---ES----VD---G-----VD-G--FNFQ--S-VS--PGID--GTRRRRI-REVM-----L-HRSD-PHW--PQD---R-PET-D-QP--QTAAFS-R-----------N-DG-------E--YTFSRGLSTG-----------TT--A---N-G-RR-G-NQLTQAIVTA----D---R----ADL-E--P--Y----R--------PAQILG--------AEE--------WKLE--K-AP--S-K--KS--------EP-W---T--T-P----V--QV--------------RP--------------
WP_048037372.1 -----------------------------------------------------------------M-S-------------------K--HQ-IIYTSCM-R--G---------ID---G--V--ND-G--QQIY--S-YD--ADFQ--DSKSQDV-RSLF-----T-YQTP-ALE--AGVVM-S-EEIALTMP--KAFIFR-K-L---------D-NG-------T--CAVTLNTYLG-----------RD--YMGST-G-RF-G-NYLSHSIICS----E--------EEY----A--Y----Y--------PCEFYG--SEM-L-RDS--------MTYE--E-VN--N-S--EK-P-LY-L-PV-P------E---------LL--------------RG--------YY----
WP_024494939.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAT-A--GDG-PE-S-------G-----EDAEIPARFT--A-VD--AAVP--AAALTEA-GPLL-----A-YEPP-AGT--ARQVT-E-NALRA-LP--ESFSFS-A-L---------S-DG-------S--HLLARTVPVR-----------TP--R---L-S-SL-R--FHAHAVHLP--A-G---T----PLP-G--G--M----L--------PITACR--------SAR--------WSAA--T-PD-------RV-P--A-V-DP-V---T--A-L----S--VA--------------TG--------------
WP_073785338.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAS-A--ACAGGA---------G-----GG----ARFT--A-VS--AGLP--TQVLADA-EQLL-----G-YEPP-AGA--SHHPT-T-EEIRS-FP--EAFGFS-A-L---------S-DG-------G--HLLSRTVAVA-----------GQ--------G-TV-G--FHTHAVHLP--A-G---T----RLP-G--D--A----L--------PITAWR--------SPN--------WATT--P-PD--G----GA-L------GR-I---S--A-L-------PA--------------SS--------------
WP_093705090.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAA-D--GD--GT---------G-----EDGPTTARFT--V-VD--ASIP--ASVLTEA-GPLL-----A-YEAP-RGT--PERLT-D-AALRA-LP--EALSYS-L-L---------S-DG-------S--RLLARTVAVR-----------SP--R---S-S-AL-R--FHAHAVHLP--G-G---T----RLP-E--G--T----L--------PLTACR--------SAR--------WASG--T-PD--R----PH-P------DP-L---A--A-L-------PA--------------TT-----------GNE
WP_030900988.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAP-R--G---GA---------D-----AP-G--AGFT--A-VT--PGVS--RELRGEA-ERLL-----A-YEPP-RDA--PPHPS-A-AELAA-FP--TALSHS-L-LA----------DG-------S--RLLARAVCTG-----------VD--H---S-G-RW-C-AFHAHAVVIP--------Q----DAE-LPGG--A----L--------PFATWE--------APQ--------WASA--A-PV--D-G--RV--------VP-Q---A--S-FDAA---PAP--------------GG--------------
PJT46684.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHHTSSG-P--G----------------------------LA--A-VS--PGVP--PGIRKAA-EHLF-----G-YVPP-RGT--PPHPT-P-AEVDR-LP--TAYALT-A-L---------E-DG-------S--LLLSHTAPVA-----------AG--G---P-A-GL-T--AHTHAVHLP--H-G---A----ALP-D--D--A----L--------PVFCWG--------APQ--------WART--T-PE--G----GV-P------KP-V---A--A-F--T----PA--------------RE--------------
WP_093542234.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTAAS-A--ASADDD---------G-----GG----ARFT--A-VS--GGLP--TQVLAEA-EELL-----R-LEPP-ADA--PHRPT-S-DQLRS-LP--EAFSFS-A-L---------S-DG-------G--HLLARAVAYA-----------GPSSG---P-G-TL-G--FHAHAVHLP--A-G---T----RLP-E--D--A----L--------PITAWR--------SPS--------WSST--P-PA--G----GA-P------ER-I---S--A-L-------PA--------------SA--------------
WP_030350718.1 -----------------------------------------------------------------M-S-------------------L--AQ-LHYTSAP-Q--G---PDGPDGPDGPDG-----PG----SRFT--A-VT--PGIP--RSLLNEA-EPLL-----G-YEPP-RDA--PEHPG-A-AELAA-FP--QAFSHT-L-L---------S-DG-------T--RLLARAVRTG-----------AN--G---G-G-PA-G-S-HTHAVLLP--G-D---A----GLP-G--G--G----L--------PISAWN--------SSR--------WASA--A-PV--G----GS-P------AQ-L---E--A-L-------PP--------------SG--------------
WP_028128959.1 -----------------------------------------------------------------M-S-------------------L--HQ-IIYTSCR-C--G---------IR---G--A--GD-G--LQIF--S-HD--RQFP--QSMIAEV-QNMF-----S-YTHP-RLS--AGQSM-T-DELAKAMP--SSFFYR-F-F---------R-DG-------S--CALAQNTYLG-----------HD--YMGAT-G-RF-G-NYMSHVIVFQ----K--------QLT----Q--Q----Y--------PCEFWE--SPM-L-RRA--------MKYE--E-VN--D-P--NV-P-AY-L-PE-P------T---------GE--------------PG--------SM----
WP_072949111.1 -----------------------------------------------------------------M-S-------------------L--HQ-VIYTSCM-R--G---------IK---G--V--ND-G--QQVF--S-YD--SQFT--DSDNDEV-KSLY-----S-YKPP-ELD--PGVRM-S-EEIALTLP--KSYIFR-R-L---------D-DG-------R--CTLSLSTYLG-----------RD--YMGSA-G-RF-G-NHLSHVIVAD----Q--------EDF----K--S----Y--------PCEYYG--GSS-L-RDH--------MEFE--E-VN--N-P--DP-P-EY-L-PA-P------T---------LD--------------KG--------YT----

================================

GAP1-M

FINAL ------H-H-H----H---HHH-HHH--H--H---------------------H-------HHHHHH-H-H----H--HHHHH-------------------E---EE----E--E----------------EEEE---HHHH-H--HHHHHHHHHHH-------H-HHHHH---EEEEE------------------EEEEEEE-------------------------------------------E--------EE---------E-EE--------------------------------------------------
ALIGN --------H-H----H---HHH-HHH--H--H---------------------H-------HHHHHH-H-H----H--HHHHH-----------------------EE----E--E----------------EEE------HH-H--HHHHHHHHHH----------HHHHH---EEEE-------------------EEEEEE-----------------------------------------------------EE---------E-E---------------------------------------------------
HMM ------H-H-H----H---HHH-HHH---------------------------H-------HHHHHH-H-H----H--HHHH--------------------E---EE----E--E----------------EEE------HH-H--HHHHHHHHHHH-------H-HHHH----EEEEE------------------EEEEEE--------------------------------------------E--------EE---------E-EE--------------------------------------------------
FREQ --------H-H----H---HHH-HHH--H--H---------------------H-------HHHHHH-H-H----H--HHHHH------------------EE---EE----E--E-------------------H--HHHHH-H--HHHHHHHHHH-------HH-HHHHH---EEEE-------------------EEEEEEE-----------------------------------------------------E---------E-HH-H----------------------------------------------HH
PSSM ------H-H-H----H---HHH-H-------------------------------------HHHHHH-H-H----H--HHHHH--------------------------------E----------------EEEE-----HH-H--HHHHHHHHHHH-------H-HHHHH----EEE-------------------EEEEEE--------------------------------------------E--------EE---------E-E---------------------------------------------------
WP_085494889.1 Q-V-Q-P-L-E----L---LSE-LKI--D--E---------------------R-------IFKQLL-F-A----L--TNAAT-G--------R------KKV---YV----A--L----------------DVPI--DKLSA-Y--AARLLEVLFQSL-----PY-AYRRMLG-FMTYSKEPESKK---------G-IHVMFVEK-G--S---LR--A-----N----DR---------NI----ERE--------YI---------F-DL-A-AG-------------------------------------------RM
WP_053491362.1 S-N-Q-A-APA----L---LQE-LGI--D--E---------------------K-------VFKQLV-Y-A----C--ISAAA-G--------K------KKV---YI----V--L----------------DVPV--EQLSA-K--AEQLLFVLFGRL-----PY-ALRRVLG-FVTYAKEPQSKK---------G-LHVMFVEK-G--G---LR--L-----G----DR---------SI----EKD--------YL---------F-EL-A-AG-------------------------------------------RV
OMG48224.1 G-L-P-A-G-E----L---LDE-LKL--D--E---------------------K-------SFKRLL-F-A----V--MTAVGEG--------R------KKV---YV----A--L----------------DVPA--EQITQ-Y--AAALLKVLFACL-----PF-EQRRRFG-FLTYAKEPQSRK---------H-IHLQFVER-G--S---LR--P-----G----DR---------EI----EKE--------YV---------F-DL-A-AG-------------------------------------------RL
WP_028547019.1 V-A-D-P-I-A----W---LGS-IGM--D--E---------------------T-------RFKQLL-F-A----V--MSSVA-S--------K------RKV---YV----A--L----------------DVPI--EHITK-T--ATRLLGVLYTCL-----PY-AFRQTLG-FITYAKEPQSRK---------G-IHLTFVEQ-G--S---LR--P-----N----DR---------NI----DKD--------YT---------F-DL-V-SQ-------------------------------------------RV
WP_052676055.1 P-I-E-R------------LAS-LNI--N--E---------------------K-------IFKQLL-F-A----V--MTASS-S--------K------KKV---YV----A--L----------------DVPA--QQISA-K--ATQLLEVLYASL-----PY-EFRRQLG-FMTYANEPQSKK---------G-VHLMFVER-S--S---LR--A-----N----DR---------NT----EKD--------FT---------F-DL-H-TQ-------------------------------------------RV
WP_068528494.1 P-I-D-A-A-S----V---LAS-LNM--D--E---------------------K-------MFKQLL-F-A----V--MTAVT-G--------K------KKV---YI----A--L----------------DVPA--EQISA-Y--AKQLLEVLYGSM-----PY-AFRKLLG-FLTYANEPQSKK---------G-IHVMFVER-G--S---LR--P-----G----DR---------NV----EKD--------FA---------F-DL-V-SK-------------------------------------------RV
WP_063231512.1 T-V-D-R-K-R----L---LGQ-LGI--D--E---------------------R-------LFKQLL-Y-A----V--MTSLT-A--------K------KKV---FI----S--L----------------DVDI--SEAAT-R--ASQLLEVLYNCL-----PY-ELRRHFG-FLTYSSEPQSKK---------H-IQVMFVEK-G--S---IR--P-----G----GG---------HS----DKD--------FL---------F-DL-A-LG-------------------------------------------RV
WP_052020486.1 P-V-H-A-Q-A----L---LAE-LHI--S--E---------------------Q-------IFKQLL-Y-A----A--MTSVA-G--------K------KKV---YI----V--L----------------DVLV--EQSAE-K--AKQLLEVLFASL-----PY-ELRRQLG-FLTYAKEPHSKK---------G-VHLMFVEK-G--S---YV----------------------------------------------------------------------------------------------------------
WP_023559201.1 G-Q-D-R-R-Q----V---LQR-LGI--D--Q---------------------T-------VFKQLL-H-A----I--MLSLS-G--------K------KKV---FI----S--L----------------PGDI--AESTA-Q--AHQLLEILYTCL-----PY-EMRRHFG-FLTYSDEPQSKK---------H-IHLMFVEA-G--S---IR--P-----G----NG---------QN----DKD--------FL---------F-DF-A-SQ-------------------------------------------RL
WP_052146961.1 R-E-Q-A-L-G----L---LQE-LKI--D--E---------------------Q-------AFKQLL-F-A----A--MASVA-G--------K------KKV---YI----V--L----------------DVPI--EQLSE-K--AKRLLALLFASL-----PY-GIRRQLG-FQTYAREPQSKK---------G-VQIMFVEK-G--S---LR--L-----N----DR---------SI----EKD--------FL---------F-EL-A-AG-------------------------------------------RI
WP_068650918.1 P-V-D-A-S-S----V---LAS-LNI--D--E---------------------K-------MFKQLL-F-A----V--MAATT-V--------K------KKV---YI----A--L----------------DVPA--EQIST-Y--AKQLLEVLYGSM-----PY-AFRKLLG-FLTYANEPQSKK---------G-IHVMFVER-G--S---LR--P-----G----DR---------NV----EKD--------FA---------F-DL-V-AK-------------------------------------------RV
WP_019422337.1 P-A-S-P-A-A----L---LAS-LGI--D--E---------------------K-------LFKQLL-F-A----I--MSSVA-T--------K------RKV---YV----A--L----------------DVPV--ESISE-N--AGQLLSLLYASL-----PY-AYRSVLG-FITYAMEPQSKK---------G-IHLTFVEQ-G--S---LR--P-----N----DR---------NI----DKD--------YT---------F-DL-A-SQ-------------------------------------------RV
WP_068613626.1 I-E-N-P-Y-E----L---LKE-LKI--S--E---------------------P-------MFKQLL-S-A----I--LSAVT-G--------G------RKV---YV----A--L----------------DVPA--AYISE-A--ALPLIELLYSAL-----PH-PVRRVLG-FVSYAKEPQSRK---------G-IHISFVER-G--S---LR--P-----G----DR---------GI----EKD--------YT---------F-DL-A-SG-------------------------------------------RV
WP_092271867.1 P-H-D-R-K-Q----W---LSR-IGI--D--E---------------------R-------IFKQLL-Y-A----V--MTSLS-T--------K------RKV---YI----S--L----------------DGEV--GAAAA-D--ARQLLGILYSCL-----PY-EMRRHFG-FLTYSHEPQSKK---------H-IHVMFVEK-G--S---IR--A-----G----TG---------IT----EKD--------YI---------F-DL-A-QQ-------------------------------------------RI
WP_003334069.1 T-G-D-K-K-Q----I---LAR-LGI--D--E---------------------Q-------AFKQLL-F-A----T--MSSLS-T--------K------KKV---FI----S--L----------------DVAI--SETST-A--ATQLLEILYGCL-----PY-EMRRQFG-FLTYTNEPESKK---------Y-LHVIFVEK-G--S---IR--S-----G----NG---------HM----NKD--------FL---------F-DF-A-NK-------------------------------------------SI
WP_018671154.1 T-G-D-K-K-Q----I---LAR-LGI--D--E---------------------Q-------AFKQLL-F-A----T--MSSLS-T--------K------KKV---FI----S--L----------------DVDI--SEASE-A--ATQLVEILYGCL-----PY-EMRRQLG-FLTYTNEPESKK---------Y-LHVIFVEK-G--S---IR--S-----G----NG---------HM----NKD--------FL---------F-DF-A-NK-------------------------------------------SI
WP_049895018.1 H-A-S-A-K-E----T---LER-LGF--D--E---------------------Q-------LFKQLL-F-A----V--MTASGEG--------R------KKV---YI----S--L----------------DVPV--EDISR-E--ALSLMQIVYSCL-----PY-EHRRRLG-FLSYVKEPQSRK---------F-IQVQFVEK-G--S---LR--P-----H----DR---------SI----EKD--------YI---------F-DL-A-AG-------------------------------------------RF
EHQ63001.1 P-A-S-P-T-A----L---LAS-LGI--D--E---------------------K-------MFKQLL-F-A----V--MSSIV-T--------R------RKV---FV----A--L----------------DVAV--EEVSE-T--ALQLVGVLYGSL-----PY-AYRRALG-FLTFSKEPQSRK---------G-IHLTFVEQ-G--S---LR--P-----N----DR---------NI----DKD--------YT---------F-DL-A-SK-------------------------------------------RV
WP_052947460.1 L-Y-N-W-K-P----L---FEK-LGI--T--G---------------------Q-------VFKQLL-Y-A----V--MMSAG-S--------K------KKV---YI----S--L----------------NVDI--TESSV-Y--AKQLLEVLFCCL-----PY-EMRRNVG-FITHSNEPQSKK---------Y-INVMFVEK-G--G---IR--P-----G----AR---------DI----EKD--------YV---------F-DF-A-NG-------------------------------------------RF
WP_051620670.1 E-N-E-Q-E-R----L---LNE-LRI--D--S---------------------K-------RFQQLL-Y-A----I--MSSTS-N--------K------KKV---YI----A--L----------------DTGV--SESSE-K--AKRLLEIIYRCI-----PY-AFRRQLG-FMTFNSEPESKQ---------N-IHVVFVEK-G--S---MR--L-----P----DR---------RI----EKD--------YL---------F-DF-P-NQ-------------------------------------------KF
WP_076172998.1 A-A-E-V-M-A----L---LEE-LHI--D--E---------------------K-------VFKQLL-F-A----A--MSSVS-G--------K------KKV---YI----V--L----------------DVPV--EQLSV-K--ARELLHVLYGSL-----PY-ALRSEIG-FLTYAKEPQSKK---------G-IHLNFVEK-G--G---LR--L-----G----DR---------SV----EKD--------YL---------F-EL-A-AG-------------------------------------------RV
WP_018758407.1 S-Q-P-Y-R-T----Q---LAQ-MNI--D--E---------------------Q-------VYKQLL-F-A----V--MASIQ-G--------K------KKV---YV----A--L----------------DVPI--ETLSH-H--AVKLIEILYASM-----PY-AYRKQFG-FVTYAKEPVSKK---------G-IHLTLMEK-G--S---LR--A-----N----DK---------NI----EKD--------YT---------F-DL-P-SQ-------------------------------------------RV
WP_010493411.1 P-E-N-P-D-R----L---LGR-LKL--D--R---------------------T-------RFLQLL-F-A----V--MASLT-N--------K------KKV---YV----A--L----------------DADV--SAGSE-E--AKRLMELVYRCL-----PY-AMRRQLG-FVTYQSEPEGKQ---------H-YHVMFVEK-G--S---IR--L-----P----DR---------QL----EKD--------YL---------F-DL-P-NE-------------------------------------------RV
WP_052339668.1 P-A-A-R-D-E----L---LQR-LGI--D--A---------------------E-------QFRSLL-A-A----V--LTAVA-T--------K------KKV---FI----I--L----------------DAEI--SESSE-L--ASRLLEILYDCL-----PL-EVRRHFG-FATYNNEPQGRK---------N-IDVMFVEK-G--S---IR--P-----G----DR---------SI----GKD--------IN---------F-DF-P-NN-------------------------------------------RF
SEF85085.1 A-G-E-G-D-K----L---LGT-LGI--D--R---------------------E-------LFRQLV-F-A----V--LSSVA-N--------K------KKV---FI----S--L----------------NTDI--SESAI-Y--AKRLLEIVYRSL-----PY-AVRRQLG-FMTFNSEPEAKQ---------H-LHVVFTEK-G--S---IR--L-----P----DR---------KI----EKD--------YI---------F-DF-A-GG-------------------------------------------RF
WP_051217355.1 P-A-A-M-R-S----V---LAK-LGI--D--E---------------------T-------MFKQML-F-A----V--MSAIA-N--------K------KKV---YI----A--L----------------DVPI--SQTSA-I--ARKLLGILYASM-----PY-AFRAQLG-FLSYAKEPQSKK---------G-IHVMFVEK-G--S---LR--P-----G----DR---------AI----EKD--------YT---------F-DL-A-AQ-------------------------------------------RV
WP_076344520.1 D-H-P-G---G----V---AHA-WET--V--T------------------G--D---A---GWAGAL-----------AESFL-A--------A------PGR-P----------A----------------FLVF--DPGQD----LLSLFVEALALI-----PP-EKRWDVE-FNTYFTQLPQGL---------T-CAWRGVVA-G------TP--L-----A----KQ---------AA----RTP--------GA-LV------I-DL-R-AA--------------------L----------------------GQ
APB71256.1 A-V-D-P-S-T----V---LAQ-LQL--S--E---------------------E-------VFKQLL-Y-A----V--MMSAA-G--------R------KKV---YV----A--L----------------NVPV--EAVGS-S--AKQLLGVLYAAL-----PY-AFRNRLG-FLTYAQEPNSRK---------G-IHLMFVEP-F--S---LR--P-----G----DR---------NV----EKD--------FV---------F-DL-SNHS-------------------------------------------RI
WP_017814015.1 S-V-D-P-I-T----V---LAE-LNI--D--E---------------------S-------LFRQML-G-A----V--MSAIH-K--------H------RKV---YI----S--L----------------NVPV--TELPM-Q--AKKLIGVLMQAL-----PY-AFRRRLG-FTTYAKEPESRK---------G-MQLLFVES-G--S---IR--T-----G----DR---------NI----ERD--------YI---------F-DL-S-SG-------------------------------------------RI
ETT33608.1 P-S-D-P-R-S----V---LSG-LGF--T--E---------------------E-------LFKALL-Q-A----V--MLSVA-G--------K------KKI---YV----A--L----------------DVPI--SDLSQ-R--AVRLTEVIFAAL-----PY-DFRRRLG-VITYAKEPQSRK---------Y-IHLTFVEK-G--S---LR--P-----G----DR---------NI----EKD--------YI---------F-DL-A-GA-------------------------------------------RF
WP_025702099.1 P-A-D----------V---LKS-LGI--G--E---------------------E-------MFKSLL-Q-A----V--MQSVS-G--------K------KKI---YI----S--L----------------SAPV--KELPG-R--AADLTEALLNCL-----PF-EFRRRLG-VITYAKEPQSRK---------Y-IHLTFVEA-G--S---LR--P-----G----DR---------AT----EKD--------FI---------Y-DL-A-AG-------------------------------------------RT
WP_099857417.1 Q-S-S-P-S-Q----I---LSA-LKM--D--E---------------------V-------VFKRLL-Y-A----V--MQSVA-T--------R------RKV---YI----A--L----------------DLPA--EEVTA-G--AKGLLRLLYTAL-----PY-AFRRQLG-FMTFAKEPQAKK---------G-IHFQFVER-G--T---LR--P-----K----DR---------NT----EKD--------FT---------F-DL-V-SG-------------------------------------------RV
WP_018883185.1 K-E-S-S-R-E----I---LTR-LGL--D--E---------------------A-------IFTKLL-Y-A----V--MMSVA-G--------R------KKV---YI----A--L----------------NTEA--EDTSK-A--AKSLLQILYSVL-----PF-AFRRKLG-FITYVKEPSSRK---------G-IHVTFTEP-G--G---LR--Q-----G----DR---------SI----DKD--------YI---------F-DL-A-QS-------------------------------------------RV
WP_002655127.1 G-V-D-L---A----L---FKQ-SQK--E--R------------------T--P---Y---LLTAWF-----------QEALD----------K------PRL---------A--L----------------------TGYGG----DESLFAQFFNLV-----PV-SLRPQFS-FSTGLRYSQRRP-----------FRFLGLES-N--H-E-EQ--R-----R-A--VR---------------SEG------L-TL---------L-DL-A-NP---------------------------------------------
WP_051478511.1 P-S-D-P-R-T----V---LSG-LGF--T--E---------------------D-------LFKALL-Q-A----V--MLSVA-G--------K------KKI---YV----A--L----------------DVPI--SELSQ-R--AARLTEVIFAAL-----PY-DFRRRLG-VITYAKEPQSRK---------Y-IHLTFVEK-G--S---LR--P-----G----DR---------NI----EKD--------YI---------F-DL-A-GA-------------------------------------------RF
WP_094017499.1 E-A-D-Q-E-K----L---LAE-LGI--D--A---------------------Q-------LFQQLV-Y-A----V--MSSVT-N--------K------RKV---YI----A--L----------------DTDI--SASAA-K--AKALLEVIYRCI-----PY-AIRRLLG-FMTFNSEPESKH---------N-VHVVFVEK-G--S---LR--L-----P----DR---------RI----DKD--------YI---------F-DF-P-NK-------------------------------------------RF
WP_076229825.1 S-R-S-I-D-RTEL-L---LSR-LGI--D--Q---------------------I-------RYQQLV-Y-A----V--MASVA-N--------K------KKN---YI----V--L----------------DTDV--TDSAE-L--AKDLLDLIYRSI-----PY-STRRHLG-FMTFSSEPEGKQ---------G-LHIVFVEK-G--G---IR--Q-----P----DR---------NV----ERE--------HL---------F-DF-S-NQ-------------------------------------------RF
WP_025333415.1 P-A-D----------V---LKS-LGV--D--R---------------------A-------IFNNLL-Q-A----I--MQSVS-G--------K------KKM---YI----S--L----------------NVPV--SELSA-R--AADLTEVLLGCL-----PL-EFRRRLG-VITYAKEPQSRK---------Y-IHLTFVEN-G--S---LR--P-----G----DR---------AI----EKD--------FI---------F-DL-A-AG-------------------------------------------RI
WP_056641465.1 K-P-A-Y-H-S----I---LTL-LNI--G--E---------------------K-------RFKQLL-Y-A----V--MAAVG-G--------K------KKI---YV----A--L----------------DVPI--KQLPD-K--AKLLLSLLYACL-----PY-AFRKQLG-FITYAKEPQSRK---------S-VHLTFVEK-G--S---LR--Q-----G----DR---------SI----EKD--------YT---------F-DF-V-ND-------------------------------------------RM
WP_014910933.1 P-L-D-R---R----R---TSA-WLR--D--R------------------A--E---E---TIRGLL---V----S--VDAAI-E--------G------GAP------------V----------------LLLA---DDEA----TAHWVAALSHLL-----PP-PLARRMS-FATYSGNPEETL---------V-HVMGVPPG-T--D---TR--G-L---R----GR------------------------F-VV---------F-DP-D-RPVPIAPPPVHTASSAHRSFTGAESAPLHEALDTFEEGPIPE-----
WP_043930432.1 I-A-E-R-D-N----L---FET-LGL--S--E---------------------Q-------IFKELL-F-S----V--FSAVT-G--------K------KKV---FI----N--L----------------GVEI--KEYAN-Y--GMRLLELISRYL-----PY-PVRRKLG-ATTYSNEAESRK---------Y-IHVSFVEP-A--V---LN--S-----H----RP---------EL----DKQ--------YL---------F-DL-A-AG-------------------------------------------KS
WP_091171406.1 S-R-S-I-D-RTEL-L---LTR-LGI--D--Q---------------------I-------RFQQLV-Y-A----V--MSSVA-N--------K------KKI---YI----V--L----------------DTDV--TDSAE-L--AKDLLDLLYRSI-----PY-STRRQLG-FMTFNSEPEGKQ---------G-LHIVFVEK-G--G---IR--Q-----P----DR---------NV----ERE--------HL---------F-DF-S-NQ-------------------------------------------RF
WP_018978026.1 P-K-T-G-A-D----K---LDE-LEL--D--G---------------------A-------SFKRLL-L-A----V--MESVN-G--------R------RKV---YV----T--L----------------NAPV--ADLSA-R--ALRLLEVLYAAL-----PP-AFRRRLG-FMTYSREPQNRK---------G-VNLTFVEQ-G--S---MR--P-----G----DR---------NI----EKD--------FL---------F-DF-F-RG-------------------------------------------RI
WP_030878351.1 R-D-T-A---RRAGTA---SAD-LAR--G--N---------------------A---A---RLVPFL---T----D--VRRLF-G--------S------PAG-R-------P--L----------------VLAE--ADPRT----VEHWIALACASL-----PG-PYARALT-FVTRTTRPHDAP---------Q-QILGIGPE-A--A---FD--R-----E----DP---------------ETL------A-HL---------Y-RV-H-DG--LG-----------------------------------------
WP_068687038.1 I-D-G-Q-A-A----V---LER-LGI--D--T---------------------D-------KLQQLL-W-A----V--MASIA-S--------N------KKV---YV----T--L----------------NVDV--SESAT-Y--AKRLTEILFHLL-----PY-ELRRHFG-FSTYQNEPQPKK---------Y-LNLIFVEK-G--S---IR--P-----G----ER---------SL----DKD--------YL---------F-DF-A-GN-------------------------------------------RF
PKK14792.1 G-V-S-P---E----T---LAE-RLA--A--E------------------N--S---Y-P-LLVRLV---D----T--AVAAL-D--------R------GHG-R----------L----------------VLVC--RDAGP----IVHWIAVLSYSL-----PA-AVAARLS-FTTFTADPAGTP---------H-RVVGTTPD-V--W---SA--V-----R----PD---------------DPA------F-FL-DEKEPR--E-EK-A-GR---------------------------------------------
WP_014368531.1 P-G-G-V-D-E----L---LSR-TGF--G--R---------------------E-------SFRQLL-H-A----V--MSSPF-T--------R------RKV---YI----T--L----------------DGEP--AQAAE-D--AKRLMELVYACL-----PY-AIRRVLG-FLTYSQEPEGKA---------D-IHVTFVER-G--S---LK--Q-----P----DR---------QL----EKD--------ML---------F-DM-P-GG-------------------------------------------RI
WP_054875772.1 E-R-N-Y-N-T-G--Q---LED-IGI--T--E---------------------G-------VYKKLL-H-A----S--IMSSM-G--------K------KKV---YI----N--P----------------GVDI--GDISG-Y--AKRLLKYIFAGL-----PY-YVRGNIG-YITYVKEPESRK---------Y-INIMFVEE-E--G---LR--Q-----N----YS---------KI----ERE--------YA---------F-DL-V-ND-------------------------------------------RI
WP_051716628.1 R-L-P-AGIGD----E---LAR-FAS--A--S---------------------G---P---RLAAVL---A----D--LRRVT-E--------D------PAA-P-------Q--V----------------VLAE--SDTRR----VAHWLLLASAAL-----PR-DAARGLT-FTTYTRRPQHAR---------Q-QVVGVRPE-D--A---RA--V-----T----GQ---------------PHR------Y-AV---------H-DR-T-DS---------------------------------------------
WP_054706231.1 P-V-P-P-R-A----L---LSE-LNL--G--E---------------------R-------RFEQLL-Y-A----A--MSSVS-G--------K------KKV---YI----A--L----------------DVPV--EQLSV-K--AALLLELLYAGL-----PP-AFRRQFG-FMTYAKEPQSKK---------S-IHLTFVER-G--S---LR--P-----G----DR---------NI----EKE--------FI---------F-DL-E-ND-------------------------------------------RI
WP_086817677.1 R-D-T-A---RRAGTA---SAD-LAR--G--N---------------------A---A---RLVPFL---T----D--VRRLF-G--------S------PAG-R-------P--L----------------VLAE--ADPRT----VEHWIALACASL-----PG-PYARALT-FVTRTTRPHDAP---------Q-QILGIGPE-A--D---FD--R-----E----DP---------------ETL------A-HL---------Y-RV-H-DG--LG-----------------------------------------
WP_056682743.1 D-F-K-P-L-K-A--V---LND-SHI--S--S---------------------D-------QFMQLV-F-A----L--LSSLT-T--------K------KKV---YV----S--L----------------PRDI--ISATE-S--AFDLTYYLFQCI-----PH-ELRKYFG-FISYAAEPQSKK---------N-INLMFVEK-G--S---IR--P-----N----DS---------LI----SKD--------YV---------F-DF-A-FN-------------------------------------------HF
WP_093899303.1 V-F-G-P---E----A---LND-FAV--S--R---------------------S---P---WLAAVF---A----D--LRRVN-E--------E------PSS-A-------R--V----------------VLVE--RQSAD----VARWIALAGAVL-----PP-ENARRLT-FTTYTRRPARSP---------H-QVVGVLPQ-D--A---PE--P-----NRSDDGH-E----------------------F-RV---------H-NC-A-GP---------------------------------------------
WP_060941976.1 P-F-S-----D---------------------------------------------------TRAAW---T----T--VFELL-GSD------R-S----EVV-Y-RL-QD-A--LMSQVSSST-PSRL-P-VILA--PDDNM----AARFLVAMCTTM-P---SV-VARTSLR-FSTFERASTVKV---DSWLSGG-PSFVVIPD-E--D---EG--------E-L--KD----------------SR------L-EV---------I-HL-D-GG--------------------D-D----------------------
WP_020617137.1 P-G-S-A-A-E----A---LRQ-IGI--D--E---------------------T-------HYKQLL-F-A----V--MTAIG-G--------K------KKV---YV----A--L----------------NVPI--HELPL-R--ARQLLQLIYAAL-----PA-PFQRQLG-FITYAKEPQSRK---------S-VHLMFVEK-G--T---LR--P-----G----DR---------TL----ERE--------FV---------F-DM-P-ND-------------------------------------------RV
WP_035847394.1 S-F-G-R---E----V---LCG-FAR--Q--R------------------S--------A-ELAPFL---A----D--VRALF-A--------D------PPGPQ----------L----------------VLVE--QDAQS----VARWIALASGAL-----PG-RRAAELT-FTTYTRRPYRSK---------H-MVIGIRTD-AE-F---GF--T-----P----AE---------------LNH------Q-YR---------V-HH-G-AG---------------------------------------------
WP_062331965.1 P-L-T-R---S----R---IDE-FLR--D--N------------------G--G---L-P-FLPALL---T----A-VDLAVH-E--------G------RRS------------V----------------VILD--RDADR----VACWIAAISYLL-----PP-ATVRDMS-FATYEHRPRFSR---------H-HVIGTVPE-A--D---FA--V-T---D----TA---------------LES------F-YV---------F-DF-V-GM------------------------------------RASE-----
AJE68329.1 P-M-T-----D---------------------------------------------------LSLSW---M----M--IDSMF-G-D------R-R----QQF-Y-QL-QD-A--L------QA-GDKA-A-VLVL--NSTNE----AAYWLQALSSTL-T---PN-EARRLLH-FSTFERAATLPA---PDKSMEA-RSLFVVPG-I--D---RE--------L-L--AE---------------HSG------I-VI---------I-DP-E-IP--------------------Q-S----------------------
WP_052489237.1 D-L-G-R---D----V---LVG-FAA--S--R---------------------A---P---WLAEFF---A----G--VRALS-E--------Q------ASA-P-------R--I----------------VLVE--RDSEA----VARWIALAGAAL-----PA-DRADRLT-FTTYTRRPRLAT---------Q-QIIGVLPQ-D--A---STEGL-----A----GL---------------GDR------H-RV---------H-DC-T-GA---------------------------------------------
WP_066944787.1 G-F-D-R---R----E---LVS-FAA--S--R---------------------A---P---WLARFF---A----A--VRGLA-E--------E------EAA-P-------R--L----------------VLVE--RNSAD----VARWIALACAVL-----PG-ASAHRLT-FTTYTRRPQRAG---------Q-QIIGVLPE-D--A---RD--L-----A----GL---------------DHH------Y-RV---------I-DC-T-AS---------------------------------------------
WP_090761118.1 L-A-N-K-N-E----L---LLE-LGI--T--E---------------------S-------LFKQLL-F-A----V--MSSIA-G--------K------KKV---YI----S--L----------------NAEL--HRYKK-M--ASTLLELIFHYL-----PF-SYRRKLG-AMTFTSEPEGKK---------Y-VHVMFFEP-G--T---LN--Y-----H----DR---------SM----EKQ--------YI---------F-DF-A-NQ-------------------------------------------KF
OKI26354.1 D-L-D-R---H----L---VAD-FLA--A--H------------------R--G---A-R-HLPALL---T----A-VDRALV-D--------P------TRR------------V----------------VIVE--RDAES----VARWIAAVSYLM-----PA-DVVSRMS-FATYEHEPRYSR---------M-HVVGTVAE-T-------A--V-D---R----SA---------------FDA------Y-HL---------F-DL-L-AD------------------------------------EVSP-----
WP_052205935.1 --F-D-I---D--------LA--WEI--I--R---------------------S-------MFMGID-R-T-N--V--VWKVL-D--------A-L----EAG-E-------K--L--------------P-VLVV--NNSMD----AQTWLTVISSLM-S---RK-EARELFR-FSTFERAATLQV-DRYSQFR-G-RAVVAIPV-E--D---AE--A-----A----AR---------------MDG------V-EV---------I-NT-K-DA---G----------------E----------------------GY
SEG04795.1 G-V-S-P---E----T---LAG-RMA--G--D------------------G--S---H-R-LLVRLV---D----A--AVAAL-E--------R------GHG-R----------L----------------VLVC--EDAEP----IVRWIAVLSYSL-----PA-AATARLS-FTTFSADPAGAP---------H-RVVGTTPG-V--W---SA--A-----H----HD---------------DPA------F-FV--GPDSG--E-DS-T-GS---------------------------------------------
WP_051735597.1 P-L-S-P---A----G---VDR-FLR--G--H------------------P--Y---A-D-RLPRLV---S----A--VLSAL-T--------E------DRT------------V----------------LVID--SSSEA----VAHWFAAVCYLL-----PP-PLARTLS-FATYLSRPERSR---------L-RLVGTVPE-I--R---VG--L-G---P----DT---------------QDA------F-HV---------F-DL-V-SG------------------------------------RTPD-----
WP_026400369.1 A-L-A-P---E----D---LAR-WLP--A--S------------------GPAD---PFG-TLGVLV---G----A--VGERI-A--------A------GDG-R----------V----------------VLVA--DDVDT----IARWIALVSYSL-----PV-AAAERLT-FVTYSADPQRAA---------Q-HLVGTTPG-V--W---TD--V-----R----HH---------------ASH------A-LA---------V-DL-R-EG---------------------------------------------
WP_066199613.1 I-S-E-R-E-S----L---FSA-LGL--N--D---------------------Q-------LFKELL-F-A----V--FSAAT-G--------K------KKV---FI----S--L----------------GCDV--REYAR-Y--GMKLLELIAHYL-----PY-PVRRRLG-ATTYSSAAESRK---------Y-IHVSFIER-D--I---LN--S-----N----SP---------EL----DKQ--------YL---------F-DL-A-AG-------------------------------------------SV
OHB78921.1 L-F-D-H---S----L---LAW-LGR--E--L------------------G--S---E---RLNSLL-----------DSALT----------A------RLL---------G--L----------------------AA-PR----AERIVAGLLNCL-----PI-EVRTEFS-FSTGLRFSPRRP-----------FRWVVVER-D--E-V-AQ--R-----H-L--EQ---------------QFD------V-TV---------V-NP-H-RG---------------------------------------------
SLL09269.1 F-A-K-K-Q-E----L---FHV-LQL--D--E---------------------K-------TFKELL-F-A----C--ITAVA-E--------K------KRV---YI----S--I----------------QAPP--HMHHK-Y--SMWLLELLFIYM-----PY-ETRRMFG-ATTFHNEPEIIE---------N-IYVMFVEQ-G--S---IR--L-----R----NR---------AV----ENQ--------FT---------F-DL-G-QH-------------------------------------------KS
WP_035144553.1 --I-D-F---I----Q---ISK-FLK-------GTEM-------------G--V-K-R-K-SLQALI---N----S--IVTYE-K--------E------GKN-----------------------------IIFW--DCKDN----NPYWIGAIQMAL-----PK-NLANNFS-FTTYCYSPENIN---------Y-TICALDKE-G--S-V-FS--S-----K----NN---------------QKL---YK-Y-TV---------I-DF-N-AI--------------------K----------------------AQ
WP_069329620.1 A-F-N-R-I-A----L---LEQ-LGI--D--G---------------------V-------AFRQLI-G-A----V--MSAIH-K--------R------RKV---YI----S--L----------------NVPI--SELSI-Y--AKQLTAVITEAL-----PY-AFRRRLG-FTTYAKEPESRK---------G-MQLMFVES-G--S---IR--A-----G----DR---------NI----ERD--------YH---------F-DW-S-TG-------------------------------------------RI
WP_019634286.1 G-F-S-P---D----A---LAD-WLA--A--Q------------------P--------D-LLAPLL---D----A--VVDVL-G--------R------GHG-R----------V----------------VLVA--DDVEP----IARWIAVVSYSL-----PL-AAAERLT-FVTYSADPDGAR---------Q-RVVGTTPD-V--W---AA--V-----R----YQ---------------GGP------V-FVLPGAGSSSRV-ST-G-SG---------------------------------------------
WP_067913448.1 P-L-D-R---G----A---VDD-FLD--R--A------------------A--G---R-A-RLPALL---A----A-AERAVL-D--------Q------ERS------------V----------------VIYA--RDADE----VARWIAALSFLL-----PP-PLAARMS-FATYQFRPSYSR---------H-HVIGTVPG-A--E---IA--L-D---E----RS---------------FEA------F-YL---------F-DF-A-SG------------------------------------GASD-----
WP_058301504.1 A-E-E-R-D-A----V---LVR-LGV--G--D---------------------A-------VFKALL-A-A----I--FTAIA-S--------K------KKV---YV----A--L----------------DADV--SESSK-L--AASLLEILYVGL-----PI-EVRRRFG-FTTYNNEPQGKK---------G-IDLMVVEK-G--S---IR--P-----G----DR---------SM----GKD--------IV---------F-DF-P-NG-------------------------------------------RF
WP_017589329.1 P-L-D-R---R----R---TGS-WLR--A--H------------------R--K---D---LPEQLL---V----A--VDDAI-D--------D------GLP------------V----------------LLLA---DDDV----AAHWLAALSHLL-----PP-QRARAMS-FATYSGNPEDTL---------V-HVVAVPPH-T--D---TR--M-L---R----SR------------------------F-AV---------F-DL-A-EDR-EGGPR-----------------------------TVRQHTARH
WP_027752538.1 P-L-S-P---R----S---VRA-FLR--A--H------------------P--H---A-E-QLPALL---A----A--VFAAL-A--------E------DGS------------V----------------VVVD--ESTDR----IAHWFAAVSYLL-----PP-ATARSLS-FATYLFRPARSR---------L-HLIGSVPG-A--D---LA--F-G---P----DD---------------GES------Y-TV---------F-DF-S-AG------------------------------------RFPEV----
WP_051807387.1 S-S-G-P---A----A---SEE-FLQ-IG--P------------------G--R---Q-G-RLPQLL---T----A-VEHSMI-K--------G------ERS------------V----------------VIVE--ADSDR----VAGWISAVSHLL-----PP-AMSRRLS-FSTYSFRPGRSA---------E-HVIGTVPD-T--D---FV--V-D---D----TT---------------LRG------Y-FL---------F-DF-P-GD------------------------------------HFTP-----
WP_017576279.1 P-L-D-R---V----R---TGL-WQGSCG--V------------------R--A---S---EVARLL---G----A--VDAAV-D--------G------GNP------------V----------------LVVA---DSAS----VAHWVALVSHLL-----PP-ARARAVG-FTTYCGRPGETF---------A-HVVGVPPG-T--D---TE--G-L---R----AR------------------------F-VV---------F-RP-P-QHGWAGDGP-----------------------------RLPE-----
WP_013237261.1 F-N-S-I-E-D----L---FLA-ASI--D--K---------------------N-------TFINMV-K-A----C--FDAAA-F--------N------KKI---YI----V--V----------------PYN---ENMDK-V--IKGILKYLYRAL-----PF-AVRRKVG-FTTYVKQPEIKE---------S-INIEFLLE-G--S---IK--R-----L----TQ---------DV----KAG--------YV---------F-DI-A-DN-------------------------------------------NF
WP_026414948.1 G-L-D-P---E----S---LAA-WLA--S--E-----------ADP----D--E---AFG-RLARIV---D----A--VVAVL-G--------R------GHG-R----------V----------------VLVS--SDIEL----VARWIAVVSYSL-----PV-AAASALS-FVTYSADPDGAP---------Q-RLVGTTPD-V--W---AS--A-----Q----RT---------------SPA------V-PL-D-------L-PV-Q-GA---------------------------------------------
WP_020509485.1 A-L-D-R---T----A---VAV-FLR--E--H------------------Q--G---A-A-HLPALL---T----A-AEETVR-T--------K------RRK------------V----------------VVAG--ADSDE----VARWIATLSYLL-----PP-ATAARMS-FATYDRDPRYSR---------V-DVIGAIGG-V--D---LD--L-G---G----NE---------------LTA------Y-HL---------F-DF-T-AG------------------------------------RVSA-----
ADI12266.1 R-L-N-R---D----G---LVA-FAG--S--R---------------------A---P---WLPRFF---A----D--LRRLS-E--------D------ESA-P-------R--I----------------ILVE--RDSAD----VARWIALACAAL-----PR-DLGHRLT-FTTYAPRPELSR---------Q-QIIGVRPE-D--G---RE--P-----A----DH---------------GHR------Y-RV---------Y-DV-A-GR---------------------------------------------
WP_072333059.1 S-P-E-P-D-Q----L---LAG-LGL--T--R---------------------D-------SFEQLL-V-S----V--MASVT-N--------R------RKV---YI----V--L----------------DGEP--AQAER-D--ARQLMRLLWSCM-----PY-AFRRRLG-VLTFAGEAEGKQ---------H-LHVTFLEK-G--A---LR--Q-----S----DR---------QL----ERE--------MV---------F-DL-S-AG-------------------------------------------KL
WP_052503686.1 P-L-D-A---A----R---VRD-LVR--A--T--------PG--------G--R---D---LLADLV---T----V--LSRLD-R--------P------DAA-R----------V----------------LFVC--PDPAV----VLGWITAATLLL-----PQ-RVALTIG-FKVFTTRPMHAN---------Q-PVLAVHPE-W--E-T-PH--P---A-V----DN---------------DQG------F-VV---------V-DL-I-RD-------------------------------------------TR
WP_037715874.1 --L-D-R---R----R---VTA-FAR--R--R---------------------A---E---RLAPFL---A----D--VRQLF-T--------E------ERA-P-------S--L----------------IMVE--EGAEE----VALWVALACAAL-----PA-RQAATLT-FTTYTRRPYLAD---------Q-RIVGVPAD-A--E---FG--Y-----A----SS-------------DLGHQ------F-RV---------H-HC-L-GG---------------------------------------------
KPI13878.1 P-L-D-L---G----R---LAA-FVT--A--R---------------------G---Q---WLAGFF---A----D--VRRLA-E--------D------PAA-P-------Q--L----------------VLVE--EDSEA----VAWWIMLACSVL-----PH-RRGQWLT-FTTYTRRPQLAR---------Q-RIIGVVPE-D--G---LG--L-----A----GQ---------------EHR------Y-RV---------Y-DP-A-RA---------------------------------------------
WP_017569953.1 P-L-D-R---A----R---TDA-WVR--R--W------------------P--T---E---VVARLL---L----A--ADDAV-D--------D------ARP------------L----------------VLVA---DSAS----VAHWVAALSHLL-----SP-GRARSLS-FATYCGNPDEAL---------V-HVVGVPPG-S--D---TM--L-W---R----GR------------------------F-TV---------Y-DP-E-----TDSTD-----------------------------ELPE-----
WP_018657913.1 A-L-A-P---D----V---LAD-WLA--A--Q------------------D--H---P-D-VLPTLL---D----S--VVAVL-D--------R------GHG-R----------I----------------VLVD--ADSAA----LARWIAVVAYSL-----PP-ATAAHLT-FLTYTADPDGST---------Q-RLVGTTPG-V--W---SA--A-----Q----YL---------------GDA------V-Y----------V-PA-R-GL---------------------------------------------
WP_053558754.1 --L-D-R---D----G---LIA-FAA--S--R---------------------A---P---WLAAVF---T----D--LQRQA-E--------D------ETA-P-------Q--I----------------VLVE--RDSAD----VARWVVLASTVL-----PR-TAVHRLT-FTTYTRRPHLAG---------Q-RIIGVLPD-D--A---LG--L-----A----GS---------------GRR------H-RV---------H-DCAV-PP---------------------------------------------
EQD81319.1 P-C-G-V---D----V---LRD-WVL--G--T--------TG--------G--E---S---WLLALT---S----A--LDRVH-D--------E------NPR-R----------V----------------LFVG--ADAGE----IVRWIAAGTLLL-----PQ-ERALRVG-FRVFATSPQYSR---------H-EVLALHPD-W--A-G-QL--A---D-T----ER---------------DSG------F-AV---------F-DL-V-SG-------------------------------------------RH
WP_052433373.1 R-L-Q-----E----G---LAR-FAA--D--R---------------------A---P---WLAAVL---A----D--LRALA-L--------D------PAA-P-------R--V----------------VLVE--PDTAD----VVRWLALAGTVL-----PP-EAASRLT-FASYSRRPQQAG---------Q-QVIGVLPE-E--A---AT--L-----A-AL-GR---------------DRR------Y-RV---------H-HC-T-GQ---------------------------------------------
WP_012102064.1 --I-N-F---D----T---ISQ-FLK-------KDAV-------------D--K-K-R-K-GFIQLM---E----S--VLDYS-G--------S------KKR-----------------------------IIYC--DDKNN----IPFWIGAVLMCL-----PK-KLARQFS-FTTYCYNPEDLN---------Y-IICAVDKK-G--S-K-FN--F-----K----ES---------------QKS---YR-Y-HI---------H-NF-S-GE--------------------L-----------NY---------ET
WP_040373124.1 S-I-Q-P-L-N-Q--L---LIE-LGI--S--G---------------------K-------QFKQVV-Y-A----V--LMSMT-T--------K------KKV---YI----S--L----------------PGDV--TKATQ-G--AYQLGYYLFQCM-----PF-EMRKAFS-MLTYHAEPQSKK---------H-IGLMFVEK-G--S---IR--P-----Q----DS---------TI----QRD--------FV---------F-DF-D-QS-------------------------------------------FF
WP_075690388.1 N-A-R-M-D-E----L---LLE-LAI--T--E---------------------T-------IFKQLL-F-A----L--MNSIS-G--------K------KKI---FI----A--L----------------NTPL--KDYSK-Q--AKKLLALLVSYL-----PY-TYRKKLG-ALTFTSEPEGKK---------Y-IHVMFFEP-G--T---IN--D-----H----DR---------AM----EKQ--------YI---------F-DF-T-TG-------------------------------------------SI
WP_067491281.1 A-L-A-P---D----A---LAG-WLA--G--L------------------P--D---GYS-LLAHLV---D----A--VTGVL-G--------R------GHG-R----------V----------------VLVS--GDIEQ----VARWIAVLSYSL-----PV-AAAARMS-FVTYSADPDGAA---------Q-RVVGTTPD-V--W---AT--A-----H----RA---------------GAH------A-FA---------L-DE-T-PS---------------------------------------------
WP_076820656.1 P-L-D-R---A----A---AAE-FLE--V--D------------------P--D---R-VDVLSALL---T----AVAAGMTA-S--------E------RRS------------T----------------ILIE--ETSEL----AAHWVALVSYLL-----PP-ALARRMS-FATYHSRPAFCT---------L-DLVATVPE-T--E---VE--R-D---S----AA---------------FTT------Y-VQ---------F-DV-P-GG------------------------------------RSSD-----
WP_020464398.1 R-L-D-R---R----H---VAA-FLR--T--H------------------P--G---R-A-ALPALV---S----A-AARVIT-G--------E------RRT------------I----------------VLIE--RDSGA----AANWIGAVSYLL-----PP-ALARRMS-FATYHHRPAYSD---------L-HLVATVPD-A--D---VD--R-G---D----GA---------------FAS------F-LQ---------F-DI-P-AN------------------------------------RSSQ-----
WP_010696001.1 P-L-G-V---E----A---LRD-WVL--G--Q--------QD--------G--A---S---WLLAVH---S----A--MDRVH-D--------E------GAP-R----------L----------------VFVS--EDAET----AVRWIAAGTLLL-----PQ-ERALRVG-FRVFATNPQYSG---------H-EVLAVHPD-W--A-G-SL--A---D-P----DR---------------NSD------Y-AV---------F-NL-V-SS-------------------------------------------EH
EDK33704.1 F-N-S-I-E-D----M---FSD-TGI--N--I---------------------K-------IFVYLI-K-A----C--FKSVK-Y--------C------RKI---YI----L--L----------------DVDY--SHINV-T--SKGILKYLYRVL-----PF-EVRRNLG-FITYMKEPKIKD---------S-INIIFLAR-G--S---IK--R-----L----ST---------EI----KAG--------YV---------F-DL-S-KE-------------------------------------------DF
WP_014695139.1 R-P-D-P---S---------------------------------------P--E---I-G-RLPRML---T----A-VARAVV-A--------E------GRP------------V----------------IVVA--ERSAD----VARCIGALCDLL-----PP-GMVRRFA-FATYQYQPGRGR---------E-HLIGTVPG-S--G---FE--V-T---E----PV---------------LRS------F-AV---------F-DL-T-GG------------------------------------PESA-----
KAJ53559.1 K-L-S-I-D-E----M---FNK-TGM--D--K---------------------E-------AFKKLI-L-A----S--INAGL-Y--------K------KKI---YI----I--L----------------NCEL--INLNN-L--SKQVLTYLYRCI-----PF-QIRREIG-FSTYMKEPKNKD---------F-INIIFLPK-D--S---IK--R-----L----TT---------EI----KAG--------YV---------F-DF-A-DK-------------------------------------------NF
WP_034382650.1 F-L-D-P---E----G---LVA-WLA--A--L----G-------------P--D---AYV-RLGGLL---E----A--VRLFL-T--------R------GHG-R----------L----------------VLVS--ADVAE----VVRWIAVVSFSL-----PW-ASAIRLS-FTTYTADPASSG---------Q-VIAGTTPD-V--W---IP--P-----D----VD---------------ATV------V-RL---------D-EP-P-AP---------------------------------------------
WP_012851763.1 P-L-D-R---A----A---VDA-FLK--E--N------------------S--R---S-E-WLPLLL---V----A-VERAVL-D--------Q------DRS------------V----------------VIHA--ADTTE----IVHWIAAVSHLL-----PP-PLTAAMS-FATYQFRPAYSR---------R-HLIGTVPG-A--D---FT--V-D---R----QA---------------FES------F-YL---------F-DC-T-SG------------------------------------RASD-----
WP_067457622.1 V-L-D-P---E----A---LAA-WLA--G--SAAASGEEAIPHATPRNGSD--D---PYA-TLARLV---D----A--VAGVL-D--------Q------GHG-R----------V----------------VLIA--GDVEL----IVRWIAVVSYSL-----PV-AAAAGLS-FVTYTADPDGAA---------Q-RLVGTTPD-V--W---AA--V-----R----HH---------------TSH------A-AA---------I-DL-R-GG---------------------------------------------
WP_027623024.1 --I-D-Y---N----T---ISA-FLK-------GAEG-------------E--N-R-R-K-NFKLLM---E----S--VIDYE-K--------E------GKN-----------------------------IVFE--DLKEN----NAYWIGAIQMAL-----TK-NLAQTFS-FTTYCYNPENTD---------Y-KISALYKD-K--T-S-VN--L-----K----SN---------------QKL---YK-Y-TY---------V-DF-Y-QN--------------------N----------------------PQ
WP_073719114.1 A-V---R---E----G---LGD-FAV--S--R---------------------T---P---WLAAVF---S----D--LRRVS-E--------E------GPG-S-----P-P--V----------------VLVE--RQSAD----IARWVALAGVAL-----PS-ESAEQLT-FTTYTRRPGAAP---------H-RVVGVLPQ-D--A---RE--L-----G----DD-G----------------------F-RV---------H-TC-S-GS---------------------------------------------
WP_089295102.1 T-F-D-P---A----W---ADA-FLQ-----A------------------G--R---S-G-VVPGML---T----A-VERAIV-A--------G------DRP------------V----------------ILVA--EESAE----VARWIAALCELL-----PP-VLIGRFA-FATYQYRPGRGR---------E-HLVGTVPT-S--D---FT--V-T---E----ST---------------LRS------F-AV---------F-DL-V-GG------------------------------------VESE-----
SFN59903.1 T-L-A-P---E----A---LAR-WLA--S--S------------------GPDA---PHR-TLALLI---D----A--AVKVL-E--------Q------GHG-R----------L----------------VLIA--DHVET----IARWIALITYSL-----PV-DTAARLT-FTTYSADPDAAA---------Q-SLVGTTTG-V--W---SA--T-RT--Q----AR---------------DTS------A-VN---------V-EY-G-FG---------------------------------------------
WP_071386702.1 P-L-G-P---R----A---VHA-VLL--A--H------------------P--H---G-G-RLPDLL---A----A--VFAAL-T--------D------HGS------------V----------------VVAD--DTTER----IAHWFAAVSYLL-----PP-RLARRLS-FATYVFRPARSR---------L-HLIGTLPE-A--Q---LD--F-A---P----DE---------------EDA------Y-TV---------F-DF-A-RG------------------------------------RFPAD----
WP_073375663.1 P-L-G-R---V----R---TDA-WVR--G--H------------------P--P---E---LVVRLL---S----A--VDAAV-G--------G------DRP------------V----------------VLVA---DSAT----VAHWVAALAHLL-----PP-ERARGMA-FATYSASPQETF---------A-HVVGVPPG-G--D---LG--P-L---R----GR------------------------F-TV---------V-DP-V-----VGTLD-----------------------------SLPD-----
WP_030172525.1 A-L-E-P---E----A---LAA-WLG--D--R------------------D--A---H-T-ALGRLV---D----A--ALDVL-D--------R------GHG-R----------L----------------VLVS--GDGEA----IARWFALITYSL-----PM-DLAARLT-FTTYSADPDGAA---------Q-RLVGTTPG-A--W---AA--A-----H----AA---------------SPD------L-PG---------L-HL-D-GG---------------------------------------------
WP_013237251.1 --V-D-F---D----E---ISN-FLK-------GSGG-------------D--R-G-K-K--FTSLL---E----R--VVTYN-S--------S------KKR-----------------------------IILA--DVKEN----IPFWIGSVCMSL-----PK-KLALQFS-FTTYSYNPDNTD---------Y-ILCGISKN-G--S-K-FN--F-----A----DN---------------RKM---YE-Y-SA---------M-NF-S-ED--------------------C-----------------------P
WP_052352962.1 L-T-K-K-E-E----L---LAE-LGI--N--E---------------------D-------DFRQLL-F-A----V--LTSVS-G--------K------KKV---FI----S--L----------------NVPL--LDYSK-A--ALKLLELLYLYL-----PY-AHRRKLG-AMTFTSDPEGKN---------Y-IHVMFYEP-G--T---LN--T-----A----DR---------SI----EKQ--------FI---------F-DF-P-NN-------------------------------------------RI
WP_030386043.1 R-L-D-R---A----A---LAA-FVA--A--R------------------T--------P-LLAAFF---A----D--VRRLG-E--------D------PDA---------PQ-I----------------VLVE--ADSEA----VARWIMLACSVL-----PH-QRGQWLT-FTTYTRRPQLAR---------Q-QIIGVMPQ-DG-L---GL--A-G---Q----EH---------------RYR------V-YD---------A-SR-S-TA---------------------------------------------
WP_093149955.1 P-F-G-V---E----A---LRE-WVL--G--Q--------QN--------G--E---L---WLLAVH---S----A--VDRVH-D--------E------GAP-R----------V----------------VFIS--EDPAA----VMRWIAAATLLL-----PQ-ERALRVG-FRVFATNPQFSE---------Q-EVLALHPD-W--A-G-SL--A---E-P----ER---------------HTD------F-TV---------F-NL-V-TG-------------------------------------------KH
WP_067777628.1 T-P-A-T---S----G---VPSLWES--L--T------------------G--H---E---NNSRHP-----------LDL--------------Q----T-Q-G----------L----------------YLLL--PPDAT-PEIALRLLDETS-FQ-----CP-RQGWGFT-WTTDFDPNYQGA---------D-FTCICIRQ-G------SP--E-----E----KQ---------AE----TGR--------RS--M------L-RV-D-RR--------------------L----------------------TP
OLA86335.1 R-N-S-R---S----L-P-ARE-WES--V--F------------------G--D---A---GKAALL---G-PA----PAKVR-A--------R-A------------------------------------------SDAGG----LLKLYSESLQLF---T-DP-ARSWEIS-FTTHFNASENPR---------D-FLWRA-SD-S------DE--F-----S----GG---------V-----------------------------DL-V-SR--------------------K----------------------CP
WP_019061048.1 T-V-G-P---D----R---VGR-LLA--G--T----GE------------H--G---V-R-LLERLL---T----A-ALRALT-G--------E------GPG------------A----------------TLVS--RDADR----VVDWIAAVSYTL-----PA-GLAAQLT-FTTYTGRPQDDH---------R-HLVGTRPE-T------GE--------R----AP---------------GPV------F-HL----DR---L-TT-D-GC---------------------------------------------
WP_010585440.1 Q-R-PHT---G----V---CEQ-WKE--V--T------------------G--D---A---GWAGVV-----------AESFL-N--------D------PDR-Q----------V----------------ILLF--EPGQD----ILPLIAEAISLL-----PR-EKRWDVT-FSTYFTGLATGT---------T-CNWRAIVH-G------SK--E-----A----TE---------SL----RNI--------NA-LR------L-DL-S-ND--------------------S----------------------VS
OGV69332.1 D-G-Q-V---G----G---ARL-WQQ--A--V------------------G--D---A---GWAGAL-----------AYAAL-S--------R------PGV-P----------A----------------FLIY--EPGVD----VLGLFAEALALV-----PA-EQRWQIT-FSTYYTSLPAGT---------T-CCWRGCPA-D------SE--Y-----Q----AE---------VR----RNA--------RS-LV------I-DL-T-QP--------------------S----------------------GV
WP_095414977.1 T-A-Q-P---Q----P---CLS-WAK--T--W------------------G--D---S---GWGGVL-----------AFRAL-S--------R------PDD-L----------L----------------HFIY--PDDVP----MLRLFAESLALL-----PE-AFRWRVT-FTTYDLGLADVA---------I-CRWRACPA-S------SP--------Q----AI---------AW----RKA--------RG-LE------IWDL-T-KP--------------------R----------------------GQ
OYW70936.1 S-L-T-A---S----N---SRA-WAA--V--T------------------G--N---P---AHARLL-----------WTR--------------E----ALK-G----------C----------------YLIV--PNGAS----TLELFREAL-LA-----GS-GQAWQTS-FTPCLGPNDDGA---------D-FRWVGLSA-S------SP--M-----R----GQ---------VE----TSS--------RL--V------L-DL-T-QP--------------------A----------------------RL
OHE80810.1 D-V-G-Q---P----LPLPGKN-WEA--V--A------------------H--D---P---RFAALL-----------MEPAL-Q--------S----------G----------C----------------HVVG--PPQSEDL--LLRLFEESLRLLDPKNEQP-SRQWQIP-FTTFLQSTDNAE---------D-FIWRGCRK-D------RP--L-----P----AA---------AV----SGR------------V------V-DL-T-NP--------------------A----------------------RL
OYW74544.1 S-F-T-A---P----A---AQA-WAA--V--T------------------G--N---P---ATAGIL-----------WCR--------------E----AQR-G----------C----------------YLIT--PSGIS----ALELFRESL-LV-----EP-SHAWQTR-FTTCLEPNDDVA---------D-FRWVALSS-S------SP--M-----R----GQ---------VE----TSN--------RL--V------L-DL-T-RP--------------------D----------------------TL
CDE84522.1 S-A-S-C---S----L-P-AEN-WRR--E--F------------------G--D---C---GAAAIL---N-CG----AANII-A--------D-V------------------------------------------SDSEK----LLKLFSESSLLE---V-NP-ADAWKFT-FTTSFSAADNPA---------D-FYWKAYPE-N------TG--V-----Q----GA---------VI----------------------------DL-K-RR--------------------T----------------------IP
WP_051387685.1 P-L-H-P---E----L---LRD-WVL--E--N--------PR--------G--Q---E---WLTAIL---S----A--VQRAQ-A--------P------DAP-R----------G----------------VFVS--AAVEP----VIRWIAAATLLL-----PQ-QTALRTS-FQVLSDDPLRSP---------H-RLVAVHPD-A--A-G-EL--T---G-V----ED---------------IAG------V-CV---------F-DL-E-SG-------------------------------------------EF
WP_088943649.1 A-Y-E-P---D----A---LKE-QLI--D--N-------SLL--------G--P---D---FLPTFL---T----M--IEQAT-S--------S------PAK-K----------L----------------IIVH--TSLET----VMQYIALGSLFI-----DA-NRALDLS-FHAFSNQPLSTV---------A-DIVGASPD-F--G-A-TP--S---V-H----TG---------------GAA------F-NV---------V-DL-I-SG-------------------------------------------ET
WP_005986730.1 G-F-E-A---E----A---LQA-MIK--A--N--------AW--------A--A---S---IFPKFL---T----M--VEEVT-D--------P------AHK-R----------L----------------IIIT--ADATL----AMKWVALATLFI-----ET-SRSLSLS-IRGLVADPMTTR---------A-DIVAASPD-F--G-P-QP--D---P-S----TP---------------RAG------V-NI---------I-DL-D-RR-------------------------------------------AI
WP_026408761.1 D-F-E-P---E----G---LQA-WVR--E--Q--------PW--------A--V---E---HLAQLL---T----M--VEMTS-G--------P------EAR-K----------L----------------LIEH--EDQGV----VVRWISLAQLTM-----SD-EEAMGSS-VHSFVEEPESAP---------A-TFVGAHPL-L--S----D--G---V-R----PD---------------AEG------Y-RL---------F-DP-L-HE-------------------------------------------RC
WP_065063837.1 A-F-E-P---D----E---LKE-ALV--D--G-------SPF--------G--T---T---FLAEFL---T----M--VEQAV-A--------D------PGK-K----------L----------------IIVH--DELDV----VMRHIALASLFL-----DA-ERALAMS-FVAFAENPLSAV---------A-DIVGATPD-F--G-V-IP--D---A-H----SG---------------GAA------Y-NV---------I-DL-L-NK-------------------------------------------KM
WP_095969334.1 E-F-E-A---S----E---LKD-GLL--D--D--------PW--------A--I---E---MFPAFL---T----M--IEEAV-A--------E------RSK-K----------L----------------VIVH--DDLEV----VMRWIALGTLFL-----DL-ELAVSVK-FAALVKNPLAVD---------A-AIVGTSSV-F--D-P--P--P---L-G----VG---------------GGA------Y-NV---------F-DV-L-NR-------------------------------------------QT
WP_058624998.1 D-F-D-T---E----A---ILR-WAQ--D--D--------PW--------V--W---Q---TLPAYL---S----M--LADAS-G--------P------TAR-K----------V----------------MIVH--DDLET----VLRWFALGTLLL-----DE-QSALDME-YRAFATEPFQTR---------A-PLVGVHPA-L--Q-------------Q--G-AP---------------LTG------A-HT---------I-DL-L-RR-------------------------------------------EV
WP_094360273.1 E-F-E-A---E----A---LCD-MVK--T--E--------DW--------A--R---G---ALPTFL---T----M--VEQTA-D----------------GK-R----------L----------------IVVS--SDAVA----AQRWIALGTLFM-----DR-ERALKLT-IRGMVADPMTVK---------G-DIVASSPA-F--G-P-QP--D---P-T----VR---------------RNG------V-NV---------L-DL-D-QR-------------------------------------------IT
WP_091450228.1 P-W-G-V---D----A---IRE-WVL--G--R--------PD--------A--E---A---WLTAVA---S----A--FDRLD-G--------A------DRK-R----------V----------------LFVG--ADPAA----VLGWIAAGTLLL-----PQ-ERALRVG-FRVYATNPNFSR---------Q-DVLAVHPD-W--A-G-AL--G---D-P----AR---------------NRE------H-VV---------F-NL-D-TG-------------------------------------------VR
OGV44577.1 V-E-PLT---Y----R---ANA-WEK--L--T------------------G--W---A---GWAGVL-----------ANSFV-E--------Q------PRR-A----------V----------------YLIF--QPGLE----LLPLLTEAIDLL-----PP-ALRWQAT-FSTYCTALPQGV---------E-CLWRCCLP-T------AD--F-----L----PK---------VR----KQA--------DA-FI------L-DL-T-GP--------------------L----------------------ER
WP_007064688.1 T-S-S-I-E-E----M---YSK-ASI--N--E---------------------E-------IFTNII-K-A----S--FHAAQ-Y--------G------KKI---YV----V--L----------------DCEK--NYIEY-I--SREILRYLYRVL-----PF-PVRRRIG-FITYMKVPKNKN---------F-INIIFLCK-G--S---IK--R-----I----NT---------EL----KAG--------YI---------F-DI-P-GK-------------------------------------------EF
WP_013655639.1 LFK-D-R-A-R----L---LSE-LKM--D--E---------------------I-------LFEKLL-A-A----I--FTAAS-S--------K------KKV---FI----V--L----------------DVPI--SELGT-Y--AKALLYHVYLSL-----PW-SVTEELG-VSTYSRSSEAKK---------N-IHITFLEK-D--A---LR--------Y----DG---------KV----TKE--------FV---------L-DF-V-SQ-------------------------------------------KF
AMV18442.1 P-R-P-A---G----R---CDE-WAR--V--T------------------G--SADKA---GWAGIM-----------AESFL-A--------D------PDR-K----------V----------------FLIY--PPKID----VLALFEEAIALL-----PE-SRRWDVT-FATYGASLPKTV---------D-YLWSGIVA-G------ST--E-----V----QQ---------SL----RFV--------NA-LR------I-DL-T-AL--------------------Q----------------------PP
WP_053241483.1 F-S-S-F-Q-D----L---LTK-LKI--E--E---------------------N-------TFKEIV-M-A----C--FISVL-Q--------N------RKI---YI----I--L----------------DVDV--SMLSF-Y--AKELLKFIYRSL-----PY-AVREKLG-FITYTKDYKSRE---------F-IHIEFVSR-S--G---IK--S-----I----NT---------DI----NAG--------YL---------F-DF-V-RD-------------------------------------------RF
WP_092053099.1 N-A-P-A---A----I---CTT-WQQ--A--T------------------G--D---A---GWAGVL-----------AENFL-K--------H------PER-P----------A----------------YLLF--EPGMD----LLPLIAEALALL-----PP-ERRWEVT-FSTYFTKLPQGG---------V-CNWRCVLA-D------TP--E-----A----NE---------SR----RSV--------QS-LR------L-NL-C-QP--------------------M----------------------PP
OUT55991.1 N-Q-R-S---R----I---CSA-WKS--V--A------------------G--D---A---GWGGVV-----------AEACL-Q--------G------QE--P----------L----------------WIIYDDSQADR----LLELIDEGISLL-----SV-QDRWKAT-FSTFAVNVLPDV---------D-CKVRFVPV-G------TA--E-----A----KF---------AA----STD--------RV---------I-DL-T-AE--------------------P----------------------TI
WP_094415864.1 N-Q-D-E---R----I---CTE-WKN--V--A------------------G--D---A---GWAGVV-----------AETIT-Q--------S------DET-P----------L----------------WIVYSLAQRDR----LLAMMDEVIALL-----PV-AQRWQAT-FNTFAVKIPPDG---------N-CRIRFVPE-G------TD--E-----A----KQ---------AL----SGK--------RC---------I-NL-T-KP--------------------A----------------------PV
ADB15798.1 E-I-P-R---T----V---CHR-WGE--L--T------------------G--D---P---GWGAVL-----------ASSAL-T--------GGALTPGAGR-P----------V----------------HLIV--PEGLD----PLPLIVEAQSLL-----PS-QRRWEVS-FSTFFTRLPPGV---------E-CQWRCVLA-G------TP--E-----A----TA---------LA----GMR--------GD-LV------I-DL-T-RP--------------------L----------------------GP
WP_080793004.1 P-L-A-----G-G--R-M-PDL-FLD--GWGP-----------DS-----G--A---S---PLPAAY---A----G--IANAS-M-D--GR--R-R----ALV-E-HI-VR-I--L------RG---GQNP-VILA--APPAE----ADLWVAAVAREL-P---EG-----HLLPFSTFERFNTVAA-----AISNG-SLLTVVPP-M--D---LE--------R-I--TQ---------DL--A-GRQ------VRIL---------T-SD-E-VP---------------------------------------------
WP_002648419.1 H-P-P-L---T----Q---CTS-WSR--W--C---------------------D---A---GWAGVL-----------AESAL-E--------G------RNQ-S----------Q----------------TIIYPVEAGSS----TLALVSEALQLL-----PE-KQRWEVT-FSTYFTKLPAGV---------D-CQWRFVLD-G------SP--E-----A----EA---------AR----RNP--------RV-KL------I-DL-C-AD--------------------L----------------------GT
WP_020440145.1 S-M-T-----D----A-V-LDA-FLA--G--A-----------PSEDAG-G--Q---T---SLPTEL---R----R--VREPS-G-P--AS--R-P----EIL-A-VL-IE-L--L------MN---GR-P-VVLL--ADPVE----GPLWVAAVARAL-P---EDVLTGGPFT-WSTYERAGNVAG-----VLAAG-VRLAVVPT-R--E---RD--------R-L--PD---------------HLA------A-VI---------V-DT-G-EL--------------------L-P----------------------
WP_052437872.1 P-V-A-----G------L-VPT-FLD--GW-------------EE-----G--T---S---PLPEIF---A----A--VSNTH---G--TR--R-R----DLV-R-FL-AS-T--L------ET---GE-P-VVLA--CPPAE----APLWVAAVNAER-P---QL-----DFC-FSTIERTPTVEE-----TLSRG-AQLVMVPL-P--D---AD--------R-V--RV---------ML--P-HLT------V-IT---------T-TD-D-IP---------------------------------------------
WP_041992098.1 A-F-G-R---D----A---QVR-FAA--A--R---------------------A---A---QLPVFF---A----A--LRALH-T--------T------DPG-R-------R--I----------------GLVE--RDSAD----AARWIALASTVL-----PR-AEALRLT-FTTYTRRPRLAP---------Q-QIVGVLPD-D--A---PS--L-----S----EP---------------GQT------F-RI---------V-DR-A-TA---------------------------------------------
WP_087117134.1 P-L-P-----D---------------------------------------------------VEGLW---R----L--ICDVQ-G-D------R-R----GVI-Y-RI-QK-A--L------ED-PNTI-P-VLLT--PSDTQ----AAFWIYAVSTTM-T---PE-AARRGLR-VSTFERARSVDAAKWASQRPGF-AALIAGPV-Q--D---AE--------L-F--AA---------------NPA------L-TV---------I-DP-E-KD--------------------A-S----------------------
WP_027013014.1 S-L-------D---------------------------------------------------PEVAW---F----M--VDVML-G-D------R-V----GAL-Y-AL-QD-A--V------ER-G--A-V-VLLT--QTTQE----AAYWVYALSMTM-A---PS-QAKG-LG-FCTFDRGDMVVV--------KP-HCVSCVPV-H--D---RH--------I-L--S-----------------VD------C-PI---------V-DV-S-DP--------------------S-T----------------------
WP_063938666.1 Q-Y-G-----E---------------------------------------------------LFVAW---M----M--VRGMS-G-GEDDRD-K-L----DVL-L-RV-QD-L--L------SA-PPRL-A-ILLV--DVTDD----AARWIAALSSTM-S---RE-QAATSLQ-FSTYLRAAELEA----FPIGEV-CTVVAMPK-D--Q---RA--------E-V--PA---------------QFA------G-CV---------V-DP-A-EP--------------------A-A----------------------
WP_015652149.1 V-F-A-----D---------------------------------------------------ISMAW---M----M--VDELF-G-D------R-R----EVL-Y-QL-QD-V--L------QA-GCKR-A-VLLL--KSSNE----AAYWIEALSSTL-T---PE-EARTLLH-FSTFERAATFPQ---AIANATF-STVYVCPP-E--D---AA--------A-L--RE---------------IVD------V-QL---------I-DPAN-IT--------------------P-T----------------------
WP_085549323.1 P-L-T-----D---------------------------------------------------LSVAW---T----M--VTTML-G-N------R-S----GAL-F-RL-QD-V--L------SE-GETT-P-VLVL--KSSNE----AVYWLQVLSSTL-S---PA-ESRRLLR-FSTFERAQALPT---ALPN-QH-HPVLVVPV-A--D---KD--------E-L--RR---------------RSG------I-TV---------I-DP-A-DP--------------------E-T----------------------
WP_009947927.1 P-F-G-V---E----E---VRD-WVR--G--L--------PD--------G--E---A---RLLAVH---S----A--LDRLH-G--------H------GAA-Q----------V----------------VFVG--PDPAE----IARWIAAATLLL-----PQ-EMALRVG-FRIYATGPEPNG---------P-EVLALRPD-Q--A-G-RF--A---E-P----GS---------------DRN------H-VV---------F-DL-T-TG-------------------------------------------RH
WP_015246829.1 H-P-A-P---S----T---WTE-RAQ--A--L------------------G--C---T---HADTVR-----------RKLSS----------G------EDV---------R--L----------------------TYSGD----RMVLAECLIGPL-----KA-EVRSEVS-FATSLQPSAVRP-----------YRLVIVGE-C--R---------------------------------------------------------------------------------------------------------------
WP_012913508.1 G-T-S-A---D----R---IAK-CRA--L--W------------------G--E---E---PMEQLA-----------TLLRG----------R------AQV---------V--L----------------------VADDD----VEGLLSGALELL-----TP-AERLQVS-FSTGLRISQRRP-----------FHLHVVPSCE--Q-Q-II--R-----Q-L--RR---------------TAD------V-CV---------I-DL-A-DL---------------------------------------------
WP_046704594.1 C-W-G-T---E----R---LAE-FAR--R--H---------------------A---D---RVSPFL---T----D--VRGLF-E--------S------PAG-R-------Q--I----------------VVAE--HDQET----VACWIALACASL-----PT-AYARSLT-FTTRTADPAGAP---------Q-QILGIGPE-T--EA-VFD--R-----C----DD---------------LTR------T-HL---------F-RV-H-DG--LG-----------------------------------------
WP_009741053.1 E-F-E-V---A----S---LQE-YVR--D--D--------EW--------A--V---A---VLPQFL---T----M--LDEVL-A--------A------EPK-K----------L----------------VLLH--TDLDV----VMRWIALGTLFV-----DA-EAARAVH-FRALVDDLRRVD---------A-LIIGMSPE-F--G-------------V----GD---------------LGA------A-NV---------L-DL-T-RR-------------------------------------------SV
WP_035113596.1 Q-D-D-----Q---------------------------------------------------INAAW---S----L--VNGML-G-D------E-R----TAL-Y-AL-QI-A--L------ED-PGKL-P-VIIS--HSPWD----AVLWMTALSTTM-P---PG-FARKHLS-FSNFERAHRLDV---DEWLGRG-PAVVAVPF-E--D---QE--------S-L--RD----------------PR------L-EV---------I-HP-Q-DI--------------------Q-N----------------------
OHB70404.1 P-V-N-L---N----L---LAR-LAA--N--P------------------G--A---Q---RMAILV-----------QTAIS----------S------VCL---------A--V----------------------AAIPP----AGQLIAGLLNCL-----PP-ELRTEFS-FSTGLKFSSRRP-----------FRLMALSA-D--P-A-EQ--R-----W-I--AH---------------QNN------V-SV---------L-DL-S-GS---------------------------------------------
WP_101648094.1 L-----E-D-I----V---LNR-LGI--K--N---------------------A-------DLQQLL-Y-A----V--MTSIS-G--------K------KKV---FI----T--L----------------NVPL--QEYSR-Y--ALMLLELLFLYL-----PY-AFRNMLG-AITFTSEPETRN---------Y-IHVTFFEP-G--T---LN--I-----S----DP---------SI----KKQ--------FI---------F-DF-A-GG-------------------------------------------FI
OHB82388.1 A-V-D-S---S----L---LAR-LCA--S--P------------------G--P---D---WLAALV-----------QAALG----------S------ATV---------A--V----------------------VGGPP----AEHVIAGLVNCM-----PP-ECRPQFS-FSTGLKFSSRRP-----------FRLVAVSS-D--R-E-EQ--L-----R-V--TR---------------LYD------A-AV---------L-DL-S-QP---------------------------------------------
WP_070455659.1 P-L-A-----S-D--A-L-IDD-FLA--G--E-----------FR-----S--P---A---ALPTPF---K----S--VVPHN-D-A--AY--N-A----RLV-E-AM-AK-V--L------SSKKKTL---VILV--APENQ----AAFWVAAAAREV-G---EP-----GFG-FSTFEKPAAIAE-----LPLGT-STMVVVPE-S--E---KL--------R-L--FE----LTKA-RA--I-PGN------P-VI---------F-EL-G-EP--------------------L-P-DLS----------------AY
WP_061920078.1 P-L-A-----S-D--A-L-IDD-FLA--G--E-----------FR-----S--P---A---ALPTPF---K----S--VVPHN-D-A--AY--N-A----RLV-E-AM-AK-V--L------SAKKKTL---VILV--APENQ----AAFWVAAAAREV-G---EL-----GFG-FSTFEKPAAIAE-----LPLGT-STMVVVPE-S--E---KL--------R-L--AE----LTKA-RA--I-PGN------P-VI---------F-EL-G-EP--------------------L-P-DLS----------------AY
WP_005522822.1 P-I-T-----P----E-V-LDY-FLD--GW--------------S-----G--R---S---PLPLYF---Q----A--VTPAD----------R-R----RLA-Q-AI-AA-A--T------AI---KQ---VVLA--CPLAE----SALWVAAVARST-AY--SR-----DFS-FSTFETADRIEY-----ILRAG-CKLSIVDV-A--H---AH--------H-V--AP---------KV--A-AMD------A-LF---------I-RS-D-DP--------------------D-WAELE----------------SY
AJI77744.1 P-L-H-----S-D--V-L-LDE-FLE--G--E-----------FR-----Q--P---E---KLPAPF---K----S--VTPNP-N-P--TF--N-H----ALV-S-AM-AT-V--L------NS-RNGL---VILV--APDNQ----AALWIAATAREV-G---ED-----GFG-FSTFERAAAINE-----FPLST-STMIVVPP-S--E---KQ--------R-L--AD---------TA--I-PGN------P-VV---------F-AV-D-EA--------------------L-P-DVS----------------AF
WP_096179030.1 A-F-E-N---E----A---LVT-MLR--E--D--------AW--------A--A---A---TLPTYL---S----M--LHAAL-D--------S------SST-K----------V----------------IVIH--DDLEL----VLKWFAVGTLLL-----PP-EDALSLG-CRAFATDPFRTT---------A-QLVGVHPD-L--V-------------T----ES---------------LYG------A-HV---------I-DL-T-AH-------------------------------------------TA
WP_018023270.1 P-L-A-----D-T--A-A-VAE-WL-----------------------------------------Y---P----E--TDPAA---G--QH--R-R----ELL-M-QI-MD-A--L------EA---KQ-Q-VAIC--GDLAE----AAAWIAALNTTL-A---PA-NAV-KLS-WSTLERARGLDH-----ATAKK-LQLVFLPD-A--D---FA--------E-A--QS---------------NRQ------W-TT---------F-RT-H-DQ--------------------V-T----------------------
WP_101600910.1 E-F-E-A---Q----S---LLE-WVC--E--D--------PW--------M--L---K---VLPAYL---S----M--LEQVA-D--------E------SSR-I----------V----------------VLVH--DDLDV----VMRWFALGTLLL-----DE-EAALSLD-YRAFAAEPFRAG---------GARLVGAHPA-L--M-------------NLHG-TS---------------LAG------T-HS---------I-DL-V-AR-------------------------------------------TV
WP_072537017.1 --I-Y-I---D----K---VRD-FLA----------I-------------D--N-N-M-D-ILKEMV---Y----A--TLTYN-D--------D------KKR-----------------------------LVIL--DQRGN----IPLWIGAIEYTL-----PL-ALALNIN-FTTYEYNPALSR---------S-QICGVVAE-G--T-R-FD--R-----M----------------------DK---AN-Y-HV---------F-DI-L-EN--------------------S-----------YP---------TF
OUT61367.1 G-F-H-L---S----E-L-ASD-FTD--S--T---------------------E---P---VLEYGV-----------QRAIV----------Q------QIQ---LL-------I------QR---GA---RVMV--IGRCD----PLPILSNVFSGL-----ET-QRRIATS-FACGLKPTNRRV-----------FQLQFTQE----T---LS--Q-----R-Q--HK---------EL----QRS--------NL----EI---I-QI-E----------------------------------------------DV
OUU82773.1 E-R-D-Q-F-R--------IGD-LDI------------------------S--T---E---VTPIDF-D-S----P--IETGN-P--------R------DAA------------F----------------SFEA--GEEHD----LAHHFRNELLTL-----PA-SQRWDVP-FTNFILTSDQPT-QF--------XWRGNWKD--------RP--L-----P--------------------------------FE---------F------EG---------------------------------------------
PKB09493.1 P-Y-D-P---A----A---MAE-FVA--A--R---------------------G---A---WLAAFF---D----D--VRRVA-E--------E------PGA-P-------R--I----------------VLVE--ADPAD----VARWVMLACGVL-----PH-ARGRRLS-FTTYTRRPLSAP---------Q-QLVGVLPG-D--A---GV--P-----A----GG---------------GRR------H-RV---------Y-DAGR-GA---------------------------------------------
WP_089000279.1 S-F-G-A---A----E---ARA-FVH--A--A--------SD--------G--A---D---LLTALL---S----T--LRPPA-D--------E------PSR-R----------V----------------LFVA--REPAE----VLRWVTAATLLL-----PQ-REALRIG-FKVFTLNPAYAP---------Q-RILAVHPD-W--G-G-AG--A---T-L----DN---------------DQG------Y-VV---------F-DL-V-RH-------------------------------------------VW
WP_027344127.1 P-L-T-A---E----L---VQQ-EVR--A--L--------PG--------G--E---A---MLQALL---TAVEAV--LREPS-S--------A--------R-R----------V----------------LLLA--RDLRD----VMVWLAAATLLL-----PQ-EVALTAG-FRAFVANPTVIR---------Q-PIMAVHAD-D--N-P-SG--V---T-V----DN---------------DLG------Y-HV---------F-DV-D-TG-------------------------------------------RH
WP_045745420.1 P-L-T-V---P----E---AQL-FVQ--S--Q--------YR--------G--A---A---LLTALL---S----H--LRRGS-D--------R--------R-R----------V----------------LFLA--RHPEP----VLRWVAAATLLV-----PH-RQALAID-FKIFTLNPAYAN---------H-RILAVHPD-W--A-T-GA--A---N-L----DN---------------QLG------Y-VV---------F-DL-I-QQ-------------------------------------------DW
WP_075728933.1 P-L-Q-----D-G--Q-I-VEE-FLD--G--E-----------FR-----N--P---E---RLPLPF---R----E--VVPNP-D-G--EF--N-R----ALV-E-AM-AA-V--L------NV-PGAT---VVLS--APEDQ----AALWIAAVSPAV-P---E------GFG-FSTSEKASTLEE-----FPKST-STMLVTSL-K--E---KA--------R-L--AD---------MR--M-SGR------V-VL---------F-AT-D-EP--------------------I-P-DIT----------------GF
WP_014011376.1 P-L-T-----D----D-V-LDA-FLA--G--A-----------PAESAG-G--A---A---SLPVEC---S----R--VTAPT-G-S--TS--R-Q----EVL-G-AL-VE-L--V------MN---GR-Q-VVFL--TDPAE----GPLWVAALARVL-P---ETLPGDRSFT-WSTYERATGVAE-----VLKLG-TSLVIMPP-G--D---RE--------K-L--PE---------------NTA------A-VL---------V-DP-G-TP--------------------L-P----------------------
WP_018019435.1 P-V-D-----E----S-V-LQR-FIA--E---------------E-----P--E---G---SLPVPW---E----N--LAPST-S-G--GP--R-R----EYV-D-AA-VA-V--L------RD---TT-P-VVVA--CPLEE----APLWVAAIYRAL-G----E-----RIG-FSTFHNPERLSD-----ILGSA-AQLVAVRA-D--H---VQ--------A-A--RD---------N---A-PAP------A-VV---------L-DV-T-AP--------------------L-PEELR----------------AL
WP_052844786.1 P-I-D-----Q----K-V-VDA-FAD--GW--------------V-----G--D---N---PLGVHF---S----Q--VEPKY----------R-R----EFV-Q-CI-AA-T--I------SV---SR-RCVVLA--CPLPE----AALWVAAVACEL-GL--PE-----DFS-FSTYETPERIQS-----IIHVG-CKLSIVPL-E--S---AA--------A-V--AP---------VV--A-HTG------A-LL---------V-RT-D-EP--------------------I-PDELY----------------RY
WP_093562468.1 P-L-D-A---R----A---VGE-FLA--G--Q------------------R--H---A-E-HLEQLL---A----A--AFQAV-E--------G------GPS------------V----------------VLVD--RTTDR----IAHWFAAVSFLL-----PP-ALARRLS-FSTYMLRPTRGR---------H-HLIGSVPE-A--R---PE--I-G---P----DD---------------EDA------F-LL---------F-DF-A-AG------------------------------------RFPET----
KHD11963.1 A-F-T-----E--------LQE-FIK--E--E------------------S--D-R-K-N-QFAYMI-----------QAVFM-R--------R------ETS-R----------N----------------VVIK--DNETN----GLFWIACLQKSF-----PP-SHQKELD-CSSYQFDPRACL---------A---VNVTLG-E------TD--F-----V-L--GE---------------NER-K-YQ-F-YV---------F-DF-V-EG-------------------------------------------NH
PHS09131.1 P-I-D-F---K----L---FEK-SRT--N--G------------------Q--P---Y---RLTSWF-----------EAALR----------E------PRI---------V--L----------------------TGYSS----DDGLLAEFFNLL-----PV-EVRPEFS-FSTGLKFSQRRP-----------FRILGLQA-N--I-E-ER--K-----R-A--VR---------------QEA------I-RL---------V-DL-S-HP---------------------------------------------
WP_018554808.1 A-R-E-R---E----G---LND-FAV--S--R---------------------G---P---WLAGVL---A----D--LRGLC-E--------P------DAA-G-------R--V----------------VLVE--AQSAD----VARWIALACVAL-----PD-ELAERLT-FTTYTRRPLRAP---------Q-RIVGVLPE-D--A---EE--L-----T----GP-D----------------------V-RV---------H-RC-A-GA---------------------------------------------
WP_068133906.1 P-I---V---E--------APQ-WRL--G--D------------------G--A-S-A-P-ICESLC---A----Q--IIHLV-N--------Q------SQR------------I----------------AVVG-----------LQNPIDALSHLL-PML-SP-EQRWNLS-FTTGLAPTAVRP-----------FQLHCLTT-A--D---AA--------R----QR---------TL----DAQ--------DI---------V-RV---DA---------------------------------------------
WP_013564717.1 L-P-T-A---T----F---WEE-RAR--A--L------------------G--L---G---DLHRLA-----------REIRA--------V-R------RPL---------V--V----------------------PFGGN----RSDLVECLLGML-----DG-PLVGALS-FSTSLKPSNVRP-----------YRLCVVGE-S------------------------------------------------------------------------------------------------------------------
WP_040705664.1 D-Y-Q-P---Q----A---LHA-MAR--E--H--------DG--------V--E---E---FLPRLL---T----A--FEQAV-A--------A------EPR-K----------L----------------LVAA--DDVRV----AARWLALGSLFL-----DP-RDALGLS-FRIFTDSPLADD---------L-AVAVFDPA-T--T-R-SV--G---A-I----TS---------------LPS------SLNG---------V-DL-R-TS-------------------------------------------AT
WP_050054084.1 E-F-E-V---P----A---LEA-FVA--A--D--------EW--------A--V---A---VLPYYL---T----M--LEAAI-A--------P------EPK-K----------L----------------VLLH--HDLDV----VMRWIALGSLFL-----DT-DSARTLQ-FRALVDDPWRAD---------A-MVVGVSPD-F--G-------------R----GD---------------LGA------A-NV---------L-NL-V-QK-------------------------------------------SM
WP_005394499.1 E-F-E-V---S----Q---LVE-WVK--A--N--------PE--------R--L---R---MLGTMM---A----S--LEE------------R------KTK-K----------T----------------VVVS--REIEE----TLRWFSLLTLLM-----NR-DDAVHVG-IRGFTDAPFSFE---------A-PLVAVHPD-L--M-------------P----QR---------------LSG------A-NV---------F-DV-E-NL-------------------------------------------IT
WP_059061848.1 A-F-E-A---E----A---LLS-ALR--N--D--------PW--------M--L---Q---TLPAFL---S----M--ITDAL-A--------A------HPK-K----------T----------------VLVH--DDLDT----VMRWIATGTLLI-----SN-SDALRLE-YRAFVADPFRAQ---------G-HIIGTHPD-L--L-------------Q----GS---------------LAG------A-HV---------I-NL-L-DR-------------------------------------------TV
AUG76307.1 P-L-S-P---S----V---VGL-FLR--Q--H------------------P--H---A-E-LLGALL---A----A--TLDAL-A--------H------ERT------------V----------------LLVE--RDSAS----VAHWVAAVCYLL-----PP-PLARRLS-FATYQHRPERAR---------L-HLVGTVPE-I--R---LD--L-G---A----EH---------------QDA------F-HL---------L-DF-V-QG------------------------------------RVPP-----
WP_067654758.1 E-Y-Q-P---A----A---LHA-MAC--A--Q--------PG--------A--A---E---FLPKLL---T----A--FEEAA-G--------P------QRK-K----------V----------------VISA--VDPDQ----AIRWIALASLFL-----DL-ADVLELS-FRVFTEAPLEED---------L-SIAVFHPG-L--T-R-SA--P---V-I----EA---------------LPA------ALNG---------I-DL-A-TF-------------------------------------------RT
WP_033322584.1 R-W-D-E---A----L---LVK-HAR--E--H---------------------A---P---RVAPFL---A----D--VRRLF-A--------D------PAG-R-------Q--I----------------VVAE--PDQET----VARWIALACASL-----PE-AHARSLT-FMTATADPGGAP---------Q-QILGIGPG-T--DSQVFD--R-----Y----DV---------------LTV------T-HH---------Y-RV-H-DG--LG-----------------------------------------
WP_016431979.1 C-W-D-H---A----L---LTK-FAS--E--Q---------------------A---A---RIAPFL---A----D--VRALF-A--------D------PAG-R-------Q--I----------------VLAE--RDQET----VARWIALACASL-----PV-THARALT-FTTHCADPGLAP---------Q-QILGIGPD-L--DSEVFD--R-----Y----DD---------------STV------T-HL---------F-RV-H-DG--LG-----------------------------------------
WP_098245459.1 A-H-A-D---RE---L---LVE-FAR--A--R---------------------S---G---RVAPFL---A----D--VRRLF-D--------D------PAG-R-------Q--I----------------VLVE--EDPAA----VARWIALACASL-----PE-AYVPALT-FTTWTRDPWRAP---------Q-QIIGVGPD-A--G---FD--R-----A----DE---------------ATL------T-HL---------Y-RV-H-DA--TG-----------------------------------------
WP_009526733.1 --I-D-P---D----S---IVE-FLG----------I-------------S--D-N-L-E-RYKQMV---T----A--MLRFQ-T--------E------KKR-----------------------------IVIC--DEPEN----IVKWIAALHYTL-----PL-DIAKNVN-FTSYEFDPELSP---------S-QICGVVSE-G--T-R-YN--C-----I----NY---------------ISS---NR-H-YV---------F-DF-I-NN--------------------K-----------FT---------PV
PHX78035.1 R-E-T-G---P----R-P-CVA-WQA--A--T------------------G--D---A---GWAGVL-----------ASAFL-R--------D------QAR-P----------I----------------HVIY--GAAIE----PLPLVEEAIRLL-----PE-WARWRAT-FSTYFLQPVAGT---------P-CAWRFCLD-G------TP--A-----A----DV---------AR-----QS--------KG-LV------I-DI-T-RT--------------------A----------------------GP
SEH00144.1 A-L-D-P---D----S---LGQ-WLA--A--G----G-------------P--G---AYR-RLSGLL---E----L--VRRGL-V--------E------GYG-R----------L----------------ILVG--ADCEE----IVRWIAVISYSL-----AW-EAVTRLS-FVTYSGDPAATT---------Q-LIVGTTPD-V--W---IP--R-----D----VD---------------ATV------V-AL---------A-DE-P-AA---------------------------------------------
WP_054716519.1 --ITN-S---H----N---ISQ-FLQ----------V-------------G--N-R-A-K-QLSKMI---D----A--YLQQQ-R--------Y------SKK-----------------------------MVIV--D--SN----TPEWIAAITASF-----PR-HISKKQS-FSTYNINPTPLN---------V-QITSTSYD-G--S-Y-FD--F-----R----DH---------------QVF--EHQ-Y-YI---------F-NI-N-ED--------------------L-----------IS---------PV
AKA68369.1 --I-Y-F---D----S---ISK-FFK-------ENGI-------------V--K-K-S-K-NFREMM---Q----S--IIDFN-K--------S------GKK-----------------------------IMFC--DSMYT----VPYLIGAIEMSL-----PK-KLSMQFT-FTTYAYNPEDTN---------Y-LICAAYGI-G--S-K-SN--F-----N----IG---------------QNI---YK-Y-NI---------F-NF-L-ED--------------------R-----------NK---------NV
WP_053240737.1 --I-Q-T---S----S---IER-FLK-------ANLN-------------K--K-R-E-E-GLNKLI---D----G--IIDAK-I--------N------GKK-----------------------------VILA--DEAAS----LHMWIAAATMIF-----PI-SIANNIT-FNTYNFDAESDS---------E-FLCGAAAE-G--T-K-FK--I-----S----GT---------------EKN---YN-F-NM---------F-DL-F-TS--------------------M-----------ST---------EV
WP_014153312.1 --L-T-R---E----G---LGD-FAV--A--R---------------------S---P---WIAAVL---S----D--LRRVC-E--------D------PSA-P-------R--V----------------VLVE--RQSAD----VARWIALATAVL-----PR-EHAERLT-FTTYTREPGRRA---------H-QVVGVLPE-D--A---PD--I-----S----DP-R----------------------F-RV---------H-TA-S-GP---------------------------------------------
WP_094418663.1 P-I-S-M---P----L-P-ESD-FAD--S--T---------------------P---A---TLPSHA-----------VNWIA----------R------ETV---SL-------L------RD---RH---KVMI--VGQCD----ALPILTLVFDQL-----NP-SERSTTS-FACGLKQSGQRD-----------FRVQFLHE----E---MT--P-----K-L--KM---------EL----ERS--------GI----VP---I-DI-A----------------------------------------------RV
EFL18295.1 R-H-D-R---A----A---LAA-FVA--A--R---------------------G---P---WLAGFF---A----D--VRRAV-E--------E------PDA-P-------R--L----------------LLVE--EDSAA----VARWVMLACGVL-----PH-ERGQWLT-FTTYARRPLLAP---------Q-RLVGVLPG-D--E---PA--E-----P----GP------------------------W-RV---------Y-GAAA-GA---------------------------------------------
WP_037687853.1 R-H-D-P---A----A---LAE-FVA--A--R---------------------E---A---WLAPFF---A----D--VRRLV-E--------E------PGA-P-------R--I----------------VLVE--PDSAA----VARWVMLACSVL-----PH-QRGQWLT-FTTYTARPGLAP---------Q-GLVGVLPG-ERTA---AA--L-----A----TL---------------EEG------C-RI---------Y-EPGR-GA---------------------------------------------
WP_071963824.1 --I-D-K---K----G---LLD-FVQ--A--R---------------------A---D---RLEHFL---A----D--VRTLF-R--------T------PDA-P-------Q--L----------------LVIE--RESSQ----TAFWIAIASAVL-----PR-ELADRLT-FTTYTRRPMLAR---------Q-QIVGAFPD-A--D---FD--F-----V----SA-A-------------AQR-R----Y-RV---------H-DC-T-GG---------------------------------------------
PAW85721.1 S-A-H-P---V----LTP-AAG-WRE--F--A------------------G--T---G---AKAAWLVNAS-GA----AAVSL-L--------N-P------------------------------------------PESAQ----MLRLLAESAALL---G-RA-A--WSAT-FTTN-AAKTGAD---------G-FDWAV----G------PA--S-----G----RP---------TI----------------------------DL-A-QA--------------------A----------------------QL
WP_095741743.1 P-L-S-L---Q----P-P-MSD-FTD--S--T---------------------P---A---LLPGHA-----------VNWIA----------R------ETV---SL-------L------RD---NR---KVMI--VGKCD----PLPILTLMLDQL-----TP-KERSETS-FACGLKPSSRRD-----------FRVQFTQD----P---MT--P-----K-L--QK---------EL----DRS--------GI----AP---I-DV-A----------------------------------------------RV
WP_077026942.1 H-A-S-T---S----T-D-FDT-WES--V--F------------------G--D---A---GWAGML-----------GEAAV----------N------GMK-P----------V----------------SIIV--PHTDS----TIDLLNEALQLV-----PP-ELRWKLC-FSTYFSRLAPGT---------Q-CHWRFVLD-G------TG--E-----A----RR---------LR----ARS--------LG-AL------V-DP-I-GS--------------------A----------------------GE
WP_063973810.1 R-F-M-P---V----G---LRE-MAL--E--A--------RD--------A--H---D---FLATLL---T----A--LEKIL-R--------D------PDS-R----------L----------------LIAA--DDAVT----AARWIALGTLFF-----DR-EVALEFT-FRIFTENPYKGS---------H-RIMVFNPE-T--V-E-KA--V---D-I----AR---------------LPD------VHSG---------I-DL-R-NF-------------------------------------------AA
WP_078543661.1 --I-N-K---R----S---VLQ-FLK-------E----------------G--N-R-S-E-QLKQLI---S----A--IIGYH-I--------D------KRR-----------------------------IVII--DKSEN----ISFWIGAVQYVL-----PE-GLAAQIP-FTTYTNDPMRQN---------A-LICGVHDG-E--V-P-SP--I-----W----NQ---------------Q--------F-YV---------F-DF-L-RQ--------------------N------------L---------SS
WP_008098874.1 P-F-E-A-F-D--------LQD-IES--------------------FW--A--T---Q---TLPHHF-Q-R----V--IEDGT-A--------F------TNV------------F----------------EIPL--HEEKQ----LVEHLRRVLNDL-----PA-GQRWTHP-FTSCLLPTDQPQ-DF--------AWSGMLEN--------IT--L-----P--------------------------------YE----VA---F------DS---------------------------------------------
WP_006246539.1 E-F-D-L---P----V---LHK-LAT--G--G--------AD--------A--E---Q---FLAKLI---S----A--FEGST-G--------D------SWV-K----------T----------------IVSC--SQPQT----ALQWIALGTLLI-----PT-EEALSLS-IRTFLSDPLSAT---------Q-RIVAVHPP-S--L-N-KP--P---D-V----TT---------------LPA------V-SG---------I-DV-D-DY-------------------------------------------RT
WP_052038875.1 E-F-E-A---E----E---LLK-LL---E--D--------PW--------A--S---R---ILPEYL---T----M--LEQAV-A--------E------NPT-K----------C----------------VLVH--DDMDT----VLQWMALGTLLI-----GI-EEAYDLE-LRAFVQDPFLDS---------S-PLVGLHSE-N--T-------------H----AE---------------VHG------A-NV---------V-DL-L-GK-------------------------------------------HL
WP_048037372.1 --V-N-I---N----S---VIE-FLG----------E-------------D--N-R-V-D-IFKNML---H----A--MLSFE-R--------E------HKR-----------------------------LVIC--DDPDN----IIMWIAALEYTL-----PL-KLALNIN-FTTYEYDPSLSR---------S-QICGVVPK-G--T-K-YS--P-----E----GY---------------ENL---QL-H-FI---------F-DI-Y-RK--------------------D-----------TV---------NF
WP_024494939.1 R-T-GDR---E----G---LND-FAV--S--R---------------------G---P---WLAGVL---A----D--LRRLS-E---PAESAE------TAE-S-----V-K--V----------------VLVE--RQSAD----VARWIALAAAVL-----PP-SSAERLT-FTTYTRHPQRAP---------Q-RVVGVLPQ-D--A---HE--L-----S----GP-G----------------------F-RV---------H-TC-T-GP---------------------------------------------
WP_073785338.1 V-F-G-A---G----A---LND-FAV--S--R---------------------S---P---WLAAVF---A----D--LRRVC-E--------E------PSS-A-------R--V----------------VLVE--RQSAD----VARWLALAGAVL-----PS-EHAHRLT-FTTYTRRPAHSP---------H-QVVGVLPQ-D--A---PG--Q-----D----TP-SPDAPSPDASSDPLGQDAAVAPAL-RV---------H-TC-A-GA---------------------------------------------
WP_093705090.1 A-R-E-R---E----A---LND-FAV--S--R---------------------G---P---WLAGVL---A----G--LRRLH-A--------P------GAP-E-------R--V----------------VLVE--RQSAD----VARWLALAGTAL-----PD-GLAERLT-FTTYTRRPREAA---------Q-QVVGVLPE-D--A---ED--L-----A----GS-G----------------------L-SV---------H-VC-S-GP---------------------------------------------
WP_030900988.1 P-L-G-T---G----A---LTA-FAT--T--R------------------A--------A-RLAAFL---T----A--VRELC-E--------G------RHA-R----PGAPARL----------------FVVE--RDSTD----VARWLALACATL-----PR-GYARRLT-FTTYTRRPGQAP---------Q-QIVGVLPA-D--A---AS--LAGRRGQ----DG---------------ASR------I-FD----GT---A-HG-E-AG---------------------------------------------
PJT46684.1 --L-S-R---S----A---LTQ-FAA--T--R---------------------T---P---WLADFF---A----A--IRTLV-A--------D------PAS-P-------P--L----------------VVVE--RDPVA----VARWLALAATAL-----PP-SEAHRLT-FTTYTRAPA-HG---------H-RISGMLPE-D--Y---AA--L-----D----DPAR----------------------Y-RV--------LD-CS-A-AP---------------------------------------------
WP_093542234.1 A-F-G-P---E----A---LND-FAV--S--R---------------------S---P---WLAAVF---A----D--LRRVC-E--------D------PAA-G-------R--L----------------VLVE--RHSAD----VARWIALASAVL-----PQ-DDAHRLT-FTTYTRRPAHSP---------H-QLVGVLPQ-D--A---PR--A-----D----GP-G-------------------AQAL-RV---------H-DC-A-GS---------------------------------------------
WP_030350718.1 L-L-G-R---E----A---LVG-FAA--S--R---------------------G---P---WLPGFL---A----S--LRELT-E--------E------APG-PRDADRAAR--I----------------VLVE--RDSAD----VALWIALACAVL-----PR-DRADLLT-FTTYTRRPRDAR---------Q-RIVGVLPG-D--A---PE--P-----D----GF---------------DHR------C-RV---------H-DC-T-AP---------------------------------------------
WP_028128959.1 --I-S-V---A----S---IKE-FLG----------Q-------------A--N-R-L-E-IYKHML---A----A--LLYFR-R--------E------KKR-----------------------------VVII--DEAEN----IIFWIAALEYAL-----PL-SFAQRLN-FNTYEYNPDTSQ---------A-RICGVLEE-G--T-K-FS--V-----N----------------------NA---MH-H-YV---------F-DL-K-RD--------------------C-----------YP---------KF
WP_072949111.1 --V-D-V---D----A---VLE-FLS----------I-------------E--D-R-L-N-IYKNML---Y----A--MLSFN-R--------E------QKR-----------------------------VVIC--DEQEN----IIMWIAALEYAL-----PL-QTALKIN-FTTYEYDPTLSA---------S-QICGVVSK-G--T-R-FT--D-----E----------------------SK---RL-H-HV---------F-DF-I-KN--------------------E-----------YA---------EF
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FINAL -------------------------------------H-H----HHHHH-HHH-H-----HHHHHH--H-HHHH--------H--------------------------------------H-H-HHHH-HHHHHH-H---HH-------------HH----------HH-HHHHHHHHH-----HHHH--H---------HHHHHHH--HH---HHH-H---HH--H-H-HH---H------------------------------------------------------------------------------------------------------------HH----HHHHHH-----HHHHH-------------------H-----HHHH----HHH--------------HHHHH-H-H-H------------HH--------------H---H--------H--------------------------HHHH----HHH-------H-----H-HHHH-H--HHHHH------------------------------------------------------------HHHHHHHH---------HH----HH-------------------H-----HH--------HHH-HH-HHHHHHH-H----------HHH--------------HHH-HHH-----H-H-HHHHHHHHH-----------H----------HH----------HHH------H-H-------------------------------H---------------------------------------HHH-----H-------------------------------------HH-------------------------------------------------------------------------H-HH-------HH----------------------------H--HHHHHH-----------------------------------------------------------------HHHHHHH--H----------HHHH--H--------------HH----HHHHHHHHHH-------H----------------------------------HH------HHH-------------------------H--H-----H--------
ALIGN -------------------------------------H-H----HHHHH-HHH-H-----HHHHHH--H-HHHH---------------------------------------------------HHHH-HHHHHH-H----------------------------------HHHHHHHH-----HHHH--HH--------HHHHHHH--HH---HHH-H---HH--H---------------------------------------------------------------------------------------------------------------------HH----HHHHHH-----HHHHH-----------H-------H-----HHHH----HHH--------------HHHH-----------------------------------------------------------------------------HH--------------H-----H-HHHH-H--HHHH-------------------------------------------------------------HHHHHHHH---------H------------------------------------------HHH-HH-HHHHHHH--------------H--------------HHH-HHH-----H-H-HHHHHHHHH-----------H----------HH----------HHH------H-H-------------------------------H---------------------------------------H---------------------------------------------HH------H-------------HH--------------------------------------------------------------HH----------------------------H--HHHHHH-----------------------------------------------------------------HHHHHHH--H----------H--------------------------HHHHHHHHHH-------H-----------------------------------H------HHHHHH-------------------------------H--------
HMM -------------------------------------H-H----HHHHH-HHH-H-----HHHHHH--H-HHHH--------H----------------------------------------H--HHH-HHHHH---------------------------------------HHHHHH-----HHHH--HHH--------HHHHHH--HH---HHH-H---HH--H-H-HH----------------------------------------------------------------------------------------------------------------HH----HHHHHH-----HHHHH-----------H-------H-----HHHH----HHH--------------HHHHH--------------------------------------------------------------------------------------------H-----H-HHHH-H--HHHHH-------------------------------------------------------------HHHHHHH---------HH----H--------------------H-----HHHH-----HHHH-HH-HHHHHHH-H----------------------------HH-HHH-----H-H-HHHHHHHHH----------------------HH----------HHH------H-H-------------------------------H---------------------------------------HHH-----H-------------------------------------HH------H---------------------------------------------------------------------H-------HH----------------------------H--HHHHHH-----------------------------------------------------------------HHHHHHH--H----------HH--------------------------HHHHHHHHH-------H---H-------------------------------H------HHHHHH-H-----------------------------H--------
FREQ ----------------------HH--------------------HHHHH-HHH-H------HHHHH--H-HHHH--------H-H--------------------------H------H--H-H-HHHH-HHHHHH-H---H---------------H----------HH-H--HHHHHH-----HHHH---------H-HHHHHHHH--HH---HHH-H---HH--H-H-HH---HH-----------------------------------------------------------------------------------------------------------H-----HH------------EEEE-----------------------EEEE----EEE--------------HH--H-H-H-HH----------HHH--------------H---H--------H--------------------------HHHH----HHH-H---------------HH-H--HHHH-------------------------------------------------------------HHHH---H---------HH----HH-------------------H-----HH------------EE-EEEEE-------------HHHH--------------HHH-HHH-----H-H-HHHHHHHHH-----------H----------HH----------HHH------H-H-------------------------------H---------------------------------------HHH-----H-------------------------------------HH-------------------------------------------------------------------------H-HH-------HH----------------------------H--HHHHHH-----------------------------------------------------------------HHHHHHH--H----------HHHH--H--------------HH-----HHHHHHHHH-------H----------------------------------------------------------------------H--H-----H--------
PSSM ---------------------------------------H----HHHHH-HHH------HHHHHHH--H-HHHH-------------------------------------------------H-HHHH-HHHHHH-H---HH-------H-----HH----------HH-HH-HHHHHH-----HHHH--------------HHHHH--HH---HHH-H---HH--H-H-HH------------------------------------H---------------------------------------------------------------------------HH----HHHHHH-----HHHHH-----------H-------H-----HHHH----HHH--------------HHHHH-H-H---------------H--------------H---H--------H--------------------------HHHH----HHH-------------H-HHHH-H--HHHH--------------------------------------------------------------HHHHHHH---------HH----HH-------------------H-----HH--------HHH-HH-HHHHHHH-H-----H--HHHHH--------------HHH-HHH-----H-H-HHHHHHHHH-----------HH---------HH----------HHH------H-H-------------------------------H---------------------------------------HHH-----H-------------------------------------------------------------------------------------------------------------------H-------HH----------------------------H--HHHHHH-----------------------------------------------------------------HHHHHHH-----------------------------------------HHHHHHHH------------------------------------------------------------------------------HH--H-----H--------
WP_085494889.1 MN----------V--------DIEL--E------H--Q-P----YLEFA-WKH-LNDIDALEAFYR--Y-ADQL--------L-I------G-TEQ---HK----------Q---I--A--L-I-SYHE-LSIFYQ-L---EQ-------G---D-YT----------LY-EEHKQPVLR-----ALLG--HMAQGEMT-TAKQRLHA--LF---ARL-E---EL--E-L-EN---VK-------Q-GT----------------LP--E---------------------------------------------------------------------------PD----LLDGFK-----DYLYQEQV-TER---GK-------A-----QLIP----LFI--------------HSIHQ-A-A-VQ----------SNH--------------A---L--------S--------------------------LRYY----AIV-ASH---P-----E-LSRV-F--FDTVL---------------------------------------NR-----GL------------AQSLFEPY---------VA----KQ-------------------F-----QEAP-----RAGD-IV-DLVCDWG-T-----R--HTQVL--------------KLA-SFR-----A-M-AQEALIQKL-----------RK--ENEP---VK----------IAN------A-I-------------------------------L---------------------------------------EQL-----H-------------------------------------RL------P-------------RGRD----------------------------------E---E--I-----E-L-AD-------SE----------------------------L--MDTLIY-----------------------------------------------------------------AVNCFLL--L----------ESDL--K--------------RI----SKQELLQIGF-------L---Q-------------QP---K-----------QF------IQWARR-F----D--------------DH--V-----Q--------
WP_053491362.1 IN----------V--------DLKW--S------E--Q-P----YLNFA-WDT-LLDPDRSERFYA--F-AEQM--------L-A------D-MEP---SL----------R---I--S--L-N-SYDD-LCVLFQ-I---EE-------G---R-DG----------LY-REHKHAVLR-----ALLL--YLKPAGAL-NAKRRLDQ--LF---HIL-F---AQ--E-F-EL---VK-------G-GH----------------VP--D---------------------------------------------------------------------------AA----IAGYVR-----DY--HDIN-PRE---HN-------D-----GIVE----FFI--------------RSLNN-A-L-SK----------QRQ--------------D---V--------T--------------------------QAIY----ELL-EES---P-----A-LSRA-F--YARVL---------------------------------------TS----PGL------------PALLFDPY---------MK----KS-------------------M-----QQTA-----TPTD-LI-DLISLWV-R-----N--HPLLL--------------EQE-NYV-----R-L-AEAQLVDKL-----------HH--ASEP---VS----------AVN------A-V-------------------------------L---------------------------------------DQL-----D-------------------------------------SL--------EHD---------SKQG----------------------------------I---G--R-----Y-A-GG-------TA----------------------------F--ADRLIY-----------------------------------------------------------------AANLFLL--R----------ELEP--E--------------QL----NRKQLLDIGF-------L---R-------------MP---K-----------EF------QAWVER-F----D--------------SR--I-----R--------
OMG48224.1 PQ----------D--------EVDD--G------R--Q-P----YLDFV-WRA-VGELESLEDFHR--F-ADDM--------L-A------A-KEP---QS----------R---G--L--L-S-VYHE-LCVFYQ-V---EK-------G---R-WD----------LY-ENHKLTVLR-----GLLG--YLEPADAP-DSSLRLND--IF---LAA-F---DR--E-F-DR---IK-------Q-RN----------------IP--E---------------------------------------------------------------------------LA----VVECFR-----DY--YRLD-GRN---YG-------P-----KLVN----YLI--------------HAINK-A-L-AE----------ERT--------------E---L--------A--------------------------YALY----ALA-ESQ---P-----E-LSKA-F--FGTVL---------------------------------------KL----DGL------------SDRLFEPY---------IR----NK-------------------L-----AEAQ-----GPKE-VL-NIVHSWA-I-----A--QPDLL--------------RNA-SFQ-----E-Y-AVESLTDKL-----------RK--QQRL---LS----------AVH------M-V-------------------------------L---------------------------------------ENI-----R-------------------------------------KW--------ERT---------PLSD----------------------------------S---G--M-----T-M-AD-------SQ----------------------------L--AELLSL-----------------------------------------------------------------AAKNLLL--N----------DLEV--D--------------KL----TQDQVVSAAF-------L---G-------------RT---D-----------AF------AGLQL-------E--------------GR--Q-----R--------
WP_028547019.1 TN----------V--------DVDF--S------K--Q-P----YLDLA-WTN-LTQLDRAVDFYR--F-AEQM--------L-A------D-MDV---VR----------Q---T--A--I-T-SYHE-LAVFYQ-V---EA-------G---N-EA----------LY-DVNKNAVLM-----AMLQ--YLTPAGAI-TGKKRLNE--LF---MSR-F---TR--E-F-EL---VK-------Q-RQ----------------VP--E---------------------------------------------------------------------------LQ----LVKCLK-----EY--AELP-DTD---VD-------K-----QLIA----YLI--------------SAIHN-A-Q-LD----------KRK--------------D---R--------A--------------------------EAFY----TLI-SSQ---P-----S-LSRA-F--FDTVL---------------------------------------NL-----GK------------AHELFEPY---------IE----QQ-------------------L-----HAAL-----KAED-VV-QLAYNWS-S-----L--HPQTL--------------KNA-FFV-----E-Q-AEKQLMSKL-----------RT--ESDA---VA----------AVT------A-T-------------------------------H---------------------------------------HLI-----D-------------------------------------EL------------------L-ERD-----------------------------------R---D--Y-----G-N----------GT----------------------------L--MQKLSY-----------------------------------------------------------------SADLFLL--T----------ELNL--E--------------QL----RKEQLLKIGF-------L---Q-------------YP---D-----------EV------KSWAAR-F----N--------------QQ--V-----Q--------
WP_052676055.1 TN----------A--------DLEV--S------K--L-P----YLDFI-WSN-LSSPDRAEQFYQ--F-ADTM--------L-S------D-LGL---MR----------R---M--A--I-S-SYQE-LALFFQ-I---EE-------G---N-VV----------LF-NESKGAILR-----GLLE--YISPPGAL-SVKMRLND--IY---LAA-F---DR--E-F-DL---IK-------Q-GH----------------VP--D---------------------------------------------------------------------------IA----VVEAFK-----DY--YPIS-GRN---NE-------G-----KIVR----YFI--------------VAINN-A-I-SQ----------KRK--------------D---V--------A--------------------------TSFY----SMI-ESH---P-----P-LSKT-F--FDMVF---------------------------------------AG-----GL------------SKQLFEPY---------IQ----QK-------------------F-----TAAP-----KPKD-VM-KLVGIWG-K-----A--HPAVL--------------SNA-NFI-----D-M-AKSHIQDKL-----------RR--DPQP---VS----------AVN------A-L-------------------------------L---------------------------------------DQQ-----Q-------------------------------------QV--------ERE-----WR-----G----------------------------------T---G--S-----N---PD-------VD----------------------------L--LDQLAY-----------------------------------------------------------------VANLFLL--T----------EMSL--D--------------KI----TKDQLLSIHF-------L---K-------------QR---A-----------EV------KAWAAK-F----E--------------QR--V-----Q--------
WP_068528494.1 GN----------V--------DVDP--S------K--Q-P----YLDFA-WSN-LGRPDRAERFYQ--F-AEEM--------L-A------D-MDM---MR----------R---T--A--L-S-SYND-LSVFYQ-I---EE-------G---N-ET----------LF-DDNKTSVLR-----GILD--YITTPEAI-SSKVRLND--IF---LAR-F---DQ--E-F-DL---IK-------Q-GQ----------------IP--E---------------------------------------------------------------------------LV----IVEVFK-----DY--YSIC-GKN---NE-------G-----KIVT----YLM--------------VAISH-A-I-SA----------KRK--------------E---V--------V--------------------------SSFY----KVI-ESN---P-----R-LSKA-F--FDMVL---------------------------------------SS-----GF------------AKQLFEPY---------IL----EK-------------------F-----TLAP-----KAKD-VM-QLVGVWG-K-----N--HPSVT--------------HNA-YFV-----D-L-AKAQLLEKL-----------RK--ESDP---VS----------AVN------A-L-------------------------------L---------------------------------------EQQ-----V-------------------------------------KL--------ERD-----WEI-KQPG----------------------------------P---G--V-----T-M-HD-------FA----------------------------I--MDQLTY-----------------------------------------------------------------AANLFLL--T----------ELDL--D--------------KL----TKDQLLNIKF-------L---K-------------EP---K-----------EV------KTWAAK-F----D--------------AR--I-----K--------
WP_063231512.1 QN----------V--------DLQD--G------G--H-E----YLDFA-WEH-VNEPQMLAQFHA--F-CEEV--------L-A------G-ADQ---SL----------A---L--Q--L-R-TYYE-LCALYL-I---EK-------G---R-TA----------VY-ERNRAGVWQ-----ALVS--YLRHPGLA-K-NKRLHD--LQ---VLL-F---RI--E-V-EA---LA-------E-KK----------------LP--D---------------------------------------------------------------------------GE----TIRQMI-----ES--SDAS-KQD---RL-------R---V-DMVR----YLL--------------NVLMR-A-Q-AA----------GQR--------------G---L--------L--------------------------TDTF----KHL-AAS---P-----E-LFGM-T--MKTIF---------------------------------------QS----EPL------------IKSLFERY---------FS----ER-------------------L-----AAVT-----TMDG-ML-GEIRFWA-Q-----M--APEAM--------------RHA-FFA-----T-E-TTEKLLRLF-----------AR--EKSK---LD----------TAI------A-I-------------------------------H---------------------------------------QFF-----D-------------------------------------NL--------------------------------------------------------------D------------RA-------RN----------------------------L--ADSLLD-----------------------------------------------------------------ELDKSLL--K----------LIDL--E--------------KL----SRDDFQKMIA-------L---L-------------EE---------------KP------QSFFGT-L----D--------------VA--S-----R--------
WP_023559201.1 LN----------T--------ELTE--G------K--H-E----YLDFA-WEF-LQDSRILASFHE--F-CEEV--------L-Q------G-ADR---QT----------G---L--S--L-V-TYYQ-LCALYQ-I---EK-------G---R-MS----------VY-ENNRPAIWQ-----VLNH--YLRQAQLL-K-KDRLHE--LM---RAI-Y---LL--E-T-QA---LS-------Q-QH----------------WP--E---------------------------------------------------------------------------IE----LVKQIA-----DS--YSVA-RNE---VE-------K---A-EKVQ----YVI--------------DVLSK-G-K-NL----------LKT--------------S---Y--------V--------------------------AEVY----QHV-SGH---R-----D-LFHA-L--MRQVL---------------------------------------GY----KVL------------VKPLFEEY---------LV----ER-------------------L-----KAVA-----TITQ-ML-KEIEFWA-K-----N--APLAI--------------RHP-FFA-----T-T-TIPKLIGLM-----------IE--ERKR---LD----------AAM------Q-I-------------------------------H---------------------------------------HFF-----D-------------------------------------SF--------------------------------------------------------------A------------GS-------PS----------------------------Y--AEELLD-----------------------------------------------------------------EVDKTLL--K----------KVAL--D--------------TL----SQKDFDQILS-------L---L-------------ED---------------KP------QTFFDG-L----D--------------LE--A-----R--------
WP_052146961.1 LN----------A--------DLDW--D------D--Q-P----YLDFA-WDN-LGNPERAERFYD--F-SARM--------L-K------D-MEP---IR----------Q---I--A--I-A-SYHE-LAVLFQ-M---EE-------G---N-LE----------LY-EPNRLSVLR-----AMLD--LLEPAGSL-PAKMRLND--LF---LAS-F---DL--E-F-DR---VK-------Q-GE----------------LP--E---------------------------------------------------------------------------LE----ILECIK-----DY--YRVD-KKH---SE-------R-----KIVE----YFI--------------RALNN-A-I-TL----------GRK--------------D---L--------L--------------------------SAIY----GMI-ESD---A-----D-LCTA-F--FGRVL---------------------------------------AS----QGL------------PKLMFNPY---------IE----NR-------------------L-----KKAM-----KARD-VA-DLLHRWV-T-----S--HPVVL--------------SND-FFV-----Q-T-AESQLIDKL-----------RK--EAEP---VK----------AVN------Q-V-------------------------------L---------------------------------------DQL-----D-------------------------------------EL--------DQD---------PQHG----------------------------------F---S--L-----V-E-GG-------SF----------------------------F--VDRLMY-----------------------------------------------------------------AANLFLL--K----------DVQL--D--------------KI----TKEQLLQIGF-------L---N-------------NP---K-----------EF------RSWVSR-F----D--------------TR--T-----R--------
WP_068650918.1 AN----------V--------DVDP--S------K--Q-A----YLDFA-WSN-LGRPDRAEHFYQ--F-AEQM--------L-A------D-MDM---MR----------S---T--S--V-S-SYNE-LSVFYQ-I---EE-------G---N-ET----------LF-DDNKTTVLR-----GILD--YMTTPEAI-SSKVRLND--IF---LAR-F---DQ--E-F-DL---IK-------Q-GH----------------IP--E---------------------------------------------------------------------------LA----IVEVFK-----DY--YRIC-GKS---NE-------G-----KIVT----YLM--------------VAISH-A-L-SA----------KRK--------------E---V--------V--------------------------ASFY----KVI-ESN---P-----R-LSKA-F--FDMVL---------------------------------------SS-----GF------------AKQLFEPY---------IL----EK-------------------F-----TVAP-----KTKD-VM-QLVGVWG-K-----N--HPTVT--------------RNA-YFV-----D-L-AKAQLLAKL-----------RK--ESDP---VR----------AVN------G-L-------------------------------L---------------------------------------EQQ-----V-------------------------------------KL--------ERD-----WEM-KQPG----------------------------------A---G--A-----T-M-PD-------FA----------------------------L--MDQLAY-----------------------------------------------------------------AANLFLL--T----------EIDL--D--------------KL----TKDQLLNIQF-------L---K-------------ER---K-----------EV------KLWAAK-F----D--------------AR--I-----K--------
WP_019422337.1 TN----------V--------DIDF--A------K--Q-P----YLSFA-WSN-LEHPDRADSFYQ--F-AEQM--------L-A------D-MDP---KR----------H---T--A--I-A-SYHE-LAVFFQ-I---EE-------G---N-DA----------LY-DANRSMVLR-----AMLE--YLSPAGAI-AAKERLNG--LL---LGR-F---NR--E-F-EQ---AK-------Q-RQ----------------VP--D---------------------------------------------------------------------------LS----IVKCFK-----EY--NELD-GAN---MG-------N-----NLIG----YLI--------------CAIYN-A-A-ME----------KGK--------------E---R--------V--------------------------ESFY----GLI-ESQ---P-----E-LSRS-F--FDTVL---------------------------------------RG-----GK------------SKELFEPY---------IQ----HK-------------------F-----HAAQ-----KAID-VV-QLAHHWS-S-----T--HPQVL--------------RDA-YFM-----E-L-ASTQLVEKL-----------RR--EVEP---VA----------AVN------E-V-------------------------------L---------------------------------------ERI-----A-------------------------------------RL------------------P-SDDS----------------------------------R---S--S-----G-A-DY-------AM----------------------------F--MERLSY-----------------------------------------------------------------AANVFLL--T----------DLDL--E--------------QV----RKESFLQIDF-------L---Q-------------HP---H-----------EV------KQWVAR-F----N--------------QQ--V-----Q--------
WP_068613626.1 TN----------V--------DLDW--T------K--Q-P----YLDMA-WEL-LGRKEQLEDFHW--F-SDIM--------L-R------D-MGQ---EK----------A---L--S--I-T-SYHE-LSVLYQ-V---EG-------G---N-EG----------LY-ESHKISVLR-----GILE--YLRPEGAL-AAKERLND--LF---LAR-F---DR--E-F-DA---VK-------S-GR----------------VP--D---------------------------------------------------------------------------PA----IAECIK-----DY--YRID-PKN---NE-------R-----RVVE----YFI--------------RAAAN-A----R----------KEP--------------A---A--------F--------------------------SKLN----ALI-ENH---P-----S-LRKA-Y--FDQVL---------------------------------------KD----DQL------------SALLFVPY---------IE----DR-------------------F-----RSAG-----NVRE-VV-SVIQEWD-R-----F--YPGVW--------------DKK-GLR-----E-L-ARSEVTSRL-----------QQ--AKDI---TA----------AAG------E-V-------------------------------LAMVDGQREPFKGANQRETGAENKRQPRQRANNSNTAPEAKEL-----S-------------------------------------GW-D-VL---DRP------GL-SDQG----------------------------------E---A--G-----G-H-GS-------VG----------------------------I--MADLAS-----------------------------------------------------------------AVRRILL--A----------LLDM--E--------------KL----TKEALLSMEF-------I---T-------------WA---G-----------TG------DFGPQK-L----D--------------AQ--M-----K--------
WP_092271867.1 LQ----------L--------DWQE--G------A--H-A----YLDFA-WEH-LNETRVLADFHA--F-CEEV--------L-E------G-ADT---AF----------L---L--R--L-A-TYYE-LCALYE-V---EK-------G---H-ME----------RY-EQNPSGVWQ-----VLQQ--YLGQPALENR-SHRLRG--LR---EVL-F---RL--E-N-AA---RK-------D-QG----------------LP--A---------------------------------------------------------------------------TE----TIHQML-----KA--FCAI-PNE---RI-------S---T-ELVT----YLM--------------NVLLK-G-K-AT----------RQN--------------A---F--------V--------------------------AKVY----QEL-SGY---P-----E-LFGF-L--MRSVL---------------------------------------GY----KQV------------VGPLFEDY---------LK----ER-------------------L-----ASFS-----TLAQ-VL-QEINLWA-Q-----V--APLAL--------------RNP-FFM-----T-A-TREKVLELF-----------AR--ESEK---LQ----------AAL------A-I-------------------------------H---------------------------------------DYF-----E-------------------------------------RQ--------------------------------------------------------------D------------AM-------SG----------------------------Y--ADELLD-----------------------------------------------------------------ELDKALL--K----------QLML--G--------------EM----AWGDFGKIIT-------L---L-------------EE---------------KP------QTFIGE-L----D--------------LE--S-----R--------
WP_003334069.1 LH----------A--------DIQ---G------E--H-E----YLSFA-WTN-LNEAVVLKSFYE--F-ADEI--------L-A------G-ENS---AK----------G---L--S--I-A-TYYE-LCTLFL-I---ET-------G---K-LS----------VY-GRNKAAVWQ-----VLLQ--YLRNERLI-N-KQRVLA--LF---GLL-F---GA--E-K-TA---VT-------S-KS----------------LP--S---------------------------------------------------------------------------VE----LITLIC-----EA--YNVV-KNQ---DN-------R---K-EIVM----YLM--------------EVLLK-G-K-SS----------QQT--------------E---Y--------V--------------------------EQVY----KQL-SGN---H-----E-LFTF-M--MNTIL---------------------------------------SY----EKV------------VKPLFEEY---------VA----QR-------------------L-----ANCS-----KLDD-AV-KEMSFWA-V-----H--ASQAL--------------QNP-FFM-----N-R-TEQKLLDLF-----------KE--EKRK---VE----------AAL------S-V-------------------------------H---------------------------------------QTL-----G-------------------------------------KW--------------------------------------------------------------E------------VG-------RS----------------------------Y--TSRVLE-----------------------------------------------------------------ELDKSLL--K----------HLSL--E--------------AL----SKEDVKKIVS-------L---F-------------EH---------------KP------QSFFTA-L----D--------------SQ--S-----E--------
WP_018671154.1 LH----------A--------DIQ---G------E--H-E----YLTFA-WNN-LNEAVVLKSFYE--F-ADEI--------L-A------G-EDL---AK----------S---L--S--I-T-TYYE-LCTLFL-I---ET-------G---K-LS----------VY-ERNKTAVWQ-----VLLQ--YIRNERLM-N-KKRLFA--LF---GLL-F---EA--E-K-MA---VA-------S-KS----------------LP--S---------------------------------------------------------------------------VE----LITLIS-----EA--YNVV-ENQ---DS-------R---K-EIIM----YLM--------------DILLK-G-K-SS----------QQT--------------E---Y--------V--------------------------TQIY----KQL-SGN---H-----E-LFTF-M--MSTIL---------------------------------------SY----EKV------------VKPLFEEY---------VA----QR-------------------L-----VGCY-----KLDD-VV-KEMNFWV-N-----H--ASQAF--------------QNH-FFM-----N-S-TEQKLLSLL-----------KE--EKQK---VE----------ATL------S-I-------------------------------H---------------------------------------QML-----G-------------------------------------KW--------------------------------------------------------------R------------VG-------HS----------------------------Y--TNRILE-----------------------------------------------------------------EIDKCLL--K----------HLSL--E--------------AL----SKEDVRKVVS-------L---F-------------EH---------------KP------QSFFKA-L----D--------------SQ--S-----E--------
WP_049895018.1 GQ----------I--------DADW--S------R--Q-P----YLDFV-WSH-LEQKEQLQGFFD--F-ADEM--------L-S------G-MEG---ER----------K---S--A--L-S-SYHE-LAVYYR-I---ER-------G---E-ES----------LY-EENKVTVLR-----GLLE--YLKPPGGL-DARMRLND--LF---LSR-F---DR--E-F-DL---NR-------L-GH----------------IP--P---------------------------------------------------------------------------AA----VAECFR-----DY--FGLP-GAG---QE-------D-----KIVS----YYI--------------LALHN-A-M-TQ----------ERQ--------------E---E--------A--------------------------DAFY----TLI-EGH---T-----G-LEAA-F--FTNVL---------------------------------------NS----ERL------------MTVLFDPY---------IR----AK-------------------F-----QRAT-----DLKA-LL-NLIRAWG-K-----K--FPFVL--------------QNH-SFQ-----E-L-SRTRLMDKL-----------RS--ANQL---LR----------AAD------I-V-------------------------------M---------------------------------------KEI-----G-------------------------------------KW--------D-A---------GVPE----------------------------------R---E--R-----V-F-QN-------SG----------------------------M--TELLTS-----------------------------------------------------------------SALRLLL--S----------ELDL--D--------------RL----TKEQVVGAEF-------L---R-------------QH---DL----------SR------PAKELR------D--------------SR--L-----S--------
EHQ63001.1 TN----------V--------DIDL--G------K--Q-P----YLSFA-WTN-LEQPERAEAFYV--F-ADQM--------L-E------G-MDS---QR----------H---T--A--I-A-SCHE-LAVLYQ-I---EE-------G---S-DS----------YY-MQNRVGALR-----SMLD--YLTPEGAV-QSKQRLAE--LF---RGC-F---QR--E-Y-EL---VK-------Q-GE----------------TP--D---------------------------------------------------------------------------PA----IVKCFM-----DF--EALA-GAA---LG-------S-----DLIG----YLI--------------RSLYE-A-S-QV----------KGR--------------E---R--------M--------------------------EAYY----ALI-EGS---D-----S-VSRP-F--FDTLL---------------------------------------RG-----GK------------TVDLFFPY---------MR----QK-------------------F-----QEIV-----RAEE-LV-KLAHHWS-S-----Q--HPVLL--------------SKT-EFT-----E-L-AAGQLAEKL-----------RH--DAEP---VS----------AVN------A-V-------------------------------L---------------------------------------DTV-----D-------------------------------------RL------------------L-AEEG----------------------------------R---P--A-----R-E-HM-------LL----------------------------F--MEQLSY-----------------------------------------------------------------SANVFLL--T----------ELNL--E--------------QT----RQEAFLQIGF-------L---A-------------HP---E-----------EV------REWAAR-Y----P--------------SQ--V-----Q--------
WP_052947460.1 IN----------T--------DLPG--Q------E--H-T----YLQFV-WEK-LGGYANLEPFFV--F-AEEA--------L-Q------G-ADN---AR----------K---L--A--L-P-VYYE-LCALFL-I---EQ-------G---E-TN----------IY-ERNRAGILH-----SVLG--YLEQSNLT-Q-KKGLHT--LL---LQL-L---AK--E-S-KA---IS-------M-RS----------------LP--P---------------------------------------------------------------------------LE----VIKCFI-----AY--YDIA-PDR---ER-------A-----EVSL----FLI--------------NTLLK-G-K-QA----------REH--------------S---F--------V--------------------------FDVY----QSI-SAN---K-----Q-LFAS-L--MRSIL---------------------------------------RS----KVD------------QS-LFEEY---------VE----QR-------------------L-----AALG-----GVSE-VV-QEIRFWR-D-----T--VPDCV--------------TNR-YFQ-----E-A-TLNAFLERL-----------DK--ESDR---IG----------AVT------K-I-------------------------------Y---------------------------------------QAF-----D-------------------------------------QL--------------------------------------------------------------G------------DSDKDKLAFTK----------------------------Y--ASAILG-----------------------------------------------------------------EIDMHLV--E----------GIEL--S--------------RL----SGEECSQAVQ-------I---L-------------KR---------------QK------QTFAKD-L----S--------------RE--G-----K--------
WP_051620670.1 IN----------T--------DIPE--N------E--Q-P----LLDFV-WHF-RHESEPLQGLFD--F-SEEA--------L-Q------D-SEL---NI----------P---L--S--V-S-TYSQ-LLMLYE-I---EQ-------G---D-ET----------LY-EQNRSGSMN-----SILS--FLNKENVR-N-KPRLRE--LF---IRL-L---RK--D----A---TD-------G-GS----------------LP--T---------------------------------------------------------------------------AG----YIQSLL-----DY--YVFA-EEG---EQ-------A-----LLVQ----CFV--------------IFVNR-A-S-SR----------SEE--------------G-ISG--------A--------------------------ARLF----EPM-LTH---S-----SKVLGL-V--MRELQ---------------------------------------KQ-------------------SSNTAEQY---------MS----YR-------------------M-----NQVG-----TVDT-LL-AEIDFWL-A-----Q--ADELV--------------QAR-FFV-----N-E-VLQKSKQLL-------Q---KT--GPKR---ID----------TAA------V-L-------------------------------Y---------------------------------------RYF-----E-------------------------------------QL--------------------PQRS----------------------------------K---K------------KQ-------NE------------------------S---F--SDIIKL-----------------------------------------------------------------ELQLELL--A----------ELNV--S--------------SL----SYDDVTRLGF-------M---V-------------DP---------------ID------SDLFQH-M----E--------------KS--K-----K--------
WP_076172998.1 IN----------V--------DLDL--S------K--Q-P----YLDFA-WAN-LRNPERLEDFYA--F-ADQM--------M-E------G-MEP---IR----------R---I--S--V-A-GYHE-LCVLYQ-I---DQ-------G---R-EE----------LY-TAQPGTVLR-----CILD--YLSTPGAI-HAKARLNQ--LF---LTR-F---DK--E-L-DR---VK-------L-GE----------------VP--G---------------------------------------------------------------------------TD----IIESIK-----DY--YAVD-GKN---FG-------L-----RIVE----YFI--------------RTINN-A-L-SQ----------QRE--------------D---I--------A--------------------------QAAY----GML-EST---P-----A-LSRT-F--FARVL---------------------------------------SS----PGL------------PALLFEPY---------IE----NR-------------------L-----KQAA-----TASD-LV-ELAGAWV-Q-----N--HPIVL--------------ENA-VFT-----K-L-AETQLMDKL-----------GR--ESDP---VR----------AVN------A-V-------------------------------M---------------------------------------DQL-----D-------------------------------------DL--------ERD---------PGRG----------------------------------L---G--Q-----I-E-GG-------SR----------------------------F--VDRLVY-----------------------------------------------------------------AANLFLL--K----------DLDL--E--------------RL----SREQLLDIGF-------L---R-------------EP---K-----------EL------RSWVSR-F----D--------------AR--I-----R--------
WP_018758407.1 NN----------I--------DVDW--S------K--Q-P----YIDYA-WDH-LDHSHVMEDFFR--F-ADRM--------L-A------D-LEP---LR----------E---T--S--I-V-SYHE-LTLFEQ-L---LQ-------G---Q-YH----------EY-DKNQVAILS-----ALIG--YLTPPNAM-IAKEQLNA--LF---HSL-F---TR--E-Y-TH---VK-------Q-RQ----------------IP--D---------------------------------------------------------------------------PT----IVECFR-----DY--DRMN-PDA---VE-------K-----ELSG----FLI--------------RVINN-A-Y-AE----------QRQ--------------D---L--------A--------------------------FAFY----AIA-ESV---P-----S-LRQL-F--FDTVL---------------------------------------QV-----NF------------ARTLFDPY---------IQ----HR-------------------F-----QSMS-----SVQD-VV-DAIQHWV-N-----H--HPQAR--------------SHT-AFL-----E-I-AKSELTVKL-----------RS--EPEP---VS----------AVY------S-I-------------------------------V---------------------------------------NQL-----D-------------------------------------KL------A-------------IQVE----------------------------------K---Q--L-----G-G-TD-------TY----------------------------F--IDQLIY-----------------------------------------------------------------SAQLYLL--K----------ELKL--E--------------EI----TLDQLLQIDF-------L---E-------------HE---D-----------EI------KEWAAH-F----N--------------QQ--V-----R--------
WP_010493411.1 HG----------V--------DVSG--T------E--H-S----VLDYV-WEH-RGDRDGLERLYD--F-CEEA--------L-L------D-VGH---PT----------A---L--A--V-P-TYSQ-LSELFR-I---EQ-------G---Q-DS----------LY-EQNRAGTVK-----SILQ--YLTAETAG-R-KKRLND--ML---VKL-I---RK--E----L---MD-------G-DS----------------VP--T---------------------------------------------------------------------------AE----FVIPLL-----EY--YAFA-DEG---TK-------K-----LLIA----SFA--------------LYIRR-A-A-SA----------ASG--------------D-IRA--------A--------------------------VPLI----DPL-RQQ---N-----A-VFLS-V--LQQLH---------------------------------------EQ-------------------HPQTAEQY---------AA----YR-------------------I-----TASG-----SIKE-FL-EEIKFWL-V-----S--ADDLL--------------LQH-FFR-----N-E-VLKKVKQLL-------K---AE--KSRR---ME----------VAK------N-T-------------------------------Y---------------------------------------IYF-----D-------------------------------------RL--------------------PERE----------------------------------G---K------------PQ-------FE------------------------D---F--CMQIKL-----------------------------------------------------------------EIQLQLL--E----------DLTP--A--------------GL----SYEDLMQLEF-------M---L-------------DP---------------PQ------PELLHN-L----N--------------SG--G-----R--------
WP_052339668.1 -P----------A--------GDIG--K------Q--G-C----YLDFA-WEN-RNNLDALASFFQ--F-AEEA--------L-E------G-CTL---TD----------K---L--S--L-D-VYNQ-LAQLYR-I---SR-------G---E-RE----------RY-TEDMGAVID-----SALH--CLRVANA--PKKPQLAE--LL---LVL-M---RD--E-A-AK---LG-------G-KKVVPEHGEEGGTEANIGVL--P---------------------------------------------------------------------------IR----MFSGFA-----EF--YGFV-PDD---HK-------A-----ELSL----ALI--------------AFLDH-A-V-RTLENS------ALY--------------A---Y--------L--------------------------AEAG----VAL-KKQ---P-----L-LQRQ-V--YERIG---------------------------------------LE-----PH------------FAELNEAL---------LA----ER-------------------L-----MKIK-----AIND-LQ-EEIAFWT-D-----Q--SLASL--------------GQS-YVI-----R-Q-FSGKVKKLL-----------VK--SGEP---YI----------AGG------S-L-------------------------------F---------------------------------------RLI-----E-------------------------------------QL------Y-------------KRYR----------------------------------G---D------------KG-------FE------------------------D---F--CDAIEF-----------------------------------------------------------------ETARCIL--D----------MIAL--P--------------TM----DLSDLRQVDY-------I---L-------------VE---------------DR------LQTGVD-L----T--------------DD--Q-----A--------
SEF85085.1 LN----------T--------ELPA--E------D--H-A----YLDYV-WTH-RNDPAELRKYFD--F-CDEA--------V-S------G-LDT---QT----------V---V--S--A-A-AYSR-LCVLYE-I---EQ-------G---R-TE----------LY-ERDRAAAMN-----GILS--FLTTESSP-R-KPRLKE--LF---VGL-L---TR--E----A---SD-------R-ER----------------TA--G---------------------------------------------------------------------------AD----YVEAVL-----GY--EKFA-EPQ---VK-------A-----LIVR----CLG--------------IFVSR-A-ADSA----------AGD--------------G-VES--------A--------------------------APLL----DLL-AAH---P-----A-AFAA-V--FDGLM---------------------------------------KS-------------------RPALGEGY---------IR----YR-------------------M-----KRIK-----SVQA-FT-GEVGFWQ-S-----H--SEALM--------------GEE-LFS-----R-E-AYDPLRKLM-------R---TD--LRKK---VA----------LAR------T-L-------------------------------T---------------------------------------EYF-----E-------------------------------------QL--------------------RQNS----------------------------------AGEKR------------HG-------VR------------------------Q---F--SRWMKL-----------------------------------------------------------------AVHLELV--D----------DLKP--S--------------GL----GIEDIQGLGF-------L---L-------------DP---------------VN------PDLKGH-A----S--------------RD--Q-----E--------
WP_051217355.1 TN----------V--------EADL--A------Q--Q-P----YVDFA-WRN-LDRVERAASFYT--Y-AEHM--------L-A------D-MGP---AR----------R---M--S--L-A-SYHE-LAVLFQ-I---EE-------G---K-HS----------LY-EQNRIPVLQ-----TLLD--YLAPEGAL-QKKQQLNN--LF---VQL-F---QR--E-Y-EA---VK-------Q-RH----------------VP--E---------------------------------------------------------------------------LA----VVERFK-----EY--DQRN-GTS---IR-------E-----AFIG----FLI--------------SALNH-A-L-AA----------QRT--------------Q---E--------A--------------------------NAIY----ALI-ERS---N-----E-ISKP-L--FDKVL---------------------------------------NG-----GL------------AGSLFMPF---------LH----HK-------------------L-----QQTS-----SAEE-AV-QILHDWT-L-----R--HYQLL--------------SLP-AYS-----E-M-AHYHLEDKL-----------RH--APDL---VT----------AVN------S-V-------------------------------L---------------------------------------EQI-----H-------------------------------------QLEQ-MLQVHAAS-----TKP-SQTE----------------------------------Q---H--E-----Q-E-GS-------SP----------------------------L--LLQLLY-----------------------------------------------------------------AANQFLL--T----------ELDL--D--------------QV----TKQQLLQVGF-------L---E-------------EA---A-----------EF------RAWVTR-Y----D--------------QR--I-----R--------
WP_076344520.1 AQ---GGPL---V--------DQAR--T-GLL-----R-L----VPDKL-----IETPDPSEQDRR--W-QAEA--------P-P----E-G-ARL---AK-----PIAD-E---E--R--V-P-AYD--VRLGPP-T-F-RS-------G-S-K-RS--T-L-----VH-PTPRSGART-AW--------WIAGSLAA-----------FG-L-LGM-L-------S-F------FM--W------RG----------------SE--S---------------------------------------------------------------------------TD----VIEQAT--K--AV-------ETK------------R-----KIAA-E--VQV-G-P-----A----AKVDA-A-K-EA-----VPIT-AEP-----------N--P------------A--------------------------PKPE----PVP-KPS-P-P-----P-FVGP----LSADK------------T-----PNAAAT---------------SP--D------------PAR-AAQLDPLP-TF------IE--L-PK-------------------------PPAS-----GLGP-QI-RTEQTYR----------IPHDV-K------------ALE-LVL-EPD-N---LRATSIDVQ-----------GS--DPSR---RS--W-------AIE-VPSA-G-L----S----------AT-VKLA------Q--F---------------------------------------ETA---G-D-------------------------------------RL--------TFS---W-----NVEE-------------------V------------------R--K-----R-P-EM-------AE------------------------A-F-L--DSLLSV-ETT----------------S-QGR----------------RHIALRALKL--------PS----KAAISLI-------------EPGK-----------------------KAEGLKPRTL-RRP-W-A---E-------------SS-D-------L-ENP-KA------ESWALE---N--S-KW-----------DL----CIR-M--------
APB71256.1 LN----------V--------DAEQ--V------R--Q-P----YFDWI-VRT-LLNGETPDDFFK--F-AEQM--------L-T------G-MEA---GR----------D---L--T--P-S-SYHE-LITLYR-I---EQ-------G---E-RA----------LY-NEQRIAVLR-----SLTD--YLSPPDAL-PRKMRLND--LF---LSF-F---DH--E-F-DR---VK-------D-GY----------------IP--D---------------------------------------------------------------------------VG----LVDSFK-----DY--YKVH-ARS---SE-------N-----RLVE----YLI--------------RSLNN-A-Y-TA----------RNT--------------E---A--------V--------------------------TYIY----HTI-EEN---P-----S-LGKA-Y--FTKVL---------------------------------------GN----PAL------------TKMLFIPY---------MD----SQ-------------------M-----KRTP-----DAKG-LL-AVVHEWG-S-----R--YIEVS--------------ANA-DFQ-----L-L-AESALMGRL-----------RA--ERKP---VE----------AVA------A-I-------------------------------H---------------------------------------QRL-----R-------------------------------------QW-D-S----------------SSAV----------------------------------G---K--L-----S-PLEQ-------SG----------------------------L--TERLQE-----------------------------------------------------------------ASNRYLL--T----------EVEL--K--------------EI----SPDQVVQIPF-------F---T-------------RP---------------DL------VQWVGK-L----P--------------AP--L-----K--------
WP_017814015.1 QA----------A--------QAGK--S------G--Q-I----YIDWA-WRH-LNQPERLRELLE--F-ADQG--------Q-A------G-IDA---AG----------E---SLPD--P-G-QYDE-WTLLYR-V---EQ-------G---D-EQ----------LY-REQQGMILQ-----SLLK--HLRPAGAL-ESAIRLND--LF---LSR-F---DR--E-F-DA---VR-------S-GQ----------------VP--E---------------------------------------------------------------------------VS----IAEVFA-----EY--YGID-PQH---TG-------R-----KIVE----YFI--------------WSIRN-A-I-SS----------GQE--------------A---K--------S--------------------------QAFY----AMM-ENQ---H-----S-LYES-F--LAIVG---------------------------------------SQ----PNL------------ATLLLTPL---------IE----RK-------------------F-----QQAQ-----SVEE-VI-HLAAEWG-S-----K--YPQLL--------------EME-DYC-----N-R-ANQSFMEAL-----------RR--SPDL---ML----------ATG------N-A-------------------------------F---------------------------------------HML-----D-------------------------------------EV--------EKS---------TGMG----------------------------------E---AGEI-----N-S-EV-------WL--------RSG-----------------L--GEEMRA-----------------------------------------------------------------LAERYLL--S----------ELEW--S--------------SL----TRERLLKADF-------L---S-------------SP---L-----------PS------DDYPEL-A----D--------------RR--M-----A--------
ETT33608.1 LN----------T--------DFGE--S------R--Q-I----YADLA-WKTLVEKGGSLRDFAK--F-ADSL--------L-L------G-ESP---ER----------K---L--S--L-A-LYNE-LAVFYE-I---EQ-------G---N-EA----------LY-TDNKNAILG-----GLLS--YLKPEGKL-DSRVRLND--MF---LER-F---DR--E-Y-DL---IR-------K-KG----------------IP--S---------------------------------------------------------------------------TE----ILEQFK-----AY--YALP-GHN---YR-------V-----KIVD----YFI--------------NGMLN-C-Q-SG----------GRE--------------D---V--------L--------------------------SAAY----GII-ESD---A-----E-LSEA-F--FKKVL---------------------------------------SQ----SLF------------RRALFEPY---------LE----SR-------------------L-----AAAA-----GTAD-IL-RLVGHFG-R-----S--LPEVL--------------QQA-AVR-----D-T-FKEYLLEKL-----------QR--ESDP---VA----------AVT------A-V-------------------------------H---------------------------------------EAV-----Q-------------------------------------QA-E-K----------------QRRR----------------------------------G---G--V-----Y-P-EA-------LS----------------------------V--MEELGT-----------------------------------------------------------------VADRFLL--N----------RLSL--D--------------EL----TMEQLLEISF-------L---R-------------YR---------------DT------ADWQPP-L----D--------------AI--A-----K--------
WP_025702099.1 QN----------T--------DFPS--A------P--Q-P----FLELA-WEL-LRKPEAADDFAL--F-ADMM--------L-G------G-TSA---ER----------K---L--S--L-G-AYNE-LAVFYR-I---EQ-------G---N-EA----------LY-TENKSAVLN-----GLLR--YLDGEGAL-ESKIRLND--LF---LER-F---DR--E-F-DA---VR-------Q-KH----------------IP--E---------------------------------------------------------------------------KA----VLESFR-----DY--FSLK-GHN---YR-------P-----RIVD----YFI--------------NGMLN-A-Q-NA----------GRE--------------D---A--------L--------------------------SAAY----SVI-EIS---G-----E-LAAA-F--FRKLL---------------------------------------NT----AVF------------ARLLFQPY---------VE----SR-------------------L-----ATAE-----RAAD-LL-EFVAHWD-R-----F--MPEAL--------------RQP-AVV-----D-G-LRDYLPEKL-----------ER--ERDP---VA----------AVA------A-I-------------------------------H---------------------------------------DYI-----E-------------------------------------QA-E-KE---------------RRRR----------------------------------A---G--I-----R-P-DA-------LA----------------------------L--QKDLAA-----------------------------------------------------------------VADRYLL--E----------RLSL--A--------------DI----TEDQLLELSF-------V---R-------------FS---L-----------DM------GRWDPP-L----D--------------LQ--S-----R--------
WP_099857417.1 TH----------A--------DASV--A------K--L-P----YAEFA-GSL-LYEPGAADSFYA--F-ADEM--------L-T------G-MEP---GR----------E---L--S--I-E-AYGE-LSMFYR-L---EQ-------G---M-EE----------LY-LDNKSDVLS-----GLLT--YLKPEGGA-HQRSRLNE--LF---LTL-L---SR--E-L-DS---VK-------R-EN----------------VP--D---------------------------------------------------------------------------ES----VAARIG-----EY--FQVA-APV---VQ-------S-----RIVD----YFI--------------YGINN-A-R-SQ----------KRM--------------R---A--------V--------------------------QELY----GLL-DRD---S-----L-LSRA-F--FDKVL---------------------------------------AN----ESL------------TKLLFEPY---------LD----NQ-------------------L-----KRTE-----SATD-VV-EVIQRWI-T-----S--HPSAI--------------HNS-FLL-----E-R-TATELRERL-----------CS--APNP---VQ----------SANEALKRVS-V-------------------------------L---------------------------------------DRL-----P-------------------------------------VA-G-S------------------LD----------------------------------T---G--I-----T-A-RI-------GQSGASVRPNRKGGPGSAVQPPAYQEDLTRL--ADKLAY-----------------------------------------------------------------VINLFMI--Q----------DLDL--E--------------RV----NREQLLSIDI-------L---L-------------HG---N-----------EV------RDWAAR-Q----G--------------SD--V-----S--------
WP_018883185.1 LN----------A--------EPED--Q------Q--R-G----YLSWI-WQQ-LQQEESLEEYFK--F-AAQM--------L-E------G-MES---ER----------E---L--S--L-N-AYDE-LAMLYR-M---EN-------G---D-PS----------GY-ENNRERLLR-----ALIQ--YLSIDNAL-PQKMRLND--LF---LEA-F---DR--E-F-DR---VK-------N-QF----------------IP--D---------------------------------------------------------------------------PS----LIETFR-----EY--YKID-KRY---IE-------F-----KLVE----YLI--------------RSLNN-A-F-AT----------GRQ--------------A---E--------A--------------------------ARIV----AAV-EQA---P-----D-LKNS-L--LTKLL---------------------------------------SN----SLL------------TSTLFVPY---------LQ----GQ-------------------L-----RTAR-----NMQE-LM-SMLVQWV-R-----Y--RPGLE--------------ADE-QIQ-----E-T-MIAAVAQTM-----------GK--EADL---VA----------AAN------I-L-------------------------------H---------------------------------------DRL-----E-------------------------------------QV-ERD----------------ESDA----------------------------------A---S--F-----L-P-----------G----------------------------M--ADALKE-----------------------------------------------------------------AADMYMI--T----------KLSL--Q--------------EM----KPSQITQLRF-------C---N-------------RS---------------DL------GPWVAR-L----N--------------RS--L-----Q--------
WP_002655127.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-MNGD----RLRNAWA-------T--------W----------------ILV-----A---LRTNLPASA----------------------VK---------------------L-------------------------------L---------------------------------------GQA---D-P-------------------------------------HL--------------------------------------------------------------D----------A-SQ-------LN------------------------I---L--GQQLRL----------------------KLL----------------------------------SM----EEDETQI-------------AAEM-----------------------ERDDVVAAAF-TGV-------D-------------AP-S---------QGK-GQ------RKIVRS-H----A--------------PH--P-AHS-R--------
WP_051478511.1 LN----------T--------DFGE--S------R--K-I----YADLA-WKTLVEKGGSLRDFAK--F-ADSL--------L-L------G-ESA---ER----------K---L--S--L-A-LYNE-LAVFYE-I---EQ-------G---N-EA----------LY-TDNKNAILS-----GLLS--YLKPEGKL-DSRVRLND--MF---LER-F---DR--E-Y-DL---IR-------K-KG----------------IP--S---------------------------------------------------------------------------TE----ILEQFK-----AY--YALP-GHN---YR-------V-----KIVD----YFI--------------NGMLN-C-Q-SG----------GRE--------------D---V--------L--------------------------AAAY----GII-ESD---A-----E-LSEA-F--FKKVL---------------------------------------SQ----SLF------------RRALFEPY---------LE----SR-------------------L-----AAAA-----GTAD-IL-RLVGHFG-R-----S--LPEVL--------------QQA-AVR-----D-T-FKEYLLEKL-----------QR--ESDP---VA----------AVT------A-V-------------------------------H---------------------------------------EAV-----Q-------------------------------------QA-E-K----------------QRRR----------------------------------G---G--V-----Y-P-EA-------LS----------------------------V--MEELGT-----------------------------------------------------------------VADRFLL--N----------RLSL--D--------------EL----TMEQLLEISF-------L---R-------------YR---------------DT------ADWQPP-L----D--------------AI--A-----K--------
WP_094017499.1 LN----------T--------ELPA--S------E--C-V----YFETV-WNW-RQDQEQLRQLFD--F-FELA--------L-A------G-LGG---QV----------A---Q--A--V-A-VYCQ-LAELYA-I---EQ-------G---D-EA----------LY-EANRTGTMQ-----GILT--YLTAETAE-R-KERLKD--LF---IRL-L---RK--E----A---SD-------G-GG----------------QP--A---------------------------------------------------------------------------AD----YVGSLL-----DY--YAFA-GQG---EK-------A-----LLIQ----CFV--------------VFIHR-A-S-SI----------KGE--------------G-MER--------S--------------------------VAIY----DQL-IQR---D-----S-VFGL-V--MKALH---------------------------------------KQ-------------------SAPTAEQY---------IV----YR-------------------M-----NKVS-----SVEG-LQ-KETDFWL-T-----H--AGELV--------------LVR-FFS-----N-E-VLKKIKLLL-------QA--RD--AQKR---IE----------LIS------T-L-------------------------------F---------------------------------------RYF-----D-------------------------------------QV--------------------PDRY----------------------------------G---K------------RE-------YD------------------------D---F--IGQLKL-----------------------------------------------------------------EIQLELL--G----------ELEL--N--------------QL----RYEDAIRLRF-------M---V-------------DP---------------ID------PELLQN-M----N--------------KS--S-----R--------
WP_076229825.1 IN----------T--------ELPA--Q------E--H-F----LLDTI-WKQ-RHTLDQLDPLFE--F-IEEA--------L-Q------G-THN---QA----------A---V--K--V-Q-TYYD-LHTLYE-I---EQ-------G---N-EA----------LY-EANRDTALQ-----GIIS--YVNAETVG-S-KVRLNQ--LF---VSL-L---RR--D----L---MN-------G-DF----------------LP--S---------------------------------------------------------------------------SD----YVKYLL-----QY--FAFA-DEG---VK-------S-----LLNS----CFI--------------ILISR-A-A-NR----------SEE--------------G-MSE--------A--------------------------AQIF----DQL-LGR---D-----S-LFDS-V--MSGLY---------------------------------------TQ-------------------QAGTAERY---------VA----YR-------------------M-----AKAV-----TVNA-LM-EEIRSWI-Q-----H--GESIV--------------QQR-FFA-----N-E-VLKKVKKLL-------QT--DS--VHKR---LE----------AAN------V-L-------------------------------Y---------------------------------------RYF-----D-------------------------------------EL--------------------PERS----------------------------------G---K------------QQ-------YE------------------------D---F--CGQLKL-----------------------------------------------------------------EIRLDLL--D----------TLQP--G--------------NL----EFEDIVQLGF-------M---L-------------EK---------------VD------QELNSH-L----D--------------KR--Q-----K--------
WP_025333415.1 MN----------A--------DFPA--S------S--Q-P----FLELA-WELLLRGKGAADDFAG--F-ADMM--------L-G------G-EPA---ER----------K---L--S--L-A-AYNE-LAVFYR-I---EQ-------G---D-EA----------LY-RENKSAVLN-----GLLS--YLGGEGAL-ESKIRLND--LF---LER-F---DR--E-F-DA---VR-------Q-KA----------------IP--E---------------------------------------------------------------------------TA----VLESFR-----DY--FSLK-GHN---YR-------T-----RIVD----YFI--------------NGMLN-A-Q-NA----------GRT--------------D---S--------L--------------------------EEAF----GVV-ESG---G-----E-LAAA-F--FRKLL---------------------------------------TT----PVF------------ARLLFQPY---------VE----SR-------------------L-----ASAA-----NAAG-LL-EWIGHWD-R-----F--MPEAL--------------RQP-AVH-----D-A-LLDYLPEKL-----------ER--ERDP---VG----------AVA------A-I-------------------------------H---------------------------------------SRI-----E-------------------------------------QA-E-KD---------------RRRR----------------------------------A---G--I-----R-P-EA-------LA----------------------------L--QKELAA-----------------------------------------------------------------AADRYLL--E----------RLSI--E--------------DI----TQEQLLELSF-------V---R-------------YA---L-----------DM------GEWDPP-L----D--------------LH--S-----R--------
WP_056641465.1 MN----------V--------DLDG--T------D--Q-P----YLDFA-WDN-LDRPERADSFFQ--F-AEQM--------L-A------G-MEP---ER----------Q---I--T--A-A-SYHE-LNVIYQ-I---EE-------G---N-DS----------LY-EEHKTAVLR-----GLLE--YIQPSGSI-DYKIRLND--LF---LSR-F---DY--E-F-DR---VR-------Q-GV----------------VP--E---------------------------------------------------------------------------AF----IVDAFK-----DY--YRIV-GRN---IE-------N-----KFVS----FLI--------------LALNN-A-K-RQ----------NEQ--------------E---T--------A--------------------------AFFY----AAV-ESN---S-----A-LSKA-F--FTRLL---------------------------------------AD----SRY------------ASTLFIPY---------LE----KK-------------------L-----KAAA-----GAKS-VL-QMIEHWG-N-----N--HPRLF--------------GYE-PFH-----T-F-ARQQLTDRL-----------ER--ECYS---IP----------AVS------S-A-------------------------------L---------------------------------------DQL-----R-------------------------------------RL--------EGE-----ARL-GREK----------------------------------H---P--S-----S-H-KE-------VD----------------------------L--YQGLEL-----------------------------------------------------------------AIYRAML--S----------ELDF--D--------------SL----TKDQLASAQF-------L---S-------------YK---D-----------QL------QRWNGQ-L---QD--------------PR--Q-----K--------
WP_014910933.1 ------------A--------CPET--L------A---------LVSLL-VH--AGVEGTPALWAA----SLPY--------S-S------G-REG---------------P---L--S----E-WRPL-SAAAFL-----AD-GS------F-P-AA-------------DPDLRAVRA-----------WLPDAVAW-LAPGQSRH--LL---HRL-L-------------------------D-AD----------------PD--T-------------------------------------------------------------------PH------DD----DLARLR--E--VA--HRAG-DPE---AT-------E-----RLEG----LIL---------R----RALDG-I-A-AG----------ASA--------------P------------A--------------------------MVPM-R--SAW-AKE---------E-AGAR----IGALL------------E--------------------------GG--------LGIVPT-PDR-AVELLRWA-GS--GG--VP--L-PR-------------------------SALE-----RYGA----GPVAHRI-SASPPEA--EPDRY--------------LTE-LLA-AHS-P---IRRGVAHGL---A-------VL--PRR----------------NLA------R-L----A---AGP----TG-ALMA---KD-R--E---------------------------------------PAT-----A-------------------------------------LL--------REL---------RMLE-L--------------------------------R---E--D-----D-P-PG-L-----LR------------------------A---V--MDSRRE-ARP-----WAP-P-RL---A-DHD--------------L-DRELLLRVWG--PT-P--GP----ETVTAAL--S----------LVDG--R----------TRI-AP----DVGDWCARIL-ARV---P-----------------PR-G---------LEE-EW------HHALTL-V-G--R-LM--L------------R-LPE-P--------
WP_043930432.1 TG----------V--------NIAG------Q--T--H-E----YLELA-WAY-LKSGREMDPFFT--F-CEKA--------L-S------G-LGL---QE----------E---L--E--M-G-NYYS-LATIFY-Y---LT-------T-G-N-IH----------FY-QRNRLGMLN-----GILH--FLSEESQS---KRELLT--SF---PKL-I---TI------EG---QA-----E-E-PD----------S-----AP--H---------------------------------------------------------------------------------FLRYAI-----QF--YRIA-PST------------------AVRD----FVA--------------RTMSV---H-LG----------MPT---------------------------I--------------------------KGLW----AIV-EED---V-----E-FLRY----LLGYF---------------------------------------YE--Q----------K-----DERIIESY---------LE----EK-------------------F-----GAIK-----GHQD-IL-NQLLRIL----G--L--APFLA--------------NSS-ALA-----G-I-LLDKLEMAM-----------KV--SAKP---FD-------------------V-V-------------------------------I---------------------------------------ETV-------------------------------------------ET--------LED---------LKPA----------G---------------------------R---------------------YT------------------------T---L--KDYIAG-----------------------------------------------------------------NLWKTLL--E----------DLEI--K--------------TV----SLEKIDKFTA-------L-----------------SE---------------ML------PQFYKS-----------EI--------DN--G-----L--------
WP_091171406.1 LN----------T--------ELPA--Q------E--H-F----FLDMI-WKK-RHTQDQLDPLFE--F-IEEA--------L-Q------G-INS---QT----------A---V--K--V-Q-TYDE-LYTLYE-I---EQ-------G---N-EV----------LY-EANRDAAMQ-----GIVT--YVNAETLS-S-KVRLNQ--LF---ITL-T---RR--D----L---MN-------G-EF----------------LP--S---------------------------------------------------------------------------PD----YVNCLL-----QY--YAFA-DEG---VK-------S-----LLDN----CFM--------------IFINR-A-A-NR----------SDD--------------G-MSE--------A--------------------------AQIF----DQL-LGR---E-----S-MFDS-V--MMGLY---------------------------------------TQ-------------------QAGTAERY---------VA----YR-------------------M-----AKAV-----SVKA-LM-EEIRFWI-Q-----H--SESIV--------------QQR-FFA-----N-E-VLKRVKKLL-------QT--DS--VHKQ---LE----------TAN------A-L-------------------------------Y---------------------------------------RYF-----D-------------------------------------EL--------------------PERS----------------------------------G---N------------QQ-------YE------------------------D---F--CGQLKL-----------------------------------------------------------------EIRLDLL--D----------SLQP--G--------------NL----EYEDIVQLGF-------M---L-------------EK---------------VD------QELNSH-L----D--------------KR--Q-----K--------
WP_018978026.1 IN----------A--------AEGG--S------L--Q-E----LGDFL-HNG-LSDPQRLERFFA--F-ADEA--------L--------G-SSP----E----------E---L--N--S-E-RYLE-LSRLFM-I---EE-------G---D-ET----------PY-ESDRRGILA-----LLLG--WTRRSGET-HIKARMLE--LL---AGR-F---DR--E-M-QD---LM-------A-GR----------------LP--E---------------------------------------------------------------------------PE----LLRDIL-----GY--FRVG-GKG---AG-------A-----LVLR----YLL--------------TLMPM-V-T-RQ----------KRK--------------D---G--------G--------------------------MAYF----AVI-ESD---P-----E-LADM-F--FSTLI---------------------------------------GN----RQL------------ASMLFEPY---------LD----RK-------------------M-----EAAA-----DASE-VV-RLVQKWS-D-----D--HPGLL--------------QNE-HFC-----D-V-SRRTLGGKL-----------RR--SADP---VS----------AVR------S-V-------------------------------V---------------------------------------ETL-----R-------------------------------------GD-G-N------------------PT----------------------------------A---G--L-----M-D-GT-------GE--------------ELMKHP--------L--CVTLAD-----------------------------------------------------------------EAIQYLL--D----------EWEW--N--------------KV----TLQQVTGLGF-------L---Y-------------EG---E-----------TE------EERKRKVR----G--------------PR--G-----T--------
WP_030878351.1 ------------G--------PGSP--PGDGR--D--D-W----WARLT-AR--LWLAGVPPEPAA------------------D------G-----------------------A--G----P------FALAPL-----WR-QV------L-E-LD--EPFTAEGDVLPPQVLRDAGL-----------WQAASAAG-VLAALVER--LT---GAA-------------GP---AP-------G-GG----------------SP--G-------------------------------------IRQ-----------------------------------LA----TVCRELHDN--GA-------GEA---IV-------E-----PLAL----ALA---------R----RRYAR-A-Y-AD----------GVL--------------P------------R--------------------------EEDL-G--GIP-LSD-A-A-RR--R-LRAELRDTWGPRV------------E-----KDLAHR---L---------S-GP---------------VPA-WAGPLELA-LF--LG--MD--------------------------------VVD-----RGAD----AVAAALP----------DPG-----QGA-QAV-A--LLD-RLA-DPA-----LDRRVLDRLGAPA-------SG--PGPE---RR--R-------RVE------D-LLALAA---ARP----QG-TWLE-R----R--L---------------------------------------EYA-----P-------------------------L-----------AV--------RFA---------VATV-Q-----------------LRSRH----------P---A----------P-GD-G-----PA------------------------G---G--ELFAAL-AAR-EA--VPG-G--R---G-DAR--------------T-VRELWAFVWP--DGGP--DR----TEVPTLL--G----------ACDS-----------------LL----LLQAGGGEAL-GAW---L---T-------------DP-D-R-------FDP-LL------LDTATR-L-R--T--------------AP--G-LDP-R--------
WP_068687038.1 AN----------V--------DLHG--G------D--H-Y----FLDLA-IAF-REHPELLAAFFS--F-AEEA--------L-E------G-CEQ---AK----------A---M--S--Y-T-TYNE-LSALFR-I---SK-------G---K-HE----------VY-EINKEGVLT-----SILG--YLKTGGPS-S-KRQLRQ--LF---EKL-V---SS--E-M-EA---MR-------T-RG----------------SV--S---------------------------------------------------------------------------AG----YAAIMV-----EY--AGHA-DSR---TR-------QMLIR-DLAL----ILH--------------SNW-----N-TQ----------GDE--------------D---F--------T--------------------------AAVM----DSL-QQQ---S-----D-LFAE-V--IRQLQ---------------------------------------SQ----TKY------------IR-VLEDY---------IL----AR-------------------L-----APVT-----DVKG-II-EEIMFWN-E-----A--APSVL--------------EET-YFP-----K-Q-CGTKIAQVL-----------GK--DRSR---IG----------NGE------K-L-------------------------------F---------------------------------------DLM-----D-------------------------------------EL--------------------------------------------------------------V------------AVNPALLDLTE----------------------------L--VKQTVA-----------------------------------------------------------------H---AVL--G----------SLEA--E--------------KL----TIEEAGRLHY-------L---V---------------------------------------YYASE-P----R--------------SK--L-----A--------
PKK14792.1 ---------------------AAAG--D------G--GSR----FARTV-AD--CWREADFAGLDA----LGEL--VTV-----Q-LD---G-EDG--GAEKAALAPALERA---A--A----L------LALCRG-----RT-------A-P-S-PE-------------EEKPAAELLTRHGGRVPEWVWPELVPAL-PAVGF--D--LA---LAM-------------HT---WA-----R-R-VQ----------------AA--Q---------------------------------------------------------------------------VA----DRCAER--C--AM--LALQ-DPG---LA-------G-------------RLP---R-----F----ELSAQ-A-L-ER----------LEP--------------------------------------------------------------------------QL--T-QALR----QAADL------------TRVGHLVAAAVR-------------A-GV---------------PPA-AEEVRAAAVRC--AR--RG----AG------------------------------------------DLAEALT-------A--VPAPW-------RER-L--TDG-VIA-----G--------LAQA---D-------AA--GRAA---------LLTDR-ACD------L-L----Q--------------------AR-D--W---------------------------------------SQA-----P-------------------------------------EV--------GLA---------VLAS-V--------------------------------G---R--R-----H-R-DR-R-----VD------------------------V---T--GALLRL-DAS-----QSA--------A--------------------VDAVLREVWA--VP-A--SA----AECGALL--D----------AYEE--LVPR-----------YP----ALAALPSRTF-RQA---AVDGE-------------LA-L---------EDP-VL------LRVAGQ-V-L--A-AF-----------EP-----QARA--------
WP_014368531.1 TG----------A--------ELPP--E------D--H-P----YFRHV-WQL-RHDLHRLESLLD--F-CEEA--------L-Q------G-LEP---GA----------A---L--A--P-A-AYGE-LCTLYE-I---EQ-------G---R-DS----------LY-AADRFGTME-----RIVS--YLHPVEAA-SGKVRLQQ--LF---ERL-L---RK--E----A---GD-------S-SG----------------RT--Q---------------------------------------------------------------------------AD----YVGLVV-----KY--SGLA-GDA---VQ-------P-----QLAR----GLS--------------YLLER-A-A-KQ----------HED--------------DQTGS--------V--------------------------LPLL----EPL-QGH---D-----A-LLRD-V--FEELY---------------------------------------ER-------------------SPALVQRI---------VA----GR-------------------L-----DQTA-----SAKG-LA-LELGLLL-S-----A--AGGV---------------PMR-FFA-----E-E-SLKKVRQLL-------R---GD--ARRR---TE----------TAQ------S-L-------------------------------Y---------------------------------------TAV-----D-------------------------------------EL--------------------SRRE----------------------------------G---A------------RS-------YA------------------------S---L--CELILL-----------------------------------------------------------------DIQLSLL--E----------DLEP--D--------------KL----TYEDIVRLDF-------M---L-------------AS---------------PR------PELLPH-L----D--------------TG--M-----K--------
WP_054875772.1 ------------P--------DIDA--V------D--H-P----YLDFA-WDN-INNERNLESFYE--F-ALSM--LYN-----A------G-HEE---KL------------Y-M--G------TYDD-LCILYC-I---KE-------G---N-FN----------LY-RSDREHAQD-----IILK--YYNCSDER--GKALLSN--LY---IKI-V---DR--E-I-ED---ME-------S-ST----Y-----------LP--S---------------------------------------------------------------------------YR----TVENLA-----SY--FNVG-VQT---VN-------S-----RI---F--YLL---------G----TVLSK---S-RA----------VKD-----------Y--G---------------------------------------AGIF----KIL-SQN---A-----L-MYGQ-F--INLIL------------R------------------------S-NS-------------------VKPVFEIY---------IE----DR-------------------F-----SDIQ-----NLKG-LF-NEIQYWE-T-----I--SNDVI--------------LNR-RFK-----E-L-VTHKVTELL-----------AK--SKNM---VS----------ENK------K-I----------------------------E------------------------------------------DFM-----T-------------------------------------GL--------------------TKSA----------------------------------G---N--N--L--Q---QE-K-----YR------------------------E---F--AVSIID-----------------------------------------------------------------NCEDFLY--E----------NLDL--------Y--------SL----SLEDIKSLRL------------------------------------------KY------------------R------------------------R--------
WP_051716628.1 ----------H-A--------EPPA--T------A--D-L----WALTA-AA--VWAAGADALFKR----AEDL----------P------GAEPF---------------A---V--G----P------LATLAL-----AD-------G-V-P-VP-------------ADAYAPAAA-----------WTTGHHHA-LGEDELES--FL---RAV-------------CA---EG-----R-P--G----------------SL--A---------------------------------------------------------------------------PD----ALAALL--G--AL--RDTV-PLA---VT-------A-----PITA----RLV---------E----AAVR----D-PA----------LAP--------------P------------P--------------------------LPPG----ALP-EPY-----RG--R-LTDG----LGEDV------------R-----AGLGTP-----G---------TP---------------LPR-TAGLLRIA-AT--LG--ID----HD-------------------------DLIP-----GLAD----RLCRRIM-------D--GATTT-GSGTG-AVP-E--LLD-VLD-ESA-P---LRIALLDLL---E-------AR--AADH---PA----------AVA------A-A----L----------RT-ARLP---RD-G--L---------------------------------------GHR-----P-------------------------------------HL--------RMC---------AALD-T--------------------------------S---G--A-----R-A-GN-R-----TP------------------------A---L--HALLRA-SGG-----SHL--------V-TPL--------------L-LRTAVSLLWQ--DRAP--TA----EEASQLL--G----------ESGA--E--------------VH----QLAGTWNDLV-SAA---V---D-------------AP-A---------DDT-AA------PTLAKQ-L-L--R-YG-----------RD--A-VGR-A--------
WP_054706231.1 AN----------A--------DMDA--N------S--H-A----FLDFA-WSN-LEQPERMAVFFE--F-AERM--------L-S------G-MEP---GR----------E---L--S--I-S-SYNE-LSILFQ-L---EG-------G---Q-EE----------LY-GQHKSGILQ-----SMLN--YLSSPSAL-MGKVRLND--LY---LSC-F---DR--E-F-DR---VR-------Q-GS----------------LP--E---------------------------------------------------------------------------IF----VAESFR-----DY--YRLE-GKH---SG-------N-----KIIA----YFI--------------HALNH-A-Q-AQ----------GDK--------------E---A--------F--------------------------EALY----GVL-TEE---P-----V-LSKA-F--FTRVM---------------------------------------TD----VRL------------CKLLFGPY---------LE----DQ-------------------L-----HKTK-----SVQD-AL-ALAEQWS-E-----A--YPVLY--------------ELE-LFH-----E-L-VRTQVADKL-----------RP--GARL---LE----------TAS------K-L-------------------------------M---------------------------------------DEV-----R-------------------------------------KR--------------------KEAG----------------------------------G---V--L-----S-F-GE-------LS----------------------------L--LEGVEL-----------------------------------------------------------------AAYCKLM--S----------VLQL--S--------------TV----TRQQLLDALF-------L---S-------------WP---D-----------QL------RIWNAE-L---TE--------------DG--Q-----R--------
WP_086817677.1 ------------G--------PGSP--PGDGR--D--D-W----WARLT-AR--LWLAGVPPEPAA------------------D------G-----------------------A--G----P------FALAPL-----WR-QV------L-E-LD--EPFTAEGDVLPPQVLRDAGL-----------WQAASAAG-VLAALVER--LT---GAA-------------GP---AP-------G-GG----------------SP--G-------------------------------------IRQ-----------------------------------LA----TVCRELHDS--GA-------GEA---IV-------E-----PLAL----ALA---------R----RRYAR-A-Y-AD----------GVL--------------P------------R--------------------------EEDL-G--GIP-LSD-A-A-RR--R-LRAELRDTWGPRV------------E-----KDLAQR---L---------S-GP---------------VPA-WAGPLELA-LF--LG--MD--------------------------------VVD-----RGAD----AVAAALP----------DPG-----QGA-QAV-A--LLD-RLA-DPA-----LDRRVLDRLGAPA-------SG--PGPE---RR--R-------RVE------D-LLALAA---ARP----QG-TWLE-R----R--L---------------------------------------EYA-----P-------------------------L-----------AV--------RFA---------VATV-Q-----------------LRSRH----------P---A----------P-GD-G-----PA------------------------G---G--ELFAAL-AAR-EA--VPG-G--R---G-DAR--------------T-VRELWAFVWP--DGGP--DR----TEVPTLL--G----------ACDS-----------------LL----LLQAGGGEAL-GAW---L---T-------------DP-D-R-------FDP-LL------LDTATR-L-R--T--------------AL--G-LDP-R--------
WP_056682743.1 IN----------A--------NENI--N------H--H-P----FIEFV-YRNLQQTPSKLADFYT--F-AKTS--------L----------CDH---KS--------------P--S--L-Q-SYND-LVAFYS-I---KE-------G---T-YN----------HL-NNKQSSLYK-----SFRS--FLTSDNIT-QKTELYHV--LV---NLV-----ND--D-A-AK---IS-------R-NA----------------LP--E---------------------------------------------------------------------------DE----TIVEIL-----QI--ASLF-AQK-D-LG-------------KINQ----YLI--------------LALYY-----GA----------NDS--------------N---Y--------L--------------------------NQVY----KHI-KGY---P-----L-LFKN----VNAAI---------------------------L-----------KN---------------QKL-VPVILEAY---------VK----MR-------------------L-----NRMA-----TLKE-VT-GEIKFWL-D-----Q--HPEVF--------------DNQ-VIN-----G-L-SKERLVLVF-----------QK--ESNQ--------------------------L---------------RA--------------F---------------------------------------QEV---Q-K-------------------------------------HL------S-------------GTRS-------------------L--------------A----------------DR-------IQ------------------------W---F--KKNMIT-----------------------------------------------------------------DLSLEVM--G----------SLKM-----------------EL--L-SPEEFDQAAV-------I---V--------------------------------------NNIPRE-F-M--N--------------AE--I-----K--------
WP_093899303.1 ------------R--------PTGP--V------D--D-A----WAETC-AR--IWRSRSPELFRA----AAEL----------P------G-EPF---------------A---A--G----P------LAVTAL-----CA-------G-V-A-LG-------------PVERAAAAD-----------WAAERPYA-LDEERTRL--LT---DAL-------------TA---PG-----V-D-RT----------------ST--E---------------------------------------------------------------------------LS----SVARLL--T--AL--DGRS-PAA---TT-------A-----SLAA----LLV---------T----EAVRG-G-D-VT----------LEP--------------P------------A--------------------------RSAF----AEP-AGE-----RASAA-LVAA----LGDDL------------R-----TELATG-----APIMPTA-P-GR--S------------VAR-TVQLLRIA-RL--LD--VD----CA-------------------------DLLP-----GVVH----RMSRSLL-------G--EGAAG-------CGP-V--LLD-LLD-EQF-D---VRTALLGEL---D-------RI--TPHD---PA----------GTE------R-L----L----------TG-VALP---FT-G--T---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AAAP-D--------------------------------A---R--A-----G-G-GD-R-----MK------------------------V---L--HTVLRA-GGM-----SPF--------T-EPL--------------V-LRTAVGLVWG--EDTP--TA----GEARLLL--G----------GTTS--D--------------AH----RTAGTWSALV-AAA---L---G-------------AP-A---------DDE-EA------PELAHD-L-L--R-GF-----------PQ--E-IDA-R--------
WP_060941976.1 ---------------------GYKP---------Q--T-L----WSRLT-QAL-ITSVDAGVSVYE--A-VEDF----------G------G-YDN---------------Q-P-L--S--M-G------LAVYAL-I---NA-------S---Q-LD--W----E--LK-EDAQALVIN-----EINR--LISHQPTE-RGPRGYGL-------DSV-V---------------------------TR----------------LP--D---------------------------------------------------------------------------------AMKELL-RR--NV--FDLL-HRQ-P-MS----H--E-----EVHQ----LIT--------------RALDA----------------------------------------------------------------------------------SIL-RGE---------E-VDTV-Q--FVSEI---------------------------------------NP--E------------TRH-QVELSQNP---------AT----SS-------------------------HDVA-GTD-TERH-LI-AFQHRVL-S--E--S--RSNQV--------------IRS-LFG-A---D-W-TMQEILNWL-----------RN--PNEY---SP----------VIS------E-V----I----------SE--------RN-R-----------P------------------------------GRL-R-Q-P-------------------------------------QL------V-CEN---------IVLT-Y-----------------L------------------G--L------------R--F--FD------------------------P---I--SPVISL----------------------TPG----------------------------------NA----ENAISLL--E----------RLAF-----------------TA---------------------L------------------------------------------DGLPAE-V-------------------GK--------R--------
WP_020617137.1 VN----------V--------NYEG--K------D--Q-A----FLDLA-WSH-LEQPERAAQFAE--F-AERM--------L-A------D-MGP---EH----------H---T--S--M-A-DYHH-LALLFR-V---SE-------G---D-HA----------AY-EAERLAVLR-----SALS--YLKPAGAM-PRKPQLVQ--LM---GAR-F---QE--E-L-GK---LQ-------A-GR----------------LP--E---------------------------------------------------------------------------PA----VVHVFA-----EF--YAAG-GTA---IE-------A-----QLVR----YFL--------------IAIQA-S-A-RE----------NKW--------------E---E--------T--------------------------AAYY----RAL-EQQ---P-----K-LAEA-F--FRKVL---------------------------------------AD----ERM------------AEQLFEPY---------LQ----GK-------------------L-----KEAG-----QLRD-VM-QLALQWL-S-----R--HVELL--------------SSP-AFS-----A-L-LRTRLAELM-----------AR--DRQP---LT----------AAS------K-A-------------------------------F---------------------------------------EAL-----E-------------------------------------KF-----AA-EAQ---------AALP----------------------------------P---V--E-----S-E-EL-------GE----------------------------L--NGQLQI-----------------------------------------------------------------TVYRTML--T----------ELSW--E--------------TL----TREQLNQAEF-------L---K-------------DT---S-----------RV------EQWNER-L----D--------------SR--L-----Q--------
WP_035847394.1 GP-------------------SSPA--G------A--D-L----WAQVA-AE--VWLAGQTVLFLR----AEQLGAAEVGAAG-F------G-AAE---------FGTAEFD---P--G----P------LAALAL-----QA-------G-V-P-LA-------------GPALAAAVD-----------WACGHAAL-LGEEFWEA--FV---QRL-------------SA---HG-----G-A-QP----------------GAGVG---------------------------------------------------------------------------VE----RYGRLG--A--ALL-AAGR-SAR---VL-------D-----PLAV----------A-----A----ARAVA-Y-A-PA----------APP---------------------------G--------------------------REQW----ALP-LSTGA---RQ--V-LAAE----LGPDL------------R-----AELGQV-------------G-TP---------------LDR-VLRLLQLA-AE--LQ--ID----AG-------------------------AAPE-----RLAA----RLATALV-------S--GDAAA-------LRQ----VSE-LLAGPAGAG---LRAGVLDRL---N-------DI--AREADPWPVAAALAGEP---GR------R-G----L----------PD--GWA---WA-D--L---------------------------------------ADH-----P-------------------------------------HL--------RAA---------RAAG-Q--------------------------------A---R--R-----D-G-GHSG-----LA------------------------L---L--FRLLDL-STV-----GLA--------ADDPL--------------L-LRTLYRLTWP--SGRP--QA----AEARQVL--ALTSSGAATGAATGA--ATGYGAVPAAGDVTGML----RQTGLGPALA-EVA---L---R-------------SA-A---------TEA-QA------PELAAE-L-L--A-AL-----------PP-GE-LPA-R--------
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WP_020509485.1 ------------I--------DVHP-------------------LARIL-AE--LDPADAGEAWSR----ATEV--------A-G------G-DEQ---------------S---F--D----D-WLPV-VAAALM-----TW-----PRG-P-E-SA-------------RDEPAVVAA-----------WLSEHASR-LAPDWVGE--VG---RAV-LA----------FL---TA-------A-PG----------------ES--D---------------------------------------------------------------------------LA----ALRDLA--V--AA--SRCP-AAG---LL-------D-----AVEV----RSV---------D----VLFAG-L-R-AT----------GEP--------------A------------A--------------------------GPQP-RLTTDR-ARR---------H-AVER----ISAEL------------P--------------------------NL-------------P-ASA-TARLVAWA-DA--AG--LA--L-DP-------------------------PALE-----RAGE----RIVGPAV-L-----H--NPDDE--------------LLRDVLA-RTP-P---MRAGVVRYL---D-------AV--GADE-L-DR----------MVD------A-L----G---TG-----LA-DLLG---RE-L--A---------------------------------------GAG-----P-------------------------------------WT--------RRA---------VVVA-E--------------------------------V---R--S-----G-V-LD-E-----VD------------------------G---L--A--AVV-SGP-GP--------------------------------V-DDRLLSMLFG--DRPW--TL----DQARRIL--D----------LLDD--R----------GRS-AT----AVLRRIEDTV-------L-----------------AD-G-----DEK-GVG-AY------ARFCAR-L------RP--T--------AVYAG-LGD-R--------
ADI12266.1 ------------K--------TGEP--V------S--D-A----WAEVA-AG--IWLGGAPELFKE----ADAL----------P------G-GPF---------------A---P--G----A------LAVGAL-----CA-------G-L-D-LG-------------TTGRTEAAD-----------WARHHPEA-LGDERLHR--LL---AAL-------------CV---PD-----G-G-RS----------------DA--E---------------------------------------------------------------------------KA----ALTGLF--T--CL--DGRV-PTA---VS-------T-----PLAA----LVL---------T----EAVRA-P-V-AG----------PGL--------------E------------A--------------------------LRPE----ALT-EEV-----RL--R-LAGE----LAADL------------R-----VGVS-D-----T---------EP--G------------IAR-PLELLRIA-DL--LG--VD----CS-------------------------DLLP-----KVAH----GLAHALL-------A--DPEAT-------HTP-A--VRL-ALD-EHF-A---LRTALLGRL---D-------TL--AAGD---PL----------AAA------R-L----L----------AL-VPLR---FA-E--S---------------------------------------KAL-----P-------------------------------------HL--------RMC---------AEAP-R--------------------------------L---T--A-----G-G-GD-R-----AT------------------------V---L--NAVLRS-GGV-----SVF--------A-DPL--------------V-LRTAVRLVWE--DGTP--TA----YEARLML--G----------EIGS--D--------------AH----RAAGTSSTLL-KAA---L---E-------------GP-A---------DDA-DV------PDLAHD-L-L--R-CF-----------AE--V-LTP-R--------
WP_072333059.1 AG----------A--------EPAA--V------A--G-R----WLETI-WTL-REEPERLQALFD--F-CEQA--------L-A------G-LEP---GL----------S---L--S--L-S-SYEE-LCTLFT-I---EQ-------GGSAG-DA----------LY-DADRARVWR-----SLGT--YLKGETQE-TAKTRLHE--LV---VRL-L---RL--E----T---GD-------V-KR----------------AG--S---------------------------------------------------------------------------PQ----VIDAML-----GC--EAYA-ERG---ER-------A-----LLCR----TVA--------------LFVMR-A-A-SA----------GD-----------------TAA--------T--------------------------APLL----EPI-QRQ---P-----E-LFRS-V--FRELS---------------------------------------GL-------------------SPRTAESC---------AS----YA-------------------I-----GRAD-----NTRV-LQ-SALAFWL-T-----N--ADML---------------SLN-FFA-----G-E-TVAAVKRLL------AK---EG--AARK---VD----------TGA------A-L-------------------------------F---------------------------------------RFF-----D-------------------------------------EL--------------------SEQR----------------------------------G---L------------ER-------YA------------------------D---Y--CELLKL-----------------------------------------------------------------EIQLMLL--E----------EVPL--A--------------EL----EAEHVSRLGF-------M---L-------------DP---------------PA------PELLPH-L----S--------------KG--H-----R--------
WP_052503686.1 TP----------V--------EATP--T------A--R-R----WADLF-LT--ADPYDVVDAVEV----A--------------------A-DSG---LP----------S---E--Q----A------VALAAV-A---VL---------G-Q-PP--T----------PQEAEALVR-----------WLRSGPTR-QVRDYGGP--VL---DTL-V---------------------------AE----------------VT--R---------------------------------------------------------------------------WP-AE-ALALLD--E--IA--HTGN-RAD---PGSPLWAADR--VA-AVRQ----ALI---------A----AELRR-A-V-DT----------GQV-----------P--S------------AQLDPLPPRI--WTGA-----------------------HQH---------T-AQRL----LTEEL-------------------------------------G-RA--E------------PAA-FEALLRAA-RR--CR--LA--V-PL-------------------------PAVR-----PAAH----AFAVDWA-------E--HPEHG---YDP-GGW-P--DGE-ALV-----D-L-RNDVLRERV-------Q---RD----PD---------------QAD------A-I----A----------DA-----------W--W---------------------------------------QVL---E-P-----GLTAIDS-------------------------RL--------DEA---------VVAA-A-----------------V--------------R---H-----L--P-V-AQ-R-----HE------------------------L---V--DHFLVG-AAQ---------R------G-RPE--------------T-VERLARILFR--RATA--DP----HELGLLA--R----------KAPP-----------------GT----VLPAEAVAGLRESL---L---T-------------AH-R---------LPT-ED------LTLGRR-L-L--R-----QRLL--PP-DP--E-LAG-L--------
WP_037715874.1 ------------T--------SSAP--R------P--D-V----WAAVA-AR--VWLAGRPELL------TNQA----------D------E-LPF---------------A---A--E----P------LAARAL-----YE-------G-V-A-LD-------------TSGRTAGAR-----------WALTHAQQ-ETTEFWHR--FV---TTLLAGPDTKHDG-TGAQ---GG--AADA-R-DG----------------TT--AGWDRTPDGRSAAADSLTRPAGLRSDATPARRDVAGAETGGARV-----GTGAGVAPTTGPADVGPGRGATTEGDVTS----LLPEVL--D--AL--AVHW-PAE---VT-------E-----PLAR----AVV---------H----AVAEG-H-G-RV----------PEG--------------L------------G--------------------------AALS----PGA-RA----------E-LAHT----LGPRL------------S-----ARLADP-----A-------V-----T------------PEQ-LLDLLRLS-RL--LG---------T-------------------------DLAGHPPPAAPGV----RLADHLL-------T--RAGLASGTPAG-EGA-AGTVHG-PAT-AAR-T---PDKGAPDPA---A-------AP--PPPA---PE----------DVA------A-V----L----------SR-SGTE---AV-R--A---------------------------------------ALL-----D----------------------------------------------------RL-----NDVA-LSGDPAPVVPVLARLGGMLEAGDPVAYPHLRVVA---A--AGRRYGG-P-ES-G-----SQ------------------------L---M--TRLTRD-AGG-----PEA--------Q-DPS--------------V-LLTAFRLAWP--TGSP--SA----SDAMMLL--L----------STPP--A--------------LL----AASGLDEPLA-RAA---V---R-------------AE-P---------TDP-EA------PELARR-L-L--R-EE----LRG----NT--L-NDP-R--------
KPI13878.1 ----------S-A--------PAAA---------P--D-P----WAQTA-AL--IWRAQRQELFAD----VRQL--PGARS-G-S-AGSA-G-SSG-AAAAL-GAAGPYE-----A--G----P------LAALAL-----AA-------G-V-G-LD-------------SAGRAAAAD-----------WAAAHR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017569953.1 ------------P--------DARA--W------L---------VADRL-AR--LGTRRAAALWRG----ARPY--------A-S------G-REG---------------P---L--A----D-WLPV-LIAASL-----LG-TT------A-H-TG-------------E-DLRRVCE-----------WLSEAVDW-LVPEDAAA--LV---HRV-L-------------------------D-AD----------------AA--M-----------------------------------------------EPPGAGASGAGAVGTGPGGGLD------QT----DLAGLQ--R--VA--HRLGGAAG---IT-------E-----RLER----VVV---------R----RCLDD-I-A-AG----------GSA--------------P------------A--------------------------AAPT-R--TES-VRE---------A-ARDR----VAALL------------D--------------------------GE--------RGEI-T-PDR-AVELLRWA-RA--SG--LV--P-SQ-------------------------ESLE-----RYGG----RVLAPLL-AA---SH--LPAPE--------------ARA-LVA-SCP-G---MRRGAAMRL---A-------EL--PRD----------------RLS------A-L----M---VGP----VG-ALFA---ED-R--D---------------------------------------GTS-----A-------------------------------------LL--------REL---------RLLG-T--------------------------------D---S-RS-----D-P-PG-L-----LS------------------------Y---L--VSVRRE-GRT-----VGA-P-GI---A-AYD--------------L-DEDLLTGVWG--PG-H--GP----RAALLAL--R----------VLRA--G----------VLV-AP----GVGGWVAEAM-TSP---P-----------------RP-G---------QER-AW------RELVDE-V-S--R-HW--V--------RD--R-LPE-P--------
WP_018657913.1 ---------------------PPGG--P------P--S-R----YARAA-AD--CWRTSDFATLDT----LAEL--AALAAPADD------A-PPG---------ADALARA---A--A----L------LALCRG-----ES-------G-V-S-PE-------------EERAAASLL-RGDGTLPEWVWRDLVPGV-PSMGL--D--LA---VAV-------------HD---QA-----R-A-AG----------------AA--D---------------------------------------------------------------------------VA----GQCALR--A--AV--VALA-EPA---LR-------P-------------RLP---R-----R----VLPDA-L-L-LD----------LTT--------------------------------------------------------------------------AA--R-DALA----RARTL------------TDIAEITGIAAS-------------S-GA---------------PPR-PADVTDAARAL--TR--SG----HAVDEHARADPAADRAGAPDSTRPGARDDHS-----GAAGHGGLRLAEAVE-------R--CPGEL-------RDA-L--VDG-VVA-----G--------LEAT---D-------DG--TRAA---------ALDAR-AAA------L-L----H----------AV-LRER---PA-R--F---------------------------------------DAA-----P-------------------------------------GT--------AVA---------VLAA-V--------------------------------A---G--R-----R-P-DR-R-----VA------------------------L---T--GELLRV---------RVS--------A-EEL-----------------APVLERVWA--AE-P--TP----AECLDLL--T----------GPPG-----------------HP----VLAALPSRAF-AAA---L---D----------------L---------TSP-DV------LRLAAR-V-L--A-VR-----------PD-----GP-A--------
WP_053558754.1 ------------A--------PDGP--E------P--T-P----WAVAA-AR--IWSAGAIELFQY----ADRL----------P------G-EPF---------------T---P--G----P------LSALAL-----CA-------G-I-D-LP-------------SPHRTAAAR-----------WACEHPSE-LSQEELEG--LV---QTL-------------AE---PGYTPAET-R-HT----------------PV--EPWHTPTEPGQTSAGPRRTPTDPRRTPTDPRHTPTDPQPGEAPLPAAETGTKTGARTETGTTPPAE----------TA----ALAELF--A--RV--GGAL-RPE---IA-------A-----PLAA----RLF---------T----AAVRS-A-E-PV----------RPP--------------D------------R--------------------------GALT----DEV-AR----------R-LAAE----LGPEL------------R-----AGIADA-----A-------A-----D------------TGR-ALQLLRVA-GA--LG--VD----CA-------------------------DLVP-----SLAH----RLASALL-------A--DPSAY--------GS-E--LHG-TLA-DRP-D---LRSALLREL---D-------AA--AGAA---PA----------SVT------V-L----L----------ER-APLE---LE-S--P---------------------------------------EAL-----P-------------------------------------YL--------RMC-GRI-----ARSP-SGGGDGT---------------------------------------G-T-RD-R-----TG------------------------E---L--RAVLAA-AGV-----SVV--------A-RPP--------------L-LRIAFRLVWG--SATP--TP----EEARYVL--A----------EQGA--D--------------LH----RTAETWPFLV-TAA---L---N-------------GR-P---------GDP-HT------DELAHE-L-L--T-AF----PTL----------LPP-R--------
EQD81319.1 SR----------I--------EPTE--C------A--S-H----WVSRF-LR--ADPYDVIDAVEM----AHRF--------A-R-DG---G-RPR---PG----------T---G--D----R------LAAGVL-T---CG---------D-P-LE--H----------RSEAAVLAD-----------WLASAPPE-SAQDALEP--VA---EAV-M---------------------------SA----------------GP--D---------------------------------------------------------------------------AP----ALRKLA--A--AV--HSGQ-DEL---AG-------------QVWY----ALL---------R----AELDE-V-V-RG----------VAA-----------T--G------------R--GTLPQRR--WSPP-----------------------EVE---------R-ATSL----VESVA-------------------------------------A-GV--A------------PER-FDAL------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052433373.1 PPA-AADAAVT-S-ALDAAL-DAEA--D------A--D-P----WAGIC-AR--IWLADRSEVFAQ----AALL--------P-P----E-D-DRF---------------A---A--G----P------LAAAAL-----AS-------G-V-A-LD-------------APGRMAACA-----------WAGAHHRA-LAPEQLDR--LV---RRL-------------CE---PG-----A-E-RG----------------PD--E---------------------------------------------------------------------------SR----ALARLH--D--AL-------DEV------------------PVQL-T--SLV--------------LVLAA-R-L-PE----------LPL--------------P------------A--------------------------VDGL----TPS-REH-----RA--R-LAAE----LSEVL------------P-----QAVATA-------------V-PR--D------------PGR-ALELLGVA-EL--MG--MD--L----------------------------PDVP---A-QLAG----PVTDRLL-------A--ERGRV---PSA-SAE-P--LFD-ALE-QRP-P---LLYAVRRRL---D-------AL--AAED---PV----GFAD--ALG------R-S-T--F----------DV-DVLP-E----E--A---------------------------------------AGL-----P-------------------------------------HL--------AMC-----L---AELE----------------------------------D---R--------D------R-----MA------------------------G---L--RVLLQQ-VGA-GD--SDR-P------V-DPA--------------L-LGTAMALVWE--RDRA--TA----EEQQALL--A----------EYGP--Q--------------AL----AIAGTVGPQA-EEV-------R-------------EP-S-P-------RDP-GV------PDGAPG-A-P--G-AP---------G-TP--D-VPG-T--------
WP_012102064.1 ---------------------SCSS--S---F--I--K------LAEVG-Y---TVSKEIFMPFID--F-IGQF------E-Y-N-FL---D-KDI---------------N------N--C--------VNLYNI-V---KR-------G-----IE-------------KSSIENIKK-----------ALSFAISY-KSIRAYEE--LF---NLL-----DP--N-L-DK---MS---------TQ----------V-----DL--E---------------------------------------------L-----------------------------LE----IITKFL---------FKAG-LET-G-NG--KYM--T-----KTYE----FFF--------------NSIHY-L-L-VD----------VEE-----------I--P------------L--------------------------QDII--------------------D-LYHR----IRELE------------Q--------------------------VS-------------------IEQFARAS---------LD--I-DR-------------------I-----KNIE-IYV-RGGK--V-RHAKFYF-N-----T--------L------------VRD-III-FN--N-K-CDTQSRKVL---F---S---ME--GENK-N-IT----ILFNK-CLE------M-L----I---KS-----PE-DILD-I-LS-S--F--------------KKDY---------------------EYF-----A-------------------------------------KI--------------------ILRA-Y----------Y------I------------N-N---Y--S-----K-R-RN---EV--EK------------------------I---L--AGFIID-EGN----------------K-NSQ---W------------KRKIYSEINR--------LN----GSENFLF--S------IY--SFEL--I-------E------NS----DKENFFVNYC-EEV---F---Y-FF----------QD-Y-------------RD------KKFSES-L----E-LY-----------------L------------
WP_040373124.1 LN----------I--------SDEA--D------Q--E-P----FIQFA-SKLVQERSRDLDHFYA--Y-AETN--------L----------LDI---AN--------------P--S--L-T-LYNE-LSRLYL-L---KM-------G---E-YH----------ET-EEKKLVVFK-----SFRS--FLTGDNYQ-DKPELCEQ--LH---ALI-----DQ--E-S-KS---LT-------P-SN----------------LP--E---------------------------------------------------------------------------KE----LISEMI-----YF--YSIF-SRE-N-RN-------------PYVS----FFY--------------RVLYY-----GS----------KDL--------------S---Y--------I--------------------------GFLY----SQL-KAF---P-----G-LFKG----VNQLV---------------------------F-----------SK---------------NHL-ISIVFEPY---------IQ----NY-------------------F-----SRIT-----TLDI-LM-NEIVYWH-E-----H--TPESL--------------GNY-SFQ-----K-A-ASAGILSLF-----------PN--EKNQ--------------------------L---------------QA--------------Y---------------------------------------RNV---K-K-------------------------------------LL------Y-------------ADQG-------------------Y-----VR-------S----------------ED-------VE------------------------V---F--KKEIIE-----------------------------------------------------------------ELSLLLI--R----------ELDL-----------------NL--V-SPNDLNQLTV-------I---T--------------------------------------NRVPKL-L-Q--L--------------GE--V-----K--------
WP_075690388.1 TG----------V--------DLFG------I--Q--H-E----YLELA-WQY-ASASETLDDFFE--F-AERI--------L-S------G-LSE---AV----------K---L--E--L-A-SYYH-LTTLYQ-T---LT-------K-S-D-MS----------FY-KKNKPGFLN-----SLLK--FLQADKDQ---KTDLVE--LF---IQL-S---PK------SK---FD-----I-E-SA----------T-----IV--D---------------------------------------------------------------------------------SLRAVL-----EF--NKLE-PHE------------------ETLF----FIH--------------EILSQ---T-ED----------EAF---------------------------F--------------------------HQLW----SVM-EAD---K-----V-LYPS----VLQFL---------------------------------------SN--S--------L-D-----HECLLARH---------LD----EK-------------------F-----RPVT-----QMED-LL-AALKKLM----A--T--VPGLV--------------KNE-HFR-----T-L-MLKKSSKAV-----------HD--APDP---FI-------------------P-V-------------------------------Q---------------------------------------RVI-------------------------------------------DL--------EVS---------DHHT--------------------------------------E---------------------F--------------------------------KDLMMV-----------------------------------------------------------------CSEKALL--D----------RIDL--D--------------TI----TLQDLRTFAR-------L-----------------NT---------------GK------LNVKRV------------I--------QE--E-----V--------
WP_067491281.1 ---------------------AGAG--A------A--S-R----FARTV-AG--CWREADFAGLDA----LGEL--ALL-----DTVP---D-QTG-------PDPAALDRA---A--A----L------LALCRG-----ET-------T-V-T-MA-------------EEAGAARLLARHGVTIPDWVWRDLVPGV-PAMGF--D--LA---VAV-------------HG---RA-----R-D-AG----------------AP--D---------------------------------------------------------------------------VA----AQCALR--A--TV--LAVA-DAE---VR-------P-------------LLA---RHAHLLT----DLPPE-A-R-AR----------LAA--------------------------------------------------------------------------ET--S-AALK----AAPPL------------TAIAQITAVAAR-------------V-GM---------------TPD-PGEVTTAAMAH--VQ--ARKTPLDE------------------------------------------DLATALT-------T--CPSET-------SDA-L--LEG-VLR-----A--------LAAA---D-------AT--TRTT---------LLTDT-TCD------L-L----AHPLLTTPPPPGN-SGAAPDGEG-A--L---------------------------------------SAF-----P-------------------------------------EV--------ALP---------VLAS-V--------------------------------G---R--R-----R-R-EQ-R-----VA------------------------V---T--GALLAL-PVS------PA--------D--------------------LDPALGGVWA--VP-P--DA----AECLRLL--D----------AHAD--RFAE-----------HP----ALAALPSRTF-GRL---R---A-------------GA-L---------SKP-ST------LRLAAR-V-Q--A-LL-----------PD-----DP-A--------
WP_076820656.1 ------------V--------AAAD-------------------WAELL-AW--FGPRAAGELWAA----ARDL--------A-G------E-LPS---------------V---P--D----R-WAAL-LSAALF-----SAPSLRAALS-E-A-EA-------------ETVAAAAAD-----------WLATEGAA-RGGRAVAR--LG---PTV-LT----------AV------------P-AG----------------AD--G---------------------------------------------------------------------------LP----VLANLV--A--AA--NAVG-AAD---LL-------L-----AAEK----ETT---------DRWI-AVLRD-G-P-AG----------EHA--------------T------------A--------------------------APLP-R--TAA-GRT---------Y-AGEE----LARAF------------R--------------------------GL-------------A-ARR-VLEMLTWA-AT--EA--LP--L-PP-------------------------TLLG-----TLGR----KLVAPLA-V-----DGRAAPET--------------VTR-LVG-AWP-E---LRDGVLDEV---A-------AG--AADT-A-LA----------TLS------G-L----L---TGP----LA-RVAE---EA-G--L---------------------------------------DAW-----P-------------------------------------AL--------DAV---------WRLV-R--------------------------------P---D--G-----D-A-D--P-----VD------------------------R---L--VRYALL-GGH-GGHGAGG-P-GG---P-DGPDDGWVGAHRARRPLL-DADVLRLLWP--DSRW--TA----DEARRVV--T----------ELSKRPG----------ALA-GP----P-LAWLDAVL-TRR---E-----------------RD-A-----DGD-YLE-DL------DALCHA-V------RD--A--------GL--R-LSE-P--------
WP_020464398.1 ------------V--------PVEP-------------------WAALL-AE--TGVENAAELWAA----AAEL--------G-G------G-LPV---------------R---S--G----E-WHPL-LAAALF-----RH-GHQASGA-G-P-AV-------------TAAAATAAR-----------WLGRQAPS-LDARTIEL--IG---VGA-LG----------VL---AG-----SRP-PG----------------TG--A---------------------------------------------------------------------------------ALTALA--A--AA--AEAG-AAP---LA-------T-----EIEK----LAV---------DIEVDGLLAH-E-P-VK----------GAG--------------G------------A--------------------------EAVPLR--SPA-GRA---------H-ATDR----CTRAL------------R--------------------------RC-------------T-AEV-AVDLLLLA-AR--ER--LD--L-DS-------------------------ALLR-----TAGE----RVVGPRL-L-----A--EPTEA--------------TAR-LAR-GWP-Q---LRAGVVHHL---A-------AV--AARE-P-DR----------LVE------A-L----T---HG-----LG-EALD---DD-D--T---------------------------------------RAA-----P-------------------------------------AL--------HEA---------RLIA-A--------------------------------S---R--R-----D-P-RL-R-----ID------------------------M---L--AEIAML-RAS-GPESTGT-P-A-----------------------V-DADLLRRVWP--HGSW--TP----GEALRAL--E----------VLDE--A----------SLN-AP----ATVAWLNAVL-TREWPAT-----------------AA-A-----DGD-HLE-DL------EALCHA-F-E--G-RP--A--------AS--R-LSD-P--------
WP_010696001.1 RK----------V--------EPTA--A------A--R-H----WVPRF-LG--ADPYDVVDAIEL----SHQF--------A-R-GR---N-GKP---PI----------A---A--D----R------LAAGVL-M---LD---------E-T-VS--G----------QDSALALAE-----------WLVAPPSV-SATDVVEP--VL---DAV-L---------------------------AA----------------SP--G---------------------------------------------------------------------------LP----VLARLA----------ETN-TAQ---AG-------------RVRI----ALL---------R----AEIDE-I-V-RG----------TPA-----------A--A------------P--PPLAPRP--WTPD-----------------------EAE---------E-TCAL----VEAAA-------------------------------------G-AV--A------------PER-MDLLLRTA-TR--FD--VR--P-RV-------------------------GRFG-----EAAG----RFVEWWA-------E--HPHAG---FDP-ARW-T--CGP-EIT-----D-L-LRDALTRRL-------T---GP--NSIV---------------VGE------A-I----N----------DR-----------W--W---------------------------------------RLL---A-P-----TLSDPFM-------------------------PL--------DAA---------IAAA-A-----------------V--------------A---A--------G-G-TA-R-----QE------------------------T---I--GRFREQ-LRA---------P------D-RPG--------------T-GEAVWEALFR--NSAP--TL----AEVKDFL--T----------ALPA-----------------TA----VSDSLAQKAF--AA---L---E-------------KS-K---------VSG-HY------LDVLRM-L-G--H-------HI--GD-RE--N-LRK-L--------
EDK33704.1 ----------Y-L------D-DIDH--E------K--H-E----FIEFV-----MDSIENIEKLKN--F-------------F--------------------------------------F-R------VDSVLL-----ED-----------R-LD----------IY---------------KYDG--FFKEPIEK-EKEVSLEI--SV---EPL-I-------------------------D-KN----------------SN--S---------------------------------------------F------------------------F----KN----ILKKFL-----AF--LKNK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014695139.1 ------------A--------DEHP-------------------LAELL-TA--AGPENARILWDL----AGDY--------A-A------A---E---------------D---F--D----G-WYPA-VAAAAL-----CE-------R-L-P-VT-------------DGDLAAVLD-----------WLPGNAAR-LGPRAVAP--IA---EAC-L-------------------------D-HE----------------AL--T---------------------------------------------------------------------------LP----QCLTLV--E--VA--AG---DPD---LR-------A-----AAEV----SAF---------D----MLLRD---P-SQ----------APA------------------------------------------------------PRLE----TPE-ARR---------Y-ARQQ----VLTRL------------D--------------------------GA-------------V-PGADTAAVLDLA-VR--AG--VE--L-TD-------------------------QELT-----AYGR----ELILPLI-L-----V--D-------------------PR-PLG-DVP-A---LRRGVLQGL---A-------RV--AGD----PG----------VLP------A-L----E---Q------LG---AP---DA-E--L---------------------------------------QAY-----P-------------------------------------AL--------QRL---------LQLS-R--------------------------------A---A--T-----D-P-AK-R-----VP------------------------A---L--RLLG-----P-------------------------------------DRAVLAALWA--GG-W--GL----EEAAEVI--R----------EAPD--E----------FWE-SA----ALVELLDRVL-ART---Q-----------------VP-P-----G---GWP-HY------VAAADF-A-A--V-RE--L--------TG--R-MSP-A--------
KAJ53559.1 ----------Y-L------E-NLYI--K------E--H-L----FIDFV-----INNINNLNILKE--F-FEKI--------------------------------------------D----K------IQVKHK--------------------LN-------------IEEYDNITH-----------FIQHNSDN-FTIENIRQ--KY---EKF-L-------------------------N-DN--------------------N---------------------------------------------------------------------------------KQSNLN---------KRLC-ENE---KD---------------------IFF---------K----ENIET-----KR----------KEN------------------------------------------------------CSCF--------------D-----K-FIKK----IKEFI------------H--------------------------SE--D--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_034382650.1 ------------V--------RTGR-------------------FAAAV-AG--FWRRGDLDGLDA----LGEL-----------------G--------D----------D---P--E----T----A-AALLAL-----CR-G-----D-H-T-VS-------------PEEQTAIAR-LSAHGLPD--WAWQRLAS-QAGLLTYD--LA---AAV---------A-V-H---------------------------------AA--E---------------------------------------------------------------------------GA----ARCVSL--A--LR-------DPA---LP-------L--------------------------------------P-VR----------LP-----------------------------------------------------------------P-PGH-----AS--A-LGAE----ATAAL---------------------------------------RA--A--L-------T-PAQ-VAGITRVA-DA--CD--LP--V-DP-------------------------AEVE-----SAAA----RAVPGNQ-------E--EAAAE--------------LAR-VPS-AWR-E-A-MTAGYVAGL---E-------AA--PGEV-----------SA--TMC------G-L----L----------AG------A-RR-D--W---------------------------------------RRA-----P---------------RT--------------------GV--------AVL--RW-----QTLH----------------------------------G---G--R-----D------R-----VE------------------------T---T--AELM---DRV--F--DGF--------R-EQ--------------------VLPSLWT--TQ-P--TP----GEIGRLV--D----------LLGP--R----------MDA-SP----TLGELPGRAF-VKA-G-L------------------------------SSG-ET------LELAER-V-R--D-GL-----------PG--F-PAD-D--------
WP_012851763.1 ------------L--------EPGP-------------------LPRLL-AG--AGAVRAEALWRR----AEAL--------A-D------G-TER---------------R---L--A----D-WYPV-AAAAAL-----LE-------G-L-P-LE-------------AGDLEAVCA-----------WLCDR--D-LDAETVGR--LG---AAL-V-------------------------G-HR----------------DL--P---------------------------------------------------------------------------VA----QLQPIA--A--LA--ASRG-LAE---LL-------T-----DTET----ALI---------T----ARVRG---R-PA----------P-----------------------------L--------------------------VTLR----SPA-ARE---------H-ATAL----CTQRL------------T--------------------------GA-------------D-LGV-LTDTLGLA-AG--YG--LR--L-DP-------------------------GLLR-----DQGL----RVLGPRL-A-----E--RVDPQ--------------LCE-LLE-RWP-A---LRAGALAHL---A-------AL--ARTD-L-SR----------MAG------V-L----A---DGLEA--FT-GAVP---ET-E--L---------------------------------------KAH-----P-------------------------------------AL--------HEA---------TLIA-R--------------------------------A---R--R-----E-P-RL-R-----IQ------------------------T---L--LSILER-R----P--------------------------------L-DATLPAALWP--EG-W--SV----ADAAEIL--P----------RLPE--R----------DAA-ST----VLADWVTPLL-AAP---F-----------------TG-G-----RGA-AAE-ER------ARLHEL-V-E--R-QP--V--------GR--A-LST-D--------
WP_067457622.1 ---------------GTAAE-PALA--G------P--S-R----FARTV-AD--CWRDADFAGLDA----LAEL--AHL-----S--------------------AATPDGA---A--A----L------LALCRG-----DA-------T-V-T-AG-------------EEETAARLLSRLGDAGP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L--LDS-LVS-----G--------LAEA---G-------RR--ELTA-------A-------TCD------L-L----F---EH---------------AG-R--L---------------------------------------RAA-----P-------------------------------------SV--------AVA---------VLAS-V--------------------------------G---R--R-----R-P-DR-R-----VA------------------------V---T--GELLRL-GTR-----EGAES-GTVGGD--------------------LDAALDAVWT--TP-P--SA----SECVALL--D----------AHPA--AMAE-----------RP----ALAALPCRAF-ALL---A---ESHAGPPGSAGRTDSA-L---------ADA-AA------LQLAAR-V-R--A-VL-----------PH-----GS-A--------
WP_027623024.1 ---------------------TVGS--S---F--S--K------LIEVG-Y---TVSKEVLLSFLS--F-LGQF------E-Y-N-IL---D-RDI---------------E------D--C--------ICLYNI-V---NK-------G-----IE-------------KLNIENVKK-----------AIGFANRY-KSEDAFSK--IF---KQI-----GP--N-L-EK---IS---------TQ----------V-----DI--E---------------------------------------------L-----------------------------TE----IVSEFL---------FNMS-KET-G-KR--DFV--N-----KAYE----FFF--------------DAIHC-L-V-MD----------RED-----------T--D------------I--------------------------EDIF--------------------H-LYKK----VRRKE------------K--------------------------GS-------------------NQEFIKMS---------LA--K-SR-------------------I-----GELN-TYL-QGAK--V-RHGKFYV-K-----S--------I------------IDD-IIV-FNR-E-C-SANRPILLF---N---I---EN--EEDK-E-RV----ILLKR-CME------I-L----L---DS-----PK-DIEE-I-MC-Y--F--------------KDEC---------------------EYV-----A-------------------------------------DI--------------------ILME-Y----------I------I------------N-L---R--K-----D-K-DS---LV--CQ------------------------T---L--AQFLVD-EGK----------------K-DPC---L------------EKNIYSNICN--------KP----YGMDFMF--Y------IF--KYKL--S-------K------NI----DDNSFFVKYS-EEI---F---D-VF----------TE-Y-------------RK------KKFSQA-L----K-VY-----------------IDS-F--------
WP_073719114.1 ------------R--------PPVV--T------D--D-A----WAETA-AR--IWRSRAPELFRE----ASEL----------P------G-EPF---------------A---A--G----P------PAVIAL-----CA-------G-I-A-LG-------------PNERAAAAD-----------WTAERPYA-LDAGRTRQ--LV---EAL-------------TA---PE-----V-DGRT----------------GP--E---------------------------------------------------------------------------FD----AVGRLF--G--AL--DGRA-PVS---TT-------A-----PLAA----MLV---------T----EAVRG-G-N-GS----------LEL--------------P------------R--------------------------RAAF----TGP-EGE---------T-IATT----LGPEI------------L-----AELSAA-----G-------T-GTGGD------------VAR-TVQLLRVA-RL--LD--VD----CA-------------------------ELLP-----TVVR----RLAPALL-------T----DEG-SQE---FAP-T--LLE-LLD-EQF-D---VRTALLGAL---D-------RI--APDD---PG----------AVE------R-L----L----------ER-VALP---FT-G--S---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AEAG-G--------------------------------A---R--A-----T-L-GGDR-----AA------------------------V---W--HRVLRA-AGM-----SPF--------A-EPL--------------V-LRTAVGLVWG--DRAP--TV----GEARLLL--D----------AATS--D--------------SH----RAAGTWSCLV-DAV---L---G-------------AP-A---------DEE-DA------AVFAHD-L-L--R-GF-----------PQ--E-IQG-R--------
WP_089295102.1 ------------G--------STHP-------------------LAELL-TA--TGPQDARLLWEQ----AEQL--------A-A------G-AED---------------D---F--D----G-WYPV-AVAAAL-----CA-------R-L-P-VN-------------AGDLATVLG-----------WLPGNAGR-LEPETVTQ--IT---EEC-L-------------------------D-HE----------------AL--T---------------------------------------------------------------------------LP----QCLVLV--G--VA--AGTR-DGH---LH-------A-----DAEV----RAF---------Q----MLLRD---P-AA----------APA--------------D------------V--------------------------PRLA----TRD-GAR---------Y-ARQQ----VTTRL------------D--------------------------GA-------------A-PDSDTVDVLGLA-LR--TR--VE--L-SD-------------------------SELE-----TYGH----DLIAPLL-L-----A--GPERQ--------------PPA-LLR-SVP-A---LRRGVLRGL---D-------EALSTRE----RE----------VLT------V-A----G---R------LAGGTVP---EE-E--F---------------------------------------AAH-----R-------------------------------------PL--------QRL---------MEVS-R--------------------------------A---A--G-----D-P-RR-R-----IP------------------------A---L--KRLSGS-GLP-------------------------------------DRAMLNTLWP--HG-W--QL----DEAAEVA--R----------EVPE--R----------FWA-SA----AMVSLLDDVL-SRS---E-----------------LP-R-----G---AMP-HY------LAVTGF-A-A--K-LK--L--------TD--R-LSA-L--------
SFN59903.1 ---------------------EFGT--E------P--S-L----FGRIV-AA--CWRRADFAGLDC----LGEL--ALL-----D--P---D-EGG---------PAALERA---A--A----L------VALGRR-----YE-------G-L-T-AA-------------EEDAAAVLLSRRPDDVPEWLWEELAPSV-PVLRM--S--LL---LAF-------------HD---RA-----R-R-TR----------------DV--L---------------------------------------------------------------------------LA----RRCAWR--F--TE--LALR-EPA---LR-------H-------------LLP---DDLVEVA----GETPG-E-E-SP----------V--------------------------------------------------------------------------------T-SALA----AAGTL------------PEIAGVAAVAAL-------------T-GV---------------RVA-PAEVTRAAANA--VP--CA----GP------------------------------------------ELKTAID-------A--CPGAL-------RGP-L--MEG-VVT-----G--------LARR---A-------AA--DGPG---------DLHDPDVCD------L-L----Y------------------DHAG-G--L---------------------------------------GSE-----P-------------------------------------DV--------AIP---------VLAS-V--------------------------------G---R--R-----R-P-DR-R-----IA------------------------V---T--RVLLTA-GAP------PS--------R--------------------IEPALAEVWA--GP-P--TA----GECLRLL--E----------AHAA--EFAS-----------SR----ALAGLPSRTF-GEL---AHHPG-------------TE-L---------GEL-PA------LRLAAR-V-R--E-LL-----------PD-----GA-A--------
WP_071386702.1 ------------V--------PLEP----AVRA-----------LVELL-TR--IGVGSVRPVWAW----TRDF--------A-A------G-GEE---------------K---P--Q----D-WHAP-LAAAAL-----SG-------G-I-A-LA-------------GADVDALLG-----------WLPGAAHL-GPRRAQ----LA---ADL-----YRG---------------------HR----------------TL--D---------------------------------------------------------------------------DA----RLTVLS--D--IA--KAAG-DTA---LH-------Q-----EIEG----KLH---------E----SRMRA-H-M-AG----------GED-----------A--T------------E--------------------------PARI----VDP-EVR---A-----R-ATAL----WERLL-------AT---E------------------------V-TT---------------TRQ-RVRLLLWA-DG--AH--LA--P-PE-------------------------EVLE-----REAL----TVARALL-------G--APSSG-A---R-LRQ-E--AED-LAG-RLP-Q---LREALATAV---Q-------EA--LQSR---DG----Q-EQ--LFS------Q-F---------------PA-ALLR---ER-D--L---------------------------------------SDR-----P-------------------------------------LL--------LEH---------YWRS-R--------------------------------A---E--R-----E-P-ER-T-----VE------------------------L---M--FRILGV-RGR----------------A----------------A-P-DADLLHALWR--HPRPVWTH----DEAIEVA--G----------GLLP--E----------GFR-AE----PVGQWLDRAV-NQP---I---D-------------DE-E---------QLD-LC------LRLCEL-L-E--A-------PAR----FA--G-LPP-E--------
WP_073375663.1 ------------P--------PPAT--R------A---------AAGRA-VA--AGTAGAEGMWRG----AGGC--------A-G------G-REA---------------S---L--A----D-WHPV-LAAADL-----LR-GP------G-RGVS-------------AAELRAVRG-----------WLPAAVEW-LPAADSSA--LA---GRV-V-------------------------D-GG----------------AA--D---------------------------------------------------------------------------DR----SLADLQ--R--VA--HRTG-SPE---LI-------G-----RMDR----LLV---------H----RCLDG-I-V-AG----------AAA--------------P------------A--------------------------ALPM-R--SAP-VRE---------A-ARGR----ITALLSVPLPSAGPSGPD--------------------------GS--------GGWT-P-PER-AVELLRWA-RA--CG--LV--P-SA-------------------------LSLE-----RYGS----GVVGPLL-AQAPPKG--VPEPA--------------VAA-LLA-AHP-E---VRRGAAARL---A-------GL--PRA----------------RLG------V-L----A---AGP----VG-ALFT---GD-R--D----------------------------------------GG-----A-------------------------------------LL--------REL---------RRLGLD--------------------------------G---R--E-----D-P-AR-L-----LA------------------------D---V--AEIRAG-GRA-----AGA-P-GA---A-EHD--------------V-DASLLTEVWG--RG-H--GP----RAALRTL--R----------VLVP--G----------VRT-AP----DVAGWVCAPL-VAA---P-----------------PV-G---------AET-AW------HALAEE-V-A--A-HP--L--------RT--R-IPA-E--------
WP_030172525.1 ---------------------LAVD--G------PPAS-L----FGRVA-AD--CWRGADLAALDA----LGEL--ALV-----G----P-G-EGG---------AEARERA---A--A----V------LALHRG------L-------P-V-T-PA-------------ERAAAALLLTRAGGAVP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------W---LR---------------NG-P-------------------------------------------AG-----P-------------------------------------RV--------AAP---------VPGP-A--------------------------------A---A--R-----A-G-DS-R-----AA------------------------V---T--GELLRL-PLS-----DG---------D--------------------LASALAEVWA--AP-P--TA----SECLAVL--D----------AHPA--ECGA-----------HP----VLAALPTRAF-GRM-------------PLDGG---DG-V---------TDI-TA------LRLAAR-V-R--A-VM-----------PG-----CR-S--------
WP_013237251.1 ---------------------RSKS--S---F--S--K------RAEVG-Y---TVSKEVFLPFLK--F-LDQF------E-Y-N-KL---D-EEV---------------D------N--C--------VTLYNI-V---KK-------G-----LE-------------KCSIEDVKK-----------ALSFAIKY-KSEEAYEE--LF---HQI-----DA--R-L-EK---IS---------TQ----------V-----DV--Q---------------------------------------------L-----------------------------CY----MITTFL---------LKVS-RDI-G-DD--NYI--V-----KAYK----FFF--------------DSLDY-I-A-VY----------SKD-----------T--D------------I--------------------------YEML--------------------N-LRKR----MAQDE------------M--------------------------DN-------------------MGQFLEAS---------LS--P-DR-------------------I-----KSIQ-KDI-KENP--V-----YYS-I-----S--------T------------ISD-II------------------Y---S---G---YT--FKDK-N-VT----LLLNN-CIK------F-L----I---AS-----ED-NTLY-V-LN-Y--F--------------KNDC---------------------ECI-----S-------------------------------------KI--------------------IIRI-Y----------C------I------------N-Y---Y--L-----G-R-NE---TI--LD------------------------L---L--AKFVVD-EGN----------------R-DGN---W------------KKKVYSNMYN--------LP----NSYNFLF--S------LY--VFQL--K-------K------NI----ENQDFFTNYC-SEI---F---N-SF----------EE-Y-------------RS------EKFSDA-F----K-LY-----------------LEF-Y--------
WP_052352962.1 SG----------V--------DILG------Q--K--H-E----YLDFA-LER-FAQSKRMDDFFE--F-AETA--------L-S------G-LPE---EQ----------R---L--D--L-S-CYYH-LTDLYL-T---LN-------G-S-D-AS----------IY-EKNKVGFLN-----GLVK--FLQVNSDE---KLPLVK--LF---VKI-L---TE------EK---YV-----R-D-SS----------M-----AL--E---------------------------------------------------------------------------------YIRSVV-----AI--NKIV-RSD------------------VAHS----FIL--------------DTLEN---F-QN----------DPL---------------------------F--------------------------YALW----KIV-EQD---K-----P-TNET----IITFI---------------------------------------SE--H--------I-Y-----YEGLLKQH---------LE----EQ-------------------L-----RPFT-----HIKE-VL-SQVKTQL-------G--LPILL--------------DLE-MFH-----S-I-TINKVYETI-----------KT--GRNA---FD-------------------G-V-------------------------------V---------------------------------------AVT-------------------------------------------EF--------TSN---------TLNP--------------------------------------K---------------------FT------------------------S---L--KAEMVK-----------------------------------------------------------------AAKLALL--G----------SIQL--N--------------KL----SIDEILKFGK-------I-----------------FP---------------ND------VRVK-----------------------DE--Q-----S--------
WP_030386043.1 ---------------------PAAG--A------P--D-V----WADTA-AR--IWQAGRQDLVAE----VRRL--------------------------------ASGPYD---A--G----P------LAALAL-----AA-------G-V-A-LP-------------SPGRTAAAD-----------WVAGHREA-LDGVRLHG--LA---LAL-------------GG---PA-----G-D-RE----------------PA--E---------------------------------------------------------------------------AE----AAGRLL--A--AL--DGWA-PPA---VC-------E-----PL-V----------A-----L----TLTEA-V-R-TG----------APP---------------------------A--------------------------ELPT----AGA-LGAAV---RS--G-LAAE----LEPGL------------R-----AALSGP-------------A-AE---------------PDH-GAGLLRVA-SV--LG--VD----VS-------------------------DLAP-----EVAR----ALALALL-------A--DPERA-------YGA-G--VRA-ALAELP--G---LRALVLDRL---D-------SL--A------------AGDPA-AGR------R-L----F----------AG-TGLR---LT-A--A---------------------------------------DAR-----P-------------------------------------HL--------RMC---------AEAA-A--------------------------------V---A--A-----A-A-GPDR-----VG------------------------A---L--NTLLAH-SGV-----SLY--------A-EPL--------------V-LRTAMRLVWD--GEPP--GA----GEAGLVL--V----------ATGA--Q--------------VH----REAGTWELLV-RAA---V---L-------------AP-A---------GDE-GA------LELAPE-L-L--G-QF-----------QE--E-IPA-R--------
WP_093149955.1 RE----------A--------EASD--S------A--L-H----WVSRF-LR--ADPYDVVDAIEL----SHQF--------A-C-GR---G-AAR---PS----------N---G--D----R------LAAGVL-A---LE---------E-P-VS--G----------QESAMALAE-----------WLAAPPAV-SAADVLEP--VL---AAV-L---------------------------AA----------------EP--G---------------------------------------------------------------------------VP----VLARLA----------GID-LEQ---AG-------------QVRF----ALL---------R----AEIGE-I-I-RG----------TPA-----------G--D------------R--APLAESR--WRRD-----------------------EVE---------R-ATRL----VEGAA-------------------------------------G-AV--L------------PER-MDLLLRTA-AR--FG--VQ--P-RL-------------------------GNFA-----EPAA----RFVEWWA-------Q--HPHAG---VDP-SSW-T--CGA-EFV-----D-L-LRDVLARRL-------E---GP--WGDE---------------VAA------A-I----K----------ER-----------W--W---------------------------------------RLL---A-P-----TVSDPFM-------------------------PL--------DAA---------VASA-A-----------------V--------------A---A--------G-G-SV-R-----QE------------------------T---I--EVFRGL-LRK---------P------E-QPG--------------T-GEAVYDALFG--ESAP--TL----VELSAFL--A----------ELPS-----------------TA----VSDALAQRAF--GV---L---G-------------KA-K---------VSG-RY------LDVLRV-L-S--H-------HL--GD-RQ--D-LRK-L--------
WP_067777628.1 ---------------------PASS--A------P--G------------LH--SSIPDAPGISIE--D-APEI----------P------G-TPP---PH--L-------H---M--R----S-MKES-IRAQHT-S---DS-RE--D-D-I-P-ED-------------EEETETSHS-----SLKM--WLAFAISC---ALCLAA--FY-------L---------Y-TQ---RG-----S-D-SA----------S-----SP--E---------------------------------------------------------------------------------SMAAVQ--------------EDT------------P-----SIPP----LIV-P-P-PAP-T----PAIAR-D-L-PG----------ARN--------------A------------Q----------------------------------AHP-PDR---P-----E-PPPA----------------------------------------------P-AP--A------------PDK-PQTPPPPA-----PD--VP----AK--------P----------------APVQ-Q---PAAS----SCSDAIK-Y-----G--DPVPA-Q------------SLN-YLD-QGG-Q---FTQGRIAII-----------PL--GAKS---------------GMS----E-K-I---------------AS------------------------------------------------------DAH-----P-------------------------V-----------KL--------EKS---G-----NEYS-------------------F--------------S-Y-R--------K-S-GA-------FD-------------------P----L---F--TLTLSP-DGS-----ISG--------T-TPK-----------------DVIIDIELN--------RN----NRNMRLI-------------IVPR-----------------MI--A-TIPSTAKPPV-PDS---F---Q-----------I-KA-G-------------DL------DAYPDA---Q--S--------------PD--R-YSL-K--------
OLA86335.1 ----------P-A--------PDGR--A------A--E------YAR-------TGEMNNREKFNL--------------K-V-S------G-PDL---GR----------R-----------K------FKVVDA-----PK----------------------------RASAAAWKP-----------MIAASCAV--AAAGVAA--VF-A-----F---------F-------------G-T-GG----------------ET--D---------------------------------------------------------------------------VG----GVALEA--P--AA--SNTA-PSA---PR-------S-----------------G-------G----SGMTL-----SE----------ARD--------------A------------V--------------------------RGEI--------ERC---------E---------FQRAV------------A------------L-W---------D-GS--E------------HAK-NDPSYRKK---------IL-------------------------------SDIG---Y-RADS-LM-DFSSRVF-------S--LPSAS--------------QED-------------YSKAIENVF---------------KARR---------------ALD--------V-----------------------------------------------------------------------PGV-----P-------------------------------------RL-------------------------D--------------------------------E---R--M---------KT-------WK------------------------S---L--NEKIRK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019061048.1 ---------------------PEPS---------P---------MARFL-AD--AWGSGRLDILDS--V-ADVW--DAG-----P-AG---G-VEA-D-VR----------R---L--R--T-G------CALLAP-----DG-DA----G---A-FD--S----------GEEGSRLAG-----------FVRA-----VVELRLGE-------ADL-------------SS--------------ER----------------LG--D---------------------------------------------------------------------------AD----LSSERL-----GY--AGLS-PER---LR--E----A-----GLSP---------------------ERLRD-----SA----------ARH-----------L---------------A--------------------------------------HGT---------A-PLGD----VRAVL---------------------------------------AP-------------------LPDAFRPA-VL--AG--LL----AA-------------------L--------------EASA----ELRTTAL-------D--AQACA------------------FLA-----S---LADEAPDLL-----------AA--APDA---------------ALH------V-L-RR-A----------PG--------EP-S--W---------------------------------------AAL-----R--------------------I----L-----------RL--------------------FRQG-------------------L----------------W-E--------D---EE-T-----YA------------------------A---L--RDLVRA--------------------E-QPE----------------------------------PG----PERAPLL--S-W--------RRGA--A--------------RP-KE-----------------------------------------------------------------------------------------------------------
WP_010585440.1 ------------L--------TINE--T---------H------LVSAA-RS--SHLHQTERLLTK----ESEL--SSS-V-F-D------G-PKT---TS----NQVV--N------G--I-P-AAPP-MPIPPL-A-P-PQ-------R-I-K-SN--S----KP----KSHRAHTNN-----KLAD--SPTDHAKF-ITSFQIKRR-LL-F-TSL---------S-F------IV--LL-----LA----------------AT--S---------------------------------------------------------------------------VA-IW-TIRTSP--S--KN--NQHS-ETH-S-VA-------------TIAS----ELP---------T----NNLES-S-G-TA----------AES--------------P------------A-------------------------------A--ESP-NDA---------K-LESD----IDSQP------------P--------------L---------P-QP--P------------EER-ASQASATK-TQ------IT--R-QR-------------------------SPRT-----EVVD-YR-QLSNDLR-------K--TPILE-F----------------QLN-SSP-P-I-TADTLYNMI---K-------QG--FADK---PE--F-------AST--YGT-E-L---------------PR--------------L---------------------------------------TLL---T-P-------------------------L--WLKW-----KL--------QKD---F-----SSND-R----------T------I--------------T---E--I--VD-N-P-PN-------GT------------------------V---V--HASFSL-SKR------------------EPS--------------T-FSYNIQSRVT--------------TNGTNLL--K------WC--VLQL--E--------------TV--D-DASGLPRRIS-------F-C-N-------------RT-S---------FTP-DG------NKLQGK-A-I--R-IV-----------SD----IPT-D--------
WP_095414977.1 ------------A--------PSDG--A-ALA--G--R-E--G-WILQP-SG--ERDGGSTSRAAT----SDQA----------R------G-LQT---AS----------A-G-A--T--V---QPPD-LPPVLA-P-P-DS-------G-V---FP----LA-E-----RQGPPPLTG-----------FPSNRVP--SNRGNKRG--FW---LGF---------------------------A-AG----------------MA---------------C--------------------------------M-----------------------------LV--L-SIGTVL--G------ISFT-PAG-K-VL-------S-----GIPG----LIA--------------SKFSS---R-GG--FG------GKA-----------S--D---Q--------A-------------------------------E--NAP-EPG---------E-KPPA----AGNPP------------Q--------------------------AA---------------PEK-RQQMAGGK-TA------PS--P-DG-------------------------RRTE-----GSPS----DNKGKVS-------E--RPNSQ--------------TDG-KNE-----E---VRDKNSSAA---P---G---TS--APDK---RN----------SAS------E------Q-P--------QG------P----S------------------------------------------ESK-----P-----------------------------------------------------------EKPP----------------------------------A---Q----------P-EK-D-----SS------------------------A------NTTLPP----------------------APS---------SE-----------------------TS----QTPRTPV--A---DG-----KRER--E----------FNG-DP----NEARLLTKLV-----------G-------------GP-V-------------NS------VELHVE---------------------PR--T-HSS-E--------
OYW70936.1 ---------------------PPPP--E------L--E------MPAPA---------------------VEDA-----------------G-PAS-L-PE--------------P--S-----------LPTREP-P---KE-----------R-LR--S----------HKSQPPPAS-----TIGD--WSPEIRQK-TAKSSKNV--IV---ISL-V----------------IA---------------------------VL------------------------------------------------L------------------------I----VS----VAGGLL--W--QY--NQQT-QAR---TA---YD--N-----AIAK----TWK---------E-HK-LSLND---T-RK-------WL-EDQ-----------P--D------------V------------------NEG-----KTLL--------QSH---E-----E-FFQS----MRTLL-----S------K-PG-------------------A-Q-GR---------------QRN-AHRNCHPC-RA------SE--V-AG------------------------------------------ETRRHME----------TSERV---------Y-R--RER-HSP-P------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OHE80810.1 ------------V------L-PTNA-------------------YVEVARTG--ARQEARPGEMSA--Q-NSRL--------S-P------G-PGR---------------A---R--G----P------ISIGTL-P-T-SS-RQ--G-R-I-S-VS-------------TPAMVQPVR-----------WFDNKLLL-IIGGVVSV--LL---LAI-IA--LLVFM-V-FR---PP-----K-E-QP----------------PA--A-------------------------------------SVTPQA--------------------------------AT----AQTQPV--Q--AP--PPTP-PPV-V-PT-------A---P-QLEP-PP-RTA--------------SVVAP-G-A-PG----------RSP-S---------T--P------G-----T--------------------------PVAV----PAP-APE-----ET--A-AASP-KK-AGRRH------------P-----AKAAAT-------------V-SP--P--A-------Q-IQP-PIYLVTEQ-----QS--ID-------------------------------PILG---H-YFGN----AFTPDLI-GNGI-----KPSVQ-KFSNN-QWP-K--LEP-VEQ-PVE---F-ISGKFYANG---N-------PV--ISLD-L-AE--R-------KLR------V-L----A---TG-----ND-MLLL-F-WP-T--S---------------------------------------QGAWNRTEP--------------------F----F-----------MF--------LLS--NR-----QTSP-P---PPP----LFTYG--------TDSLVMGD-S---R--D-VRI---G-GN-A-----ME------------------------Q---L--ARLRLL-SGA------------------MKL--------------W-MNLNNQKWWS--SN----SV----LQVGLRF--E------AP--AFDK--------L----SLG-FK----DVEKSYEVSI-ESK-G-----K-------------GK-T---------ELE-AQ------LQLVQT-A-R--N-----L-VTT----AE--P-FVS-A--------
OYW74544.1 ---------------------PEPP--P------P--E------IAHPA---------------------VAPV-----------------S-PAA---PE--------------P--A-----------YSTPAQ-V---HE-----------P-MR--S----------SGAASAPVS-----TMGA--WSPEPRRK-AAKSNKSF--IG---ISL-I----------------IA---------------------------AV------------------------------------------------M------------------------I----VV----VLGALL--R--QN--NLQV-QAR---TD---YE--Q-----QIAK----TWK---------H-HL-LVLTD---T-RK-------ML-EEQ-----------S--D------------M------------------EEG-----TALL--------KSH---E-----D-FFRS----MQQVL-----H------Q-PGDPIELPLP---------AQT-Q-DD---------------LKE-LRKLLDEW-AE------LH--V-SA---WAK-------------V-QS--DKVT---V-TAMD-IL-ETYRKWQ----------DSRAA-KWTQL-TNY-L--NLK-VTP-PPG-E-E-EVQSLQATA-K-E---V---LR--HAEP---AR--D-------THS--NWE-E-V-FK-L----------PG-APQD---ST-V--L---------------------------------------EAL-----Q--------------------W----L--KLWA-----EL-D------DAS---------SDSN-T-----------------I--------------A---Q--------K-A-AA-------ND------------------------S---L--PDWLRA-KAA-----GVK--------K-GDD----------------RKNAPKMAVK--ADDP--HA--Q-EAPKPVI--K-I-ED-AD--AISA--T-NN-IYLC--LLQ-TN-ED-PVGRITDLPV-STD---M---Q-LF--IGTAWEM-HP-P----PDGK-AEP-KS------GELKKR-L------SF-----------SQ--D-DNE-E-L---K--
CDE84522.1 ----------Q-I--------PACR--A------A--E------YAR-------SGVMNNRERFNL--------------T-V-S------A-PPP---AS----------R-----------K------FDVIDT-----QS----------------------------GKDGGSFAA-K---------LIGGAVAL--SVVLVAG--VF-G-----V---------Y----Y-SI--D--G-A-SK----------------KP--S---------------------------------------------------------------------------RS----NVSEPV--P--VL--KTSA-SES---RE-------D-----------------F-------G-KY-SNLTS-----GE----------LKS--------------E------------V--------------------------SMLI--------EKC---------E---------FQKAL------------D------------A-W---------D-CS--V------------HAK-NEPNYRVG---------LL-------------------------------GAIG---Y-KADN-LM-RYSENIF-------M--SQMAS--------------DSE-------------RARAIENVF---------------AARR---------------ALD--------I-----------------------------------------------------------------------DGV-----P-------------------------------------RI-------------------------A--------------------------------E---R--M---------KR-------WN------------------------E---L--NKKIKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051387685.1 QT----------T--------VLTE--A------A--R-H----WVPRF-LN--GDPQRIVQAVEL----AHRF--------A-R-ER---G-AVA---AT----------A---A--D----R------LASCTG-V---LG---------E-S-PA--D----------PEDVRTLAG-----------WVTEQIKH-SGARTVQP--VL---DAV-V---------------------------GG----------------SP--G---------------------------------------------------------------------------LS----ILAELA-----A----GLT-GDQ---AA-------------QARI----ALL---------R----NELDA------G----------APT-----------G--Q------------V--TK--SWD--WTAE-----------------------ELY---------E-ATAV----VEQAC-------------------------------------R-AA--A------------GSQ-LDGVLRIA-SQ--YG--VT--P-RF-------------------------EEFR-----ESAE----RFVSWWA-------D--NPDAR---VHP-EEW-V--CRD-ELL-----R-L-LREELNRRL-------A---A----GAT---------------ATE------D-L----E----------QH-----------W--W---------------------------------------PLL---V-P-----ALSDPSS-------------------------EL--------DAT---------VAGA-A-----------------M--------------A---A--------G-G-QA-R-----RD------------------------A---V--AVLCRR-LRA---------S------G-TRE--------------R-AERIWQVLFS--SVDP--TV----EELSEFF--G----------SLPT-----------------TW----ISESLAHRAF--QV---L---S-------------KS-T---------VSA-RY------LDVLRL-L-G--H-------HL--DA-GH--GWLRQ-L--------
WP_088943649.1 TS----------V--------EVTQ--S------A--A-Q----QAKWF-LD--GDPLDALAAIDV----ARRW--------E-S-VL---G-ADA---AT----------H---A--A----G------IVSFGG-AIG-SS---------G-A-RD--R----------SAALRAVAG-----------LSSSEMSD-DLAMYADE--LL---GVI-V---------------------------SG----------------PP--A---------------------------------------------------------------------------DE--A-DVRLTA--N--AI--VQAH-RAD---LD-------------DVAT----GIL---------L----PTLEA-L-A-AS----------PGL-----------V--P------------A-----------WASAVDAWPAGWP--PVQW-D--SDE-SRA---------H-GQAT----QVAVA-------------------------------------R-QA--R------------AED-LPAVLIAA-HK--FN--LL--A-GA--------------------------DIT-----PCLD----TLADFWC-------R--HPEHA---QRR-SEL-P--YQS-ELG-----T-R-ITSRLVSAL-----------GR--EEDW---------------AID------A-L----T----------AG-----------A--W---------------------------------------DSL---G-A-------SSPSQ--------------------------L--------GGW---------INAV-S-----------------V--------------G---R-----I--P-L-NH-R-----AG------------------------E---I--AAQGAR--------------------L-PIE--------------S-----WHLALD--GADI--PA--DVEVVAEWV-AA----------HPRV-----------------PA----DLSAWIVKGL-NSS---R---E-------------RV-A---------DGL-SA------GWLINR-M-L--A-------DRALPE-DR--G-LRT-I--------
WP_005986730.1 AE----------V--------TPSE--S------A--L-I----QANWF-LK--EDSATALAAIDV----ARRW--------E-E-YL---G-RDL---AT----------R---A--A----S------LASFPK-T---HG---------D-H-TD--W----------LTATQALHD-----------LAEAEQED-ELFFYGDT--LL---DIA-V---------------------------TC----------------AL--S---------------------------------------------------------------------------TP--E-DAQLAG--N--TV--VALI-QSG---SH-------------DLAA----GLL---------M----SALES-A-C-AS----------PHL-----------R--E------------A-----------LLETLTTAPA-QL--RLDW-E--DES-AKA---------Q-ASLL----LSQVA-------------------------------------T-ES--A------------DSL-LPAVLTTA-SV--IG--TP--L-VD-------------------------SLRP-----QVLA----RTARLWA-------S--NPELT---EQC-EQW-E--HVE-EIV-----E-Q-LAHALVKCW-----------CA--GGQD---------------DLQ------L-L----M----------QG-----------T--W---------------------------------------AWL---A-T--SPALTTTSRA-------------------------IV--------GQW---------NVAA-E-----------------L--------------A---K-----L--P-T-VE-C-----TA------------------------Q---L--QT-AGQ--------------------L-PPD--------------S-----WRLLFG--QAKL--PE--NYKFFIAWA-QT----------QREL-----------------SV----EAGRWLLKQI-FAA---L---A-------------TG-E---------PLV-EL------RQLLIC-L-NQSG-------IG--VC-DK--R-LRA-Y--------
WP_026408761.1 ------------T--------PVEPSGS------A-------RRHAQWF-LT--MDADEALAAIST----SRAW--------A-R------V-LPS---------------S---D--S----D-GAAR-LAGMVL-----LG-V-------G-E-PR-------------PGDVPVAAE-----------LLGGLC-R-QDPDSVPE--WG---EEL-VG----------LL---QA-----CSP-AS----------------AD--D---------------------------------------------------------------------------VG----AAGEVI--W--EL--DRVG-ETG---LA-------R-----RLAS----LCL---------S-W-----------------------------------------------------------------------------------------GGR-RPD---------L-LEAW----LARRA------------V--------------------------GR-------------P-P-------LRWE-GG--ED--------GP-------------------------LRVA-----ADGA----TALAAAL-P-----A--DLLPE--------------LWT-LLG-DL---------GLLECL---P-------G---PRR----SR----------LLA------E-A----A---RG------------------C--L---------------------------------------SSP-----T-------------------------------------AL--------ERL---------IDSG-R--------------------------------G---E--E-----V-A-RL-V-----AR------------------------D---L--PGHWAR-GGE------GI-A-AL---A-RGEWDALLSRPQAL---V-GGPELDAFR------W--LR----QDLSPLL--E----------A-PE--A----------LEN-LC----ALLPASAWPL-AEA---A-----------------AN-G-----DEA-LVE-AW------LRTHDR-L-N----DS--L--------EA--R-LAE-L--------
WP_065063837.1 SP----------V--------EVSR--S------A--T-R----QAEWF--S--GGPLDALAAIEV----ARRW--------E-S-AL---G-ADI---AT----------D---A--A----G------IVNFTD-R-P-VA---------A-P-RD--R----------AAALRTVRG-----------LVASGLAD-DLAMYTEE--LL---DAI-V---------------------------TS----------------PP--S---------------------------------------------------------------------------CE--D-DIVMAA--D--AI--DASR-QAN---LD-------------DVGT----GIL---------L----PTLEV-L-A-SR----------PDL-----------I--A------------I-----------WSNATDRWQAGDA--PLRW-E--SQE-SQR---------H-ALQA----QAQII-------------------------------------N-HA--D------------PEY-LAGVLIAG-KV--AG--LL--P-DE-------------------------RTIA-----PALD----RLTEYWC-------H--NPALS---SRK-DDL-P--YQS-NLG-----P-R-LTNLIVRAL-----------ER--DDQQ---------------VTG------A-F----T----------AG-----------T--W---------------------------------------EWL---S-G-------RG-SA--------------------------L--------EAW---------QLAA-R-----------------I--------------G---S-----M--G-L-DR-R-----AD------------------------E---I--RACGAR--------------------L-PTQ--------------S-----WRLALS--DAEL--PG--GAAVVAAWV-ES----------HPDV-----------------PV----DLGGWIVKGV-KAS---Q---S-------------CR-E---------DGR-AA------RRVIST-M-L--D-------TRMRTT-DP--D-LAQ-L--------
WP_095969334.1 TP----------V--------QVSR--S------A--R-D----QAEWF-TE--LDAEDALAAVEL----ARTW--------E-S-AM---G-ADD---AT----------R---V--A----R------LVQLGG-S---GL---------V-E-GD--G----------DAAMRAVIS-----------LVDSGQAD-DLAMYADE--LS---AAA-Q---------------------------QA----------------HF--D---------------------------------------------------------------------------TE--D-YVRTAA--R--AL--WSAR-RVG---AD-------------EFGF----RIA---------A----QTLRA-V-S-DH----------SAL-----------V--I------------A-----------WAHEMNELST-QS--PADP-A--LGM-YIR---------Q-YQNS----WVEAV-------------------------------------N-GA--P------------AEA-MSDLMVVA-NA--FA--LE--A-HP-------------------------EAVR-----DGLA----RFEEYWA-------R--NPGLS---GDR-VHR-M--YRH-ETT-----V-G-TVKRVVGLL-----------EE--GDRD---------------VTA------D-L----L----------GG-----------Q--W---------------------------------------DWV---S-E-------EMRTP--------------------------L--------DGW---------IAAA-R-----------------I--------------A---V-----V--P-P-KK-R-----AT------------------------L---LGDERRSAS--------------------I-PPG--------------A-----WSVVLA--GVEL--AA--DARLIGQWI-DR----------TRIV-----------------SP----SLGRWLAEEI-DRI---R---K-------------QVGS---------EGA-AV------RPVLRA-L-L--G-------RGVRIE-SR--D-LDP-I--------
WP_058624998.1 SP----------I--------EVTE--A------S--R-R----VVGWV-RD--LDTLDALGVIGV----AQKW--------M-P-RL---G-VEI---GA----------A---G--A----E------MVTGMR-D-V-PI---------G-R-EE--W----------NLGIAVIQG-----------LAENDLIG-DLALYVDE--LG---DAV-A---------------------------GY----------------EL--S---------------------------------------------------------------------------SE--D-DFVRAA--R--AV--RFTS-TLD---VP-------------GLAT----TIL---------N----ATLES-L-A-KN----------PAA---------H-T--A------------A-----------WVAEAGAAGT------WEW-P--ADA-DRE---------Q-LAAY----LADII-------------------------------------R-GA--P------------FDM-LDELLSLA-LP--LA--PE--L-AA-------------------------HDLA-----SVRE----RVVSHTL-------R--HP-EF---ARPSARW-V--FGD-GIR-----D-D-VRARLVEVA-A-STARTTPSAR--DRDR---------------VLR------Q-L----A----------AG-----------E--W---------------------------------------DYL---S-V--SGDPLE----------------------------------------PW---------IDAA-R-----------------I--------------A---R-----V--P-L-AR-R-----AR------------------------A---I--GAQRPP--------------------L-SPA--------------T-----WELGVL--DTRL--PA--NGDVWEAWI--A----------NAGM-----------------DP----DLRTYLVGHL-RPV---L---D-------------QD-P---------KRA-RAKDVQAWRDLVDA-V-V--A-------AR--PG-DA--D-FRA-A--------
WP_094360273.1 SP----------I--------DVSE--A------A--A-T----QAAWF-LG--QESGTALAAIEL----ARQW--------E-P-FM---G-VGL---AT----------E---A--A----D------IASFQR-A---GG---------G-A-RG--W----------MTAMKALLG-----------LGSRGQAD-ELFFYGDA--LL---DAA-V---------------------------TY----------------AP--Q---------------------------------------------------------------------------SP--A-EWQQAG--E--AL--AALV-QAN---TH-------------DLAA----SLL---------L----SSLEA-L-R-GN----------VAA-----------V--R------------A-----------WLAGLGRVPA-GV--RLRW-E--DID-ARE---------Q-ASML----WHQIV-------------------------------------A-RT--P------------ADD-QLMALRAT-HT--LD--LP--L-NG-------------------------VALD-----TAVA----GLASVWA-------A--TPQMT---VDL-DHI-A--HPE-RTL-----S-A-LATHLTRGW----------------GRG---------------EHD------L-L----G----------DG-----------AEAW---------------------------------------HWL---A-A--DPRLDSRLRD-------------------------NL--------GRW---------FVAA-S-----------------L--------------A---R-----I--P-V-AE-R-----AA------------------------R---V--AQ-AGP--------------------L-PPA--------------S-----WFVVFA--GVGI--SR--HADVVKAWL-DA----------GNEL-----------------DQ----NAQRWLGSKL-EEL---V---R-------------SP-R---------PVL-RV------RSLTNR-L-ADPR-------VV--VS-EP--G-LKR-I--------
WP_091450228.1 SD----------V--------EPTP--A------A--R-H----WAPRF-LR--ADPYDLLDAVEL----AHQF--------A--------G-EHQ---PT----------A---A--D----R------VVAGVV-V---LG---------D-P-VA--P----------AETA-ALAD-----------WLAARPWV-STEDVADP--VA---RMV-V---------------------------DA----------------GP--D---------------------------------------------------------------------------LAGWRVLDAAMA-----A----HAD-GAL---AE-------------PVRL----GLL---------R----AELAE-V-R-AG----------RDP-----------V--A------------G--SP----A--LTTR-----------------------RAA---------G-AVEL----IESEF-------------------------------------A-VV--P------------GAR-VGAVLRLA-AR--FG--LV--P-RL-------------------------DRVR-----DGVH----RFAQWWA-------D--HPDAA---VEP-DRW-P--LRD-ALV-----D-Q-LRDELALRL-------T---DA--RAAG---------------VES------A-V----R----------RT-----------W--W---------------------------------------RLL---L-P-----TATDPRM-------------------------PL--------DAV---------VTAA-A-----------------F--------------A---A--------G------E-----RG------------------------V---V--ADVVGR-ARG---------L------P-QPE--------------A-SDVAWKALFR--HARP--TA----ADLAKFF--A----------GLPL-----------------GR----IGETAATGVH--QA---L---A-------------DT-V---------ITA-AE------LDLLAV-LAG--Q-------GW--EP-RQ--PALRC-L--------
OGV44577.1 ------------P--------AIDE--S---------N-P----WVRCA-------VSGERPDWSE----PSAS----------A------S-VEP---------------T------A--V-S------FGVVQQ-T------------G-M-A-AK-------------AGGHRRTLD-----APED--STQVHKSA-KPGLALAG--LL-L-AAA-----AA--V-W-RL---PD-----L-Q-RE----------T-PP--SP--E---------------------------------------------------------------------------SP----AVEPVA--S------NGPS-PVA---ET-------T-----PVDV----PVV---------P----ETPET-S-V-PI----------QPA-----------E--E------------S--------------------------TASI-P--SVA-EEP---P-----K-AWEL-A--FPQVV---------------------------------------RE-------------------SMNTFRLI------G--LP-------------------------------TDIA-----GAAR------ISFYL----------APGYR--------------ISR-TNG-----T-L-FAAGVSGAL-----------AG--RGSG---------------EMN--------L----T----------VG-HPTR------G--L---------------------------------------DEI-----S-------------------------L-----------RL-K----H-DEL--QC-----SARA-E----------W------L--------------A---C--L-----Q-A-IQ-------FD------------------FP----T-H-A--SRLVLC-AAP-----WRF----------SSL--------RLQ-F---LPEPYRLLLP--------LT----GEKSEFL--S----------KAIL-----------------SF----GAEEMWNAHV-----Q-F---N-----------K-GP---------------AF--F---LTVKPR---P--D--------------ES--A-FEL-A-F------
WP_007064688.1 ----------Y-I------D-GIDS--A------K--H-P----FIDFV-----INNIGNEAVLND--F-FNKV----------D------N-HKI---------------E------E----S------LNLCEY-----DD----IF-G--------------------GNNRNSIAD--------------------KKTAKIGI---------------------------------------KD--------------------E---------------------------------------------------------------------------KE----QYNNFK-----EN--DNMH-GNK---FV-------------KIMK----FFI--------------DKIKI-K-F-KN--Y-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013655639.1 LN----------L--------DETT--H---L-----D-P----YFKVA-AMF-RSIKPLWEKFNS--Y-GEQL--LKA---M-K-DK---G-EKT-------------------L-------S-FYNR-TATLFV-I---YA-YL----S---N-HK--P-YVLEE----GRERQGFLT-----EALS--YLNLPIGD-EFKRELIE--VI-G-YAI-----SS----L-EA-S-LR---------GG----------V-----LL--S---------------------------------------------------------------------------RE----EIVAML-----NF--KLKV-NQG---SK--TNF--E-----DMLR----ILL--------------EAIEV-A-R-RE----------NNG--------------A---Y--------I--------------------------KEIF----AKA-SKE---T-----A-LYQS-L--FEKLY---------------------------------------SR---------------EEL-KEEVAYTY---------IK----EA-------------------F-----EGIN-----NLDA-FI-TKVKEFE-------P--IESIL--------------FTD-VYY-S---N-I-VKTRFMDCL-----------RA--ASNK---VK---------------------L-------------------------------L---------------------------------------EKV-----Q-------------------------------------QW--------------------CEKH--------------------------------------Q--------G------R-----------------------------------L--YEELVV-----------------------------------------------------------------LAEEHFL--K----------HIRL--E--------------TI--E-SEAALCHITF------------------------------------------KH-------------I-Y--D--------------DE-----------------
AMV18442.1 ---------------------PPGG--A-L-V--Q--T-A----RTGIV-----VKRPTAPRHIDP--N-RSGI------P-V-A-GP-A-G-HPA---SA----AGR---R-P-A--A--A-D-RMSH-VEDYAE-----EE-PR-PP-G-L-P-LG--H----------RARAQADFP-----------WALVGGAA-AATVVLAA--AV---VAF-V---------L-SK---KG-------E-RG----------V-AA--SP--P-----------------PP------------------PPAASP--------------------------------SD-DQ-RMASIP--R--PE--RNSD-DDR---VR-KAPED-S-----GMPE----TMP---------P----TTMPP-----GT----------PPS-----------V--T------------T--------------------------PPPM--------SQN---P-----A-PPAP----MPPAA------------R-P---DGMPAA---------------RP--D--GM--------PAA-RPDGVPAA-RP--DG--VP--A-AR--------P------------DG--KPVE-M-P-DPKD-AA-PARTILV-A--E--K--KPELK-------GND-A--VEI-TFP-AAE-D-L-KLKSVTRAF-L-L---L---PS--VTAP---------------GSS------K-L----Y-D--------PS--------HT----F----------------------K----------------DGA-------------------------------Y-----------SI-S-E----KRN---------IGSP-A-----P-----------Y--------------A---E--I--VV-S-L-NG-------IG------------------------Q---L--QARIKP-QQS---------I------G-DID------------K---THLEHAVLWI--------ED----GDSRSNL--H-L--------QFAP-----------------PV--D-VNEGVSIDNF-----H-L---K--F---------------------------DL------KSFGTE-V-P--R-----L--------KS--W-LGG-I--------
WP_053241483.1 LK----------E--------GIKT--E------Q--H-E----YLDFV-----VRNMKDTEKIND--F-IEKV----------S-NF-C---LDS-------------------L--N--I-N-EYDD-FCKILL-T---SE-----------E-EA----------AF-RNDEEGKIK------------------------------LF---ESI---------------------------T-KN--------------------E-------------------------------------------------------------------------------K-LLAEFI--R------TNKQ-NEK---VS-------K-----SLRE----YAN--------------YLIEK-C---TN--F-------EEY-----------F--Q---------------------------------------IVEF----CFI-ISS---------K-FIGI----LAEEL------------E--------------------------EK-------------------SVKLFSPS-----IC--MA-------------------------------NEFV---F-ADEK----NFNAKIQ-------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_092053099.1 ---------------------PPPG--------------P----YTDYA-------RTGRLTEIVA----AAPT--------A-P------P-LPT---AA----------R-P-P--V--L-P-DHDE-QPIRLR-----NE-----------P----------------EKRSPPMLG-D---------RMPPSTSK-RRRSYSVL--LL---VTL-V----------------LA---------------------V-----IV------------------------------------------------------------------------------TT----TISVFL---------YNPS-DAP-G-TA-------T-----PTQP---------------------APVGT-K-P-AG------PMH-EEP-----------K--E------------V--EP----------------------EKLV-P--VQL-ARA---------D-FHPR-R--LGSRI------------D------------V-L---------Q-NH-------------L-DQS-FRKWTDAA-----LA--ME--T-AR------------R------T-----NETK-----TSKA----ESLPALI-------P--TTTPV--------------GTN-VFA-SPN-A-M-ASEYFFEEL-----------RL--DPQF-E-----Y-------ALD------V-L----I-P--------DG-TTVA------K--V---------------------------------------ENL-----P---------------QS-----------------TS-RI--------KNV---------IQTI-D--------------------------------G---K--V-----E---KE-------VI----------------------------F--AEVVLQ-ANA---------Q------H-KTL------------H---IRKTDKYQW---------------SDVPFIV----C--------RVTQ--N--------------------GSTNTWQAML-------Y-----------------NP-A---------------------VPLASN-V-L-----------------PA--N-LHL-P-V---K--
OUT55991.1 ---------------------------------------------------------TTSSQLVKQ--A-RGQL--------R-E----T-G-AAT---PR----------S---V--G----R-----------------RD-------S---H-SA-------------AEPSLAAAS-----------WTAEP--------------LV---------------E---DA--------------PQ----------------AP--P---------------------------------------------------------------------------PT----TPPELP--------------EDA---VK-------S-----GLVS-RR-SIV---------L----ASLGG-V-V-VL----------GGA------W-------S---L--------A--------R--W--------------SAGL-P--IIP-DGS---------T-VDPA----PKENV------------------TDLGGQ---------------SP--A----------D-PET-TTDEVPPE---------TE--S----------------------L-----EIVA-R-Y-DAAD----LLSLAWP-E-----Q--DSNFD-------GQV-R--FQG-IVT-----G---KPKGQFDKT---D---L---SQ--PRTP---ET----PLRD--QTT------T-L---------------DQ-VQVA---------W----GD---------------------------------GAL---L-P-------------------------I--AKPQ-----RM--------------------EVTS--------------------------------------R----------P-GG---------------------------------G---V--SQILTL-----------------------------------------------------------------GQIPSLP--D----------QLPT----------C------SL----HLDEXLQRVV-------I---Q-------------GG-----------------------LQVLHH---T--D--------------ES--D-SPL-N--------
WP_094415864.1 ---------------------ARTT------------R------WIERA-----RGMQRPVASVIP----TRSI--------E-T------S-SEA-------------------V--A----D-TQSD-LASYWD-E------------G-S-S-VE-------------EAENSPPPT-----GPPD---------------------LP---GGL-----NR--K-----------------K-RK----------------SP--A-WWTT----------------------------------------------------------------------TG-IF-LFAALA-----AI--VWFA-ASQ---FS--D----P-----PIPQ----RIK--------------TPVAE-E-P-SE----------APE--------------T------------I--------------------------ADSS----EPS-ETQ-T-P-SS--P-ATET----IEFRL------------R--------------Y-----------DK---------------KQL-MGWVLGRN-AG--EG--LS----EK-------TP----------F-P---REIE-V-R-GGLK-LA-DLSTAQL----------APKSD----SE-NET-P--AQE-SFQ-KPT-E---ERQVVFAAW---------------GADP-------F-------SLA------D-----------------PK-----------N--Y---------------------------------------DVV-----P-------------------------T-----------EL--------------------VDGK--------------------------------------R--------S------------LA-------------------------------VRQLRQ----------------------VPM----------------TLPRAQFFWH--------------PETGYLI--G----------DVKL-----------------DF--N-AADSTWSGQS-GAY-------R------------------------------EF----A-MSLTKL-L----D-SV-----------KA----IKE----------
ADB15798.1 ------------A--------PDTP-----------------------------LSAAARTGVFPA----------------E-P--------APT---------------T------R----A------IPTTQA-----AP---------V-Q-LA--R-------PV-RESAAEELR-----------LGPPPAPG-GARARTSS-------SGV-M----------------II-------D-DG----------------PP--E---------------------------------------------L---------------PGET----------TP--P-PMTSLH---------RRSA-PSA-G-FG----W--S-----HLTA-V--AMV--------------AALVG-V-V-VG--YL---FR-SSQ-----------T--D---------------------------------------PAPI----ATQ-TAA---P-----A-IPAT-D--NQPPA--P---------P------------------------A-AA--A------------PDP-QPPAMPSP---------AP--P-AT-------------------------PPVS-----PVGE----KNTANAE----------NPASK----SP--------TGD-TTP-----A-A-ANGGTAQPM-----------PA--AENP---PT--P-------SVP----T-P-V-P--A----------PP-AVVE---LK----Y----G---P------------------------------EPL-----E-------------------------------------SI--------------------LALK-H--------------------------------G---S--------D-P-RE-------IK----------------------------L--ASFPKS-DGS-----------AI---S-KIE--------------L-LGAPKSLRIE--------KS----KDNSWVV--Q-F-NN-GT--KIGS-----------------DI----PTAEFTQVEE-GSS---F---A-LM----------AS-Q---------RTP-GV-AW---NDLCGS-V-I--Q-VI-----------HE--------K--------
WP_080793004.1 ---------------------PAPA--R------T--G-V----WEDPT--------------------------------------------EET---------------S---P--A--V-R------LAPPDL-P---DT-------G---G-SN--P------------------------------FAQPGPRQ-AAQPGAGG-------AAM-----------------------------------------------SP--D---------------------------------------------------------------------------LR----AVRDYL--S--RL-------PHG------------A-----GITA----GIV--------------PSLTD---L------------------------------D------------L--------------------------------------------------R-FIEL------------------------------------------------GT---------------LDD-WSSALENS---------FD-----------------------D-------PQFQ-----PITA----ERLRIYL-------S--HPPST--------------RAG---------V-T-SRAMILAAL----------------------------------SVS------V-V---------------QR------------------------------------------------------QPL-----P-------------------------------------DW--------------------PFAS-------------------L--------------S---A------------AE-R--------------------------------------ETILGL--------------------A--------------------------------------------VQSAAAI--G----------SFTE-----------------GS----SGSELIDALV-REV---I---R-------------RR-----------------------AALTRA---------------------QG-----------------
WP_002648419.1 ------------A--------PEGP-------------------LVAAA-RT--GQRPQQLKTDLP----STPV--PEP-P-V-P-TP---S-PSA-S-PK----------R------T----T-SPPP-LAQHFQ-K---AK-SN----G---S-RK----L-----LI-GTGVVLLLL-----------MIVGMGYL-LMPDQRDQ-------EKV-V---------------------------KN----------------SP------------------------------------------------------------------------------PP--L-KMENKK-----AL--EKME-REK---AE-------------AVAK----EVK---------R--L-SPVNK-----TE----------TAT-----------I--D------------E--------------------------PPLV--------ASK---P-------ILAE----ITKTA------------D--------------------------TP--Q------------KPV-KPSIRDTY-LV--FG--EH----PD-------------------F-YLT-ENKN-----EKAN----DDKAIWF-------P--GGKLL------------------VLP-M---S-Q-VKIHLTDQL---E---L---TV--HEKT-E-IE--L-------SMD------E-V----N----------SG-----------E------------------------------------------KSV-----P-----------------------R-I-----------SL--------RFG---R-----ITVE-N-----------------V--------------S---Q--------K-S-QE-------II----------------------------L--SEATKS-RHL-----HRI-A------M-TPL-----G----------VTNNITAIFE--ADLPI-AP-LK-ESQLKLF--A-R-SG-----EIKL--D-SD----K--NPL-GI--E-KRESESPSKI-PAV-D-L---Q-------------DS-----------------------KEITAA-L-T--G--------------EK--G-ASP-D--------
WP_020440145.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SA---DSA-V---PS--E------P-TT-------P-DT----------------AP--A--------------------GWQ----------------------------------------------------TV----TDAGWG-----AAS-SGTA-PST------------P-----PVTP--------V-------T----PPVTA-----PS-----F----GGE--------------P---------------------------------------SRPA--------GGS---P-AG------------FGNPF------------S------------G-I---------T-AP--E------------PAT-TPPVVTPD---------VA--P----------------------------EPQD-----RRTE---------------R--R--TPPGT--------------YPA-LVQ---------LTPDDVAFI---R-----------DADF---IA--W-------NTN--------I---------------NG------V-VP-E--F---------------------------------------RDM---S-P-------------------------------------ES--------RQA---F----------Q--------------------------------R-W-R--------E---AQ-------LS------------------------H---W--SVYLCL----------------------DPS-------------------------------------------------T----------ELGH--T-------L------QV----RILALLSYGF-------I---P-------------VD-R---------NRP-DR------PLFAPW-T-L-----------------TT----LFP-E--------
WP_052437872.1 ----------------------------------------------------------------------AAPA----------P--------EPV-------------------A--D----A------LSNPFD-----AE---------P-E-LP--P----------APDLSVQLS-----EVTD--YLGRPGTP-----------AY-------L-------------------------T-AG-LT-------L-----TP------------------------------------------------------------------------------TA----AQNSFL---------HTAG-------VQ---------------------EWV--------------DVLRG---E-------------VED--------------P------------L--------------------------------------------------T---------VSDVL------------------------------------------------------------GFLLFPPT-SF------IG----AR-------------------------TRAM-----VLAA----ETAEPWC----------SRDVT--------------RFG-WLF-----D---LPDDLQEEL-------C---RD--AAAQ-L-PE----------TPG------P-V----A----------PR-----------E------------------------------------------DGL-----P-------------------------V--------T--DL------V-RRV---------VEKH-H--------------------------------A---R--------T-P-RT-Q-----VR------------------------K--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_041992098.1 ----------PGS--------AQEP--V------T--D-V----WALTA-AR--VWLARAPELFTE----AVAL----------P------A-GAF---------------S---A--G----A------LAAVAL-----CA-------D-I-G-LG-------------PEARTEAAV-----------WARAHARD-LDDKRLRQ--VV---EAL-------------CA---PS-----E-D-RT----------------AA--E---------------------------------------------------------------------------SA----ALSALF--G--TL--DSQA-PSA---TT-------T-----LLGA----LVL---------T----LAVRM-P-D-AG----------HEL--------------P------------A--------------------------LQLM----ALP-SEL-----RS--R-LAVE----LAPEL------------R-----GGITRD-----SA------GSGP--D------------TAR-PLGLLRAA-GV--LG--VD----CA-------------------------DLLP-----ALAR----RLARALL-------A--DPEAA-------WTP-S--LRA-MVD-DHF-E---LRTALLSAL---D-------AL--AAED---PS----------AAA------R-L----L----------AR-TPLD---LT-G--V---------------------------------------QAL-----P-------------------------------------QL--------RMC---------AGAP-W--------------------------------L---P--I-----P-G-GD-R-----VT------------------------A---L--HAALRA-SGV-----SPL--------A-DPL--------------V-LRTAVRLVWD--GGAP--AA----GEARQML--G----------ETGS--D--------------AH----RAAGTWRALV-SAA---L---E-------------CS-A---------DDA-DA------PDLAHE-L-L--R-SF-----------PD--Q-LEP-R--------
WP_087117134.1 ---------------------AAPE--T---------E------WSRMT---------------------EELF--------T-S------G-SEA-------------------A--G--V--------VDKLAA-L------------G---S-AP-------------GGFGAGLAQ-----------LMLEHRRK-SMEPELNQ--LA---IDI---------------------------T-------------------EP--N---------E-----------------------------------F-----------------------------VG--E-EYPTLV--S------RELI-DET-R-LD-------------ELRG----SVY--------------ETLQN-----------------------------------------------------------W--------------------------ESD-G-P-------LLIQ-Y--LTDAE------------A--------------I-----------GA-------------F-----DRDMLVDG---------LG--S----------------------L-----GNLE-A---PVTD-IM-AHGDLNL----------RPDSA--------------VAG-LVS-------L-VANKQIEEL-------F-------AGDD---IT--E-------LME------K-L---------------GQ------------------------------------------------------DTT-----R-------------------------------------RV--------------------LPHA----------------------------------G---H----------P----G-----VE------------------------K---L-------------------------------------------------------------------GA----DTACYLI--G----------------A--------------TL----AAAGYDQLRY--------------------------------------------------PVITAD---------------------PH--------T--------
WP_027013014.1 ----------F-I--------EPTS--P---W-----S-V----FTQAL-RG--TPWAEVVEKLRA----KDKG----------E------G-------------------E-F-A--S----G------LAELVL-----ES-----------Q-QS-----------F-DVATVSLAR-Q---------FAKVTLVS-----------AF-T-DPM-W----------------LA---------HE----------------FP--E----------------PLP--------------------------L-----------------------------LE--D-DKERFA--G--IL--TQVP-ELA---LA-------Q-----DLRG-E--LFV---R--WL-E----YGVRS-G-V-VS----------VEQ-----------L---------------C--------------------------TSVY-S--QLI-ANN---G-----D-VFVW----LCTLT---------------------------------------SL-------------------ENLVCAPA-----LT--VA--W-QR------------R------F-----DLYG-------------AFAQDWL-------G--APGAT------------------------------IHPVAAQQL-----------GF--AKAP---------------SLQ--------L----------------------------Q--L---------------------------------------TEI---A-A-------------------------------------RI--------------------RQEG-------------------L--------------G---A--A-----A-P----------FE----------------------------Y--ATLFRE-MAR-------------------------------------LQCKYSYILP--------DS--G-DELTALW--E----------QVGE--G-------------------------------------L---Q-------------DT---------------GF------QTWIDY-L----R------------------------Q--------
WP_063938666.1 ------------------------------------------------------------------------------------E------G-----------------------P--Q----S-WWA--VRTAQL-I---EE-------G-----TD-------------EQELGGLIS-------PE---------------------LD---LPL------------------PS-------E-QA----------A-----AP------------------------------------------------F-----------------------------AD----EVAGIL---------RQST-DLQ---AD----L--R-----RIDA---------------------QAITN-E-A-SA----------GDL--------------Q------------V--------------------------VERY----TLQ-ANG-----------LPNR-A--FADTL------------R------------------------Q-GW---------------APR-HPELQRQC---------FE--A-------------------------------------RVHQ----NMFSYLL---------------------------------VLN---------NPSGFPKLL-----------NR--RAPA---MP----------TAD--------I----L----------DT------------------------------------------------------DYF-----H-------------------------------------EM------F-------------ADAA-V-----------------L--------------Q---K----------A-SR-R--V--LD----------------------------L--MMHVRC-----------------------------------------------------------------VAPKSLL--S----------VLEA-----------------LL----ALEEEAGCTP-------L-----------------EA---------------RV----P-ADFATD------E------------------------V--------
WP_015652149.1 ---------------------------Q------H--G-T----WAQMT---------------------AGVF--------V-E------G-SDS---------------E------Q--L--------VDELIQ-I---NT-------G-----IS----------DF-AISHAQLGD-----GLAR--VIKNRGDG-----------VT---QAL-F-------------------------D-------------------VA--E---------------------------------------------------------------------------QH----LEEEFV--------------PTS---YQ-------------AIDM----EFI---------N----DVIDN-----PQ----------LAL--------------E---------------------------------------ESSW--------PEL---P---------------VDPAL-------------------------------------S-AR--A----------------LAALYTLH---------------------------------------------------DASV----RILMSYL---------------------------------NFL---------LETGLLSEA-----------TA--QDRK-F-LD----------SLS------N-F---------------HS--------LS-N--W---------------------------------------EKT-----P-------------------------------------VL-P------QEH---Y-----LLRE-------------------V--------------A---R------------NA-------VR------------------------Q------QRRVEK---------QPT----------SPS---F------------DTVLNQLHWS--------MP--L-GSVLAWL-------------KRDE-----------------NI--A-AMEQMMEQQY-------L-----------------KS---------------TS------NSHAAS-M-L---------------------------R--------
WP_085549323.1 QQ-------------------SVPR--T---------T------WALLT-MGV-LDVGVSPASLVE--L-LTTE----------S------G-GET---KS--F-------G------D----A------LARVVR-----SR-----P-G---D--------------F-GVELAAVAE-R---------HLAESPRA-PSPAVVDA-------------------------------------------------------------D---------------------------------------------------------------------------LD----LVRRVV--D-----------DPR-L----------------VLGQ----HVW--------------PDVRP---P-KA----------PER--------------E---------------------------------------FDTL----SVT-ARD---R-VP--G-LASA----PTDVL-------------------------------------V-GY-------------------LNFLLRTG---------LV----PA-------------------------EDVQ-N-P-EFRG-LF-RDADSFR-------G--APHLP--------------MPP---------S---AHPDLLTLL-----------TL--ADRE---------------RKQ------T-I---------------RA--------------------------------------------------------------P-----------------------------------------------------------------------------------------------------R--------P-A-GE-R-----------------------------------I--TRALGS-GRS----------------R--------------------------------------------DEIVAWL-------------RRSD-----------------TL--E-ILRDWRDGRV-------I-----------------ST---------------SS------RDFSHD-M-L--R-VY------------------------------
WP_009947927.1 SA----------V--------DPTE--A------G--L-H----WVPRF-LK--SDPYDVVDAVEL----AHLF--------A-R-DA---N-RRR---AT----------L---A--D----R------LVGGVL-M---CG---------E-S-ID--D----------RAHALELVN-----------WLEHAPAS-STTDALER--VT---EAV-M---------------------------AA----------------GP--D---------------------------------------------------------------------------RT----LLRRLA--I--SV--HSGS-DAL---AG-------------QVRY----ALL---------W----AEIDE-F-A-RG----------GDG-----------T--P------------L--GTLPERQ--WTPD-----------------------EME---------K-AASL----VEAAA-------------------------------------G-GL--D------------PQR-LDPLLRLA-AT--FG--VK--P-RP-------------------------ERFA-----DAAA----RFAAWWA-------D--NPGAG---MDP-DHW-P--CGD-ELI-----A-L-LREELASRL-------E---GP--DAGP---------------TAT------A-I----R----------EH-----------W--W---------------------------------------RVL---A-P-----AISDPFA-------------------------PL--------DAA---------VAAA-A-----------------V--------------E---N--------G-D-RS-R-----QD------------------------A---I--AAMLGP-LRE---------A------D-RPG--------------V-GDAVWDALFA--HSSP--TL----PEMRRLF--A----------GMPT-----------------AT----LSESLAQKAL--SA---L---A-------------GR-E---------VSA-LY------LDVLRL-L-V--E-------HV--RD--E--T-LLA-L--------
WP_046704594.1 ------------G--------PGSP--S---R--V--D-P----WAALT-AW--LWCRGLLPRTAGDDASRGEA--PVAVP---D------G-----------SSPSTARTAPSVA--D----A------FALLPL-----VR-RA------L-T-RRDLS--------------------------------WDALAD-LPDDVLSE--IV---AAL-------------AA---VA-------E-HD----------------PL--D-------------------------------------TEDAVLT-------------------------------LT----RACEEI--G--GR-------RRD---AA-------Q-----PLAL----ALA---------R----RRLRG-A-G-PH----------DVE--------------P------------T--------------------------LETC-A--DLP-LDG-E-A-RS--A-LRAE----YGPRP------------E-----QALRGL---L---------N-RP---------------FDT-WEVPLRAL-LR--SG--DD----RG-------------------------PVVE-----RAVN----VLARALS----------SADQR--QARA-DAV-A--LLE-ALD-HGV-----FTGRVLERI---A-------QE--ARGH---RI--R-------ALG------D-L----A---ASD----HG-SWLR-A----H--A---------------------------------------DGA-----P-------------------------L-----------VV--------RLA---------VEVA-A-----------------V--------------S---A----------G-PP-Y-----PQ------------------------G---A--DLLVRV-AER-----LPG-G-RV---S-DAE--------------T-LRILWELVWP--AGQP--PR----EEQSRVT--Q----------VCSA-----------------DL----IVEAGWEVRL-THW---L---K-------------HP-G-E-------ITR-EL------FDFARA-S-L--R--------------FK--R-LGP-S--------
WP_009741053.1 PT----------I--------VASD--I------A--R-V----RADWF-LE--HGADDALNASVI----ARRW--------E-P-VF---G-RVL---AT----------E---A--A----R------LVGLPD-D-A-SE---------G-R-AA--W----------RTSMAAIDR-----------LASAGLRD-DLAMYAEE--LC---EGT-L---------------------------SY----------------GP--T---------------------------------------------------------------------------SE--K-EFRLAG--T--AI--RRAH-DLG---VD-------------EVAA----RVA---------L----STLEA-L-V-AV----------PAA-----------S--R------------G-----------FTQELARAKG-----PISW-E--SAD-AQE---------A-GGRF----LGELL-------------------------------------A-AA--S------------AAT-LPDLFAAA-YV--VG--LV--V-PD-------------------------AQLR-----PAVA----SLAALWL-------R--DPALG---RNRWQRW-L--AGD-AVV-----S-A-TARQVVNAW-----------RV--GDEQ---------------ALT------S-L----L----------RG-----------D--W---------------------------------------DFL---G-S-------VVDDP-------------------------TL--------AGW---------LKAG-Q-----------------L--------------G---R-----I--S-P-EE-R-----TD------------------------S---I---AQTAV--------------------L-PSS--------------A-----WRIALT--GSTL--PT--HAGLWASWI--V----------HNGL-----------------PD----DLAAVVRSSL-RSA---L---D-------------AD-P---------AGA-DAFEAGDWSPLMRS-L-G--A-------AG-----DT--W-LAQ-I--------
WP_035113596.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P-----P-EKHT----LWTAL------------------------------------------------------------TEAIFEVK-------------E-DT-------------------L-----ALIE-----ELQA-VE-AFEDFQV-R-----V--TPTGE------------------RVT---------FGEALLQCL---Q---K---VC--DSDG---ID----------FAD------D-L---------------QA-----------K--L---------------------------------------DAI-----P-------------------------A-----------EL--------RTS---------VAKA----------------------------------G------------P-T-GE-------FD------------------------A---L--SEQLGS--------------------P-NRQ----------------------------------LS----SRHQPVT--T-----------------------------------------------------------------------------------------------------------------------------------------------
OHB70404.1 LP----------A--------DAIP--I------D--G------WARLI-GR--VLATGRASFLGT-EL-SKRR--FH----L-T------A-EDL-------------------P--A--L-G------LQLLEE-L---EA-------S---A-LR--D-------EY-GQQANDFSL-----------FDRPRPDD----------------QPC-P-------D---DQ-P-CL-------D-DR-------Q--------SP--N---------------------------------------------------------------------------------REEGTT--P--VY-------HAA---HR-------------RIGA----------------G----RDTAA-A-A-QS----------TAV-----------A--P---------------------------------------SSTL--------DPD-A-P-----K---------VLEKL---------------------------------------EH-------------------LDEVVYEA---------IG----GR-------------------T-----AALE-------------ELQQLWP-----------------------------------------Q---VLDELGEEL-------V---AE--SREQ-Y-LR--Y-------ALQ--------I-------------------------------W----------------------E----------------ESV---E-P-----------------------D-------------GV--------------------RHPS--------------------------------------R--------A-V-QA-------LD------------------------V---L--CILFDE-----AP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101648094.1 SS----------V--------SLPL------E--Q--K-E----FFDFA-FED-L---TRMDDFFK--F-SEMA--------L-A------G-LPV---EE----------K---L--S--L-E-SYNQ-LTDLFL-T---LA-------N-D-D-RD----------LF-LKDKVAFLD-----KLIK--FLKHREED---KSPLVE--LF---LRV-L---EN------GQ---LA-----V-D-LN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LRM--K--------------NL----KLEDLKCFRD-------N-----------------IS---------------DE------LVLKIK---------------------NE--T-----A--------
OHB82388.1 LP----------D--------DFAP--V------E--S------WARFI-HR--VLKSGRTSLLAS-RL-SVRR--CR----F-T------P-HDL-------------------P--A--L-G------LQLLEE-A---DA-------S---S-LE--T-------DP-G----DVHE-----------WIGEASDE----------------HER-V-------G---EV--------------------------------AP--E---------------------------------------------------------------------------------HLSDLF--Q--QA-------HEA---HF-------------RFQE----------------D----FSLPT-T-A-PR----------PQP-----------A--P---------------------------------------SQVL--------DPD-D-P-----G---------VLEKL---------------------------------------EQ-------------------LDDLVYDA---------IS----GK-------------------L-----VAMD-------------QLKAFWP-----------------------------------------Q---VRSHLGDQL-------L---AE--SQEQ-Y-LR--Y-------ALS--------T-------------------------------W----------------------V----------------ECL---E-P-----------------------E-------------AV--------------------RDPS--------------------------------------R--------A-V-RS-------LE------------------------V---L--SLLFDE-----A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070455659.1 -------------------------------------------------------------------------------------------G-------------------E-V-A--S--A-P------TPAPEA-V---EP-------E-A-S-SP----------FV-DEPAQSVAE-P---------WAESPAAA-AADLSAAS--QV---NPF-----SE--S-A-QS-A-PR--G--E-E-NG----------A-----SP--G---------------------------------------------------------------------------IA----QTEPAP--T--AA--AAAA-PAA---PG----A--N-----AVVP----GLT---------S----DELEQ---L-RD------------------------F--D---------------------------------------PAWW--------MGY-----------LKKH----RGRAI------------------------------------------------------------HFALLHPS-CF------PE----GT-------------------------RVFA----------LA-AALASWV-K-----Y--FPADY--------------------------N-F-LVSQALGGI---D-------TA--SLDQ---AR----------ALT--------I-----------------------------------------------------------------------ERF---A-P--------------------V----I-----------QL--------EER---------RSAA-T--------------------------------G---E--L---------GR----Y--LG-G----------------------I---F--AEIKRA-HGF------------------TES-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061920078.1 -------------------------------------------------------------------------------------------G-------------------E-I-A--S--A-P------TPAPAA-V---EP-------E-A-N-SP----------FV-DEPAQSVAE-P---------WAESPAAA-AADLSAAS--QV---NPF-----SE--S-A-QS-A-PR--G--E-E-NG----------A-----SP--G---------------------------------------------------------------------------IA----QTEPAP--T--AA--AAAA-PAA---PG----A--N-----AVLP----GLT---------S----DELEQ---L-RD------------------------F--D---------------------------------------PAWW--------MGY-----------LKKH----RGRAI------------------------------------------------------------HFALLHPS-CF------PE----GT-------------------------RVFA----------LA-AALASWV-K-----Y--FPADY--------------------------N-F-LVSQALGGI---D-------TA--SLDQ---AR----------ALT--------I-----------------------------------------------------------------------ERF---A-P--------------------V----I-----------QP--------EER---------RSAA-T--------------------------------G---E--L---------GR----Y--LS-E----------------------I---F--AEIIRA-HGF------------------TES-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_005522822.1 ------------------------------------------------------------------------------------S------N-ENS---------------D---L-----L-S------MEIPSL-----DA-------G---P-MG-------------GAAADPAAG--GG-------LLPGAE-------------LS-T-VDL-----------------------------TK----------------LP--E---------------------------------------------------------------------------LS----TLSEQS-----VL-------DYR---LQ-------P-----ALGG----ATT--------------DSLQQ---N-FN----------TQT-----------M--P------------L----------------------N---SRVM--------GLE---------E---------FERQI-----I------E--------------------------SP--E----------------IYSYLRIL-NE------LD-------------------------------DNLT-S---WAAK-LV-RVHELLT-L--------DPNDA-T----------------GLH---------VRSAFLALV---------------------------------------------L-------------------------------L---------------------------------------EGV-----P-------------------------------------QY--------------W-------------------------------------------S---G---------------------------------------------------V--HSFVHL-----------------------------------------------------------TA----EEKTTLV--T-------------------------------------TAKNYVVQLL-------M---T-------------YQ-L-------------SR------DNWEQR-I-S--E--------------TN--------T--------
AJI77744.1 TQ--------E-S--------ELSD--P------S--Q------YTSES-SS--LHEESEASSLST----------------C--------G-AGT---AD--W-------A---A--G----N-----------------TA-------G-----EG-------------TDTQSNCGD-P---------WAADGAAE--------------------F-----------GS---PA-------S-DA----------------SP------------------------------------------------------------------------------FA----AVDGTS--S--PF-------PPN------------------PLDA----------------P----NPLGS-----QH----------SSE--------------G------------L--------------------------ESPV--------QRD---T-----A-LAAT----EDDGL------------P--------------L-----------NA--A----------------SGNPFAVG------G--VP-------------------------------PSTA-----SSDT----SAQPPVA-P-----S--TPAAA----HG-EQT-A--SER-KLP---------STNAVVPAL---S-------AE--EHQK---------------LVA--------F---------------DA-----------R--W-WI------------------------------------EYL-------------------------------------------DV-H-R----GRS---------IQLA-Y-----------------L--------------D---K------------TA-------LG------------------------D-G-L--DKLLMS--------------------A--------------------VIASWVFYFP--------------RDFELLA--A---D------ALRP--------W----ENR-DL--E-HIANLTADHF-------V-----------------GT-----------------------FRLEQC------D--------------RH--V-----T--------
WP_096179030.1 SE----------V--------PITP--E------A--A-R----IAAWV-NE--HDAFDAIEAAAL----GGRW--------M-K-AT---D-AEV---GG----------N---G--V----E------MVLGLR-T-V-EP---------G-R-DE--W----------EIGVSLIEG-----------LGKAGLRD-DLELYFDE--FS---DSI-A---------------------------SY----------------GI--R---------------------------------------------------------------------------SA--D-DATRAA--R--AA--RYAA-DTD---VT-------------GLAE----AVL---------V----PSLEA-L-A-AD----------PST-----------A--S------------A-----------WASELDASGG------WRT-L--HLS-EPD---------R-IADL----FAEVI-------------------------------------L-GT--A------------ANA-LPQLLHLA-AP--LA--EH--L-PP-------------------------GRLN-----PAIG----RAASYLL-------E--DPRQV---SRNIISW-Y--AGE-RIV-----Q-H-LRRTLLGEL-A-D-H-----TL--SHAR---------------LAR------E-L----G----------DG-----------A--W---------------------------------------DAI---I-D--D-DSPDSDTR-------------------------AL--------AQW---------REAA-R-----------------I--------------A---L-----K--P-A-DK-R-----DQ------------------------A---I--EDSLEKADSD---------PSLPR--L-QPE--------------C-----WNIAIG--SEEG--PELEDPRLLALWV--R----------RVGL-----------------DD----TLREECIWLL-APV---L---Q-------------RG-S---------KTA-KTRDIKGWLELAKV-L-V--A-------AD--PG-AQ--D-HLE-A--------
WP_018023270.1 ---------------------ATET---------Q--S-P----WAQLA-----QLVLRNQADFQA--A-ANQQ--------V-P-VQ---G-------------------------------A-----------------QK-------G----------------------------------------WM-----------------LA---NYL-----------------------------AE----------------NP---------------------------------------------------------------------------------------------------YLLS-DAS------------S-----QVTA----LVQ---------A----AEAHS-P-F-AG----------------------------------------A--------------------------SNPY--------DDH-A-P-------ALDS----FSGQF------------------------------------------------------------NSNVFDIG-ES------AA----DP-------------------L--------------ESSA----GLGNPWG-------E--TPPTN--------------------------Q---LAAAEVPAW---------------SYED---LE----------AVA------D------------------------------H--Y---------------------------------------APL-----P-------------------------------------PI-------------------------------------------I------------------R------------GR-R-----VE---------------------WW-E---V--ADILRL-SAH----------------G--------------------------------------------AEHADVL--A----------SAQH-----------------HV---------------------L---------------I-TA-----------------------AAFAAQ-M----G---------------------------------
WP_101600910.1 SD----------I--------DITE--S------A--A-A----VCQWV-RR--LESFEALEVISI----ARRW--------M-P-LI---G-VRG---GC----------L---G--A----E------MVTGTR-E-T-HP---------G-R-EE--W----------DLGIAVIEE-----------LAKRGQRD-DLELYLDE--LA---DSV-A---------------------------SY----------------RL--T---------------------------------------------------------------------------GA--E-DFSRAA--R--AA--RFAA-GTG---IP-------------GLAQ----AIL---------D----PALES-L-S-RE----------PQ----------H-A--G------------V-----------WARELNADRA------WNW-Q--QQG-DPK---------R-NADL----LTSVA-------------------------------------L-GA--P------------DDA-LDELLLLA-AP--LT--QA--L-SS-------------------------EQLE-----PAVD----RALRAAL-------L--DPRRV---RREFNRW-Y--SAG-ALR-----T-R-LRRMALERL-A-D-------AQ--HTDT---------------VCD------Q-F----S----------QG-----------L--W---------------------------------------DFL---E-P--GRNEVSQGAL-------------------------HF--------YSW---------ILAG-R-----------------L--------------A---R-----V--G-I-DD-R-----GT------------------------S---L--RNQQER--------------------P-GPD--------------T-----WQLALR--GLQL--PD--DVSLLRTWC--S----------EVGM-----------------SA----SLIDHLLEEL-EFV---L---R-------------QV-P---------RTA-RAKDLEPWLALVEL-L-E--E-------AA--PQ-DP--R-GRQ-A--------
WP_072537017.1 ---------------------EKDK--A-F-F-----D------FLSIA-M---DFSFDSLKSFHD--F-----------L-T-E------G-FAY---DR--------------A--D--L-D-MIKA-YKFYSL-L---TG-------K-L---ER----------LD-ERDIEDGLY-----------FAEKYGTL-DKKKAAAK--II-A-NDS-----AN----L------AK-----T-T-RP----------------IF------------------------------------------------------------------------------NS----LMDF--------A--GKYM-DAD---DA-------E-----GLSA----IML---------S----RVLGD-F-A-RE-------D---EN--------------T------------F--------------------------YKSF----EIG-DRF-F-Q-----K-QGKN----LRNQV---------------------------L---------A-NK--D----------------IYKLIDEN---------IE--N----------------------W--------------QLEF-II-SKVIEIF-------K--EKDLG-A-----YDL-S--FET-DAG-----S---IFYQILDPI---Y-------KK--DETK-G-FF----------AIE------K-T----L----------DG--------------F--------------ADRQ---------------------EYL---L-N-------------------------M-----------AL--------NIE---G-----IIRD----------------------------------G---E--N-----P-D-RD-------LE---KL----------------W--A-Y-T--DRILTS--------------------K-FLS------------E---IDQSFDILLE--NNYY--------DRSYELY--F-K--------VLDA--L-------E------TQ--A-RIENFFYHHV-KTA---V---L-------------EN-K-------------PY----E-DAYLDE-F-I--R-DY-----------YR--R-I---------VS-
OUU82773.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------XA---DKV-----SX----F-ES---PH--V--X-E-EQ----------------VP--E---------------------------------------------------------------------------------EPEDVS---------HRIT-KXA------------P-----KVEI----------------P----DELTR-----AD----------RKR--------------P---------------------------------------KRKW--------TRR---------R-LSXT----LNLTL------------------ACLAIL---C---------C-GT-------------------IAYLLLDF---------RS--P-PE-------------------------PEEP-----QSPQ----EAPTSGP-------S--DPNMG--------------TDK-SLD---------PRQSWASLI---------------DSDR--------------------------L-------------------------------Y---------------------------------------KNL-------------------------------------------EL--------GLG---------VAEA-------------------L--------------S---S--X--G--E-P-KP-------LQ----------------------------I--AKTLSA-------------V------R-DAV----------------------------EN----QS----SDSIAIV-------------PVPS-----------------SL----VQSDTSQWFL-----------E--------------------------------------PDFXSA-I----K------------------------S--------
PKB09493.1 ------------A--------PEAP--R------G--P-AAL--WARTA-AA--VWRAGRPELFAE----VRRL----------P------G-EPY---------------G---A--G----P------LAALAL-----AA-------G-V-P-LG-------------SAARAAAAD-----------WAAGRPEA-LDGVRLHA--LA---GVL-------------VR---PG-----G-EPRG----------------AA--E---------------------------------------------------------------------------AA----ASQRLL--A--AL--DAGA-RGA---LA-------A-------------------------------------------------------------------------------------------------------------------------------------E-LEAE----LEAEL------------R-----AAPADP-----E---------GG---------------PAG-PATLLVSA-AA--LG--AD----TA-------------------------GLLP-----QVAR----KLARGLL-------A--DPEGA-------YGE-E--IRA-ALA-QLP-A---LRALVLDRL---D-------AL--AAGD---PP----------AGA------R-L----F----------AH-TGLR---LG-T--A---------------------------------------EPL-----P-------------------------------------HL--------RMC---------ARG------------------------------------------R-----P-P-GD-R-----VV------------------------A---L--DTLLRE-AGV-----SPY--------A-EPL--------------V-LRTGMRLVWG--DVPP--TP----VEARLLL--A----------TTGA--P--------------VH----GRAGTWDLLA-HAA---A---D-------------AP-A---------GDP-DA------PALAAD-L-L--R-HFG---EDLPAELGE--R-LGE-R--------
WP_089000279.1 SR----------V--------VETR--A------A--R-R----WAELF-LA--EDPLDVVDAVEV----A--------------------A-ASG---VD----------G---E--G----S------ADVALA-A---VL---------R-R-LP--P----------REQVAGLVR-----------WLRKGPPP-LVRRYGAG--IV---DLL-V---------------------------EA----------------AP--R---------------------------------------------------------------------------WP-VD-VLRGLD--D--VS--RAAT-FPH---RG-----------A-TVRL----ALI---------D----AELRE-A-L-AS----------GTV-----------H------------------ERAAPSIDGWTRA-----------------------DEA---------R-ALGP----ISEAL-------------------------------------R-AA--E------------PRR-FEALLRLC-GR--FG--LK--P-PL-------------------------GGLQ-----PGLE----RFVLDWA-------D--HPDRA---YRT-EAW-A--CAE-GVE-----R-L-LRRELGQRL-------A---AE----PD---------------IAY------E-L----G----------DQ-----------W--W---------------------------------------DVL---L-R-----EPMRLDE-------------------------PL--------DAA---------VVEA-A-----------------L--------------R---H-----L--P-P-VQ-Q-----LD------------------------L---I--EQCLRT-AVD---------A------D-RPA--------------ALVNRTAAVIWT--HRPV--DL----AEAHLLR--R----------LLPR-----------------NA----PLDPRIFAEL-GAV---L---V-------------GY-P---------PHS-EY------LEAALV-L-M--A-----HGLW--SP-PP--E-VAR-A--------
WP_027344127.1 SQ----------P--------APSP--Y------A--Q-T----WARLF-LT--EDAYDVVDAVEL----A--------------------A-VSG---LG----------W---Q--D----A------ARLAMT-V---VS---------R-R-PP--A----------PADVPLVVQ-----------WLRTGPPD-LIALHGPR--LA---RGL-R---------------------------DD----------------SG--T---------------------------------------------------------------------------WP-PA-VLAELD--D--LA--RRGV-VEV---DA-----------P-AVRL----ALL---------A----DEVRR-A-V-AE----------NRV-----------D--A------------TVLAPIGRA---WTAE-----------------------HQR---------T-VVAT----LTSAA-------------------------------------A-TA--S------------PRQ-FEALQRLA-RR--FG--VA--P-RV-------------------------GEIT-----GAME----AFARDWI-------A--NTHAG---YLP-DQW-P--NRA-AIE-----E-R-VRVQLER-------------SD----PL---------------AHT------T-F----L----------CE-----------W--W---------------------------------------WLL---------------LDT-------------------------DL--------SPS---------LRQA-T-----------------T--------------R---A----VL--G-T-GD-R-----LS------------------------T---I--QRFIRA-AKS---------R------P-QAV--------------SSLAHLTREIWA--GQPL--TL----GDAVLLTGPQ----------GLPR-----------------NL----PLPPEMFDELAHRL---M---F-------------AT-E---------LSA-DD------LNIGYR-F-A--D-----HGTW--RP-SQ--A-VMR-L--------
WP_045745420.1 TA----------V--------ERDP--Y------S--A-R----WVQLF-LA--EDPYDVMDAVEV----A--------------------A-DAE---AG----------S---P--QIRPAQ------SELALA-V---VL---------N-R-SP--H----------PGAVRPIVA-----------WLASAPRH-LIDRYGAQ--VI---DRL-L---------------------------AN----------------AS--T---------------------------------------------------------------------------WT-VE-ELLELD--E--AV--QDDR-TGH---AG-------------RVRL----ELL---------Q----AEIQG-L-R-DG----------RPV-----------S--P------------GELSPLAEGA--WDAA-----------------------D-------------AAEM----LAEEM-------------------------------------H-QA--E------------PDR-CEALLRLA-FR--FG--VA--P-AL-------------------------AMSE-----PGLQ----RFIEHWA-------A--RPDAK---FNP-DEW-A--GGD-VVE-----E-R-LRALLNRRL-------V---DD--TAPG---------------SAE------L-F----G----------DQ-----------W--W---------------------------------------DTL---L-T-----DQVGLGI-------------------------PL--------DQA---------LVSA-G-----------------M--------------L---H-----L--D-D-EG-R-----AG------------------------L---F--RTRLQA-AVQ---------E------E-PPG--------------PAFERLAEVLWR--RVVP--TM----AEARRLA--V----------VQPR-----------------NL----VYGPRYFPLL-STA---L---L-------------AG-P---------VDD-RA------FQAAYI-L-A--E----SSRIW--DP-GQ--R-VAA-V--------
WP_075728933.1 ------------L--------PARA--------------P----QQEPA-----LQPVPSAEPFLQ--F-PHEV--------L--------G-EPT---------------D---L--E--E-D-PFNT-AAVAAP-----TV-------G---A-VG----MGGAV-IP-GETLPGANP-----------FLNAEPAP-EPDPIPGA-------TPV---------P--------VR---------GG----------------GD--E---------------------------------------------------------------------------AN--A-HVGSLT-----PV-------EAA-N-LE-------------HFNA-R--WWF--------------DHLRA---H------------------------------P---------------------------------------ARAL--------------------E-IALL----LPTHF---------------------------------------GP--N----------------QRELALAA-CV------VE-------------------------W-S---ISLP-----TAFE----ELVAPVL-------G------------------G--LDP-HFR-----D-K-VRHLVHTHF-----------EQ---------------------HLH--------L------D--------EA-----------K--L---------------------------------------QHF-------------------------------Y-----------TL--------GAT---------AEVT----------------------------------G---P--T-----H-A-SN-------VE-D----------------------E-R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014011376.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG---DTV-A---PA-----------AA-------P-VA----------------TP--A---------------------------------------------------------------------------SD----TAGAWG-----SA--FGAV-PAE------------S-----ARQP-------------------------------------------GAT--------------P---------------------------------------ANPF--------ASA---P---------------------------------------------------------T-EP--D------------APT-AAPESAPS---------RE--P----------------------------EPAT-----APTR----------------------ADGI--------------HPA-IVR---------LRKDDEDFI---R-----------TARI---NS--W-------DVH--------V---------------NG------------------------------------------------------------Q-P-------------------------------------PY--------AED---W----------N--------------------------------N-W-K--------G---KD-------LD------------------------N---Y--RTYLLL----------------------DPA-------------------------------------------------T----------ELGW--T-------A------RI----RVLALLSYGY-------I---P-------------PA-G---------KTP-RR------TSLNEW-A-M-----------------TA----LAP-R--------
WP_018019435.1 ------------S--------RPET--R------D--E-T--------------SGAAGSAAGGES--I-AEQR-----------------G-AQR-------------------M--A--I-P--ETR-FAEAPA-A---ER-------G-M-R-PP-------------RTESTPADQ-----------TQEYRSPF-TAAPPLSE-------PPL------------------PH-------E-NE----W-----S-----AP------------------------------------------------------------------------------------TTASPR--G--DY-------EDD------------P-----ESDE----EFL--------------AALSQ---E-PA----------AQT------------------------------------------------------------------TSR---P-----A---------TPGQL------------R------------------------P-GE--A----------H-----TSAFVVTE-DD------LR--H-AR-------------------M-----PLVA----------FV-ELMTQWF-N--V--E--HPAEA--------------------------A---ANTRIAIRM-----------NR---------LA----------AVE------P-V---------------TD------------------------------------------------------DIL-------------------------------------------RL--------------------------------------------------------------R----------A----R-----IA----------------------------L--VALIND--------------------V-HAC----------------------------------------DSPGQLL-------------DLDR--H--------------EL--D-RLHTFLAKEV-DDL---L---V-------------HR-----------------------EPVEKM-L-Y--R--------------DP-----------------
WP_052844786.1 ---------------------SQPA------------S------LPQTM-----ALQHLTAPSVEH--L-ANPF--------F-A------E-DDA-------------------V--S--L-T------LPSAQS-----QQ-------------LP--P----------TPPPASMAQ-PNA-------WVTPLQPD---ELPTPE--LL---QAR-----EL----Y-GR---LQ-------Q-NP----------------GP--E---------------------------------------------------------------------------------SFAQMV-----RA--HELL-SLT---EH-------L-----PIRA-G--FLV---------L----VLLHG---L------------------------------P---------------------------------------AHFY--------GAD---------S-VVAV---------------------D--------------------------AA--Q----------------REEVFEHA---------LR--L----------------------F-----GELT-T---DPAE-ST-AIAHALN-E-----T--SPLPT-------HPG----IAA-VLG-----E---LRQRLRAEK---------------PASP---------------TID------A-V---------------RQ-----------R--F--I-----------NQQS---------------------QSI-----P-------------------------------------PM-N---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093562468.1 ------------V--------PVHH-------------------VVRLL-TR--IGVGSVRSVWSW----AAEY--------T-D------G-TER---------------H---P--G----D-WHPP-VAAAAA-----AG-------G-I-A-LA-------------GPDVDAVLH-----------WLPGATHL-GTTRAL----VA---RDL-----WRG---------------------RP----------------AS--G---------------------------------------------------------------------------ET----QLEALA--R--AA--RDGG-DAI---LH-------S-----ELEG----ALL---------Q----ARMRS-Y-V-RG----------APT-----------A--T------------A--------------------------PRPV----VGSLELL---S-----K-AVEL----WVTLV-------D----E------------------------T-DT---------------ARG-RARLLLWG-ID--AE--VA--P-PD-------------------------ALRT-----RVCH----ELAVELL-------R--SAAGS-TPDQA-LRA-D--VKR-LVS-VSA-P---FRAALLEGL---D-------AL--LHGR---AG----Q-SA--LFA------Q-F---------------PA-DLLT---FA-D--L---------------------------------------EGR-----P-------------------------------------LL--------QEH---------HLLA-A--------------------------------A---D--R-----E-P-AS-S-----AR------------------------T---L--LRILTV-RAQ----------------D----------------F-P-DGDLLRVLWR--G-RP-WTH----REALHLA--G----------ALPS--G----------SPE-GRGGDGALAEWFERVM-SRE---V---P-------------DE-A---------ALR-AL------LRLCAL-L-A--A-------PER----RA--W-LRD-D--------
KHD11963.1 SQ----------V--G-----TLNE--Y------A--T-T----VSTWM-----STQPERLQDFYE--F-TRLF------K-H-N------S-LNN---------------E-L-I--S--L--------LHLFQL-S-I-NR---------V---LG-------------EKELVDVLD-----------FVNSYTKP-ENFARILQ--II---GSA---------D--------LT-------K-SE----------------NP--A---------------------------------------------------------------------------------ILTHLI--R--FF--IKSA-DSE-Y----------------RLLS-YQ-LII--------------RLFDN-----DG---------------------------------------------------------------------------GLI-EEI---N-----A-LRSE----AKAAF---------------------------------------GA--D----------E-----FSSLFLSA------------------------------------------PHLS-------------KITSNML----------PPEKL--------------------------S-F-AINELISSI---R------------------------------AAK--------V----Y----------ED------------------------------------------------------DHF-----R-------------------------------------QF--------------------VEQV-V-----------------L--------------A---N--V-------P-QR-------LE---------------------Y--L---L--TPFVDD--------------------P------------------I-------------------AV----ASICVYI--S----------EIFA--E--------------QS----EVSDESMKNL-ARF---F---S-------------DK---------------KY----R-FSIINT-M----K--------------GS--------R--------
PHS09131.1 ---------------------PMEG--H---L--H--R-H--G-WANWV-LV--ALRSNLPASAIN--L-MSQL-RPDL-T-L-D------G-LDD-------------------L--G--R-K------LQVQLT--------------S-M------------------EEDEAALAQ-Q---------LLEEGPEG----------------DEV-V-----------SA---SA-------S-KS----------------PP--A---------------------------------------------------------------------------KD--T-ARQPFR-----IL--GHAA-HTK---FA-------------GSQQ----NVV---------S----HQLEA-----DS-------------------------------------------------------------------PALL--------IEG-----------LTSS----QRDKL---------------------------------------QQ-------------------LDHLVITS---------IS----GR-------------------I-----DSLA-----QLQG-LW-PEIRNEI----------DPEIR-L---------K--VQE-LYL-----A---FALSAWEKM---N-------QT--RPDR---------------SLK--------L----A----------TT-----------A--L---------------------------------------DVL-------------------------------------------TL------I-------------FDQP-V---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018554808.1 ------------R--------PEGA--V------D--D-A----WAETA-AR--IWRNRAPELFRE----AAEL----------P------G-EPF---------------A---P--G----P------VAVTAL-----CA-------G-I-A-LG-------------TGGRAAAAE-----------WAAERPYA-LDAKRTRQ--LV---DAL-------------TA---PG-----V-DERS----------------GP--E---------------------------------------------------------------------------FD----AAGRLF--A--AL--DGRS-PTT---TT-------A-----PLAA----MLV---------T----EAVRG-G-N-GS----------LEL--------------P------------G--------------------------RTAF----SGP-EGA---------A-VAGV----LGPEI------------L-----TELGSA-----G-------V-GL--D------------VAR-TVQLLRVA-RL--LE--VD----CA-------------------------ELLP-----SVLD----RLAPXLL-------A--GGEDGSAPD---WAP-A--LLE-LMD-EQF-D---VRTALLGAL---D-------RI--APDS---PA----------GVE------R-L----L----------LR-VPLP---FT-G--T---------------------------------------QSL-----P-------------------------------------HL--------RMC---------AGAP-E--------------------------------A---K--A-----G-C-GADR-----VA------------------------A---L--QRVLRA-GGM-----SPF--------A-EPL--------------V-LRTAVGLVWE--AAAP--TA----AEARLLL--E----------AATS--D--------------AH----RAAGTWSHLV-AAA---L---A-------------SG-P---------GDG-EA------PELAHD-L-L--R-GF-----------PQ--E-TGG-R--------
WP_040705664.1 SA----------I--------TPSD--S------A--R-T----YARWF-LE--HDVFDALDAIEI----GRRW--------E-P-HL---GSAAT---TI----------T---A--V----S------LACLGD-R---SR---------P-P-AD--P----------PLLAEVLAT-----------LAER-EPD-DLEDYGRT--LA---EAL-L---------------------------SV----------------RP--G---------------------------------------------------------------------------ES--D-DPAPLH--R--AA--VVLR-RHN---HH-------------DLAE----MLT---------L----ALLEG-A-R-LD----------PDR-----------Y--A------------V----------RWAHAVAATGS-G---RARW-L--DSE-SRS---------R-AEQL----LTETL-------------------------------------A-GA--R------------TGS-LPALFTVV-TA--VN--CG--V-GF-------------------------PAVR-----EAGQ----RLVEHWS-------A--QPGAV---ADP-RAL-A--FFA-ELE-----P-L-LWQRLDARI-----------AG--RDEA---------------ARA------A-V----L----------AG-----------D--W---------------------------------------DWL---R-A--DGTRARAMPP-------------------------AL--------ESA---------LTAR-I-----------------V--------------H---S-----A--P-R-GR-R-----GA------------------------L---L--ADHLRR--------------------I-AEP--------------N-----WSLFFP--ATQR--LD--P-ELVLTWV-AV----------RPRD-----------------LD----DPG--FERVV-DEA---V---G-------------EE-I---------RD--GG------TALLDQ-L-A--G-------VD--PL-PV--E-LAR-L--------
WP_050054084.1 PG----------I--------EPSN--S------A--R-V----RAGWF-LD--HGADDALSAIEI----ARRW--------E-P-SL---G-TDL---AI----------E---A--A----R------VVGLPD-D-P-TQ---------G-R-TA--W----------RASVASTEL-----------LAVAGLRD-DLALYAEE--LC---EAS-F---------------------------GY----------------GP--S---------------------------------------------------------------------------DI--G-EFSLVG--R--AI--RKAH-DLD---VD-------------ELVS----EIL---------V----PTLEA-L-T-AA----------PSS-----------I--E------------A-----------FARELSGASA-----PVRW-E--SAE-AQE---------A-AGVF----VAELL-------------------------------------N-SV--S------------VHA-LPELLGAA-KV--IA--AP--V-AP-------------------------AELN-----AAIR----RLSSAWL-------Q--EPAIG---LGRWQHW-L--AGP-AVV-----E-D-TVQQLILNL-----------RD--GDNP---------------ALT------S-L----L----------EG-----------D--W---------------------------------------DFL---G-Q-------HSEDL-------------------------EL--------HGW---------LEAA-K-----------------L--------------A---R-----I--P-V-DD-R-----ND------------------------Q---A---GLTSP--------------------L-PAE--------------A-----WRVVLA--GSRL--PQ--HAGLWATWI--T----------SQGL-----------------PD----AMAAALTAVI-NRA---L---A-------------GE-P---------GST-GVIYAGDWRPIMRS-L-S--G-------SA-----DP--E-LTR-L--------
WP_005394499.1 -----DC---T-A--TSF---SAET--C------K--H------WLEKL-DE--DDALEAIGQFRG--W-EKPL-----------------G-AET---------------A---F--D----A------TTMILD-L---ET-------E-R-E-VP----------TW-SVGISVIRG-----------LIAAELFE-DLDLYSEE--LT---DAL-----------------------------RG----Y-----------IP--S---------------------------------------------------------------------------------EESEFV--D--AA--QALG-------FG-------K-----SVSV---------------------EGLPE-A-I-------------LDA--------------T------------F--------------------------EGLF--------NNH---------D-AIGA-W--ASELL------------N--------------M-----------KD-----------W-D-WKG-LESFLELL---------LQ--L----------------------L--------------EVAD---------------------SPRAK-----------S------LLL-----E---LANRGARAL---------------TREQ--------------------------I----------------------------Q------------------------------------------QYV---V-P---------------AE------R-------------EL--------------------LAIE-------------------M--------------S---N----------P-GQ-------------------------------------F--GPQISS----------------------------W------------------------------------PKGPQLM--E----------ELAT-----------------TL---------------RAE---L---D-------------NN-----------PTP-AN------RQVVNM-V-E--G-RW-----------DY----LRD-K--------
WP_059061848.1 TD----------I--------DLTP--L------S--R-K----AAEWV-SD--LDAFDALEIIEI----AQRW--------E-P-HL---G-AEL---AV----------S---G--A----E------LVTGAR-T-T-IS---------S-R-EE--W----------KLGVRIVEA-----------LAAAGLTD-DLEIYVDE--LG---DAV-S---------------------------MH----------------QL--S---------------------------------------------------------------------------GE--E-DFRAAA--R--AA--RFTM-GAG---LE-------------ALAE----AVV---------L----PTLSS-L-A-ED----------TEL---------QWS--G------------I-----------WARELSHSGD------WAW-P--ATA-EPE---------Q-FTAP----LTELL-------------------------------------L-GA--P------------DEA-LPALFQVA-QP--LA--AT--L-ST-------------------------QQLR-----PALD----RAVDLIM-------R--TPAVA---AAGVGSW-Y--EAA-AIE-----R-G-LMKSLVAAS-E-HND-----PG--ISGR---------------YRR------Q-L----Q----------EG-----------T--W---------------------------------------DFL---N-P-EAAGTLVPAAV-------------------------QF--------ESL---------RRAA-Q-----------------I--------------A---R-----V--P-A-TE-R-----AE------------------------F---I--AGTPRL--------------------P-GPE--------------N-----WRFALT--GLTL--PE--HIAAFAIWI--E----------RVGI-----------------TD----SLDAVVFASL-GPF---L---A-------------QE-P---------RNV-KRRDAEAWEPLVEA-L-Q--G-------TV--PP-QP--H-YQE-S--------
AUG76307.1 ------------L--------PDHP-------------------LVGLL-TR--IGLRAASAFWAR----TGVH--------L-R------G-DEQ---------------T---A--Q----D-WHGP-AAATAA-----AA-------A-I-R-LT-------------EADVAAVTD-----------WLRQSP---GPPSGA----VTTVLQDL-----YR----------------------HQ----------------RL--T---------------------------------------------------------------------------RP----QLTELI--P--LA--RAHG-QTE---LA-------A-----LMTG----QVV---------E----HDLLA-I-R-DD----------TAR-----------H--P------------A--------------------------PVRI----TDP-EER---V-----R-TTAR----WLATF------------E------------------------T-AH---------------GAA-ALRLLAWA-AG--AG--LE--P-SE-------------------------RQLA-----PHST----RIAEQLL-------A--TAVTD-SSLTA-LAA-E--LTA-AAQ-RWP-G---FRAGVVEAV---L-------RL--EGDR---PG----QFRA--VLA------E-L---------------PA-GLID---AD-D--L---------------------------------------TGR-----P-------------------------------------EL--------LED---------FLAV-Q--------------------------------V---E--R-----H-R-TT-A-----HG------------------------A---L--VRILEA-NGT----------------G----------------V-L-DGRLLRVLWP--HGPGRWTL----TEARLLL--P----------ELLP--A----------KLP-GLHWTDGALGWLAATV-CQE---I---P-------------DK-Y---------QWE-EY------TRVASL-L-R--R-------LPT----AD--R-LPA-D--------
WP_067654758.1 SP----------I--------TPSE--S------A--T-T----YSRWF-LE--YDAFDALEAIEL----GRRW--------Q-P-HL---ASPAV---AT----------T---M--A----G------IVCLGR-P---AG---------P-E-TE--A----------TGIAEALAA-----------VSAH-EPD-DMDEYGTV--LA---ETV-L---------------------------SL----------------PP--A---------------------------------------------------------------------------AS--D-DPAALH--R--AV--AVLS-RNR---HH-------------EAAE----AVA---------L----ALLEG-A-R-LY----------PDT-----------Y--G------------V----------RWARAVHRSDP-ADKTRVRW-T--SSD-SQQ---------R-ALRL----LTETM-------------------------------------A-AA--A------------DSA-LAPLFGVI-PT--LG--LG--I-RW-------------------------AAVQ-----EHGA----RLVQYWC-------T--HPDAV---DRA-GGT-A--FYA-ELE-----A-Q-LWPELETRV-----------RA--GDDA---------------VRR------A-M----M----------AG-----------E--W---------------------------------------GWL---H-A--SAGQDSS-AT-------------------------AV--------AAA---------LTAA-A-----------------V--------------A---A-----A--P-P-ER-R-----GS------------------------L---L--AGYLRT--------------------A-TAP--------------D-----WTLFFP--ARRR--PE--P-ELLGVWV-AG----------DRAA-----------------LR----DPA--FAELV-EAA---I---D-------------QE-F---------AR--GS------AELLDQ-I-A--H-------LN--GL-PE--A-LAD-L--------
WP_033322584.1 ------------G--------PGSP--P---L--T--D-A----WAELT-AW--LWRQGASPRPGD----------------------------------------------------E----P------FVLLPL-----AR-HA------L-A-IG--S--------------------------------WDELAA-LRSDVLRE--IA---AAA-------------TD---AA-------E-RD----------------QP--D-------------------------------------ADDEEF--------------------------------LT----EICKWI--G--GH-------QPD---AV-------Q-----QLSL----ALA---------R----RRLKA-A-G-RQ----------DTD--------------E------------V--------------------------LKSC-R--DLP-LDE-A-A-WH--T-LRGE----YGPPP------------E-----EELRKL---L---------R-YS---------------FDT-WEKPLRAL-LA--SG--VG----GG-------------------------PVLD-----AAVA----QLAEALS----------CPDKR--RNCG-EAV-A--LLI-SLQ-DRG-----LVRRVLERL---V-------QD--PSER---RI--R-------GLR------D-L----V---RSV----HG-GWLR-A----H--L---------------------------------------DGA-----P-------------------------L-----------AV--------RLA---------VSAA-D-----------------L--------------S---R----------E-PY-R-----LT------------------------G---A--EIWVEL-ARR-----HLD-G-KV---P-DGA--------------T-LRIMWALVWPP-NGQP--AR----PDQSRVT--E----------VCSP-----------------RL----IVEEGLELRL-SHW---L---K-------------RP-D-Q-------VTP-AL------IEFARE-T-V--A--------------SR--K-FNS-Q--------
WP_016431979.1 ------------G--------PGSP--P---R--S--D-P----WAELA-AR--LWREGVVPRTDEHEA----------------------------------------------G--D----P------FAVLPL-----AR-RA------L-T-AR--S--------------------------------GQALTG-LPEEVLRA--IL---SAA-------------VR---VA-------E-QG----------------PP--D-------------------------------------IGTAHD--------------------------------LA----DLARQI--A--EH-------RPD---AV-------Q-----PLAA----ALL---------R----SRAKA-A-D-PV----------NAV--------------P------------T--------------------------LEAA-RA-DLP-LDE-G-T-WR--T-VRSE----FGPPP------------E-----DELRRL---L---------R-QQ---------------PSTAWEKPLRVL-LA--AGGDRD----RG-------------------------SVLD-----EAEF----KIARALN----------RPDQR--RACA-DAV-A--LLE-ALG-DRA-----LVRRILERL---A-------EG--EEER---RI--R-------ALR------D-L----A---ASP----HG-DWLR-D----H--L---------------------------------------DGA-----P-------------------------R-----------AV--------RLA---------ASAG-Y-----------------R--------------S---R----------G-AY-G-----LT------------------------G---V--DLWIDL-AHR-----HLE-GAKV---P-DVP--------------T-LKILWTLAWPSRSGVV--PV----AEQSRIT--E----------VCSA-----------------RL----IVEAGHELSL-AHW---L---R-------------HP-E-R-------IDE-RY------LDLARA-T-T--D--------------AK--R-LLQ-P--------
WP_098245459.1 ------------G--------PGSP--P---LPVS--D-A----WAELT-AE--RWLAGSPPTPPA------------AAP---A------G-----------T-----------D--D----A------FALIPLLS-GGSS-GP------L-P-P---D--------------------------------GADLAG-LSGDSLRA--VV---DAF-------------AR---AV-------G-KG----------------ET--D-------------------------------------ERTLGE--------------------------------LD----RLCRGL--D--GE-------HAV---AA-------R-----PLAL----ALV---------K----HRLDA-T-G-GG----------EL---------------P------------D--------------------------LTAF-E--GLP-LGQ-D-A-WR--E-LRET----YGGRA------------D-----DALRRT---L---------R-GP---------------LTS-WTEPLRLA-LA--VG--AD----GG-------------------------PGLA-----EAMD----RLATALL----------HPE-R--RDCA-HAV-E--VLD-ALD-HTA-----FTRRVLRLL---I-------VD--FTER---KL--D-------RLR------E-L----A---RSP----QG-EWLR-R----N--I---------------------------------------EDA-----P-------------------------L-----------TV--------RLA---------AAAA-H-----------------W--------------S---G----------P-PD-H-----LR------------------------G---A--ELFGRL-TEL-----LAG-Q-RV---D-DAR--------------T-LKLLWRIVWR--GGVP--DR----AEQPWIA--R----------TCTP-----------------RL----IVEADLGRRV-MGW---V---K-------------EP-D-H-------CDR-DL------VEFARA-M-M--G--------------DH--R-IGA-H--------
WP_009526733.1 ---------------------ETNN--I-L-M-----D------FLDTA-F---SFSYDSLTDFHS--F-----------I-L-N------N-TIY---RE--------------C--N--D-K-FYAA-FYLYNL-L---SE-------G-I---SE----------IT-KEEFNEIEQ-----------FAEQFLTD-GKKKEVVF--KL-L-EEQ-----YN----I------NQ-----L-E-ND----------------YA------------------------------------------------------------------------------LL----VLGYML-----QS--LNIL-ERT---QQ-------N-----MVKQ----MIV---------D----RLIMS-L-S-TG-------NI-SEE--------------D------------Y--------------------------IPLY----NNI-DNM-A-R-----S-INLS----IPAEL---------------------------M---------V-EK--N------------RDS-LLNVLSES---------PE--M----------------------W--------------KVYF-IV-RIISEYV-------K--DMSLS-T-----EEL-Y--PDR-PIG-----A---IYYGLVGSV---Y-------RT--GRNN-G-YT----------VIE------K-I----L----------EG--------------F--------------ESDV---------------------EYY---V-D-------------------------M-----------TL--------NIE---G-----FLKD----------------------------------L---N--L-----G-E-ED-------VD---HL----------------W--E-Y-F--YGQVLN--------------------K-DDV------------S---FEAINKKLAE--YDLF--------EEMYHLY--E-R--------NLKK--K-------A------SL--P-ETREYFESYW-NAW---F---S-------------RN-K-------------KY----G-QAYAAI-A-L--K-TY-----------EE--I-YER---KISTIP-
PHX78035.1 ---------------------APES------------R------FTRMA-RT--GIDEEAVAAQKA----TRAT--AR----T-P------G-------------------A---A--A--V-T--------------------------G---A-SA-------------ARSSDAPIE-----LEMD--FAGDQPGT-PRR-------FV---RDL---------E--------SA-------D-QD----------A-----SP--G---------------------------------------------------------------------------EP----ARMSIS--P--PM--LAMA-AAG---LT-------V-----VLLG-LI-YLV------SF-T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEH00144.1 ------------I--------ETGR-------------------FSETV-RE--LWQAMDLDGIDE----LAAF-----------------G-------PD----------D---P--D----T----A-AALVAL-----CR-T-----G-A-D-LP-------------AAEQAAVAR-LLGDGPPE--WVWPPLGE-RADRLGYP--LA---AAV---------A-L-HG---PA---------TA----------------AG--P---------------------------------------------------------------------------CA----ARCVLL--A--LR-------DPA---LA-------A---L-DLGP-HE--------------------------P-SA----------VSR-----------------------------------------------------------KV-AVP-EAY-----RE--E-VAGA----AREAL---------------------------------------GV--A--D-------R-LER-LVGVLRVA-DA--AG--IG--L-PG-------------------------REVE-----RAVA----ALVDARL-------T--DVPGQ--------------LER-TPY-RWR-E-A-LLAGLVTGL---E-------RA--TSAV-R-ES----ALTP--EVC------R-A----L----------AG---------R-D--L---------------------------------------RAT-----P---------------GT--------------------AA--------AVI--VW-----EVKS----------------------------------A---R--L-----D------R-----VE------------------------A---T--MRLLAL-DHA--P--GTA--------R-ERE------------A------ALGDIWR--EE-P--TA----TELRRLI--E----------EAGR--Q----------VQD-YY----VLNSLPARLF-VRT-G-L------------------------------RGE-DV------VEVADR-I-R--KAGL-----------QG--S-VID-D--------
WP_054716519.1 ---------------------ESES--S---F--A--K-V----TAENL-----KNSPQLVSEFSD--F-ISKF----------E----I---SDF---AR----------E---I--E--I--------ISALYF-F----------------S-VR----------FL-MNNWSLVVS-----------YVGSHANR-EYKASFIK-------NNL-----EL----I-GK-V-IM---------NS----------------KP--D-------------------------------------------------------------------------E-VN----EILQVL--D--AN--IPPG-SAD---VN--VYF--------DLYR----YVY---------L----SSIES---S-KD--L-------SEI-----------L--Q------------L----------------------N---EKLL----QFL-SKL---N-GL--N-LRNL-F--LSKEH-----I------E------NLFAF---------------GS-------------------PARTLNWV-IA--LG--MS-------------------------F-----QYCK-----TNKV----HINELFT-------H--EPLID--------------CLG-FLS-GNN-S-N-INTEWIDLL-------L---LA--VKDE---LA--T-------LID--Y-----L----Y----------AN-----------K--C---------------------------------------ENL-----A-------------------------L-----------KF-S------KVY---------ISKS----------------------------------S---K------------DD-------VN------------------------A---F--MKHLSV---------------KY---E-NQK-----------------------LYH--------------NSLESYF--A----------FLKA--N--------------HL----SSQAILQEIQ-----K-F-T-K-------------DP-K---------VHE-AA------MSYFKM-L----D--------------SE-----------------
AKA68369.1 ---------------------KFNS--N---F--S--K------LAEIG-F---TVSKEIFLPFID--F-LTQF------E-Y-K-KL---D-EDI---------------D------D--C--------LCLYNM-V---KK-------G-----LS-------------KSDVESVKK-----------AVNFAINY-KSIEAYKQ--LF---CEL-----QP--N-L-EK---IS---------TE----------V-----DV--E---------------------------------------------L-----------------------------TE----IITKFL---------FKMS-KET-G-FI--EHR--K-----IAYE----FFF--------------NSIHY-L-I-VD----------AEE-----------I--S------------I--------------------------NTIL--------------------N-LYKN----IRSLN------------D------------------------------------------------EQFVKKS---------LE--E-VR-------------------I-----NELI-TYM-EGAK--P-RHAKFYF-E-----A--------V------------LCD-VKI-FNK-N-S-VEGQLFKLF---D---S---QR--QENK-T-LT----IFLYK-CLG------I-L----R---KY-----PD-YLRD-V-LN-F--F--------------KDDY---------------------EYA-----A-------------------------------------KI--------------------VLTI-Y----------C---------------------K---C--I-----D-R-DN---IL--KE------------------------L---L--IDFIVE-KGK----------------E-KED---W------------KNRMYFYISK--------DT----GGSDFLL--S------IY--AFEL--S-------K------RS----IKEKFFINYC-NEV---F---N-TF----------ES-Y-------------KK------EKFKEA-L----N-LY-----------------LNY-CKN---DDM
WP_053240737.1 ---------------------NLKS--K---F--G--K------KAALE-Y---TVIKDYRRSIIE--F-MELF------N-Y-T-KV---D-ERI---------------D------D--Y--------VNLLSI-I---NE-------G-----LE-------------KLSNEEVIK-----------AVSFANEY-ALEPVLEG--VM---ERL-----NE--ETL-GT---VI---------LS----------L-----DL--N---------------------------------------------M-----------------------------LQ----VMFEFL---------FNIA-EVT-K-KK--DYI--D-----KAYE----FFF--------------NAIQF-M-V-VN----------AEE-----------I--D------------I--------------------------EDII--------------------K-LYGN----IRSYN------------K--------------------------NN-------------------IQDFISKS---------IE--D-KR-------------------L-----EDAK-AYL-NGKN--V-RYALFYM-C-----S--------V------------FGN-FIF-LDR-E-Q-NSKIPWEII---M---R---IG--AFED-I-TK----I-----SLK------V-L----V---QS-----KN-ALIF-L-YK-I--V--------------SQDD---------------------DYF-----A-------------------------------------NL--------------------VSLS-A----------N------I------------C-T---S--K-----S-S-YD---IV--IA------------------------A---Y--NEILEG-VSI----------------Y-KA------------------SHLVKKILD--------KE----NGGEILI--F------AY--KFKM--K-------K------IS----KRKTYFRGYC-LSV---F---D-EN----------PK-Y-------------RR------KYFSLA-L----E-EL-----------------MLG-F--------
WP_014153312.1 ------------R--------PSGT--A------P--D-A----WAGTA-AR--IWRNRSPELFRE----AAEL----------P------G-EPF---------------A---A--G----P------LAVTAL-----GA-------G-I-A-LG-------------SAERAAAAD-----------WAAERPYA-LDEKRTMQ--LT---GAL-------------TA---PA-----D-D-RT----------------AA--E---------------------------------------------------------------------------CA----AALRLL--T--AL--DGRC-PAA---VT-------A-----PLAA----LLV---------T----EAVRG-D-D-VD----------LEP--------------P------------A--------------------------RSVF----EEP-AGE-----RALAA-LVEE----LGDEL------------L-----AELAAG-----VP---------R--S------------VAR-TVQLLRIA-RL--LG--VD----RA-------------------------ELLP-----AVVG----RLAGALL-------D--DPEAG-------ACR-A--LLD-LLD-EQF-D---VRTALLGEL---D-------RL--TPDR---PA----------DAE------R-L----L----------AR-VALP---FT-G--T---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AEAP-G--------------------------------A---K--A-----R-G-AD-R-----VA------------------------V---L--HTVLRA-AGM-----SPF--------A-EPL--------------V-LRTAVGLVWG--EDTP--TA----GEARTLL--G----------ETTS--D--------------AH----RAAGTWSNLV-DAA---L---A-------------AP-S---------RDE-DA------TELAHD-L-L--R-GF-----------PQ--E-LDA-P--------
WP_037687853.1 ------------A--------PGAG--T------G--G-DVFDVWASTA-AR--IWLARRPELFAE----VRLL----------P------G-GPY---------------E---A--G----P------LAALAL-----GA-------G-I-A-LD-------------AAGRAAAGA-----------WTAAHPD--------------------------------------PA-----P-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RL------------R-----VALTDP-----D---------RE---------------PEA-LAGLLREA-AR--QG--TD----TT-------------------------GELP-----EVAR----RVAFALF-------G--DPGRA-------YGA-Q--TRA-GLD-ELP-V---LRALVLDRL---D-------AL--AAGD---PA----------AGL------A-L----F----------AR-TGLR---LG-A--A---------------------------------------EAL-----P-------------------------------------HL--------RMC---------AAAE-A--------------------------------V---V--R-----E-A-PD-G-----AV------------------------A---L--DALLRV-CGV-----SPY--------A-EPL--------------V-LRTAVRLVWG--GRRP--AP----DEAGLVL--A----------TMGA--A--------------VH----REAGTWELFA-PTT---T---P-------------AD-D----R----AEP-GA------PPAPAD-D-R--A-EPGAPAQAAPVRQPP--P-ATP-T--------
WP_071963824.1 -----TS-----S--------PARA--E------R--D-L----WAAVA-AR--IWLAGRPALFAE----ASRR----------G------G-AGA---------------V---R--G----SGDEAERLAALAA-----RE-------G-I-A-LD-------------SNGRTAAAR-----------WAREQLSH-DGLDDPHGSRLL---ATL-------------AA---GG-----T-D-RT----------------P---EEWTVLA------------------SLTDELSTTTSSRASLAPL-------RRDLRTELDRAADTP----------QT----PLVRFL--TLLRL--AEAL-RVDRSAVM-------P-----VLTA----RLT---------A----ALLDE-A-S-PD----------RKV--------------V------------R--------------------------AALD----AH--------------------------PAL------------R-----TAVLDALDRTAA-------T-----E------------DPR-ALTHLLAS-EL--PG---------A-------------------------DLTG-----RPHL----RMAAAMA-------E--DSAPYVDYSYG-HGY-G--YTC-NYD-DGQ-G---DDQSYDEDH---D-------EG--YGHG---HE----------QGY------A-Q----D----------EA-APDG---TP-A--A---------------------------------------DTL-----H-------------------------------------H--------------EL-----HHEP-L---PPP---------------------------------------H-D-QD-R-----PA------------------------L---L--HKLIDA-ADP-----EHQ--------D-APS--------------V-LRTAYRLVWG--DEPL--LT----EEAVVLL--D----------TIPA--A--------------SH----QAAGLARPFV-RAA---L---D-------------SD-P---------GDR-AA------PALAKA-L-L--Q-SV----LVS----GA--D-LTP-R--------
PAW85721.1 ---------------------AAPA--G---------E------LARIA-----ATGAGATAPAAA----GPTS------S-A-P-RR---A-ADA-H-PS--K-PATGT-N-G-V--T--I-A------VVSLLV-L---VA-------G---S-LA--F-VY----FN-QPAKKKVVE-----------TIQPTPPP-IDSTAADE--LL---------------------------------K-AN----------------RA------------------------------------------------------------------------------IA----DVDGFM-----AR--NDFV-AAG-K-LW--LES--C-----KLSP----TFA-A-R--YR-D----QYLPR-L-K-AK--F-------AET--------------T------------T--------------------------AGLL----ARL-ESP---------T-ATAN----RKGML------------E--------------I-----------AE--D----------------AAEALRIG-ES--LE--VT--K-DA----------A--------W-----EELT-----RIRS-RA-EMVGSLD-----------------------------IRP-IIL-----T---QGEWLTADL---------------GPNS---PS----------TAE--F---K-L-S--M----------AA-----------A------------------------------------------EKI-----G-------------------------------------RF--------------------IDTT----------------------------------G---A--------N---KN-------VT----------------------------V--NARLRL---------LPL----------DSF------------H---------------------AR----DEKTKYQ--P-A--------EIRT--G--------------------SQANWIEATS-KSG-------R-------------QP---------------IV------IGVGSR-L----N-TI---------------T-LNF-A--------
WP_077026942.1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------LSDSNPFVQ--------------------AARECQPE--LV---HSS-------------AT---SE-------S-RR----------------AP--P---------------------------------------------------------------------------AA-------------------ESTG-GRH---SR-------------RRRR---------------------RPVEA-----RP----------RPV--------------T------------A--------------------------ANPF----DYN-EED----------------F--VDEER------------N--------------------------NA--S---------------------------------AD--S-SS-------------------------GRRG-A---RSQN----RRTGLWL---------------------------------VLG---------LFGAVIAVL----------------------VF--F-------AVQ------K-L----S-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063973810.1 SP----------M--------EISA--S------A--R-T----YATWF-LE--GNAYDALDAIEF----GRAW--------E-P-HV---SDSSV---SA----------A---I--A----S------AAVMGN-R---DT---------E-D-FT--T----------EDLAALVRG-----------LART-E-D-GVEDYGDE--LI----AL-F---------------------------DR----------------SP--E---------------------------------------------------------------------------DA--D-AGVHHA--A--TF--AALA-DAG---EN-------------VLAE----QLA---------S----TSARR-A-E-AD----------PDG-----------F--G------------V----------VWASALAENEP-----FGHW-S--TGA-ARE---------S-TLLA----VRRAR-------------------------------------G-KA--S------------GES-LGALMGVD-SA--LG--LE--T-DW-------------------------EAYR-----DDAD----RLAAYWA-------T--EPSTG---DRL-NSW-L--YRD-RLV-----D-L-VRDHLEVQL-----------AG--ADGA---------------ASA------AEI----R----------SG-----------K--W---------------------------------------GVL---E-E--GIEDYNP-GS-------------------------RV--------SVA---------LAAA-T-----------------V--------------H---R-----A--QDP-EA-R-----ER------------------------L---L--SEYAQA--------------------S-APE--------------N-----WSGFFP--GRKY--GK--P-DLLRAWV-TV----------RPES-----------------VS----DAR--FAGLV-HDA---I---A-------------SP-E---------IDLSSA------IAILGA-A-R--T-------SG--TV-AP--P-LDR-F--------
WP_078543661.1 ------------T--------DSTR--Y------A--E-T----VVDLF-----MNDRDELDQFLS--F-------------V--------G-ISG-W-NR--------------I--D----K-HLDE-LLQLYK-L-V-VH-------G-----PQ-------------SIDRDELRE-----------AVSIVSKL-DHQKGLVA--IT---DKL-L---KS----W-GR-N-SD--E--L---TG----F-----V-LD--VP------------------------------------------------------------------------------SD----LMGEIT--D--WW--FKVA-DLS-K-QK--E----H-----MILA-TT-FFF---N-----S-WT-QLLIE---K-GE----------QHQ--------------E------------T--------------------------MSYY-K--GIM-ETN---------K-NNRS----FSMIA-LS---------P-----NRLTGV-Y-V-------Y-C-KT--E------------NPK-LMPLFLTD-----FV--LH--A-KR----LK-------------L-DW--KELD-E-E-QRSY-LL-KMLNLAV-E-----H--KIDLA-----------D--ICQ-HLG-QLE-Q-T-FLQTVANLM---E---I---YR--KTDQ---LD--N---GTY-LLT-SC---V-L-G--I----------EE-GVVN---GK-H--F--------------SKLI-----------LQN-------EYV---E-E-------------------------------------AM------F-KVL--KT-----LIKD----------------------------------S---K--------K-P-IT-R-----LN------------------------Q---L--HTIIFA-HSN-----------EF---H-EMS---L--KLLVE-G---TNDLLKALVD--ET----NI----QETQVLL--S-S-KN-LM--NLLS--E-----T-K------RI----KLIEIIEQRL-----P-F-----------------SD-----------DIS-HF------SSLLKE-L----E-IQ-----------RS--H-LST-K--------
WP_008098874.1 RP--------L-T--PEK---EPAP--K-P----S--E-K----KLRLQ-----ATQQEKNTQKPA----SKQT------A-S-P------T-ADI-L-KK----------A-P-V-----V-E------IPAEYD-H---RK-------R-K-R-PP--R----R--FG-RRELSRSIN-----------WAIAGSAL-----------IC---VAL-L-------V-F----F-IQ--S--H-K-TN-TL-------V-----HP--E---------------------------------------------L-----------------------------------NSANLA--A------KSLQ-ARE------------------EVWQ----AFA---------D----AGYPR-----AE--L-------TSA-----------R--A------------T--------------------------AGFL----ANV-GED-A-P-A---E-IIAF----LDQLL---------------------------------------SP-------------------NPGSLENG---------IT--V-PK-------------------------KLIR-----KEGN----NYSIPLS-H--I--S--YPNLA------------------QLA-------L-IPSSLVSPT-------L---QL--AAND---TS--P-------ALT------P-L---------------DG---LP---TG-T--F-------SP------------------------------DAF---H-A-------------------------------------SI--------DAY---------LQQE-S-----------------F--------------P-Y-Q--S--L--D-P-QT-------LE------------------------A---L--EAYFAQ--------------------K-QAA--------------L-------------------EN----SQYALIL-------------DIPE--P-----F--------GL--D-ESASYLAFDQ-QEL---L-----------------TA-----------DSP---------LSLAQY-L-R--E-LF--V--------NQ----VDQ-S--------
WP_006246539.1 GP----------I--------EVSE--R------A--A----F-WARRF-VE--GDPYEVVDAVEL----AGRL----------R------G-SEY---AN----------R---L--------------VAAVAV-L------------G-E-P-LS--G----------GVQVDTVGE-----------VLETFDAA-EYDEFAEQ--LV---DAM---------E---QA---ED-----L---GG----------L-----TP--G---------------------------------------------------------------------------------SFLRIL--P--VV--QRFG-GQT---SE---LL--D-----RLQA----NLL-G-------R----ASISA-D-F-AR--A----LF-ADS--------------T------------------------W--------------RWTW-S--QQL-TGS---S-----S-VARA----VPAAL---------------------------------------AK-----------L-E-SDQ-LPGAFEFA-AA--LG--LP--V-EP-------------------------AELR-----DAIQ----RLAEYWI-------H--HPELS-G---------R--QRA-WLH-G---D-R-VLDVMVQGL---E---H---RV--ATDL---PG----------DVE----A-A-I----E----------NG-----------K--W---------------------------------------DWL---L-D---------------ID---W----I---IRG-GS--PL--------APE---------IAGR-S-----------------I--------------P---K--A-----D-P-QR-------QE------------------------H---L--IRLIAS-------------T------A-GPG------------G-------WQPLWR--NRTP--GL----SEVLLWL--D----------AQPA--D-AH-----------DP----RFAGPAGKAI-APA---I---D-------------SG-R---------VRA-KV------LRLIKD-L-Y--A-VA-----------PD--A-LPR-H-V-A-RI-
WP_052038875.1 SD----------I--------EVSA--S------A--K-K----VAEWT-QT--LDSFDLFDVVSV----ARRW--------M-P-VV---G-VER---GS----------F---G--A----E------VVVGTR-D-A-EM---------G-R-EE--W----------DLAVSLIEG-----------LATPATVD-DLHTYFDE--FA---DAV-S---------------------------AY----------------RL--V---------------------------------------------------------------------------GE--G-DARRAA--S--AA--RRSL-ENG---QV-------------EMAE----AIT---------F----PAVEW-I-A-GD----------PKM-----------I--A------------A-----------WASELSSVDG------LTW-P--QTE-NRA---------R-LSEQ----VFNMI-------------------------------------E-LS--N------------GFE-LDPLLSVA-KM--LP--RG--G-NE-------------------------GVLT-----LAFD----RVIRQFL-------D--YPDKL---HAGIGKW-V--APD-LAA-----D-R-IGAIFISIC-A-NPE-----DP--RHAT---------------LGN------Q-I----L----------QG-----------K--W---------------------------------------QFL---P-E--ALVRLGIDNA-------------------------QV--------NKC---------IAAV-E-----------------L--------------S---S-----I--E-P-SR-R-----RE------------------------A---I--RAREGS--------------------L-DPR--------------L-----WTIALQ--GTSP--ST--DPQVWSQWA--L----------SAGV-----------------RR----DFAQKASVSI-QQQ---L---R-------------VD-P---------SSM-RIKDVKPLQELMHT-L-V--A-------ED---G-SL--S-QLS-S--------
WP_048037372.1 ---------------------DNKG--E-F-Y-----D------FIEVA-M---LFSYDILKDFHE--F-----------L-V-N------S-YSY---SK--------------A--S--L-E-YYNA-YSLYKL-R---SD-------G-I---SG----------FD-RQSFMNAVS-----------FAEKFANV-EEKVALTK--QL-L-AEK-----DK----I------AK-----F-D-DE----------------YS------------------------------------------------------------------------------LE----VFRYIL-----GS--YDFL-STS---MQ-------E-----KIKS----FVI---------E----KIFNS-F-R-ET-------GK-SEK--------------E------------F--------------------------IKFY----KNI-GQL-C-D-----R-SRIS----IDAGL---------------------------I---------H-ED--N------------QQK-ILAAMQYD---------VS--N----------------------W--------------KLAF-II-TTLCSYV-------K--DKAVP-V-----NRLYD--VES-SVG-----R---LYAGIVQSV---Y-------KT--DGNN-G-YL----------VVT------K-I----L----------DE--------------F--------------SNNH---------------------EYL---T-N-------------------------M-----------AL--------SLE---R-----VLLD----------------------------------L---P--S-----G-E-AA-------VR---FM----------------W--K-Y-F--YNVIVT--------------------S-QYE------------N---RNSIFTILNN--CNRT--------DQMYGLF--E-S--------LLNS--N-------R------DS--I-NRDALFVEHY-DHF---V---T-------------NN-S-------------KY----S-KKYLPY-I-L--G-TY-----------YE--Y-IKR-------SK-
WP_024494939.1 ------------R--------PEGT--V------G--D-A----WAETA-AR--IWRSRTPELFRE----AAEL----------P------G-EPF---------------A---A--G----P------VAVTAL-----CA-------G-I-A-LG-------------PCGRAAAAG-----------WAAERPYA-LDAKRTRQ--LV---DAL-------------TS---AG-----V-DDRT----------------GA--E---------------------------------------------------------------------------FD----AAGRLF--A--AL--DGRS-PTT---TT-------A-----PLAA----MLV---------T----EAVRG-G-N-GS----------VEL--------------P------------G--------------------------RTAF----SGP-QGE---------A-VATV----LGPEI------------V-----TELSGP-----G-------A-GL--D------------VAR-TVQLLRVA-RL--LG--VD----CA-------------------------ELLP-----GVVR----RLASALL-------A--DTRDADAPDSPGWAP-A--LLE-LMD-EQF-D---VRTALLGAL---D-------RI--APKD---PA----------GAE------R-L----L----------GR-VALP---FT-G--T---------------------------------------QLL-----P-------------------------------------HL--------RMC---------AEAP-E--------------------------------A---K--A-----G-C-GDDR-----VG------------------------A---V--QRVLRA-AGM-----SPF--------A-EPL--------------V-LRTAVGLVWE--EGAP--TV----AEARLLL--E----------AATS--D--------------AH----RTAGTWSHLV-AAA---L---N-------------AP-A---------DEE-EA------PQLAHD-L-L--R-GF-----------PQ--E-IPG-R--------
WP_073785338.1 ------------R--------PEEA--V------D--D-V----WAETC-AR--IWRNRSPELFRD----AAEL----------P------G-APF---------------S---A--G----P------LAVTAL-----CA-------G-I-P-LG-------------ADGRAAAAD-----------WAADRPYA-LDENRTRL--LT---EAL-------------TA---PG-----I-D-HT----------------AH--E---------------------------------------------------------------------------LS----CVSRLL--T--AL--DGRS-PSA---VT-------A-----SLGA----LLV---------T----EAVRG-G-D-TT----------SEP--------------P------------A--------------------------RTAF----AGP-DGE-----RVAAA-LVTA----LGGDL------------R-----TELADG-----TPYMDGA-P-GR--G------------VGR-TVQLLRIV-RL--LE--VD----CA-------------------------DLLP-----DVVH----RMARSLL-------D--EGAGD-------YAR-A--LLG-FLD-EQF-D---VRTALLGEL---D-------GL--APHA---PA----------AAE------R-L----L----------LD-VALP---FT-G--A---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AAAP-D--------------------------------A---R--T-----G-A-GDDR-----MR------------------------A---L--HAVLRA-GGL-----SPF--------T-EPL--------------V-LRTGVGLVWG--ADTP--TA----PEARQLL--A----------ATTS--D--------------AH----RTAGTWPVLV-AAA---L---G-------------AS-A---------DDE-EA------SELAHD-L-L--R-GF-----------PQ--D-IDA-R--------
WP_093705090.1 ------------R--------PEGP--V------G--D-V----WAETA-AR--VWRSRAPELFRE----AAAL----------P------G-EPF---------------A---A--G----P------LAVTAL-----CA-------G-I-P-LG-------------TDERAAAAG-----------WAAERPYA-LDGKRTRQ--LI---EAL-------------TA---PG-----V-DDRS----------------GP--E---------------------------------------------------------------------------FD----AAGLLF--A--AL--DGRS-PVT---TT-------A-----PLAA----MLV---------T----EAVRG-G-N-GS----------LEL--------------P------------G--------------------------RTAF----SGP-EGT---------A-VAEV----LGPEI------------L-----SELGGA-----G-------V-GL--D------------VAR-TVQLLRVA-RL--LG--VD----CA-------------------------ELLP-----SVVD----RLAPALL-------S--GGGEG-APD---WAP-A--LLE-LMD-EQF-D---VRTALLGAL---D-------RI--APES---PA----------GVE------R-L----L----------SR-VPLP---FT-G--T---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AGAP-E--------------------------------A---K--A-----G-C-GEDR-----VA------------------------S---F--QRILRA-GGV-----SPF--------A-EPL--------------V-LRTAAGLVWS--EEAP--TP----AEARLLL--E----------AATS--D--------------AH----RAAGTWSLLV-AAA---L---G-------------AG-A---------GDG-EA------PELAHD-L-L--R-GF-----------PQ--E-TGG-R--------
WP_030900988.1 VPP---------GTTGRLAA-DPTD--T------T--A-A----WAATA-AR--VWLSGVPDVFEA----AGAL--P-------D------G-----------------RLS---A--G----A------LACAAL-----TA-------G-V-A-LD-------------AEERAEAAA-----------WARLHARV-LDAGVVDR--VV---TAL-------------CE---TT-----G-E-RS----------------HA--E---------------------------------------------------------------------------AA----ALARLL--G--AL--GMTA-SPA---TT-------A--ALGALVLTLAVRMP---------S----AVPEL-P-V-AR----------LTA---------------------------------------------------------------LP-VSV-----KD--R-LALD----LAEEL------------R-----AGVAGG-------------S-GG---------------VAD-PPTLLRVA-GV--LG--VD----CA-------------------------DLLP-----GVAG----RLAAALA-------A--DPEGA-------WGP-A--VEA-VLD-----EQFELRTELLSAL---D-------AR--AAE------------DPA-AAV------R-L----M----------AV-TALE---LT-G--V---------------------------------------QAL-----P-------------------------------------HL--------RMC---------ADAP-H--------------------------------G---G--R-----P-A-GE-R-----VG------------------------A---L--HEALRA-AGV-----SPL--------A-EPL--------------V-LRTAVRLVWD--GALP--TA----SEARQML--D----------ETGS-----D-----------AH----RVAGTWHVLV-RSA---L---E-------------AP-A---------DDP-AA------PALAPV-L-L--R-CF-----------PD--T-IGP-G--------
PJT46684.1 ------------P--------PPRP--V------P--D-L----WARLC-AR--VWLAGAPGLFKE----TAHS----------P--------------------------E---P--G----C------LAAAAV-----RT-------G-V-Q-VD-------------AEARAVAAA-----------WIAAAGPA-VGQSQLAA--FV---TAL-------------SA---AA-----D-Q-SD----------------PV--E---------------------------------------------------------------------------AP----ALTGLR--E--AL--RGRL-TVS---QL-------E-----PLTA----TAL---------T----AAVRT-D-M-PR----------LPF--------------------------------------------------------LY----AGD-LGP-----ALRDR-LASR----LRSDI------------R-----RGLTDP-----A---------SP--P------------LGR-PLALLRIA-ET--LG--VD----HA-------------------------DLLP-----ELTS----RAALAVF-------A--DPEAA-----A-GIE-E--FRS-TLT-GSP-S---VRNAVVDRL---D-------AL--AAED---PA----------AGS------R-V----L----------AA-LPLE---VD-R--F---------------------------------------SA------P-------------------------------------HL--------LLC-----S---LPVP-------------------------------------------------E-GD-R-----VA------------------------A---V--EGLLRA-GGL-----SPM--------T-APE--------------A-LGTAARRVWA--EVPP--TG----DEARRLL--A----------ATGS--D--------------TH----RTAGTLPFLL-RAA---F---E-------------AH-P---------DDE-EA------GLLATD-L-L--N-SF-----------AP--D-LTA-R--------
WP_093542234.1 ------------R--------PGEP--V------D--D-A----WAETC-AR--IWRNRSPKLFRA----AAEL----------P------G-GPF---------------A---A--G----P------LAVTAL-----CA-------G-I-P-LG-------------PGERAAAAE-----------WAAERPYA-LDEDRTHL--LT---DAL-------------TD---PD-----I-D-RT----------------PR--E---------------------------------------------------------------------------LA----AVARLL--T--AL--DGRA-PAA---VT-------A-----SLGA----LLV---------T----ETVYG-G-D-VS----------VTP--------------P------------G--------------------------RSVF----AGP-DGE-----RVAAA-LVDA----LGEDL------------R-----AELATG-----APVAPDAVP-GR--S------------VGR-TVQLLRIA-RL--LD--VD----CA-------------------------ELLP-----EVVR----RMARGLL-------D--EGAGD-------CAR-V--LLD-LLD-EQF-D---VRTALLGEL---D-------RI--TPHR---PR----------AAQ------R-L----L----------AG-VALP---FT-G--A---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AAAP-D--------------------------------A---G--A-----G-D-GDDR-----VK------------------------V---L--NAVVRA-GGM-----SPF--------T-EPL--------------V-LRTAMGLVWG--DATP--TA----GEARLLL--A----------GSTS--D--------------AH----RTAGTWSALL-AAA---V---G-------------AP-A---------DDT-DA------PELAPD-L-L--R-GF-----------PQ--E-IDA-R--------
WP_030350718.1 ----------V-P--------AERT--S------T--D-I----WAGIA-AR--VWLGRAPELFAE----AAAL----------P------G-GVF---------------S---P--G----A------LAVVAL-----CA-------D-L-A-PG-------------PDGRTAAAG-----------WAQTHARA-LGEARLHR--LV---EAF-------------QA---GA-----E-D-RT----------------AA--E---------------------------------------------------------------------------FA----ALTRLF--T--AL----------------------------------------------------------------------------------------------------------------------------------------------P-EDL-----GQ--R-LAAG----LALEL------------R-----AGVA-D-----S---------GP--G------------ITR-PVELLRVA-DV--LG--VD----CT-------------------------DLLP-----GLAR----RLARSLL-------A--DPEAA-------DTP-G--LLT-VLE-EHF-E---LRTALLSAL---D-------AL--AAED---PP----------AAV------R-L----L----------GR-TSLA---LT-G--V---------------------------------------QAL-----P-------------------------------------HL--------RMC---------AGAP-W--------------------------------T---P--A-----AGG-GD-G-----LA------------------------A---L--HAALRA-CGV-----SPF--------T-DPL--------------V-LRTAVRLVWD--GGAP--AP----GEARRLL--S----------ETGS--D--------------AH----RAAGTWRTLV-RAA---L---D-------------TP-AGTAPTDTGVDDA-DA------AALAHD-L-L--R-CF-----------PD--E-LEP-R--------
WP_028128959.1 ---------------------------P------Q--E-E----FLDFV---------------------------------L-S------G-----F-----L-------D------D----N-EYDE-LKIFHR-Y-L-EE-------N-F-T-FH----------LA-NDKLYDAYR-L---------YLMMEKHQ---SMDIHK--LD---RAL---------T-F------AN-------E-YG----------------NN--E---------------------------------------------F-----------------------------LE--R-VIPPIM--D--GM--NGVN-DLE-L-FL-------------CLKS----FFV--------------QAVDR-----TG-------------------W-------D------------L--------------------------SGQL--------KGR-F-A-----N-MIII-L--FTAAK------------D--------------------------GT--D--------F---KGK-MESLSENA-DK--LG--LN-------------------------I-----DMIM---H-EDQT-FA-EFGSITL-------E---------------------QRK-IWQ-R---D-F-FIERLQSRL---Q-----------HGNS---------------WLD------E-I---------------TA-----------E--C---------------------------------------EKV---I---------------------------F-----------NV--------------------IFQA-------------------L------------------E--------E-A-KE-------IG----------------------------I--CRYLLL----------------------------------------------------------------------LL--S----------HMVK--D-------S------KI----RIENYYYPFL-RHY---Y---D-RL----------ND-F---------DRQ-KS------FKYKVE-L-L--E--------------QT--Q-----N--------
WP_072949111.1 ---------------------EKDS--D-F-Y-----D------FIDTV-F---SLSFDSIQDFHS--F-----------I-L-N------G-YTY---NS--------------A--D--E-D-IYSA-YALYSI-I---SD-------G-V---TG----------IN-INKLTSALT-----------FAEKYAYD-NEKTSIVN--NL-M-SQY-----NE----L------LS-----T-D-KA----------------VF------------------------------------------------------------------------------TS----VLRYVL-----SM--RSKI-TQS---SP-------S-----DIKQ----LAV---------D----RILSE-F-S-DA-------AV-QEQ--------------S------------F--------------------------SSFY----NDI-DKL-C-K-----Q-SDIN----LATEI---------------------------M---------S-ER--N------------RTR-LFSVVQVS---------PD--P----------------------W--------------KIAF-II-RIISRFA-------K--SQKLP-I-----AEL-S--PDR-PFG-----K---IYYELIQKV---Q-------EN--DSSS-I-SF----------LVE------C-I----L----------DE--------------F--------------DDKC---------------------EYL---V-N-------------------------M-----------AL--------NCE---G-----MILD----------------------------------T---H--T-----A-S-ET-------VP---AL----------------W--K-C-F--IKKMSE--------------------K-QAK------------N---YDVAYKIFLE--YDCS--------EQLFMLF--K-S--------ELQS--C-------Q------DA--A-SLKGIFDKHY-AKV---I---G-------------ES-R-------------SY----S-SKFKDE-V-L--N-LY-----------YH--T-LIK-------FD-

Part 2

FINAL HHHHH---------HHHHHHHH--------------------------------------H----------------------------------------HH-------------------------H-H-------HH-HH-----------H-----HHHHHHHHHH-HH-------------H--------------HH-HH------------HHHHHH-------------------H-HHHHH------HHHHH--------H-------------H-HHHHH-------------------------------HHH----------------------------------------------------------------------------------------------HHH--HHHHHHHHH--HH---H-------HHHHHHHH--H---HHH----H---H---H--H--HHH-H---HH-------HH---------------------------HHH-------HH-------H----H-HHH----------------------------------------------------------------------------------------------EEEEEHHH-------HHHHH--H---H-H--HHHHH--HHH----------------------------------------------------------E-----EEEE-------------------------------------------------------------------E--EEEEEE---HHHHH-----------EEE----E-----EEEEEEE------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEEEE------------EEE-E--EEE-----EE---------------------
ALIGN HHHHH---------HHHHHHHHH--------------------------------------------------------------------------------------------------------------------H-HH-----------H-----HHHHHHHHHH-------------------------------HH-HH------------HHHHHHH------------------H-HHHHH------HHHHH---------------------HH-HHHHH-------------------------------HHH---------------H----------------------------------------------------------------------H-------HHH--HHHHHHHHH--H------------HHHHHHHH--------H----H---HH-HH--H--HHH-H---HH-------HH---------------------------HHH------HHH-------H----H-HHH------------------------------------------------------------------------------------------------HHHHHH-------HHHHH------H-H--HHHHH---------------------------------------------------------------E-----EEEE----------------------------------------------------------------------HHHHHH--------------------EE----E-------EEE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEEE-------------EE-E---------------------------------
HMM HHHHH---------HHHHHHHH------------------------------------H-H----------------------------------------HH-------------------------H----------H-HH-----------H-----HHHHHHHHHH-HH----------------------------HH-HH------------HHHHHH--------------H----E-EHHHH------HHHHH---------------------HH-HHHHH-------------------------------HHH---------------H----------------------------------------------------------------------H-------HHH--HHHHHHHHH--HH---H-------HHHHHHHH------HHH----H---HH-HH--H--HHH-H---HH-------HH---------------------------H-------HHHH-------H----H-HHH----------------------------------------------------------------------------------------------EEEHHHHH-------HHHHH--H---H-H--HHHHH--H-EEEE-----------------------E---------------EE-E------------------EEEE------------------------------------------------E---E-E------------E--EEEEEE-------------------EEE----E-----EEEEEEEE-----------EEEEE------------------------------------------------------------------------------------------------------------------------------------------------------------EE--------------E---------------EEEE------E-----EEE-EE-EEE-----EE---------------------
FREQ HHHHH---------HHHHHHHH--------------------------------------H----------------------------------------HH-------------------------H----------H-HH-----------H-----HHHHHHHHHH-HHH-H----H----HH--------------HH-HH------------HHHHHH----------------------HHHH------HHHHH--------H---------------EEEEE-------------------------------EEE--------------------------E-E------------------------------------------------------------------HH--HHHHHHHHH--HH---H-------HHHHHHH-------HHH----H---H-----------H-H---HH-------HH---------------------------HHH-------HH-------H----H-HHH-----------------------------------------------------------------------------------------------EEE-EEE-------EEEEH--H---H-H--HHHEE--EEEE---------------------------------------------------------E-----EEEE-------------------------------------------------------------------E--EEEEEE---HHHHHH----------EEE----E--------HH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEEEE------------EEE-E---EE-----EE---------------------
PSSM HHHHH---------HHHHHHHH--------------------------------------H----------------------------------------HH-------------------------H-H-------HH-HH-----------H-----HHHHHHHHH-------------------------------------------------EEEEEE---------------------HHHHH------HHHHH--------H-------------H-EHHHH-------------------------------HHH----------------------------------------------------------------------------------------------HHH--HHHHHHHHH--H-------------HHHHHHH--H---HHH------------H--H--HHH-H---HH-------HH---------------------------HH---------E-------E----E-EEE----------------------------------------------------------------------------------------------EEEEEHHH-------HHHHH--H---H-H--HHHHH--HHH--------------------------------------------------------------------------------------------------------------------------------------------EEE----------------E---EEE----E-------EE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EEEE------------EEE-E--EEE-----E----------------------
WP_085494889.1 SKAEK---------MVALYDWFH------------------------AS-------APE-V----------------------------------------FV-------------------------F-ERL----SQE-EL-----------E-----ETQQIGLRLL-QQE-L----S----EG--------------QF-AR------------LVLAFYR--D------TESRQ----V-EYGAL------LQFLH--------QS---A-KN----KE-VIYQF-------------------------------FQW---------------S----EDHHD-F-VR-------------S---------------------------------------K-KP-------SPA--YAAALLNYF--KKYD-R-------EAFKHRTY--R---KHY----F---ET-SS--V--LGP-V---YQ-------KA---------------------------KVELS---SPLM-------R----L-LAR-N-----K-------------------------------------------------------------------------------------RALFSLVAI-------IIVVG--G---A-L--LALQA--TGIMGADGKK--EAN------P--P----IGQG-DQ---TTNVKPEI-PV-----SS-TP-V-----TTGVI---------------------------------------------RTP---V-D---G--A-EKEVT--VLTFFFAS-QTEADGF--TPES---IIL----DPGSAQQTLAILKREPSLE-Q----NPLEGAD------------EQQG-----------------DASEAGRQGKAS------------DQGDQNEEADP--------------L-NSSEQADT-SADSDTDKQQSQTDG-----------------------------------------AKTPSES--------------TG-----------PFEVRILLTD-KHDIKAGTVIQ-AQEKKF-----TIKDQ-----------------V-------------------------------------------------------------------------------------------------------
WP_053491362.1 SKAVV---------MLALYQWCS------------------------PG-------EERVE----------------------------------------EV-------------------------L-ADL----SAE-ER-----------E-----RTQHIMRKWL-QQD-V----V----PS--------------NF-KD------------ITLAFCT--E------IQSGA----V-DYRGL------LLYLH--------KY---G-KS----PE-VVYQY-------------------------------IEW---------------S----VKQPL-F-SK-------------A---------------------------------------R-GL-------VPA--YANAIVQYF--KTYD-R-------EAFKNKEY--V---KTY----F---SS-PS-SA--LKP-V---YT-------KV---------------------------RAELA---SPFV-------R----F-MRR-N-----S-------------------------------------------------------------------------------------RLVKIASVL---LV--IIIAG--G---IYF--MVQDG--KTPAD----S--EAD---------P----NSKG-TP---PGTSQPV--LP-----VT-DPEQ-----PILTA---------------------------------------------KTV---KGE---G--E-EADKT--ELIFHFKQ-PAACQEF--KVDK---LQI----IGKDESTL------YDSTTGS----ELSKECA------QEAADETNAD-PGE------------------------------INPDSP-ETKPDSEQQAD----QSTGT-------TEKDSEAG-SADAVEGGAKAKDTP--------SSTG---------AGTGSSDTT---ENEDVPSSDSIDDVQE--------NQSY--------------TSQVVLKLDK-VLDLSLVEKVV-ADGITY-----TLADE--SSL------SEDQV-NENVTDEE------------------------------------------------------------------------------------------------
OMG48224.1 NHADM---------LQTLYEWFT------------------------RR-------ESM-E----------------------------------------DI-------------------------F-QAL----SAS-DM-----------K-----RVQQLGREWL-QSG-I----E----LV--------------QF-GK------------IVLAFYQ--D------ADSGF----A-DYDEV------LEYLH--------QH---A-KD----KE-TIYEF-------------------------------MLW---------------S----QGHPY-F-AG-------------S---------------------------------------K-GL-------VPA--YAAALLRYF--DKYD-R-------SAFKSKEY--R---TLY----F---EK-AG-AP--LAK-V---FA-------EA---------------------------RLALS---SPLK-------R----F-LAQ-N-----G-------------------------------------------------------------------------------------KKV--GATM-IVLASGLVVTA--G---I-L--FVMQQ--QGMLG----P--KT----------P----VEAN-QP---PAQAEE--------------PEA-----LVYAD---------------------------------------------NVA-----G---A--D-DTETT--SLVFLFPG-AEQCTAF--VPSA---LTI----ESSGGSAQ------QFTN--L----KYESNCT------AESSGAGDSG-TAGTTGPSGAAGGAG-TDDAKSDDAAAG-GNEGDAAKDT-KENVKENGKENV-QGNAGGNTKESVKETAGDQGSG-LSGDKEAGSNGGTNA---T--DATKATDT-TGAG--NGTKGTRGT---DAADAADATNTKDKT-----NTK-DKAN--------------TSDKTSKTDK-TAANGATNKTN--NTETN-----PAGKT-----------------NKAGTNSAGASGTGQLDDASN-------------PKSDKSIGAGGEGMKESAYPYRVAVSLGMKLDVPAGSLIKLGDQQFTVITREEAQSMMSPVESPVESPKQ
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WP_052339668.1 KKLTL---------LRAVREIIA------------------------TR-------GAA-A------------RELLGGEQMPQNLAQP------------TF-D-----------------------F-SDL----SDR-EM-----------K-----EVQKIIRRLI-SGR-L----T----SE--------------HY-IN------------TVFTFAEW-N--TRW-RGIDY--Q-M-AYQEL------LQFVY--------RE---T-EG----LE-GMWEF-------------------------------LIW---------------T----SNSPL-F-KD-------------E----------------S-----G----------------K-RM-------RTP--YRNALRKFF--RETE-R-------KALRKRDI--Y-A-QLT----A---PE-AG-KE--FRE-I---IK-------QL---------------------------RDETG---FPVF-------R----M-VRR-Y-----R-------------------------------------------------------------------------------------RFLTVLSMT--AVL--VFVLI--A--------IIVKL--AGSGD----K--PAQ---------T----VPSG-SP---LTSGSPA--AV-----SP-GSTS-GG--VTATP---------------------------------------------SGSPGDV-----G----QSPSP-----------SPGSSSA--VSPT----------AKPGASNA-----------------------------------------AAKSPNP---------KGSSAAAKSPSP-SPKR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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WP_017814015.1 SKKLA---------LQVLYIWFT------------------------EK-------EDL-E----------------------------------------RAIIW----------------------L-DNL----PVA-EK-----------D-----QIQQLGRSWL-SED-I----R----NK--------------QF-GR------------LLGAFSY--S------TQPND----M-DYSSM------VEAVR--------KQ---A-PD----TQ-TIYDF-------------------------------FRW---------------S----EGRAE-F-MQ-------------NTGAGERGFAEPAT------RKTGNRDTRNERTGNRGAAAP-RF-------TPA--YEAAILAYF--RKYD-P-------EAFRKGSL--S---KGD----F---DN-EG-PA--LRA-V---YS-------RA---------------------------RDELA---TPFA-------K----W-MKR-N-----R-------------------------------------------------------------------------------------KRLPFLTIL-SVIG--LAAVI--------F--LGVYL--VNVFS--G-D--PIQ--IAT----P----E-DP-QE---YTTTEQQ--PV-----AD-LPAV-----IVTLTGLPDEEGTANGSNSSSTGASRTGGSKADSSQMVRTSSTGTSAANSSSS---T-D-S-G--S-STDDV--RMVFHFTS-MTACQAF--QPKQ---ATF----IMGTGQTV------DYNG--L----KPQSSCD------SSAAATGTTG-SSTTGST------DH-SDSTESTTGETG-TTDATGTGI--NSGTKAASDSK----GAAAEAGTS---TGTADGTT-ETTTAPNTESSTSGS--AG--ESGTVSSTDSDTAA-SGTATSNAD---SDSSDALNTLTPEQL---------ESTH--------------PYTVTVSLPP-TIEVTNINQVK-VDNKQY-PVT-SLAES--ADD------------TLSNKETP------------------------------------------------------------------------------------------------
ETT33608.1 RKANA---------LRAAYRWFG------------------------EE-------SPD-E----------------------------------------EI-------------------------F-AGL----TPR-EL-----------D-----DVQLLGARWL-KEA-R----S----LE--------------PF-DR------------LPLAFYHSSE------REGGP----L-DYDAL------LDLVV--------RKA--G-ND----KE-TVYRF-------------------------------LDW---------------S----QHSWL-FASS-------------G---------------------------------------K-KL-------WPN--YKRAVLRYF--LKSD-R-------EAFKNREF--R---KTH----L---DT-AT-PA--MQT-V---YN-------EA---------------------------RAQLA---SPLA-------R----W-VSR-S-----R-------------------------------------------------------------------------------------FQILISGSI---LG--IILIA------------AVIL--LSQLG--G-R--GKD--T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_025702099.1 RKANV---------LRAAYRWFG------------------------EE-------NPD-E----------------------------------------HI-------------------------F-DGL----SPQ-EM-----------D-----DVQLLGQRWL-RES-R----G----AE--------------PF-AR------------LPLAFYHSRS------REGGP----L-EYDAL------LEHVR--------RKG--D-GD----KE-AVYRF-------------------------------LAW---------------T----QDNPL-FCIS-------------S---------------------------------------R-KL-------YPG--YRRAILKYL--AGHD-R-------EAFKNREF--R---KNY----M---AA-AG-PA--LQS-V---YT-------EA---------------------------RSQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_099857417.1 ARTNM---------MLAARAWLS------------------------GE-------GRE-E----------------------------------------EE-------------------------L-ESL----SLA-ER-----------N-----ELQRWTRRWL-AGE-LRERPD----TA--------------SF-EA------------LPLAFYRG-G------SGSNR----L-DYPGL------IEFIY--------SS---S-GR----TE-VLYQF-------------------------------MEW---------------S----GNQRL-F-IR-------------G---------------------------------------S-NA-------HKG--YSDAIVAYF--KSHD-R-------EAFKSKSA--F---KPY----Y---AR-AS-KT--MKP-A---YD-------RA---------------------------KTELA---SPLV-------R----M-LTG-K-----R-------------------------------------------------------------------------------------K-NLFLGSV---IV--ILILGIAG---G-T--YALMSDKAGTPA--A-S--PPP--TQE----P----VVPA-EP---VVELAE-------------QIAY-----LVPAS---------------------------------------------EAD-----D---G----SKTPA--QLMIRYRN-ETDSNAL--QTDT---LQW----NLKDGTTQ------KLNAE-G----EWESFNR------NEEPDGEGTA-GDSSEGT---------PEGSSAGSSTDN------------VDDTQQSGEAEQ---GADSASTEG---NTSDPAAG-STTDAGTGTASDTTD------EGTGQGDAD---G--TASDPSQST---GADSSSVENLTVAEA---------DRLY--------------PYGHQVALPA-DFDLKDIVSVQ-SGTTVI-----NLVPE--PKL--------------------------------------------------------------------------------------------------------------------
WP_018883185.1 QRAVQ---------LIAAYDWFA------------------------NA-------DPG-L----------------------------------------TL-------------------------L-EGL----SAE-DE-----------K-----AVQDWALHWL-PEE-I----R----EG--------------KF-AL------------ILPAFYASTG------EQAGM----V-NYVGM------LQAVR--------NW---A-AS----PE-TICTF-------------------------------IRW---------------S----EERIE-FGTV-------------R---------------------------------------G-GY-------ETR--YRHALLAYF--RAEG-R-------EVLHQKQL--W---NKY----F---KP-AP-EP--YQS-F---YV-------QA---------------------------KRQTE---AGWL-------R----V-FRK-M-----G-------------------------------------------------------------------------------------KGGRVT--I---MI--ALLGVVVC---G-----SLLA--AGVWG--Q-D--QAE--QPD----P----QSPT-VQ---QPAPSGQ--PE-----ESVEPAA-----VTAVL---------------------------------------------QAA-----K---S----QAGEW--LLELQFPD-EASRLVF--APEH---ISV----IEPDGTTH------KFE--------QFKVLPV------D--ELSTLST-ENPSSDS---------SSAADLTGATDT------------NDSSNSAGS-------------------------G-NANTSGESTPSGESA------SGSAGGGN-ETAA--DGTGDSSNA---VAPESASGPALEETQ---------QPSV--------------MYPLTIAIQE-DYSFKDNSKLV-IDEVTM-----PLVIE--KGK-SN-----------------------------------------------------------------------------------------------------------------
WP_002655127.1 AASSA-R-------LVQIAGPLP---------------------------------STQ---------------------------------------------------------------------I-AGI----SIH-EQ------QRL--A-----QLDELVAGAL-TGS-I----E--------------------SL-AQ----LQNVWPE-IACELPP---------ALRSD----V--------------------------------QE----RY-LAYAV-------------------------------IAW---------------K-RL-NDRRV---SR-------------N---------------------------------------P-QT-------AAS--LLDVLSLIF--TSAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051478511.1 RKANA---------LCAAYRWFG------------------------EE-------SPD-E----------------------------------------EI-------------------------F-AGL----TPR-EL-----------D-----DVQLLGARWL-KEA-R----S----LE--------------PF-DR------------LPLAFYHSSE------REGGP----L-DYDAL------LDLVV--------RKA--G-ND----KE-TVYRF-------------------------------LDW---------------S----QHSWL-FASS-------------G---------------------------------------K-KL-------WPN--YKRAVLRYF--LKSD-R-------EAFKNREF--R---KTH----L---DT-AT-PA--MQT-V---YN-------EA---------------------------RAQLA---SPLA-------R----W-VSR-S-----R-------------------------------------------------------------------------------------FQILISGSI---LG--IILIA------------AVIL--LSQLG--G-R--GKD--TAA----P----VASP-SP---LPAVTG-------------QAAV-----AAPVS---------------------------------------------VRL-----I---G----GDAGT--GGGRRGG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094017499.1 QSLIL---------LGILYRMLT------------------------LE-------PGE-E------------------------------------AEALEA-------------------------F-QSL----GPM-EL-----------D-----KVQETLQRLL-ADR-L----D----AG--------------RF-RA------------LTYAFYQP-D--AD--PDRGYAASVY-NYDRM------LEYIA--------AN---T-AG----TG-LMYDF-------------------------------LLW---------------S----AEDDR-F-LD-------------A----------------K----------------------G-DM-------NPN--YRAAVAKYF--DRHD-P-------AAFRQKPV--R---EQL----L---AT-GN-AS--FAA-L---FQ-------TI---------------------------KLKQS---PAWV-------R----L-LVK-N-----K-------------------------------------------------------------------------------------RKLIRSGLIALPVF--VLLLV--------V--LWNPI--GNWLA--S-F--GPP---------P----EIAV-EA---LPETAT-------------AMNL-----ALKAA---------------------------------------------------V-K---G----EAAETGKVQLFLNGK-YMGNGAM-------N-TTV----MLHDGENV------------F----EFKAVNR-----------------GGTSSEV---------VTKKVTYNMPAP---------------------------------------VVKHGAIP-DTSKTGSVTITATAT---------------------DPNDPSPAI---FINGQQVGQGSVSYA---------LALV--------------PGDNPVEIKA-GNKYGKSSETI-KKTIKY-----TAAVS-TSST------SVPKR---------------------------------------------------------------------------------------------------------
WP_076229825.1 QTVHL---------LSTIYKVLL------------------------MS-------KRE-D------------------------------------SELVKA-------------------------I-DRL----DTL-DL-----------E-----RIQEYLKKLL-FTR-V----G----PE--------------HF-SK------------IAYAFYRP-S--LG--HASGYEAE-F-DYYGL------LEYIS--------ST---T-HG----SH-TIYDF-------------------------------LVW---------------S----AEDTR-F-LN-------------M----------------R----------------------Q-VM-------DAN--YKAAVSKYF--DNHD-P-------RAFRDKEV--K---QKL----L---AT-PN-ES--FVT-F---FK-------AV---------------------------KLRQS---GKLV-------R----F-AVK-N-----R-------------------------------------------------------------------------------------RKLVRSGLV-IAAL--VILLV--------V--FRNPI--SMMIA--Y-L--GPA---------P----VIVV-EA---LPAEAT-------------ASTV-----TLQAS---------------------------------------------------A-N---N----ADPE---IKLYVNEQ-LIGSGKI-------S-TTV----DLQDGVNV------------F----EFKAVNR-----------------GGKSSEV---------IKKQVSYAMPAP---------------------------------------IVTIEATP-DTTRNSSIQLKVGAA---------------------DIHDPSPTI---FINGQAVGQTSVSKS---------VELK--------------TGENIIEIKA-ANKQGKMSEPI-LKKIKY-----EK----------------------------------------------------------------------------------------------------------------------------
WP_025333415.1 RKANV---------LRTAYRWFG------------------------EE-------NPD-E----------------------------------------HI-------------------------F-DGL----SPQ-EL-----------D-----DVQLLGRRWM-KES-P----G----AE--------------PF-AR------------LPLAFYHSSA------REGGP----L-EYDAL------LEHVR--------RKE--E-GG----KE-AVYRF-------------------------------LAW---------------S----QDNPL-FTIS-------------S---------------------------------------R-KL-------QPG--YRRAILKYF--ASHD-R-------EAFKSREF--R---KTY----M---AP-AG-PA--LQN-V---YG-------EA---------------------------RGQAA---SPLA-------K----W-VRR-R-----R-------------------------------------------------------------------------------------FQLMIFGAA---VI--VLLVA------------GALA--ARLLK--G-G--GDE--A-T----P----AASP-QP---SPTQSA-------------AGAG-----YLEAA---------------------------------------------AYL-----E---R----GGGGG--SLLFAFAS-PDACREF--NPAE---IEV----DAGTGQAE------VYKVD-S----LVHDCGL------PGSASPSNAG-GAAGSAG---------AAGSGAAASGGG------------TAGNAGSGQGQADTVSADESKAAG---DSLSASAGPSAATGGTVPASSPSP------PGEPAAGSSIADS--PAPGSSGGS---GGSSAVAPNQVKVTL---------VSAP--------------KLTAGSTVKAEDYTLVLMEAPQ-AAPSPS-----ASASS--PAE--------------------------------------------------------------------------------------------------------------------
WP_056641465.1 SAAHE---------LLAIYEWFV------------------------LP-------EPA-E----------------------------------------AL-------------------------F-GRL----SPA-ET-----------D-----HVQQAGRRLL-AGE-L----E----PA--------------AF-SR------------LVPAFLR--S------TDMVT----V-DYTGM------LDYLQ--------RN---A-SN----KE-MIYRF-------------------------------FQW---------------S----ENHPD-F-MR-------------S---------------------------------------R-GF-------VPA--YTSAIVGYF--MKYD-R-------DAFKKRAN--R---KQL----F---DK-AG-SS--LTA-V---YK-------QA---------------------------EQELS---SKRS-------K----L-FFR-N-----R-------------------------------------------------------------------------------------KATIITSIA---VL--GIIAA--G---I-M--YSFSG--KGDEN----P--KGA---------A----LPEV-KP---TAEAGTA--PP----------DT-----LVYAE---------------------------------------------QTA-G---T---E--G-GMAAT--SLVFLFKD-VSACTQF--APGS---LAI----ESPGVEAV------EYTE--L----ELSPACS------------GDTA-NDSTEGN---------PSEGSAQPAESA-APPAILPT---ATPVSNAGTAT---------------------DSS-STDESDSLNAAASDS----------VGR--------TGTSSQPEQ-----------SGSPTLE---------QEGY--------------TSRVVVHLGK-QTDIPADSIIR-VGEAEYEVTVLRVVDK-------------------------------------------------------------------------------------------------------------------------
WP_014910933.1 CRGLV-----EE--WAPVGAKVA------AL----------R-----RA-------HGE-E---GARLLV-------------------------------SL-A-----------AL----------L-RGC-RP-VVE-TV-----------------ALRRVCDRVL-DWD---H--R--------------------LC-AR---VMADCPSK-VFDSYCE---------EVE----------ERL-G-PIERAHGR------S-VP---PLEA----DL-AVRVF----LTALRLGAEPGTSGEPGV-----------------KGARVGRPR-G----GEGGE---RS-------------A-ER------------------------------------G-RT---------L--LDEVMGPST--LTWS-R-------REAASVRK--A-F-DRL-P---------EG-QV--FES-----WA-------RG--------------------F-RDRHCQGGLF---GRFR--K-G--A------RRA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_043930432.1 SEKVT-I-------MEALSALFK------------------------LS-------INK---------------------------------------------------------------------F-SSL----GYR-EQ-----------R-----LAREAVRTIL-SRD-I----K----KD--------------YF-PY------------LEHAFEK---------E-GDP------QFREI------VKFIN--------EK-----HN----AD-VMNEF-------------------------------IHW--------------------GVSYY------------------------------------------------------------RG-------NEN--LLQALKWYL--LQED-N-------PIWENKDY--R---ARL----K---NI-KQ-TK--VKN-V---IR-------EI---------------------------EYEKA---NAVG-------K----I-FKK-I-----S--------------------------SKLR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091171406.1 QTVHL---------LSTIYKVLL------------------------MS-------KKE-D------------------------------------SELVKA-------------------------I-DRL----DTL-DL-----------E-----RIQEYLKKLL-FTK-V----G----PE--------------HF-SK------------IVYAFYRP-S--LG--QASGYEAE-F-DYYGL------LDYIA--------ST---T-RG----SH-TIYDF-------------------------------LVW---------------S----AEDTR-F-LN-------------M----------------R----------------------Q-VM-------DAN--YKAAVSKYF--DNHD-P-------RAFRDKEV--K---QKL----L---AT-PN-ES--FVT-F---FK-------AV---------------------------KLRQS---GKLI-------R----F-AIK-N-----R-------------------------------------------------------------------------------------RKLVRTGLV-IATL--VIILF--------V--FRNPI--SMLIA--Y-L--GPA---------P----VIVV-EA---LPAEAT-------------ASTV-----TLQAS---------------------------------------------------A-S---N----ADPE---IKLYVNDQ-LIGNGKI-------S-TTI----DLKDGLNV------------F----EFKAVNR-----------------GGKASEV---------VKKQVTYAMPAP---------------------------------------IVTIEALP-ETTRNSSIQLKVGAA---------------------DIQDPSPTI---FVNGQAVGQTSVSKT---------IELK--------------AGENIIEIKA-ANKQGKMSEPI-LKKIKY-----ESAGR-------------------------------------------------------------------------------------------------------------------------
WP_018978026.1 GKYAA---------LRAAYLWFT------------------------QE-------RPD-A----------------------------------------GL-------------------------L-EGL----ELR-EM-----------D-----EVQMLGKRLL-PAE-I----A----AG--------------RY-SR------------LLPAFSRSLS------GGGED----V-DYRRL------VDAVR--------INSVKS-GG----RE-EVYRF-------------------------------FAW---------------S----ARQEP-Y-VQ-------------G---------------------------------------K-RF-------DPA--YEAEIIRYF--AAHD-R-------EAFRDKNN--R---REY----F---DN-AP-PP--LAS-V---YR-------KV---------------------------QAQQA---PPLV-------R----W-MRK-N-----R-------------------------------------------------------------------------------------RLALMLMGV---LA--LLIVG--G---G-T--VGVLYA-TGVLG--G-Q--EQA--AQT----P----AAPAVDP---SSENGT-------------DTPG-----TVESA---------------------------------------------DPA-----MLVFA----PSGSG--TIEFRFRT-AAERNAFVQAPPS---LTL----ELLNGGSE------TVPSP------ELQSVDL------EPGEGSTGTD-GSSIEGP---------DAGTGADSGAAD------------GESSASDGTGTA---GQNA----G---EETGSPAG-AEAEAGTGEASGTET------DSGTVGTSDEEPG--AEAGDLTGT---GIVPDAAGGLSGDQ----------------------------PFGSENGTDA-AGEADSVTESV-TGTDTS-----GSSAD--PSAGENTEVGSGSAYEAANPANYLYTAVFQIAESVTAENSPIERVTVDGESYAVRTDSAGE----------------------------------------------------------
WP_030878351.1 VRATA-E-------LLVAVPALA------EG----------------RL---SL--REA------VHTVP-------------------------------RL-R-----------RQ----------A-APL-TP-AVD-EH-----------------TARNLAVWLA-RTD-----------LA-R------EP----QA-MR---YLVCQAEEAVVTEYGR---------CVRRH----Y-DSADQ-L----ITLAG---------------NH----VR-TASLF-------------------------------HLW---F----------------HADEQ---RT-------------A-HW------------------------------------E-RM---A---KNL--CEEVLGRAA--RHMD-D-------ARLAAVAA--R-L-RHD-H----G-HT-WE-EA--WNK-----WL-------AR--------------------I--------------RR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_068687038.1 SPHSQ---------IVRIAAAATFVWDTKVN--------E-------LE-------EME------------------------------------------QT-------------------------L-NKL----DED-LF-----------D-----KVQALLRRQL-KGR-V----E----ET--------------NY-TA------------VTGAFYIQ-G-FT---SGEPE----Y-DYSAM------LAYVG--------HN-----TG----NDEDVFHF-------------------------------LLW--------------------------L-SG-------------A---------------------------------------V-EV-------DHR--FAGGVRQYF--REHN-P-------EALRNKKR--V---SLL----N---ES-GS-KE--FRK-L---IQ-------EI---------------------------ERKQL---PGYK-------R----F-LRE-Q-----K-------------------------------------------------------------------------------------K--LLILLA-------LFLIG--AFLTV-----------SIIWI--W-M--DSR------H--SGDNAEPSP-TP---SAEATPA------------DTSV-----PSATP---------------------------------------------SGE---------T----PGASG--TPDGGVLP-EGEGEAE--GSES-G-GSI----DQNGGTGG------TGGGA-ATGSTGTNGGTG-GGAATGSTGTNGGTG-GGATPGTTGTEGASGAGTPAATPGTNGA-SGAGAPTATP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PKK14792.1 ARDAA-V-------LIAYAKTVG------AA----------------QP-------DTA-------AAEL-------------------------------EV-V--------------HAA------A-GQA-DP-QLC-RT-----------------AFTWAARRLA-RRD-----------TR-----------------FR---------AA-VLAAASA---------PVR----------ARL-A---------------------------------------------------------------------GRW--------------------MEPRG---RR-I--WGR-P----A-FG------------------------------------P-GQ---R---NEL--VEIALRLRR--AGVS-E-------PRL----------------------EA-WA-RS-AAGG-----WM-------AS--------------------R--------QLE---SHLR----Q--E-P--E-LRA-------E--------------------------LRRLL----AGGEE------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014368531.1 LTLGW---------LSAVFRVLT------------------------LE-------RGG-E------------------------------------GTAAAA-------------------------M-EGL----GPW-EL-----------E-----RVQSVLKRAL-EDR-I----T----AE--------------HF-PR------------IPYAFYHP-DGDAG--AGAAGRAR-F-EFGAM------LDYVS--------SH---S-RG----TG-VVYDF-------------------------------IAW---------------S----AGDER-F-AP-------------P----------------K----------------------A-GI-------DPH--YRAALSRYF--EGQG-S-------GAFRQKDV--K---DRL----L---RV-PN-EA--FQR-V---FR-------EA---------------------------RQQQA---PAWL-------R----L-AIS-K-----R-------------------------------------------------------------------------------------RTLLMAGVP-LLLL--LIVIT--------A--YGKAM--MGAI-----L--QPA---------P----ELKV-EK---VPETSQ-------------SGTV-----TVRAE---------------------------------------------------A-A---D----EYDPK--PKIYVNDV-LAGESSI-------T-KEI----PLASGGNE------------I----VVKAENK-----------------YGEFSEP---------FKLTVQFEAPAP---------------------------------------LPAIP--V-EQPAGPSLPASTKET---------------------TQVPAGPAL-P----GTSAGKSKTP---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054875772.1 SQPRY-E-------MIEYIQELV-L----KG-------------------------QSS-----------------------------------------------------------------------DRY----GIF-RL------EYG--N-----QVKSIIRKLY-KDK-I----E----YS--------------NY-PA------------IILGFIT---------VLGNS-IK-Y-DFESL------INYLH-------------S-GG----SD-KIYEF-------------------------------FLW---------------S----FDENV-F-SH-------------------------------------------------------VI---N---FDE--YTESVRNYF--ITHD-K-------NAFKKKDV--K-I-LLY--------ST-RN-KE--FSK-----FL-------KE-------------------------L-ELELA---NPAV-------R----F-FTI-H-----K------------------------------------------------------------------------------RQ-------IMRSMFT-------FLLLG--A-V-A-V--GTYKL--IGVLL----P--GEK--TDG----P----LRVK-DA-Y-KANIAYK------------RAML-ED--SIKKE--------------------------------I------------DSL-----Q---S----KAALD--SCMYTI---KCGVINI--QNMR-G-LII-LS-IANTGSNI------------I-G--EGPSITD-----------------GENYRDI------YN-FSYSISIAEKDG-ASI--------QSPNDLDSLAA----------------DLNNAVYA-GITKFIDSEITEKEF-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051716628.1 AYHDL-A-------LLAHVHTME------HA----------------DT-------DPSAPHGNLVERAR-------------------------------SL-S-----------SQ----------A-RP-----ATQ-QR-----------------AARALARLLL-RAD------R----PA-R------------EL-QA---LAYSNDPG-LIDAYAD---------AARSP----V-LTDFL-----------------T--------VP----SR-LADCY-------------------------------LAW--------------------NLHQG---AG-------------P-VW------------------------------------N-LT---R---RTL--LEEVLRPAA--RKMP-D-------DQLRLAAE--H-V-GRY-G------AA-HR-EL--FEE-----WA-------RP--------------------A-GG---VKQLL---RRIG----G--R------RQE-------R--------PREPRWGDVEPPRDGGR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054706231.1 LTAAK---------LLAAYRWVT------------------------QP-------GPG-P----------------------------------------EL-------------------------L-SDL----PAD-AI-----------D-----EVQELARQML-ASE-A----D----TA--------------SF-ES------------IILAFYR-------------S----L-SWKL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_086817677.1 VRATA-E-------LLVAVPALA------EG----------------RI---SL--REA------VHTVP-------------------------------RL-R-----------RQ----------A-APL-TP-AVD-EH-----------------TARNLAVWLA-RTD-----------LA-R------EP----QA-MR---YLVCQAEEAVVTEYGR---------CVRRH----Y-DSADQ-L----ITLAG---------------NH----VR-TASLF-------------------------------HLW---F----------------HADEQ---RT-------------A-HW------------------------------------E-RM---A---KNL--CEEVLGRAA--RHMD-D-------ARLAAVAA--R-L-RHD-H----G-HT-WE-EA--WNK-----WL-------AR--------------------I--------------RR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_056682743.1 QKIEL---------INIVHDIME------KR----------Y-----LS-------NPE-----------------------------------------------------------------------RYF----QYS-HF-----------D-----KLQAIVIKLI-PTS------H----LE--------------EQ-TE-R----------IALCFYN--K------GHRKD-TI-Y-HYDEM------FSFVD-------------S-NG--G-ME-EMRVF--L----------------------------QRF---------------I----RMWGG-F-QV-----------------------------------------------------S----------DPA--FKNSVQRYL--NTHA-K-------VIFGDKRV----E-KRW-E--AIH-PI-IK-KA--MEE-V-K-FQ-------QL-----------------------------------SALG-------K----Y-IYK-N-----K---------------------------------------------------------------------------K-----------TVISSLI-------ILI--------S----LVILGG-TGGLV--Y-K-------------------QIMD-EK---AAEA------------------------LAIQK---------------------------------------------KKE--------------EAEKK-----------RAAEERV--KAER---AEA----ERAAKTMT--L---QATG--M----TYKDVNN-----------------DGEISNS-DELIIVI-SNEIDMTKLPTL-------EQL--DINYKEEKIEIN---------------NVSEADIV-VEPNAASVNVKITDN-NVA--YILPIAEKVISEA--NEQNESSEI-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093899303.1 VRGAL-L-------LLEFARDLR------SG----------------AA-------EPG-----WAERAR-------------------------------KL-C-----------AG----------A-GPV-EP-GVR-DQ-----------------AFGALAGRLL-APD------R----PE-A------------EL-YA---FVHSDDAD-LIAAYGR---------AARHD----T-VLARL-R---------------S--------EP----AY-AADCF-------------------------------TVW--------------------SSHPH---AG-------------R-AW------------------------------------S-ET---R---AAL--LEEVLRPVV--RGLS-A-------VEVAAVEE--A-A-ERT-GS-----SR-TA-EA--FRA-----WN-------RP--------------------G-GF---GRRLG---SRLT----A--R------VRR-------S------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_060941976.1 LGEDL---------WARVFSVAT---------------------------------RNS------------------------------------------EL-------------------------I-GHA-AR-ALI-SS-----------R-----EQNPVLRTLI-GRE--------------------------------------------IVSAFEG---------TLRSR----E-RYNPV-R-P---------------SQ---G-NG-YG-RN-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020617137.1 SNAAV---------LQAAYRWFV------------------------RP-------KPD-Q----------------------------------------RV-------------------------F-DGL----EPA-EI-----------D-----RVQQLGRRWL-AGQ-V----D----AS--------------QF-GR------------LTLAFCN--S------SDVQM----I-DYPAL------IEFLR--------QH---A-KG----PE-VLYEF-------------------------------FQW---------------S----EDHPA-Y-MR-------------P---------------------------------------R-GF-------VPA--YSAAVLAYF--RTHD-R-------DAFKSRAN--K---RAY----Y---DG-AG-PA--MKS-I---FA-------QA---------------------------RSEHA---SPLG-------K----L-LRG-K-----R-------------------------------------------------------------------------------------GMLFFSSLV-TIGA--VLVVL--------S--FVLSD--DAPAP----T--TPG--VGG----P----QNES-LL---PEDAEP---PA-----TD-WPAT-----LAYAD---------------------------------------------QPD-----E---G--T-AAATT--DLILLFRE-AAACAAL--EAGEPGTFVI----ETPDGEEH------TFRN--M----SYEAVCG------EEPTSEDEDA-GGSAPGTGNNAN----DPDASGTDGEPT-NSPVSNDDTA-NSDTSANEESP----VVSGGAAAA---RPSTTSTN-STNTGGGTTGSPGTS---G--ANGEDAEADDSDT--PGINSPTGS---DNTPSTPSTTDDTTA-EEGPQSL-EEAY--------------PFRIVIDLAE-LLELPEDSEIR-FTDVSF-----TLSKT--PDL------------ATEPSQE-------------------------------------------------------------------------------------------------
WP_035847394.1 DRAAL-Q-------VLSYAGQVK------AG----------------LI-------ELG-----FTARAL-------------------------------AL-RK----------------------A-AEPVEP-GIA-ER-----------------LAAVLAERLL-SGQSGLTGYHGDGVPE-------------VLLYEEITDLAYSGDEA-VLAAYRQ---------QAGAG----V-AQQRL-G---------------S--------GP----HY-PAACF-------------------------------VAW--------------------Q-SYP---GV--------S----R-SW------------------------------------D-RV---R---QEL--LAEVLRPAL--RALS-P-------NEVGRVEL--L-V-ARA-PYPVPALGS-WT-EH--WQA-----WW-------QQ--------------------G--------RSGLL-GRWL----G--K-G--R-AGE-------P--------------------------APG---GGAKGRAADLAPRSGRAEGGARRDREGDR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_062331965.1 TEPTV-S-R-----LAVMHRVLE------RE----------------HV---YR--TPG-R---DSARYS-------------------------------AL-D------DLI--TG----------Y-EHE-YR-PAR-EY-----------------LRLRLPALLL-TLP-----------PR--------------MA-IR---ALQSAPGV-VQAAFAD---------AVDHL----L-TGHGE-G---------------R--------PV----GA-AAELF--A----------------------------VAW--------------------QARRA---LP-------------------------------------------------------EL-------ARA--VEERLALTL--RGWR-R-------KDLAQVGR--L-V-ADL-D------EG-LE-AA--FES-----WR-------RR--------------------R------LGWLP---PPVR-------R-L----VRR-L-----G------D-P---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AJE68329.1 SRDRS---------LPDIEDWTR------------------------SD-------EAQ------------------------------------------QI-------------------------F-AGI-IA-GAS-VQ-----------T-----GRSHFMWDLL----------R--------------------AY-FG---VALIGDED-TYRAFTT------------------L-TVDSV------LSFVQ----L-T-LQ-----EG--R-TE-DIRRF-------------------------------EKY--------------------GEQIA---RE-------------D--------------L------------------------P-SI-L-T--------NARAVQQYL--GYID-Q-------DVINKKVS--R---SRD-----------VN-QI--FTE-----MA-------RA-------------------------I-IRAIS-R-NNIG-------K-D----MRS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052489237.1 VRAAL-V-------LLDFVKDLR------SG----------------RA-------ASP-----WTDRTL-------------------------------AL-R-----------AD----------A-EPL-EP-ALL-TT-----------------AFNALAHRLL-SMD------R----PD-G------------EL-YA---LIHSGDRG-LLTAYTE---------VSRSE----R-VRDRL-G---------------S--------SP----TY-VADCF-------------------------------IAW--------------------SSLPG---AN-------------T-AW------------------------------------D-SA---R---TTL--LDKVLRPAV--RALS-A-------AEVASVEE--N-L-EGA-G------AH-RA-EE--FRA-----WN-------RP--------------------G--T---LSRLS---RRFGALGGG--L------GRR-------GG-----Q-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066944787.1 VRGAL-Q-------LLEYAGELA------AG----------------RA-------APG-----WTDRAL-------------------------------AL-R-----------AS----------A-EPV-EP-GVL-DQ-----------------AFRALSGQLL-SER------R----PE-G------------EL-YA---LVHSGDPE-LTAAYRE---------AAHDE----S-VRERL-R---------------T--------VP----AF-VAHCF-------------------------------TTW--------------------TALPG---AN-------------S-AW------------------------------------D-QI---R---TTL--LDKVLRPAV--RALP-A-------AEVAAVER--C-L-EGT-G------DR-KA-EE--FRT-----WN-------RP--------------------G--A---LGRLG---IRFG----P--R------ARS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_090761118.1 IRKYK-I-------MRVLHELFN------------------------SP-------VVS--------------------------------V---------EL-----------F-------------L-QPL----SLA-SR-----------E-----ELRNVLKNVL-RNN-L----S----EK--------------YF-HH------------LLAAFNN---------EDGSF------HYPQL------FAYIS--------KH-----GD----DD-LVLSF-------------------------------IKW--------------------TTKNL------------------------------------------------------------QL-------DHH--YHRALKKYL--KSHP-R-------SIWKNKTA--K---KEL----Q---QI-ST-VS--FRK-L---IK-------EV---------------------------QHETA---SPIV-------K----F-FKR-Y-----G--------------------------IHLS-----------I-----------------------------------------------------IVLI--VLVAG--S--------VGLYL--GSDFL--G-G--QKE---------N----AADS-KS---SAASATA--KK--------EAKK-QE--PSLES------------------FKVWD---AE-----------------NPY-----V-F-S--I-DGQQQ--QLSFGQAN-PTGGKSI--KLTN-N-QNV----ESSFDLII------DSEAS------PFDDQGV-LKENFSLYHTEYDF--DKNGTSE---------VVIMAMNETYES-FVWVYSPISE-NGNVGLRADLAV-RGLNVAKLVDN-T-LELLSDQG-QAEKYAYINQQFEKQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OKI26354.1 TRTRV-H-D-RFR-MVTLVDGVL------GA----------------EG-------RDA-----FERALP-------------------------------AL-V-----------RS----------Y-GSS-GQ-QRR-AT-----------------ILTMLLDRLA-TVD------V----PR--------------RA------LLVAKLDD-LRAVYVG---------DAV----------ASL-G-----------------QE---P-DP----LL-AADLL-----------------------H-------LSW---------------Q----LRKLS---AK--------N----V-AH------------------------------------A-NV---A---LKQ--VQDATLTAI--RKWR-R-------RRVRVVIA--L-L-RDR-G--L---KD-AA-EW--FGS-----WA-------DH--------------------E----T-GNRIG---RFIR----K--R-L--P-SKE-------T--------TK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEG04795.1 ERDAS-V-------LIAYAKTVG------AV----------------KA-------EAA-------AAGL-------------------------------DA-V--------------HAA------A-GRA-TA-ELC-EA-----------------VFAGAARRLA-RRD-----------PG-----------------FR---------AA-VLAGVSA---------SVR----------TRL-A---------------------------------------------------------------------GRW--------------------MEPRG---RG-L--WGR-S----G-FG------------------------------------A-AQ---R---NEL--VEVALRLRL--AGAS-E-------PRL----------------------EA-WA-RA-AAGR-----WR-------AA--------------------R--------QLE---TYLR----D--E-P--G-LRE-------E--------------------------LRRLVSDAPAGRRE------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051735597.1 TRECV-R-S-----AVRVAELLA------RP----------------R--------ASG------LLHVA-------------------------------QS-Q-----------------------W-PPL-WQ-PVI-AL-----------------RRTRLPRALL-ECP------G--T-PR--------------EI-SL---VLLEMGDR-TTSDYLH---------LVCRA----A-AAPTP---------------V--------S-RR----NI-LAAVA-------------------------------------------------A----QRSVS---TS------------------------------------------------------------Q---KEL--VEQALEIVE--REWK-P-------ADLDLLAN--E-V-RPL-D------RS-LA-ER--LAR-----RA-------EQ--------------------K------RARWY---KPKR----A--R------KRE-------P--------------------------GAGT-----PDADK--------PE-SPPPGVGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026400369.1 AGDAA-A-------VRAHADAVT------AD----------------RP-------GAA-------AKAL-------------------------------SA-LV----------------------G-AGA-AE-RLA-DA-----------------AFGGAARRLC-RRP-----------PE-----------------FR---------AA-LLAALDA---------GLR----------ARL-A---------------------------------------------------------------------GCW--------------------TDALP---ARARAGRAPLR----G-AE------------------------------------V-EQ---R---NEL--VEVVLRLRG--RDVR-E-------AGL----------------------EE-WA-RT-AAGR-----WL-------AG--------------------R--------QLD---AYLG----R--A-P--E-LRA-------A--------------------------LREL--IA-EGR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_066199613.1 MSKVS-I-------LEVLSAVIR------------------------RD-------ISD---------------------------------------------------------------------F-DKL----SWK-EQ-----------E-----QAREALRNIL-SKK-M----G----KA--------------DF-PL------------VALAFDA---------D-GVP------IFADM------LRFIS--------KQ-----AN----NE-LTMDF-------------------------------IHW--------------------AVFQY------------------------------------------------------------RD-------NEA--LLLVLKNYL--SREG-N-------PIWENKEY--R---SRL----K---KI-RQ-LK--FRD-L---IK-------EI---------------------------EYEKA---NAVG-------K----I-FKR-L-----G--------------------------SKLR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OHB78921.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SLL09269.1 KEKFE-V-------LELLYTYFY------------------------LS-------LEQ--------------------------------I---------QH-----------V-------------F-RMA----STP-IK-----------G-----KASDLAQEII-KDN-G----L----FK--------------PY-ER------------FLLLFPG---------GMEGV------EYRQV------FSYIA--------IY-----GS----ED-EMLDY-------------------------------IEW--------------------SLKKF------------------------------------------------------------GT-------SPR--FSHALKDYL--ISDR-N-------SIWKKKEM--K---RAL----T---NI-RS-QS--LKK-L---LK-------EV---------------------------REQTA---NPGV-------K----F-IRK-Y-----G--------------------------V--------------------------------------------------------------------LLIV--LIILG--V--------VGFYY--VN------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035144553.1 EENHI-S-------LEEYKNILM-YIY--KI----------------AS-YTEV--NKK-----LLEKVI------------------------V------DF-E-------------------------DNI----HID-NV-----------D-----IVYEDIKEIE-KLK------N--------------------KY------KIKTPCSI-TELICIH--K------FTKED--E-S-KSKIK-G----LGSFK----G---DF-----SH-IS-SN-KYKEY-------------------------------LKW---I--LPNLSAYI-K-DY-TDHSK-I-KK---AFFC------E-DY------------------------------------K-ET-----Y-YKC--YTDVIMSIF--NEKK---YK----NILKQCNK------EVY--------------EI--LLD-----YI--IFIL-KN---------------------------GVDFE---EDIE-------V----Y-VED-------K---------------------------------------------------------------------------I-------------------------ISTLQ--S--------ASERK--MSIYE----E-----------Y-------ILKK-IK------------DD--------RNEK-----LILKQ------------------WKKIK----------------------MKS-----M---E----KNKLK--NILSFFKI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_069329620.1 AKKLA---------LQLLYIWFT------------------------EK-------ELS-A----------------------------------------ELMNL----------------------L-HQL----QPN-EK-----------D-----QVQQLGRLWL-AED-I----R----KG--------------QF-GR------------LAAAFSY--S------AEPND----L-DYSAM------VEAVR--------QH---A-SS----PE-QIYPF-------------------------------FHW---------------S----EGRVE-F-MR-------------P----DPHHSQPSTSDNRLTKDRAKTTDTNKKTSSRQSKYP-QF-------VPA--YETAILAYF--RRHD-P-------EAFRKGTL--AAQAKAD----F---AN-EG-PA--LRS-V---YV-------KA---------------------------RDELA---TPLS-------K----W-FKR-N-----R-------------------------------------------------------------------------------------KRMPLLALL-AVVL--LVAIG--------G--LSLYG--LKVFG--V-I--TVD--QTT----P----VVEP-TP---EVVEPPT--ET-----VQ-LPKV-----VVTLQ---------------------------------------TPNASTSIT---S-T-T-S--T-DSNAT--GLAFHFAD-RATCEAF--APTK---ATL----MMGNGQKV------DYTQ--L----NAKSICK------APTSSGSDTS-SEPSTND------ST-ATSDDDTASTVD-GNDSSTVTM--VSTTTNNTNND----AKTSESTSG---SDTTDPTD-STDTDATTETGTTDS--------------------------SISS---TTPTEEAEPVSQAQL---------SESN--------------PYTVTIDLPA-KTDSHNINKIK-IDSTEY-VIT-SIMDD--SAT------------T----ETP------------------------------------------------------------------------------------------------
WP_019634286.1 DRDAA-A-------VGECAAAVG------AE----------------RA-------DRA-------AAAL-------------------------------AA-LT----------------------A-RDA-GP--LG-EP-----------------AFGVASGRLG-RRD-----------PE-----------------FR---------AA-LLAAAPA---------RLR----------ARL-G---------------------------------------------------------------------ARW--------------------AGSLP---AR-------------G-GD------------------------------------A-AA---R---AEL--VEVVLRLRR--GGAA-E-------PGL----------------------EA-WA-RS-AVNG-----WF-------AG--------------------R--------RLE---ARFA----G--D-P--A-LRA-------A--------------------------LRDL--VA-EGRGR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067913448.1 LRDRL-----KA--MTTIREAER------RF----------AEAVR-KR-------RDA-E---SLAAGE-------------------------------AL-L-----------AA----------Y-DAP-VVEPAR-DY-----------------LRIRLAALLP-TLP---H--D--------------------LR-AA---LLVRAPDE-VVRDHLA---------QVE----------RGL-D---------------GDEA---A-AV----AV-AGAAF-------------------------------------------------T----TLCAA---AR-------------R-KD------------------------------------GKKV-------ADG--LQAVLLHRL--PDWR-K-------RRLNAVER--E-V-RRR-S------VR-MA-EE--FKR-----WR-------SR--------------------H------CRPRR---GWLA--V-W--S------KPH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_058301504.1 SKLRV---------LRGVYEAMV------------------------NL-------GPV-AALGTGMKSAPDGDDPLGGKVLPADKARSHEAAASPHKEERRF-P-----------------------I-EAY----TEG-EM-----------G-----RIQELVRRFL-KGR-V----H----PP--------------QY-GT------------LLFSFTEW-S--FRT-GGEDR--P-V-SYFDL------LTFIH--------NE---T-EG----TG-ELDNF-------------------------------LIW---------------S----STQPA-F-RD-------------G----------------S-----G----------------K-ML-------KPA--YRNALRKYF--TEVD-R-------KALKDRKR--Y-R-QLT----D---EA-LP-RE--FRR-V---IS-------TI---------------------------REDGG---NPVL-------R----F-VKR-N-----G-------------------------------------------------------------------------------------RSLSLL------LL--VLVLG--T--------TAVFL--FGRSG----R--GGD---------G----SPSP-TL---LPSPSPG--GF-----S-----------VSQSP---------------------------------------------ASS---I-----S----PDSSA-----------APTGSAS--PAGS----------ASPAGSAS-----------------------------------------PSVSASP---------SGSPVSA-SPSP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017589329.1 ARGLV-----GA--WERVSAALA------RL----------D-----RS-------RGA-E---APSLLP-------------------------------EV-A-----------RS----------VLAHR-GT-AVT-VV-----------------GLRGLADRLL-RWH---P--A--------------------HA-AA---ALSGCAEE-VFVAYCR---------AAR----------GRL-TLPPKRGLARWSRSRPG-KP---P-EG----EL-AVRVF----RTALAL--------KPGV-----------------PGEPGGPSE-A----GRSGV---PG-----------R-P-ER------------------------------------S-RG-R-RDRGGRL--LGYVLEPAL--LTWP-R-------HELGKVRR--A-L-DQK-S---------DG-PE--FEA-----WV-------RS--------------------L-RERE-GGGLF---GRLR--R-G--P------RRT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027752538.1 TQECV-R-V-----TLELDAALG------AA----------------TE-------ATA------LARAF-------------------------------RI-P-----------------------Q-IDA-WA-PTL-AL-----------------KRHRLVPAML-RLP------A--D-PR--------------LL-AA---EIGEFDHS-TADGYLR---------AVHRA----T-LSSSA------------------------V-GD----VL-FSHLT-------------------------GLL---AAY-G-------------A----RVRMA---HG------------------------------------------------------------H---REL--IEAVHLHLT--GRWS-A-------PQLERMSR--A-L-ERC-G------SE-LA-GA--YAE-----HA-------EQ--------------------R------LGRLQ---KWSR-------R------RSR-----------------------------------RRR-----PDGSR--------PERG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051807387.1 SLRHV-----GE--MRRARAAIA------NR----------A-----RA-------KGS-E---PRKILL-------------------------------DL-V-----------AQ----------A-KQA-KG-PAR-RF-----------------LESYLPQALL-RVD---A--L--------------------VL-AD---VLPRAPEP-VRTEFCR---------LAT----------QVL-R---------------A-KQ---P-DL----AL-AGALF-------------------------------------------------E----MRAEM---SG-------------R-D---------------------------------------RL-------AAD--FDQVLAESV--AQWR-S-------RDLDRLAE--W-V-DSG-P------VNGSS-GY--FRK-----WR-------EG--------------------N------ARRGI---GRF---L-P--R------RRG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017576279.1 AVRVL-----EG--WEGARPALR------AL----------A-----RAP------DGE-F---AQEGPW-------------------------------RV-L-----------RE----------CSERA-HP-AVR-EV-----------------VRRRAAETLS-ARR---DP-D--------------------TL-AG---ALGWCPAA-VLDAYAD---------RVG----------RAL-V---------------G-DG---P-DP----AL-AASVFAAARSHAWPRDTGPRGAGDPGAGQTGAGGPGAAWSTVSEPGHAAGGAALV----SRGSV---PG-------------A-AA------------------------------------D-RA-------ARL--TDEVLSPVL--STWG-R-------RRTNAVRR--L-L-PA--A---------LA-AE--FDV-----WL-------RG--------------------V-RG---PGPLR----RWW--E-G--W------DR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013237261.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026414948.1 DADAA-I-------VRAHAEAVT------AE----------------KP-------VDA-------ARAL-------------------------------DG-L--PR-------------------------AG-RLA-VR-----------------AFESAAERLE-RRG-----------AA-----------------FR---------AE-LLAAASP---------TAR----------ARL-G---------------------------------------------------------------------VQW--------------------TGGPG---AR-----RR-R----G-GD------------------------------------S-ER---R---DEL--VEVALRLRA--RGVR-E-------PAL----------------------EE-WA-RG-AASG-----FL-------AA--------------------R--------HLE---SRFA----S--D-P--G-LRA-------A--------------------------LKAL--LD-DARRG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020509485.1 ARARIDLLAHAASWIHRLSRQRK------DY----------A--------------GPI-G---EFRKWF-------------------------------A---------------A----------L-AAA-DQ-RLV-EA-----------------VLAARFDEMY----------P--------------------PV-RA---RLLVGMPG-LRHAYCA---------GLS----------QRL-S---------------R-RE---G-DV----ET-ALAAL-------------------------------------------------VTLAGVARLN---PT-------------P-PV------------------------------------R-TA-------AGE--LDGVLRRSV--GRWNGR-------AQHRLLDM--L-A-LDH-Q------PA-TV-AW--IAQ-----WM-------EQ--------------------L------SPGML---GRV----------------------------------------------------------RGLLGRGR--------------------GAPEGARAGWWGR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ADI12266.1 DRASL-L-------LLEFARDLR------SR----------------HA-------EPG-----WAERAL-------------------------------SL-R-----------AT----------A-EPV-EP-TVL-EH-----------------AFGALADRVL-SED------A----PD-G------------EL-YA---LIHSEDLA-LVAAYGR---------AARSE----R-VQDRL-R---------------T--------EP----AY-VAECF-------------------------------TAW--------------------SSHPQ---AG-------------G-AW------------------------------------Q-ET---R---TAL--LDSVLRPVV--RTLP-A-------ADIASVER--C-L-ERT-S------VR-WA-DE--FRA-----WN-------RP--------------------G--A---FGRIG---RRLA----G--R------RRK-------GA-----SEGQ--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_072333059.1 LTLEL---------WAAVYRVLT------------------------LE-------RGG-E------------------------------------AKASAA-------------------------L-AKL----GPL-EL-----------E-----RAQAFLRGVW-RNG-M----P----RT--------------AF-SG------------VAYSFYR-----GG--AEHGGWGS-F-DFDPM------LDYVA--------ES---A-DS----KE-TVYAF-------------------------------IEW---------------S----ASDER-F-TG-------------P----------------S----------------------G-GI-------DPH--YRAALNRYF--DRYD-S-------GALRQKPV--R---QRL----M---AI-GN-PA--FVA-L---FR-------EI---------------------------NTRQA---PSWQ-------R----L-LWK-R-----R-------------------------------------------------------------------------------------KPLILAALL-AAAL--LIVLP--------L--IWTPV--GAFI-----T--RPV---------P----ELQV-AE---LPERTS-------------SDTI-----TVKAQ---------------------------------------------------A-A---D----NYDRM--PKIYVNGV-LAGQGEV-------S-REV----VLAAGINT------------I----TVKAENK-----------------YGRSPET---------VTRTVILE-PAI---------------------------------------GPKLP--P-PAAAGPTNGAGGAAG---------------------SDTARTET-------SNVKGESTPPKG---------SR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052503686.1 LKADQ-A-------VEELAAALT------RA----------------RG-------ADA------------------------------------------------RL-------RS-----R----L-TAL-PR-AVV-RT-----------------HDTELLSALL-VNR------H----PA-G---------------VL---EHLTALPE-LTAAYAQ---------RLLAL----V-RRP-G--------------------------EP----WH-VAVAF-------------------------------ALA---------ADPGA------PPELE---PD------------------------------------------------------------L---RRQ--LAQGVRRWL--GRAE-E----RPVAAAEELVT--G-L-RRQ-----------RLTAW--WQQ-----LV-------AD--ARKPGLLSRLWH-RKG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037715874.1 LRDAL-N-------LLIHAENIR------AG----------------EV-------EPG-----FTAYAI-------------------------------AL-R-----------DR----------A-RPL-ED-TLE-RR-----------------LSRNLAARLLVGRP------R----PD-SGAASVAGTLLTEEL-EQ---LVRSGDEE-LLATYEA---------EARSA----V-TADRV-G---------------R--------HP----VH-LAACF-------------------------------VAW--------------------NSFEG---LH-------------P-AW------------------------------------D-RV---R---LRL--LDEFLRPTV--RKLP-D-------TVLAEAET--C-L-TQA-G------GS-WS-DR--WRR-----WY-------RP--------------------G---------LG---RRWA----R--R------RGG-------G------------AGGTARPPRTWRDTDPGTVEARPEGEEL--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KPI13878.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_017569953.1 GRRVL-----VE--WAKVRPVLV------AL----------R-----AA-------DEE-R---IPDRLA-------------------------------AV-Y-----------GA----------V-RET-HP-AVE-EN-----------------AWRLVVRVLL-GWR---RC-A--------------------LL-AE---ALRDCPTE-VFEAYCA---------AVA----------LRL-A---------------D-DR---P-DT----TT-AALVY------LVAR--------DVAL-----------------AGH--GRAE-H----LDAAV---LA-------------P-AV------------------------------------G-RG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018657913.1 ARDAH-A-------VRACATAAT------AD----------------DP-------GTA-------AQAL-------------------------------TT-LTNPAHDGSERFPGTEADGADRGRG-SGA-GA-GVV-AA-----------------AFGVVAERAE-RRT-----------PG-----------------YR---------AA-LLAALPA---------DAR----------DRL-A---------------------------------------------------------------------AAW--------------------MRRLA---GR---------------GN------------------------------------A-ER---R---GEL--VEVVLRLRA--SGGR-A-------PGL----------------------ED-WA-RD-TAAG-----WL-------RG--------------------R--------RLD---ARFA----G--D-P--A-LRA-------A--------------------------LRAL--VA-EGRGR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053558754.1 DRAAL-L-------LLEFARDLR------AG----------------GA-------EPG-----WVDRIL-------------------------------GL-R-----------RA----------A-EPV-NP-PVL-EH-----------------VFGRLARQLL---H------A----PG-PG----------REL-DD---LIRGNDAD-LCAAYEQ---------AARED----S-VRDRL-R---------------R--------DP----HY-LAARF-------------------------------VDW--------------------NAHPQ---AG-------------G-AW------------------------------------G-KV---R---GPL--LDGVLRPAV--RALG-A-------QELAAVEA--A-L-TER-G------GR-YA-ED--FRA-----WN-------RP--------------------G--A---LSRLG---LRFG----S--RDN--RTPGR-------R------------RGGDS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EQD81319.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052433373.1 PAAPG-R-------FGRLGKLLG------GR-------------------------GPG-R--------------------------------------------------G----DG----------G-RSV------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_012102064.1 YNKDI-P-------LEEYNNIID-YID--KG----------------SI-INLI--CRN-----VLEKLF------------------------T------DF-E-------------------------EKI----GIE-DA-----------E-----KENYIIEKSV-DIK------N--------------------RF------KIKTPLST-VELLYIG--N------KIQNS--K-E-DNKVT-L----LKKIK----I---DF-----SN-MD-EY-KYEGY-------------------------------LKW---F--LSSICVYL-K-NA-GEHFK-V-KK---ILWC------E-VY------------------------------------S-GI-----F-YNV--YMDTLEDII--FTKK---YK----DVLRAYGI------EGY--------------TV--FLD-----FI--IAVF-KN---------------------------MESME---EEAE-------E----I-LDN-------R---------------------------------------------------------------------------I-------------------------IDILT--R--------ISERK--LKEYD----S-----------Y-------FTEK-IK------------RL--------VQVK-----QIITK------------------WQYIM----------------------TSV-----H---E----KNKNK--SRFKFFKK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040373124.1 WKIRV---------IQQAQDILQ------KG----------Y-----PR-------ESD-----------------------------------------------------------------------RHA----HQP-YF-----------T-----QLQMMLLKGI-PDK------R----IV--------------QL-TE-L----------TAFCFLN--K------DQNQT-NL-Y-RYDDM------LSYVH-------------K-NG-GG-LE-GVRQF--L----------------------------FTF---------------S----RLDDG-L-ME-----------------------------------------------------E----------DPD--YKRSVQRYL--HNHA-L-------EIFENKRT----L-KRW-Q--D-N-AQ-LK-SL--LDR-V-K-YE-------RM-----------------------------------SGFR-------K----F-IYT-N-----K---------------------------------------------------------------------------K-----------VLISGVM-------LAVLT--C-S-A----LTVFT------M--Y-K-------------------MNEA-EK---DKEASEE------------AAAL-SP--ILFIK---------------------------------------------EIK--------------SVENQ-----------TVELHAY--DKET---AKI----EKSSQQIT--I---SYLG--Y----VYTLDTK-----------------WATVDKE-KEIISF---QRIDSSHSPDM-------EKLA-EISEKKKGQEE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075690388.1 SNKHL-I-------LIVLNDLFS------------------------TP-------TFP--------------------------------A---------DL-----------Y-------------L-KPS----IDQ-NR-----------E-----QLREVMKKVL-SKD-I----S----KQ--------------YF-EH------------ILFAFDD---------NQGGI------HYSQL------FNYLS--------KH-----AD----DQ-IMLAF-------------------------------INW--------------------NLKNG------------------------------------------------------------SP-------DFD--YHRSLKNYL--IYNT-N-------SIWKKKAV--R---KEL----L---NT-PN-YS--LKK-I---LK-------DV---------------------------QNETA---SGIV-------K----F-IKK-Y-----G--------------------------SHRS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067491281.1 ARDAA-V-------VRAHSDALA------AD----------------EP-------EHV-------ARAL-------------------------------AT-I---------------C----------AS-AA-HLA-EE-----------------ALDSVAARLV-RRA-----------PA-----------------FR---------AA-VLAAASA---------PVR----------ARL-G---------------------------------------------------------------------ACW--------------------TSGLP---DR-PHRADH-A----P----------------------------------------------R---HEL--IEVVLRLRR--RGVT-E-------PGL----------------------DA-WA-RA-AASR-----RF-------AA--------------------R--------RLE---AHLS----G--E-P--G-LLA-------A--------------------------LRELLDQD-PGR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_076820656.1 ADEVV---------MRHLSTERK------AA----------A--AR-KR-------GPV-Q---EAKVLS-------------------------------AQ-I-----------GG----------L-DPV-DA-QGP-QH-----------------KLNRLLEDLH-REP------D--------------------RL-VA---ALSVLVSR-ALDSYLY---------SVD----------RHL-R---------------P-DSV--A-RL----DI-AVDLY-------------------------------------------------YAQY-VLSGN---PA-------------Q-AA------------------------------------R-DT-------ADR--IFEFLEPRL--VEWP-L-------GRLKGVEA--G-L-GRL-D------AG-AA-KN--FAD-----WR-------DL--------------------S------AGGWT---RRK---F-A--E------RRL-RKEE------------------EREEEAQKAA-QAAK--AGKSRKGG--------------------PDKSGKGPKGGGR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020464398.1 ARATI---------TRMTTVRRR------LA----------A--A---T-------GPG-R---QAAVLT-------------------------------A---------------G----------L-DRM-PE-TQR-AH-----------------HLSKLTDLLN-KAP---A--G--------------------DL-PE---IFASCPAE-AVEHYLL---------DVD----------TYL-R---------------A-DR---A-QT----DI-AGRLF-------------------------------------------------YAVV-ILRRN---PS-------------R-KV------------------------------------R-VV-------ATV--IEDRLLDRL--ITWH-W-------QDLRALHV--W-I-RKL-D------PA-VA-TD--FAN-----WR-------DL--------------------N------AAGWL---RRT---L-T--R------RRL-EKEADAPR-----RAAEKKARAERKAAAEKKA-AAAQKAADKKRSGS--------------------GGKNGKNGKSGTEAQGKAAAKKRNPR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_010696001.1 WEEDS-R-------LRSWLSTFT------RK----------------GA-------ETD---------------------------------------------------------AG-----A----L-KDV-SE-EVF-TA-----------------RADQIIAALI-GAA------P----QA-T---------------LD---ATEQGGEQ-LQKMLVH---------ALPAV----W-NDEQA--------------------------EPSRRDQA-VVLAF-------------------------------LTA-------------W------HDTTS---EE------------------------------------------------------------V---RKV--FDKALERWA--GKQK-Q----SDYRRISKLLR--G-V-AAE-----------DA-AA--WHE-----WL-------QE--YSQ---------------Q----K-PKPTR---TREL----A--R-R--L-FRR-------R------EK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
EDK33704.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014695139.1 ARTHV-----EQ--LRAAREMIR------SA----------S-----PA--------------------R-------------------------------AV-V-----------DY----------F-GHV-GQ-PAR-AW-----------------LGSQLPALLV-TQD---A--R--------------------AL-AE---LLPAVPPE-IRRHYRD---------QLS----------RTL-D---------------R-RP---A-DL----AV-AATTF-------------------------------------------------E----LLHT-------------------H-P---------------------------------------KR-------YAE--LDEVLTATV--ARWK-T-------RDLDDLER--F-L-AKS-T------IKGLP-GY--VRQ-----WR-------ET--------------------R------VPGRF---SRF---L-P--R------KR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KAJ53559.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_034382650.1 AEATL-I-------AARLPSAPT------PV----------------DA-------ASA-I-----DRLT-------------------------------DL-T-------------------------REG-NA-ELA-EL-----------------TRATAAKVLA-TRD-----------PR-----------------FR---------ST-VAKAVTD---------ATR----------RWL-I---------------------------------------------------------------------PEW---L----------------KPRRN---RD-------------------------------------------------------QQ-------MAL--LEIAIRMRV--AGVI-E-------PRL----------------------DA-WA-RS-EVNN-----WG-------RF--------------------G--------SME---ARFK----Q--D-A--E-LAA-------G--------------------------LREL-----AGQRR--------------------------------------RLFGRGER----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_012851763.1 LRRRA-----AA--VRWVRQTAQ------AF----------T---R-AS-------GDE-E---RIKAAA-------------------------------AL-V-----------AG----------Y-HGP-AA-PAR-DY-----------------LLLRLSELLP-RLP---G--R--------------------QL-AR---QLGGASDE-VRRACLE---------GMD----------RAL-D---------------GEEK---T-AV----TA-AANAF-------------------------------------------------V----LLHEA---TA-------------H-GL------------------------------------G-EV-------AEV--AERMLAQRL--PHWR-G-------RRLRAVAR--A-V-GEH-P------GL-TA-GQ--FQR-----WL-------ER--------------------H------RPPAR---NRLPHLL-W--R------RRERK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067457622.1 GCDAT-V-------VQAHADAIT------AD----------------GP-------QGA-------ARAL-------------------------------EE-M-----------TG----------V-AGA-NA-RLA-DA-----------------AFTGAARRLC-RRP-----------PR-----------------FR---------AA-LLAAVST---------AVR----------ARL-G---------------------------------------------------------------------GQW--------------------TAELP---GR-A-RAGR-APLR-A-AE------------------------------------I-EQ---R---NQL--VEVVLRLRK--RGVT-E-------PAL----------------------ET-WA-RA-AAAR-----WL-------AG--------------------R--------QLD---SHLA----G--E-P--Q-LQA-------A--------------------------LKDL-----LAEAR------G-------------R-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027623024.1 EKSKL-S-------LEQYSKILK-YIY--KN----------------LS-YIEV--NKK-----LFEEVI------------------------C------CF-E-------------------------EEI----SVE-NV-----------E-----MVSNAIEEVG-EIK------S--------------------KY------KISTPCNI-TELICIH--K------KLISD--D-F-KNKRA-A----IGNFK----G---DF-----SY-IS-PS-KYEEY-------------------------------LKW---I--LPNLNIYL-L-DY-SDHAK-V-TK---AFLC------E-EY------------------------------------R-DV-----Y-YKV--YTDTIVNIL--NEKK---YK----NMLKDSSK------EVY--------------EI--FLD-----YV--IFIL-KN---------------------------KVDFE---ENMD-------Q----Y-AED-------K---------------------------------------------------------------------------I-------------------------IHELP--T--------INERK--MNSYD----K-----------Y-------ILQR-IE------------DD--------RNKN-----LILKE------------------WKNIK----------------------KKA-----F---E----KSKIR--NIMAFFKK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073719114.1 VRGAL-L-------LLDFARQVR------SG----------------TS-------GPG-----WAERAR-------------------------------SL-C-----------AL----------A-EPV-EP-AVR-DR-----------------AFGALTDQLL-APD------R----PE-A------------EL-YA---FVHSDDGD-LVAAYDR---------AARAE----P-VGRRL-R---------------S--------EP----AY-AADCF-------------------------------NVW--------------------TSYPH---AG-------------R-PW------------------------------------T-TT---A---SAL--LNEVLRPAV--RAQS-P-------ADVAQIEA--A-V-GHA-GS-----SG-RA-DA--FRD-----WN-------RS--------------------S--T---LGRLG---RRIA----G--R------VRR-------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089295102.1 SRARV-----LD--LQGAVKMVR------LA----------E-----QT-------GDG-K---LPKLAR-------------------------------DI-I-----------ED----------L-RAL-EP-PAG-PW-----------------LAGQLPAILL-RLD---G--T--------------------TL-SE---LLLKVSSE-TRRRYRE---------RLT----------ERL-Q---------------G-RT---A-DL----GL-ATHTF-------------------------------------------------E----AFHLL---TG-----------P-Q-P---------------------------------------DH-------ARK--LDDVLTATV--ARWR-S-------RDLDSLEQ--L-L-SHS-K------VKGLA-DH--VAE-----WR-------EA--------------------R------VPRGI---GRF---L-P--R------RR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SFN59903.1 ARDAA-V-------VQAYAEALA------AG----------------RG-------EQA-------ARAL-------------------------------AV-L---------------AD------P-GEA-TA-RVA-DG-----------------AFAGAVRSLT-ARP-----------PH-----------------FR---------SA-LLAALPE---------AAR----------ARV-G---------------------------------------------------------------------ERW--------------------ITGLG---ER-A-RAGR-S----P-LR------------------------------------P-SEVAER---NDL--VEVVLRMRR--GGAR-E-------PGL----------------------ER-WA-AA-ASAG-----WL-------AA--------------------R--------QID---SHLA----G--S-P--G-LRE-------E--------------------------LRTL--RA-EGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071386702.1 AQRRV-L-T-----TLELDAALR------TT----------------RE-------ATE------LAQVF-------------------------------AI-Q-----------------------E-ADM-WA-APH-AL-----------------KRYRLLPAML-RLP------A--D-IG--------------RM-SA---RCPDFGHS-LLDRYLR---------AVHRA----A-TETGR------------------------V-DD----VR-FSHVA-------------------------AVA---AV----------------R----TTGLV---QA------------------------------------------------------------H---RDL--VDAVRRHTG--DHWR-P-------ADLERLER--A-V-QPH-H------AQ-LA-DY--YRG-----CA-------EA--------------------R------LSGAR---KVAN-------K------VSS----AL-P--------------------------FRRR-----SGKSK--------GE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073375663.1 AARAL-----HD--REALDGVLS------AW----------S-----RTVVSDAGVGGA-G---PDPGPW-------------------------------SL-L-------------------------DRA-HP-APA-DV-----------------CLRSVAAVLL-DRA---AP-R--------------------TA-AR---VLGACPAE-VFVAYRE---------AAV----------QRL-C---------------D-DP---P-DA----DT-AARVY-------------------------------LTWLG--------------------------PG-------------L-GP------------------------------------E-RA-------ATV--EREVLATAL--EGWS-R-------RHAGRVRR--R-L-PG--E---------EA-AG--FDL-----WV-------RG--------------------H-RS---RRGLF----RMR--G-G--D------RR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030172525.1 ERNAA-V-------VQAYADAVG------AD----------------RP-------APA-------AAAL-------------------------------RA-L-----------AG----------T-DDA-SA-RLA-ER-----------------AFTGAVRGLG-RRP-----------PG-----------------FR---------AG-LLAVLPP---------PLR----------ARV-G---------------------------------------------------------------------EHW--------------------VAGLR---DT-A-RTGR-AALPGG-AA------------------------------------A-AE---R---NAL--VEAVLRMRL--RNAR-D-------PGL----------------------ER-WA-GA-TASR-----WL-------PG--------------------R--------QLD---RHLS----G--L-P--E-LRA-------E--------------------------LDALR-AGPAARTG------G-------------R-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013237251.1 HGDDA-A-------LESYKGILN-YII--DN----------------LN-MHIV--DKK-----VMEKFI------------------------T------DV-E-------------------------EKL----SID-NA-----------V-----EENGLIETIL-KLK------R--------------------KY------NITTICNI-SELLYIG--K------RIENP--D-M-DYNEK-L----LKKVK----Y---NF-----SH-MS-EE-KYREY-------------------------------LSW---L--LPNILVQS-S-GS-AGHIK-V-KK---TFFC------S-KY------------------------------------E-DT-----F-YDV--YVNGIEDIL--FTKK---YK----NLMGSRYN------DRY--------------KI--FLD-----FF--ITLY-KN---------------------------KKNLS---EERE-------N----I-IYN-------R---------------------------------------------------------------------------V-------------------------IEILI--K--------ISQKK--LKEYT----A-----------Y-------IVDK-TS------------KL--------KNQV-----YIREK------------------WLEIE----------------------KEA-----E---E----KGKKK--GILDLFKK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052352962.1 MRNYF-V-------TITLYKLLS------------------------NP-------SQA--------------------------------A---------YV-----------S-------------L-NSL----GRA-DR-----------E-----LLRDTLKELL-TK--V----T----PD--------------QF-PV------------FIIAFST---------DTGEV------DYRGI------IKHLV--------QF-----CD----EK-TFVAF-------------------------------IRM--------------------NTKWL-------------------------------------------------------------V-------NKQ--YKTELKNYL--INHP-Q-------SLWKNKSF--R---NQL----K---DI-PN-GS--LKK-L---LK-------EV---------------------------ETETA---SPIV-------K----F-FKK-N-----G--------------------------IKLL-----------L-----------------------------------------------------SLLA--VGIVG--G--------GAWFG--VDHFL--G-K--NPK---------P----VASE-NK---NKKETSD--SA--------KQTI-QK--ISLDS------------------FLKWDFAEPE-----------------KPL-----E-V-K--L-GKQSR--QIKFSLDK-SGLRGLL--ILDD-K-EPW----EFPLS-TT------DFKTS------LVESDGS-LKPGYSIYIKEHNFG-QKNETGK---------LVIAVSDRKSES-YVWVYKEPSN-NTNSD-PLELVK-SFKGTSDVQLE-G-NKLILSPS-DSYEYPFVEQASSNK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030386043.1 LRPSL-L-------LLELARNLR------TG----------------AA-------GGG-----WVRQAL-------------------------------DL-R-----------------------S-LDP-EP-GPR-ET-----------------AYAALCVRLL-AADR----------PD-----------------SELRALVESNDAE-LLAAYRL---------AARKP----A-VLDRL-R---------------L--------DP----GY-VADCF-------------------------------TVW--------------------S-SQP---QA--------G----P-LW------------------------------------Q-EA---R---SDL--LDGVLRPAV--RSLA-P-------AELAEVEQ--A-L-ARL-G------GR-WA-DE--FRG-----WQ-------RP--------------------G--------AFGRLRERWG----G--R-R--D-IGH-------G--------------------------SGGH--GG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093149955.1 WEDDG-R-------LRAWLSTLR------RK----------------GA-------E-----------------------------------------------------------AG-----S----P-GEI-AE-QVL-AA-----------------RAGKVVEALL-ACP------P----RA-A---------------TE---LVVSSGEQ-LQQTLVR---------ELPAV----W-NDENA--------------------------DPDLRDRA-VVLAF-------------------------------VAA-------------W------SDDAT---GT------------------------------------------------------------V---RAA--FDRELEAWM--HAHK-Q----SDFRRISKLLR--S-I-EAE-----------HA-TV--WHE-----WL-------RE--TAQ---------------R----K-PKQAR---TRQV----A--R-R--F-FGR-------R------ER----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067777628.1 LRKKG---------FFLVSPILK-Y----------------------AS-------NPQ-----------------------------------------------------------------------KPA----SYI-RL-----------P-----RLRNISDNAL-LID-----------PD-A-----WQC----KF-KQ------NGDFD-IYAVSCE--T--AW--PINDR-LE-Q-AFASI-V-----------------AK-----RP----NR-QAASL-------------------------------AEF--------------------------Y----------------G-VL------------------------------------S-SI---K-S-SSE--ARQSTEKHV--DRYD---------TILNDAAF------DRF-A--T---KK-LN-----IKS-Q---YT-------SP---------------AT---R------RSEID---KQAG--Y-A--K----V-MQA-----C-R------D----------------------------------------------------------------------------------------------YITKQ-----------LEVEY--NRLSG----E--VSE--------------IQLE-------------------------LDTI-----TLHNN---------------------------------------------------------------------KLTWLFKE-VPKEQPA--TTTR-P-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OLA86335.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_019061048.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_010585440.1 DRMET-P---NR--ISDLWIACG------DD----------S-----WP----I--DAS-E---WTPAST--------G---------------T------PI-------------QC----------T-QSL-TS-QVQ--------------------KVLDLPESYL-ESH------S----PV-T-----LTI----SF-SG-EEPNVTVTAK-LTGLFHS--G------GLLEQ------IKKKL------LSELS---------------SE-L--TI-NLSDF------------------DGHK---------IEL---------------Q----PLKNL-F-EN-------------E-DK-------------------G----------------K-QA-------IAA--LQSQISNFV--NTQI---------PKLRKEDK----I-TQA-----------RT-DQ--IDQ-I------------ET--------------------Q------LSALP---SKLA-------E----L-QKR-H-----K-----------------------------------------------------------------------------------------------------QLITA------------------ENIFN----T-------------------IRLK-------------------------SLSI-NY--TLFRL---------------------------------------------NKQ-----H-L------EKCCT--APLIDFNE----------REAK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095414977.1 VSNEL-V-------VVPVAPRLD------------------S-----RP-------STE-S----------------------------------------RI-R-----------------------L-YVV----QYS-DR-----------N-----KVPDADVFYI-PPD------G--W-PK--------------RF-RL----------------------------GLKDQ----K-EVPAV------------------------P-GG-------IALQL-------------------------KTE---HGW---------------E----GNIPE-Y----------------------------------------------------------RY-------RRS--DKTLVILTI--EGKG-N----G--VTIQTKPP--D-D-AKE-E--L-R-EP-IP-AK--LGF-----WV-------EK---------------------------GAQLP-R-RVWV-TM-V--E-L--E-ISQ-S-----K------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OYW70936.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OHE80810.1 GDDLL-K-R-AG--MFAKARRMT------HF-DSYWDNSP-K-----RK-SGKA--LPD-----WEDYAD-------------------------------YL-K--DV--CLEL-MD-----VLY--G-ARV-QP--SE-ES-----------------DIRKLLQEVA-DKN------M----AG-----------------FS---RIPSRIEG-LFGAKFK---------HRKYD----V-VIDNP-R----RGGKG--------EP---D-QI----TV-KRDRF------------------DPFA---------KAW-------------E-H-IF-SDANA---AK---LIPL------R-LS------------------------------------S-PQ---Q---QKI--QQQRIAQLA--REIE----------QLKKGKE--T-L-PKS----L---DQ-IG-EV--WLE-----WE-------PR--------------------P------GETVP-L-ALFK--K-N--K-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OYW74544.1 FGPSL---------FAKLTEMIV-FSK--DG-KL-------------TA-------IPE-----ELRKSP------------------------D------GV-------------RI----------V-ARS-KD-GVQ-VL---FDLRLI--P-----ISSASSRPIL-TQA-I----E----TT-----------------VD---NASTVTLN-LPAGFLS-----RL--HIVGQ----Q-EPPYV-L-----------------RL-----DG----PA-TQKKF-------------------------------FTL---K-----------S----VGDSA-F-QV-I------P----P-KI-------------P-----G----------------S-PV---Q-N-RTI--IEKEIKELE--AGIS-K-DV----ADLAENES------RKM-S------PA-QK-TE--RKK-F---YA-------KC--------------------K----A-DKELK-L-QELQ----T--K------LQN-----L-G--------------------------GKAP------------------------------------------------PPFD------LMPGNY-------ILLLE--Q-P-N-K--PELCQ--LKVVL--P-S--GHS---------P----SKPT-NP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
CDE84522.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_051387685.1 WEEDS-R-------MRSWLTSLR------RA----------------KT-------FPE---------------------------------------------------------NL-----Q----L-QGI-SE-HVL-QA-----------------RAEEAVQQLL-GVS------L----SA-A--------------------AVVSSGAQ-LQRMLVR---------ELPKT----W-LDGSA--------------------------EEQRQHRA-VALAF-------------------------------LIA-------------W------SDDSA---TE------------------------------------------------------------V---KAG--FDQALEAWA--RSHT-Q----ADYREVSRLLR--E-A-GAD------------V-SA--WHE-----WL-------RE--LYR---------------G----Q-TRPKR---SRIA----E--W-LAHW-MRR-------S------QQPR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_088943649.1 FDDTV-A-------IRQIYRHAD------ES----------------TA-------REG---------------------------------------------------------NP-----A----M-HDF-AD-RVG-PY--------------VAFLIPEVGNLMV-SAQ------D----QR-A---------------VI---RLERAVGH-WAETCID---------YALER----I-ATDQG--------------------------DA----KA-VMWAL-------------------------------SLY----------ES--------GTDRQ---HA------------------------------------------------------------A---GRD--YLVALGD----SRDG-R-------HRLESARR--V-L-DPS-----------WL-PI--LDA-----LL-------DD--AKK---------------G----R-LGRNL---VRGG----K--R-L--F-SKE-------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_005986730.1 AAQVV-T-------ATKYCRDAA------AY----------------S--------RRP---------------------------------------------------------NP-----Y----L-STV-LT-YIP-AM--------------SPLMPDFLGQIIL-TSP------D----TV-G---------------VS---HLVGASET-WARKSVH---------YFLST----RPSTVRE--------------------------TA----NA-VTWAL-------------------------------KAM----------HG--------PLESP---SK------------------------------------------------------------G---AED--FLVEVSD----DRAR-R-------GLVSQAAKENL-I-NQQ-----------TF-GA--FEN-----FV-------KE--AKK---------------G----R-LKRKL---TKAA----S--G-L--L-NIK-------G---QD-N-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_026408761.1 TSAEQ-PAH-AR--IHWLMLAAR------TP----------A-GGP-RP-------VSG-A---ALRGHV-------------------------------ET-F-----------ER----------L-QDA-LR-RCR-PW-----------------EQEVNAGLRA-LHE---D--R--------------------RA-HP---LLVAYADT-LAKA--------------------------AL-R---------------A------A-DY----RA-ADA--------------------------------------------------------VVSDL---TE-------------R-AQ------------------------------------R-AV-------AHE--LDRIVREGL--GKTD-V-------AVLESAVH--L-A-GDE-D------SP-LA-VA--AGDAVAAFWR-------DV--------------------R------MRGVR---QRLEKEL-E--R------RR-------------------------RLDLLDQI--------RALEGHST--------------------AARLGNSVQRGLR-----RMRRRGKI----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_065063837.1 LGDVE-Q-------IERLYGEAK------RA----------------AD-------DDQ---------------------------------------------------------NP-----A----L-HDF-SA-RVS-QY--------------VGLFCPEVGKLLV-QSR------D----RR-G---------------TQ---RLERAVGD-WAAPCIE---------TALDT----I-AGRVG--------------------------DV----EA-VEWAL-------------------------------SLY----------ES--------GTEIQ---GS------------------------------------------------------------A---ATE--FLLTLID----SRSG-R-------QRLDGARE--R-M-APS-----------WI-PV--LDQ-----LI-------EE--SKR---------------G----R-LTRNF---MRGS----R--R-L--F-NKE-------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_095969334.1 LNEMR-F-------LSRAYAAAN------QS----------------ID-------FPE---------------------------------------------------------NR-----A----L-DEF-AA-RIG-SC--------------RSFFMIEIGSLLI-DAR------D----TR-A---------------LR---RLIREAGD----VCGT---------AMTEE----L-RRRFE--------------------------RE----PA-LTLEV-------------------------------ALF----------HSVE------GLGIQ---AD------------------------------------------------------------S---ATD--FLTELAD----SRES-R-------TQVEDLKR--G-L-PDE-----------WA-GA--WDE-----LL-------GE--SKK---------------G----R-MARNL---VRGG----K--R-L--F-GKE-------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_058624998.1 SGALG-E-------LIAQIPSPL------DR----------------LR-------WKK---------------------------------------------------------DR-----S----A-P----P-ERK-ND--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094360273.1 LQEVT-E-------AGRLAVKAK------ED----------------P--------GVP---------------------------------------------------------NR-----Y----I-ARF-AA-CMP-RM--------------APYLADYLGAVIL-DSP------D----RA-G---------------AK---RLHRASGD-WADVAIL---------DSLER----RTVTTQS--------------------------LA----QA-LEIAL-------------------------------GLR----------RD--------P--AT---RD------------------------------------------------------------V---GED--FLISVLD----NRHL-A-------KHLDKSAE--M-L-RKS-----------CR-AE--LEE-----FE-------KE--ARK---------------G----K-VGRDL---RRVT----R--M-V--M-G-R-------G---KG-D-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_091450228.1 QHDDS-V-------LRSWLAALP------NL----------------PK-------TP----------------------------------------------------------GA-----V----L-GEL-DP-KVL-EI-----------------RARTLAAALL-DRL------P----PA-T---------------AA---AVLKSAKSGPQEALLD---------ALMAA----W-GQPRS--------------------------GP----HA-VALSY-------------------------------VCA-------------M------VATDR---AA------------------------------------------------------------E---R----FEVKAGPWI--RAAG-S----DSLAVVEVDLT--A-C-GGD-----------WV-AQ--WRA-----YVAAARAIRRK--HAK---------------P----A-PKPAA---EPKK----P--G-R--F-FGR-------R------GDRS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OGV44577.1 SEKEC-Q-------WLALLQRLR------ER----------------KS-------YRE------------W-----------------------------PA-------------------------A-EPA----EGG-EW-----------E-----VLKALLTDWL-DCG-W----D----AR--------------KL-LE------------PLRSLAQ---------TSAAG----I-PLEPI--------------------------PE----AA-DVDAL-------------------------------MAY--------------------CQNAL-I-AA-------------P--------------------------------------------------ASD--IRATVQKMC---------------------------L-EAQ--------TP-FA-GA--LAP-L---FM-----L-ET--------------------G----K-GLDLG---LRYG----D--S-L--F-IVM-E-----E------H-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_007064688.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_013655639.1 NYEAI-K-D-----YQKLKTSLE------------------------AM-------SPK------------------------------------------HI-K-----------VN------------KAV--------QK-----------------QIQHFYKQTV-KKE---------------------------DF-YM------------LVYAFLE--P-NKEA-YSEEM-WR-L-NLTKV------LEYLY-------------P-IS----PA-IMLDF-------------------------------IIW---------------S----KGQEI-Y-MN----------------------------------------------------------------KTS--FDTTVIRFF--TKLK-E-KE----GKWPKELA--K---QKL-E------GQ-LK-----TKT-L---YV-------KL---------------------------NKAMQ---PAII-------K----L-LSQ-Y-----G---------------------------------------------------------------------------------------KTIAITC-------MILIG--C--------AGVGI--GGYFA--Y-N-----------Y-------YLAP-PP---SIDTTAA--EL--------EQSI-----KLPVN-----------------------------------------------------E-L-G--L-PEDQV--KAQLKLLE-ENNKKQN--ETDE----------TNKDKQGE------------A----DVKEEKT-----------------QPSVNDK---------EQVKTPAETETK---------------------------------------SETPDTSQ-NDNKKQENTSSHTGN-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AMV18442.1 DSSTL-R-------LSNIQLTFK------GE----------P-----LP---LI--QGE---------------------------------------------------------AG----------A-PRW----DLS-QL-----------------TNGKFQQLWL-KSP------N----SA-G---------------PK-------SPSS-MILDFES--T--PSL-AVENN------KHDAE------QETLN-------------K-DR----SE-IVKQF-------------------------AL----RDF--------------------DSKVL---AP-------------------------------------------------------KY---T---GEL--SDSDVERFI--AGVE---------GSVSSAKT--H-W-RGE-D--K---NR-SD-EE--AGK-----YA-------KD---------------------------LREKA---GRYL----E--D------LKK-------------------------------------------------------------------------------------------------------------VVHHG---------------------------R--ELS---------P----LQKE------LRVESAM--VQ--------IRMA-----PVHPP--------A------------------------------------DSS-----G---A--V-PGGEF--FDLFRFKG-KTAAVKV--GKTG-K-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053241483.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_092053099.1 IDGDL-----GE--VAISDATFS------------------L--------------GDS------------------------------------------KV-S-----------------------C-EGV----PVT-----------L--------SASGKSEKWL-GKV------R----LD-G--T---------GI-FQ-L-RLSEAAKG-IESQLTG--S-------------A-L-VFSPT------IELVN---------------EG----NQ-MLLTC-------------------------------TKL--------------------NQGSV-L-NE---------------IW--------------------------------------EV---S---KKA--ISTDIDRPM--KSPD---L-----GFLQLISV-----------------KR----QA--IEK--------------RT--------------------H------AQTMQ---GNLN-------R------INE-------R-----------------------------------------------------------------------------------------------------IIEIE--R--------ASANN--QGSGG--N-S--------------P----IPTG-RP----------------------ADNL-----VVLRN---------------------------------------------MAA-----K-I-E-----------KLCFFFKE---------------G-ETL-CD-QINNASID----S-------L----QVTYTFT-----------------SGDTKVT--VPILKI-SPAVAIDQEKAQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OUT55991.1 DQRAV---------MEAFADILG------------------------AV----I--DKH-----------------L------------------------VI-Q-----------EK----------L-RQL-PE-PLQ--------------------LASRSARKRI-GAD-----------AA--------------XI-GN-R----------LIQNLRQ--D-----------------VLPGL--------------------------AA----EQ-LSESL-------------------------------------I----------------AERDR---SD-----------------------------------------------------Q-AL-------VAE--AQTALLRII-------K-EC----GAISTASV--E-L-QGV----L---DE-LR-QG--VHV-T---LP-------EL--------------------R------LYDAS---GKLI-------H-V--M-LLT---VHF-G---W--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_094415864.1 QSETL-P---PL--LQNLVAPFL------VR----------L-----GR-------SQE------------------------------------------SL-------------AS-----Y-L--F-RTI----PFS-ED---FE------D-----DAGELRQRLQ----------N--------------------KV-LQ------------LPQPLSR------------------I------------------------------E-QS-------AVLNI-------------------------------VAI----------------------------CG-----------------------------------------------------E----------IPL--LANDMRKAQ---------------EVLKTGHE----V------------EV----PE------L-I-FF-------DA--------------------D------RAVIR-R-VPLS---------I--Y-FSW--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
ADB15798.1 GQEHI---------LYLVKPHLV------------------------VT-------KQG------------------------------------------KI-------------SP-----C----F-VEY----NMP-YL-----------E-----LMDRFDKELF-----F----D--V-SD-I------------HI-ET------------IPSGNWK--S------ATKGR----W-QHTYV-------------------CH-----NA----TE-IDTQV-----------------------E-------AEF--------------------SGQPR------------------------------------------------------------KT------------TKIAIRVRF--HQKD-S-------TKLLDENA----I-QDI--------GN-RL-SN--YRK-V---FL-------DE------------W-------E------KAKLD---RDNA----E--K-D--F-NAE-A-----K--------------------------PEEK-----EKKRQ-----------------------------------K-------------------------LDVLK--N-K---F--IEIDS--SRERF-------DSD------Y--P-K--IITT-SE----------------------GREV-----IASLS---------------------------------------------KNA-----S---A--K-SAPRA--KVTIGREI-KTESQSI--KVPY---LLL-VD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_080793004.1 GPGST---------LSQYRDSQR------QP----------------RS---LN--GPD------------------------------------------TH-R-------------------------PPR-TP-GFR-AG-----------H--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_002648419.1 SRSEK-Y-------YQDIKRILL------EK----------L-----NQ-------SEG------------------------------------------QQ-K-------------------------AQL-TL-ALG-LL-----------G-----EVDPLVKALM----------E----PE--------------KK-AE------------VALSWPE--------------------FVDVL-H----WQLVS----L--------P-ES----DQ-KAQEE-------------------------------KIW---------------Q----AVNSQ-L-SP-------------G-ES------IATI--------------------------S-EL-------KIE--YDNQLKSYN--AEKK-D-I-----PEEKQESK--K---EKL-E--L---PK----EL--VDA-----WE------------------------------------RLRTA---EDLL-------D----L-IRG-N-----S--------------------------ARLK-----------------------------------------------------------------------IDTFG--S---G----GTVRA--ESVLK----K--------------P---------TG------------DI-Y------FVKI-----LQYGD---------------------------------------------QQL-----K-V-G----DYLSR--ALVIWNLE-RISGKPH--TSAR---VSN----PSHAGEPR-AL-D-HWKDE-F-E--KHK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_020440145.1 DREAL---------IADATSYSV---T--HG----------------CH-------DPG---------------------------------------------------------------------V-PDL----TAL-TD-----------P-----TLRAMAEDVF-RRR-----------TD-----------------VR----------------------------PIRPD--------------G---------------QA---P-PP----NP-AAHPV------------------------------------------------------QQIPQ---HQ------------------------------------------------------------------P--FPSAYQPYA--DRQP---------QRIPPNPG------HPG---------------------------R-------QR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052437872.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_041992098.1 VRGAL-Q-------LLQFARELE------RG----------------RA-------QPP-----WTQRTL-------------------------------TL-K-----------AA----------V-EPV-EP-GVV-DL-----------------VFGILARHLL-SEH------R----PE-G------------EL-YA---LIHCDEPD-LLAAYGA---------AARAD----R-VRERL-G---------------A--------AP----GY-VADCF-------------------------------VAW--------------------SSLPG---AN-------------R-PW------------------------------------D-KT---R---SAL--LDKVLRPVV--RALP-A-------EDVASVEH--A-L-ERA-G------AH-RA-EE--FRL-----WN-------RP--------------------G--A---FGRLG---RR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_087117134.1 RKETI-H-H-----LVGLANRIA------------------A-----RS-------VPT-Q---------------------------------------------------------------------ANV--------DA-----------------VARRAWEDFF-ATA-----------PD-S---------------PQ-D----------IALAAQA------------------V--------------------------------SA-------LPAAF-------------------------------AEL---------------R----IERTD------------------------------------------------------------QF------------LSKVIQTLV--QNTR---------GMANQKGE--R-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027013014.1 DNDVL-A-------LLDTSRFLG------DI----------------VP-V-LC--EEE-----FQTMLW-------------------------------NL-P-------------------------KAF----DTC-EE---FR------N-----AIVRLVSVFV-------------------------------PF-SQ------------VAPLFSN--D------SATER------EILDM-----------------------------------LLHTL--V--------------------H-----G-ISW--------------------QDIPM---DD-------------S-----------------------------------------EL-------HSL--FSSVIWPDY--LAAS-A-DK-S--NVFAAVDK----L-LAW----V-A-AS-PN-TL--LIA---P-YA-------QH--------------------S------IARLA---TFIA----E--R------KGE-----I-T---C--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063938666.1 AQSRI-R-S-----LSGWPHEFP---------------------------------RAQ------------------------------------------RV-------------------------F-NVL-GY-PTQ-PL-----------P-----DYPHNQQRNV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_015652149.1 LYYAV-A-------LRLLFKPVI------SG----------------RA-------KRD-N----------------------------------------KI-------------AA-----T----I-GAL-CF-----DA-----------------VQRHVNAELQ-RGG-I-V--N----AE--------------PF-VQ------------VARRIAV--K-----------------DVDAV-------------------DM-----GG-------RQDAY--I----------------------------AEI---Q-----------K----NTDPK-Y-LH---------------------------------------------------------------------FKTAITDVF--VLVA-A-------EILAERQR----I-NGG----Q---PT-SG-RD-------------------KR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_085549323.1 YAVCL---------HLSVEPFIS------GD----------------RA-------ADD------------------------------------------EL-------------------------L-DVL-GE-LML-EA-----------------VEKGLKRRLE-RRD------T----PP-P-----------------------------TTTEFRD------------------L-------G------------------------RT-------VAEDI-------------------------------------L-----------S----AGHRP------------------------------------------------------------VL------------LDRILADVE--RHRD-K-------EKLDGMGR--G-T-AQI----V---AA-VA-SG--ITE--------------QT--------------------R------EARRG---EDSE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_009947927.1 WKEDG-T-------LRRWLTAFR------RS----------------GA-------TPP---------------------------------------------------------PT-----E----L-SEV-SK-KVF-AA-----------------RGPAVVDALL-EGE------Q----AK-A---------------VD---AVVRAGER-LQQVVVS---------ELAAA----W-DDEAT--------------------------TTERRDRA-VVLAF-------------------------------LIG-------------W------ADDLT---PT------------------------------------------------------------M---RAE--FDKALEGWA--GAHG-Q----ADYRRVSRLLR--A-D-GPE-----------NA-AV--WHE-----WL-------RE--LSK---------------K----T-PRKPT---SPVA----D--W-L--L-GRR-------R------DR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_046704594.1 EQAIA-E-------LLALAQDMA------HG----------------RK---PV--GPA------VERVR-------------------------------VL-E-----------QE----------T-GPM-DV-KLL-DG-----------------IEQLIAQGFA-RTD-----------PV-R----LFDSP---DA-IR---YLVAGGMG-LHRHYHR---------AVIDE----T-RRQGG-V----LTPNAL--------------TP----QR-LARLF-------------------------------AIW---W----------------ISQEG---TE-------------N-GW------------------------------------E-KT---G---DAL--LDEVVGPLL--PRLD-D-------RFLNEVAT--F-L-PRD-A----N-RR-WV-AD--WNG-----WL-------SR--------------------R--------------TGTG----Y--T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_009741053.1 SGSYT-Q-------AQAVLKKAR------DN----------------VR-------ARS---------------------------------------------------------GA-----S----L-DGC-LP-AVK-GL--------------APLLLADIGLLLL-RST------N----SA-A---------------VE---RVLNEIEP-WGLESVR---------ASILG----L-ARSGD--------------------------GL----RA-IERAL-------------------------------RAR----------DH--------PHKEI---VV------------------------------------------------------------A---AED--ALDRIIE----SQP----------DLADSAR-----V-PRW-----------LR-DG--LED-----YL-------FQ--RDR---------------S----H-GTRRW---LGRP------------F-GRG-------KRVEN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_035113596.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OHB70404.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101648094.1 RDYFL-V-------LKALSKLIN------------------------SS-------GES--------------------------------A---------SC-----------Y-------------L-KLL----TSN-GR-----------H-----QLNGMLQRIL-SEK-S----I----SA--------------PF-RL------------LFIAFET---------SNDEV------DFPKL------LNFII--------NH-----YN----EM-TMCSF-------------------------------IKE--------------------SANLA------------------------------------------------------------AV-------DLL--FRSSLKSYL--IHHP-R-------SIWKNKTW--R---KEL----Q---SV-ND-SL--FKL-F---VK-------EI---------------------------EKETS---NPLV-------R----L-LKG-M-----S------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OHB82388.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_070455659.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_061920078.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_005522822.1 YYDNL-D-------LVGLLEAVK-------------------------------------T----------------------------------------QV-------------------------L-AEL----KTE-SV----------------------------HHH-----------PP--------------QY--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AJI77744.1 GRVAM-V-------LDEVQRMLA------------------E-----RA-------ERA-----------------------------------------------------------------------QQY-QA-GWQ-NQ-----------G----------------SGR------G----RG----Y---------GF--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_096179030.1 EARLN-E-------ILREIPSAK------NR----------------AK-------DGF---------------------------------------------------------SG-----A----M-SFL-SR-RRH-SDASDERERDE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018023270.1 RDNDV-R-------MLPWWRVAE------------------------LS-------DAD---------------------------------------------------------------------F-GTV-AA-SVR-DL---VP------D-----VSAAQYDQLI-QQP------Q--V-PD--------------GL-RD------------ILRKCQQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_101600910.1 HVELR-D-------ILNDIPTMR------DR----------------VT-------SAA---------------------------------------------------------DS-----V----R-SLF-GK-DRR-DV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_072537017.1 FRDNF-D-P-----ELTFFYFLW------------------------QK---DF--YED-----LQTRLI------------------------K------DL-------------------------V-GQL----DYD-KL-N---------E-----KESNLIKNLF-------N--K--Y-DN--------------KK-ID-E-VSYKKVLL-LVLALEI--E--KQ--EDKAS------LLDAL-D-L--LLEKG-HKAR-Y-KI-----DD-MD-QG-DIESY-------------------------------FAW-N-F------ANIN-S-FD-LDLDY-L-KK---------------YY--------------------------------------SL-------FVL--DEEKMSAVI--YIHL-G-------TLMEYADK--A---RDI--------FF-FV-EP--LGL-V---ME--SE---DK--------------------D----L-LDEIV---DLFE-------P------IKK-A-----K-----------------------------------------------------------------------------------------------------LKGLD--E---M-M---------QKKY---------RE--------------NIEN-WD---YIYENA---SQ--------SAFS-----KKIKG------------------FGSLF----------------------GGR-K------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
OUU82773.1 LDVLL-I-------PESIVPFFQ------------------------EP----L--ASN------------------------------------------PI-------------------------F-GPL---------------------------REHGPFDRFI---------------PE-D------------TI---------------LSIKAVR--R------AARDR----L-VQNGI--------------------------DA----IT-AAEEY-----------------------R-------XQW----------------------------------------------------------------------------------------------XSL--SEDDIHHXI--LNFG---------DSFRIKX---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PKB09493.1 AQASV-A-------LPDLPAPWR------PAPPRATAGR---------P-------KPG-V---FARL---------------------------------RA-R-----------LG----------G-SGT-PP-GAA-G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_089000279.1 IHGHR-A-------LTVALEQLA------SP----------------RP-------DID------------------------------------------------EL-------TL-----A----L-RHV-PA-RLV-AA-----------------RVRELCDA-L-AAA------P----AA-A---------------AF---AVLVHAPQ-LTEPCSR---------KIRGE----L-MGN-S--------------------------NP----AH-VALAF-------------------------------VLV-----HIERQSATM------AAMVQ---PG------------------------------------------------------------T---HAD--LDRMVRTAV--IRCS-Q----KRLDDMTAQVE--A-M-GPM-----------WL-AR--WRT-----LV-------RD--NRR-GLLRRLRPGGRG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_027344127.1 FDEEA-R-------LQLVLTEIE------SN----------------QP-------TEA------------------------------------------------VI-------SQ-----T----V-AGV-GD-RVL-RA-----------------HMSRVLRTML-FAP------A----VI-S---------------TT---TLLKAKPS-LVVPLIA---------DLAPR----V-GGDTA--------------------------SP----NR-IALAF-------------------------------VLS------AHNLSAEV------GRAVS---DD------------------------------------------------------------A---RLV--LANGVRVWL---RAD-KAIHAQHVNAATDQIS--F-F-GPP-----------WT-DT--WRR-----TV-------RA--ERPRG--RGLR--GLGGWR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_045745420.1 LADES-N-------VRFVIVQLE------KG----------------ST-------DAN------------------------------------------------RV-------AE-----V----M-RQV-PG-HTL-DA-----------------HLDRLLVAMV-ECP------Y----AP-T---------------TM---AVLDAAPE-LRGEYTR---------TVGGG----L-DSEVW--------------------------RP----AQ-VAMAF-------------------------------VVC----------ESPF------PDASA---AD------------------------------------------------------------V---QVLDFVRSRLRDFL--TRTS-A----LRLREVSEQIL--L-L-GEP-----------WP-AR--WA-------V-------AQ--PRR--LLGRILP-PRG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_075728933.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014011376.1 TTGEL---------IADTVEFSV---R--HG----------------FD-------DEK---------------------------------------------------------------------E-PDL----SLI-GD-----------P-----TLLAMAQEVF-RRR-----------TD-----------------LK----------------------------PVKPR-------------------------------------PA----QR-QAAPV------------------------------------------------------QQMPP---TQ----------------------------Q--------------------------QV-------PPQ--FPRANDPYA---RQS---------QYFPPQSG------PAG------P-SS-FG-------------WN-------RR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018019435.1 LRPPF-R-S-----IEEAVDKLK------------------G-----EA-------ENR------------------------------------------EI-------------------------V-RCV-GP-QLH-RL---LR------G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052844786.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093562468.1 TAATV-Q-C-----VLDLAARLE------DA----------------ED-------AAR------LAREF-------------------------------TG-G-----------------------P-LP---E-PVR-AL-----------------RGMRLAGALI-AAP------A--E-PP--------------TV-PE---MLNGLAFD-TADRYLR---------EVRQL----V-LGARGAH------------HP--------V-PE----RL-LQHVS-------------------------GLT---LAW-Y-------------G----TPALP---AG------------------------------------------------------------H---RAL--VEDVLAAAV--HRWR-A-------DDTERLAD--R-L-RPY-D------VA-VA-DA--VAE-----HA-------RE--------------------R------RAAKK---GWRR-LT-GLSR------FGR-------P--------------------------GTDR-----EGRAR--------DE----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
KHD11963.1 STWQI---------LEEEWKYAI------------------------AK-------QRD------------------------------------------------------------------------------KVA--------------------AHASYYQHVL-QDE------S--------------------EF-SQ-R----------YLPVFSA--K-----------------LWDLL--------------------------SK----KD-RLAQA-------------------------------IAW---I----------------RDKQT---------------------------------------------------------------------EPL--AEELENTVF--QTAS-E----K--VSFEPKDR--Q---SDI----L------YN-ML--VDQ-V------------NS--------------------R------NIVLC-P-NRLV--------------LRD-------A-----------------------------------------------------------------------------------------------------IIKLD--V-E---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PHS09131.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_018554808.1 VRAAL-L-------LLDFAREVG------SG----------------AA-------EPE-----WAERVR-------------------------------AL-R-----------AE----------A-EPV-EP-GVL-GQ-----------------ACDAVAGRLL-APE------R----PE-A------------EL-YA---LVHSGDAD-LIAAYDR---------AARGD----S-VRARL-A---------------A--------DS----AY-AADCF-------------------------------TVW--------------------TAHPH---AG-------------P-AW------------------------------------S-GV---A---GAL--LEEVLRPVV--RGLP-A-------DRVAAVEE--A-V-GSS-GS-----SV-RA-EA--FRD-----WN-------RR--------------------ERRG---LSRLG---RRIA----G--R------VRR-------S------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_040705664.1 VRDRG-T-------MPGLLDTLE------GH----------------RD-------DAR---------------------------------------------------------NP-----I----I-PTL-RR-IDR-RV--------------LELHRREIVDLLL-LQE------D----VA-G---------------VG---SFLDFWHT-ADLPEVF---------YRSTA----Y--YLRE--------------------------YH----AT-FAEQF-------------------------------VYL----------YY--------AEAVP---AW------------------------------------------------------------V---RTR--MWAAFEEW--AGADK-K-------RAVEIERS----L-DPR-----------FR-PG--WSA-----LL-------QRFDSAV---------------P----G-YQKHL---NVFR----R--A-R--K-QER-------G---GR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_050054084.1 VDDYS-V-------VQTAFRSSR------DE----------------VR-------ADS---------------------------------------------------------AA-----R----L-DAC-LP-HAG-RL--------------APLFLSDIGWLVL-NSA------N----PG-E---------------IE---KLFQAVSP-WGPEAIR---------ATLRH----L-AATNH--------------------------GM----EA-IDSAI-------------------------------HLR----------SN--------PDGEI---SA------------------------------------------------------------A---ADK--ALAEILK----SHP----------DLLDGAR-----V-QPR-----------LR-GV--MDK-----YLG------QQ--QSH---------------A----F-GGIRK---LSGP------------F-RRN-------K--EK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_005394499.1 AQPQC-P-------LTSWFVASD-L----AR----------------TP---LK--QRA-D----------------------------------------RF-K-----------SD----------L-NGV-GP-----DM-----------------WIVCLKGASL---------------PE--------------DI----D----------LFIQWAR---------SVDST----T-SLASA-V----INKAS----K-Q-IH---V-DP--K-HA-KAKDV-------------------------------DQW--------------------------I----------------------------------------------------------KL------------LKAVAQSKP--HSVQ-R----A--DALKAMEQ----Y-RDE----I---------PN--MKE--------------RA---------------S----N----M-MKSFS---NPFR--S-G--R------KQR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_059061848.1 GQRLT-Q-------FIADIPTAR------ER----------------AK-------EKS---------------------------------------------------------DA-----F----M-SIF--K-NRK-ED--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AUG76307.1 ARSCL-A-R-----TLELAELVQ------NA----------------VD-------ADS------LALLL-------------------------------DD-P-----------------------P-PEH-WH-SAR-SV-----------------LNAQLPRLLI-ERP------V-RD-PA--------------AT-GP---RLSKLEEP-TALAYLD---------RLDRE----A-KRVGR-H------------HP--------A-NR----YL-IEHLV-------------------------TL----------------------T----RTRLP-----------------------------------------------------------------K---REL--LAGI----A--EHWP-E-------ADLDRLRR--A-L-EPV-D------PA-WA-ER--IAY-----LL-------AQ--------------------R------PVPLR---RRVA----G--R------LKL------------------------------------RR-----GGAEK--------TE-E--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_067654758.1 AREYA-R-------TRRILHALD------DV----------------AE-------QIP---------------------------------------------------------NP-----V----L-QDL-ET-VDH-RF--------------RYYYRAAIADRLL-VQN------D----LA-G---------------VD---RYLSATRS-YELREYF---------HYHTT----Q--HLQQ--------------------------GL----RD-FAHRL-------------------------------VYL----------CD--------SAETS---PW------------------------------------------------------------M---RSD--VQRAFADWLRKPGNR-R-------RALDAARH----L-DRQ-----------HG-AL--WNA-----LV-------DKLSDER---------------A----Q-LPQQP---RKLL----S--M-P--K-FRK-------G---QH-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_033322584.1 ERAVA-R-------LLVLAHDFA------HG----------------RE---RL--APA------MERLP-------------------------------AL-E-----------YD----------A-GRL-PD-ALR-DA-----------------VDRGIAHGIA-RTD-----------PE-T----VRDT----RA-LD----YVADNMK-LIGHYQR---------AV-AD----A-HRSGG-A----LDPASLR-------------EP----RR-VAILF-------------------------------TLW---R----------------ERRDG---AR-------------G-AW------------------------------------K-NA---A---DQL--TEDVIGPAL--AQLG-E-------HGVNEVAT--L-L-SQRPG----G-QK-WV-QA--WNK-----WS-------HQ--------------------M--------------KGHG----G--A------REH-------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_016431979.1 EVATA-R-------LVVFAHDFA------RG----------------EE---TL--ADA------MERLP-------------------------------LL-E-----------ER----------A-GRL-EG-VLR-ER-----------------IDSWIARGVT-RAD-----------PY-E----VHGT----DA-LR---RYAVGSMR-LLTLYRE---------AV-HS----A-RREGG-A----LEARALC-------------EP----RR-MAALF-------------------------------FAW---A----------------ELHPG---QT-------------G-AW------------------------------------H-DL---S---RHL--IDEVLGEAL--RHMD-R-------RARSEVAA--V-L-DGW-G----G-QR-WV-QA--WNQ-----WW-------QS--------------------P--------------R----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_098245459.1 ERATA-E-------LLVIAQDLA------DG----------------RV---PV--TRA---T--VGRLR-------------------------------EL-G-----------RK----------V-TPL-GA-VLR-RG-----------------VDERVAGALA-RAN-----------PL-D----LCES----HG-LQ---ILVAAGPE-LLRAYRA---------HLLDE----A-CCDRL-V----RELPD---------------RP----AE-LAAYY-------------------------------HIW---RP---------------RRRHG---VT-------------A-EW------------------------------------R-EV---A---GEL--LDQVLAPVL--AHLD-H-------HHLGQVAT--V-L-ERE-G----Q-D---V-QE--WTA-----WR-------HR--------------------V--------------AQEP----R--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_009526733.1 DKEQF-D-Y-----TSEILNMAM------------------------KM---GI--TDD-----YVSLLC------------------------E------TI-------------------------L-EYI----PMG-KR-T---------S-----ENKETISELY----------K--Y-NR--------------EV-LN-K-AIEGKLLL-FIIALQL--N--RV--TRKND------IITTV-Q-K--IKSVS-VESG-A-CF-----ER-IA-DG-KIKDY-------------------------------FEW-A-F------DSLG-N-FN-LTKED-Y-EA---------------LY--------------------------------------SL-------FDF--TNSVHSIFM--DYWC-R-------AIYKDSKG--D---KDY--------SS-FA-EF--LRF-M---FD--MG---NQ--------------------N----D-QDMVG---KYLC-------K------LSK-S-----K-----------------------------------------------------------------------------------------------------LEDLN--V---E-M---------LTIHF----K-RDRK--------------AAHA-WS---NIREIAD--ST--------NPLL-----NNLSN------------------LGNLF----------------------KKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PHX78035.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
SEH00144.1 AEAVL-A-------ATGLAHAGS------LN----------------QA-------VAE-V-----ERLT-------------------------------GL-N-------------------------PRI-DP-ELV-TL-----------------TRDRAARTLA-EQE-----------PK-----------------SR---------TA-LMRKLSR---------QSR----------DWL-L---------------------------------------------------------------------EQW---L----------------TARPN---RA-------------------------------------------------------EQ-------AAL--LEIAIRLRE--EGVH-V-------PRL----------------------EE-WA-YS-LVRG-----RL-------PF--------------------G--------SVD---SRFR----K--D-R--E-LAE-------G--------------------------LRRL-----MKPKR--------------------------------------RVFGGD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_054716519.1 PNADL---------LIQIYSYPF------------------------EI-------DPK-----YKLETL-------------------------------KL-------------FD------------KNL-LT-KPV-TI-----------------EQCSFVKKLA-DRN------G--Y-AS----I---------NV-LA-M-GIDVQQKV-VGIEYVS--G--LW-----------T-EYSKT------LD------------------------KE-KAKNF-------------------------------LNW-I-F------TDLL-A-LI-SSKED---AG-------------------------------------------------------DF-------LEI--FKNQMDLFN--VRLK-E-------EKYSRQLC--I-L-LEY-V--L---GN----EH--LLM-----FT--NE---ES-----------IV-------A----C-LKAFS-K-SEFK-------R------FEL-------E-----------------------------------------------------------------------------------------------------MSNIK--D--------SSLAV--QDIFK----K--ANR------H--G----FIGK-LK-------------------------------DLFIN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
AKA68369.1 CSDDI-T-------LEEYEAILN-YIM--NN----------------SL-LKYM--DKA-----FIKKVI------------------------S------MF-E-------------------------NKI----NNE-NQ-----------E-----IDDFILKKLF-NVK------K--------------------QY------KIKTSCSI-IELSYIG--N------ELEKY--G-F-RQCDD-L----LKNIK----C---DY-----KE-MY-RN-NYEKY-------------------------------LKW---F--LPNICIYL-K-DD-VDHGK-V-KK---ALYC------A-DY------------------------------------G-EI-----Y-FEQ--YIKVIKEIV--LGKN---FK----SLIKSLNI------NPY--------------KI--LLD-----FV--IFTL-KN---------------------------MYNVQ---KTAE-------E----T-FNN-------G---------------------------------------------------------------------------V-------------------------IDILK--E--------VSEKK--IKACS----R-----------Y-------VIEK-TK------------RC--------KDRE-----EIMIR------------------WRHIT-------K--------------TAV-----S---M----EKGPL--LKIKNLFN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_053240737.1 KAEDF-N-------MEFYNEFTE-YIE--KR----------------KL-EKYI--GKF-----IATRLV------------------------N------RF-Q-------------------------DLV----LIEIPD-----------E-----EQKSVIEEMN-FLN------N--------------------YY------SINVSPNI-SEMIHYA--Q------LLFTG--S-I-SVEKF-L----CDEKK----F---EF-----HG-IG-EE-KYVKV-------------------------------LKL---M--FEIICPKL-N-ST-SAHIK-M-KN---ILMY------D-KF------------------------------------F-II-----Y-FNT--YINTMGDIF--TTSD---R--------SSGNK------KSY--------------KL--YCD-----FI--YFIM-KC---------------------------KTLFT---ETQF-------K----D-IEK-------F---------------------------------------------------------------------------I-------------------------FETLE--K--------VDLDY--LKNYD----K-----------YM---KN-IIIN-SS------------KS--------EEAR-----RMKRE------------------WQKIY----------------------KNL-----N---D----SIKRK--YILNKLQKIYKRKIGE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_014153312.1 VRARL-M-------LLDFARELR------SG----------------AP-------EPG-----WTDRVR-------------------------------TL-R-----------AR----------A-EPA-GP-LPL-EH-----------------AFGALAERLL-APG------R----PG-E------------EL-YA---FVHSGDED-LIAAYGT---------AARRE----A-VLSLL-G---------------A--------DP----AY-VADCF-------------------------------TVW--------------------NAHPH---AG-------------A-GW------------------------------------T-RT---R---TAL--LEEVLRPVV--RGLS-P-------EGLAAVEQ--A-V-ETQ-GN-----SR-TL-DA--FRA-----WN-------RP--------------------S-RS---LGRLG---RRIA----G--R------VRR-------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_037687853.1 QSAEA-E-------APDEQGPAR------TG-TRATSGTGAAPGTETGP-------TPG-A---APEVGV-------------------------------GA-R-----------AG----------G-DGV-GG-GVV-GV-----------------AVG-----LL-GEG------W----GE-G------------AL-RV---LFEREDAA-LLAAYRE---------AARGE----E-VTERL-R---------------S--------SP----RY-LADCF-------------------------------AVW--------------------SAHPQ---AG-------------P-LW------------------------------------R-EA---R---TDL--LEEVLRPVV--RELP-P-------EHLAEAER--E-L-ARL-G------RS-RA-EE--FRA-----WL-------RP--------------------G--P---GARLR---GLFG----R--R------PAR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_071963824.1 DRAAL-L-------LLEQAGDLE------TG----------------EA-------LPG-----YTARVV-------------------------------GL-R-----------RQ----------A-APL-EA-GIE-QR-----------------LSEALADRLLCMDP------P----PA-PG-----------EL-PD---LIHSDDRH-LLRAYAH---------QARSA----A-VVSLL-R---------------R--------ER----TY-VAVCF-------------------------------VAW--------------------HTAPD---VS-------------E-LW------------------------------------E-EI---R---ADL--LASVLRPEV--RRMS-T-------EDVEEIRR--T-L-RQV-G------GP-WA-EI--FHE-----WD-------RF--------------------G--V---LGRLG---GRWR----G--R------PGG-------C------------KHGRP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PAW85721.1 DNSAS-Q-------LRDTNQLIE-I----EL----------------AD-------GSR-Q---TIALIT-------------------------------NV-------------KA----------L-RPL-NL-GLA--------------A-----LKSDVDTGVV----------H----AA--------------AW-AE-P----------IVNSFIA--------------------SSGSL-G-L----------------------YP-------AGHEF------------------------------------------------------PDRDL---AS-------------T---------------------------------------R-AT-------KSL--LETDLVRLE--RKSG-P----GA-PSYDEVKA--------------------RR-SA--FTA-Q-D-FV-------KA--------------------G--------------APWS--L----R----A-VSA-------R------------------------------------GEEG-------------------------------------------------------------LLLVE----F-R-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_077026942.1 -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_063973810.1 VDGDK-R-------LRRLNSWIA------NA----------------PD------GEFT---------------------------------------------------------GD-----V----Q-AEL-SA-ISE-PV--------------LRIRRRDLLYELL-RRP------E----YD-A---------------IL---DVLASLPR-GVAEGVG---------PFIES----E--LAEA--------------------------RT----QD-IEYFL-------------------------------RLW----------DE--------ADRRR---SP------------------------------------------------------------V---EPS--IREALVDWY-IDADR-R-------GVLE---Q----F-KTR-----------MR-PD--ALE-----LF-------DQIAKTA---------------R----R-ERRSG---KRAI----K--D-V--K-NFF-------G---RRKT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_078543661.1 SSSNI---------SLLLMELLE------------------------LD-------KAK------------------------------------------EI-K-----------TD-----F----L-SFL-NK-QVG-SL-----------------TKTQYEDLLL-----W----R--L-PL----M------------IQ---LVQKKTRL-LVMLFDA-----LHC-SENND----V-FFKSL------IKEPT--------RS---G-KS-DK-SI-VLAAF--C----------------------------CCL---I----------------KHKKK-L-SE-------------S-----------------------------------------EI---D--------YFEQNRSLF--KKVK-D-EA----SKLPNGEQ--T---DAY----L---------AK--IQV---N-FP-------EQ--------------------K------DGSIF---GKMK-SM-L--K------VRK-N---E-G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_008098874.1 RDFAL-Q-S-TA--FQDAIAPLR------------------------SP-------SPS-----------------------------------------------------------------------SPL----DTA-TL-----------------IHEALNLLNL-DAR------N----RE-D------------SW-IR------------IRDQWRA--T---------------F-VRQDL-M------------------------------EQ-TILGY--T----------------------------LEA---L-----------E----AAKRR-L-AE-----------------------------------------------------T----------SSL--FSKNQLHAY--QENQ---------TRTKKAQS----L-KQA--------AI-QA-TS--EKD-----WI--VIS--KQ---------------------------STKVR---TSLP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_006246539.1 GRQNA-E-------LTHTLNLMR------SR----------------RA-------ASD-A-----------------G----------------------DA-------------------------L-GGM-DP-IIL-NL-----------------RMAEIIRTLV-EDG------G----SD-------------------------------CLLAFLQ---------KSAVD------STEHL------VEALD--------TS-----AQ----HF-PVETI-----------------------E-------ITF---Y----------------LLRAK-L----------------P---------------------------------------K-SM-------HKQ--VSTVPLRWY--ESAT-E-------EARDKVGR--Q-L-DRD----W---PE-WG-ET--ATQ-----YE-------RK--NES---------------G------FRKVG---RLFG----A--H------ERQ-------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_052038875.1 A--FD-D-------YIDKVPTSI------SR----------------MR-------DFV---------------------------------------------------------GG-----A----V-AKI-GR-SQD-PDEGDDSDRRADRKKTKR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_048037372.1 NRDIS-Q-I-----EEKLFYIIH------------------------QN---KLG-DVP-----FVDELI------------------------D------NI-------------------------V-NKI----PIE-RP-S---------K-----ENYKIITDIF----------D--Y-NF--------------NY-RR-H-GVRGKVLL-IFVGMNI--E--KI--KSHKD------LRPAM-E-G--IERII-NGKK-V-DL-----FG-LT-EK-DANNY-------------------------------LEW-I-V------PYIT-D-SC-QTSNE-L-IK---------------IY--------------------------------------EL-------FNM--SPRVSEIYM--TMCA-K-------DYLKQSKD--I---NEH--------CS-FY-EF--LKF-L---FT--VG---NV--------------------N----E-REATG---RVLC-------K------LNK-Q-----K-----------------------------------------------------------------------------------------------------LEIMD--R---K-V---------KTIFF----K--DKK--------------ALRY-WD---EINEIAL--ST--------NPLL-----NSINN------------------F---L----------------------KRK-KF-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_024494939.1 ERGAL-L-------LLDFARELR------SG----------------TA-------EPE-----WAQRVR-------------------------------AL-R-----------PG----------A-EPV-EP-GVL-GH-----------------AFGALAGRLL-APD------G----PE-A------------EL-YA---LAHSGDAD-LIAAYDR---------AAHGP----A-VRAR----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_073785338.1 ARGSL-L-------LLEFARDLR------SG----------------AA-------EPG-----WAEGAR-------------------------------EL-R-----------AG----------A-EPV-EP-GVL-DK-----------------ALNALAERLL-APD------R----PE-T------------EL-YA---FVHSGDAD-LITAYGR---------AARGT----P-VLTRL-C---------------T--------DP----AY-VADCF-------------------------------TVW--------------------SSHPH---AG-------------T-AW------------------------------------T-ET---R---TAL--LEEVLRPVV--RALS-A-------GDLAAVEQ--A-A-ERL-GS-----SR-TA-EA--FRA-----WN-------RP--------------------S-GF---GRRLG---SRLA----A--R------VRR-------S------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093705090.1 VRAAL-Q-------LLDFARDVR------AG----------------AA-------EPE-----WAERVR-------------------------------AL-R-----------AE----------A-EPV-EP-GVL-GQ-----------------ACEAVAGRLL-APE------R----PE-A------------EL-YA---VVHSGDTD-LVAAYER---------AARGE----A-VRARL-A---------------A--------DP----GY-AAECF-------------------------------TVW--------------------TAHPH---AG-------------P-VW------------------------------------S-AA---A---SGL--LEEVLRPVV--RKLP-P-------DRVTAVEE--A-V-GSS-GS-----SG-RA-EA--FRD-----WN-------RR--------------------ERRT---LGRLG---RRIA----G--R------VRR-------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030900988.1 PRDAL-R-------LLEFAGALE------DV----------------RV-------AAP-----WVEPAL-------------------------------AA-RE-----------------AARRHG-PVA-PA-VLD-RL-----------------GAALASRLLS-RER-----------PD-----------------GELYALIHRGDAA-LLAAYTA---------AARTD----P-VAARL-R---------------T--------VP----AY-AADCF-------------------------------AAW--------------------T-SLP---GA--------T----G-DW------------------------------------D-QA---R---TAL--LDKVLRPAV--RALP-A-------ADL----------------------AE-VE-RHLEAAG-----AH-------RA--------------------E--------EFR---A-WQ----R--E-S--A-LSR-------L--------------------------GRRL--GG-LGRRA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
PJT46684.1 DRAAL-D-------LLLYTDRLG------TP----------------AE-------GTE-----WVRHLT-------------------------------EH-A-----------TA----------A-APL-PD-ALR-TR-----------------AERALAHRLL-AGD------A----DDIA------------EL-SD---LARSGDAA-LLAAYAE---------VAAED----A-TAQRL-R---------------T--------DP----SY-AAACF-------------------------------RDW--------------------SSHPG---AT-------------P-AW------------------------------------D-ET---R---LSL--LTTVLRPVV--RTLP-A-------EEVRQIEH--L-L-ASH-R------ST-LA-EE--FRA-----AN-------QG--------------------R------LTRLT---RGLT-TR-G--R------RRG-------T--------PS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_093542234.1 TRGAL-H-------LLEFARDLR------SG----------------AA-------EPG-----WTERAR-------------------------------TL-C-----------AA----------A-EPV-EP-GPR-EQ-----------------AFGALAERLL-TPD------R----PE-A------------EL-YA---FVHSDDAD-LIAAYGS---------AARQD----A-VLARL-R---------------S--------DP----AY-VADCF-------------------------------TVW--------------------SAHPH---AG-------------T-AW------------------------------------S-GT---R---EAL--LAEVLRPVV--RGLS-A-------DEVAAVEE--A-A-ERA-GS-----SR-TV-EA--FRA-----WN-------RP--------------------A-GL---RRRLG---NRLA----A--R------VRR-------S------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_030350718.1 VRGAL-L-------LLEFAGEIG------AG----------------RA-------GPP-----WTERVL-------------------------------AL-R-----------AE----------A-EPV-EP-AVL-AR-----------------VFGTLTRRLL-SEE------R----PE-G------------EL-YA---LIHCGEPE-LLTAYAT---------AAQEE----R-VRDRL-R---------------T--------AP----AY-AADCF-------------------------------IAW--------------------SSLPG---AN-------------R-AW------------------------------------D-RT---R---TSL--LDKVLRPAV--RALS-E-------EDTASVER--C-L-ERA-G------LH-RA-EE--FRA-----WN-------RP--------------------G--A---LSRLS---RRFG----G--L------GRP-------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
WP_028128959.1 SKRSI-E-Y-----VANLISDIL-------------------------------------S----------------------------------------EI-P-----------------------F-KKL-DR-ELM--------------------NIIGMADDCV-NSQ------Q-IQ-PP-S------------RL-CM-L----------KLGCYLQ--N------CKTGH----I-VWDEL------AHYSP----L---IM-----DG--Q-EE-NIHEY-------------------------------FVW-I-I-----------P----DVVRI-F-AE----------------------------------------------------------------KKS--LDNFIDNLK--ITKE-Q----E--ETFRIELH------SYY-D------SK----KK--INQ-V------------KS--------------------A------MKNVF---KSFT------------F-LGK-------R------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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